
RAR-10-071      Page 1 of 75 

 

 

 

 

 

 

 

 

Report Title 
 

Updated Bioinformatics Evaluation of the DNA Sequences Flanking the  

Insertion Site in MON 87705: BLASTn and BLASTx Analyses  
 

 

Authors 
 

Haidi Tu 

Andre Silvanovich, Ph.D. 
 

 

 

Report Completed On 

 

March 5, 2010 

 

 

 

Sponsor and Performing Laboratory 

 

Monsanto Company 

Regulatory Product Characterization Center 

800 North Lindbergh Blvd. 

St. Louis, MO 63167 

 

 

 

 

Laboratory Project ID 
 

RAR-10-071 

 

 

 



RAR-10-071 Page 2 of 75 

Table of Contents 

               Page 

 

Report Title ..................................................................................................................................... 1 

Table of Contents ............................................................................................................................ 2 

1.0 Summary ................................................................................................................................ 3 

2.0 Sequence Database Preparation ............................................................................................. 3 

3.0 Sequence Database Searches ................................................................................................. 4 

4.0 Significance of the Alignments .............................................................................................. 4 

5.0 Results and Conclusions ........................................................................................................ 4 

6.0 References .............................................................................................................................. 6 

Figure 1.  The MON 87705 insertion site and flanks. .................................................................... 8 

 

Appendices 

 

Appendix 1. BLASTn against EST_2010 database results for the insertion site of MON 87705 .. 9 

Appendix 2. BLASTn against NT_2010 database results for the insertion site of MON 87705 . 19 

Appendix 3. BLASTx against NR_2010 database results for the insertion site of MON 87705 . 45 

 

 

 

 



RAR-10-071 Page 3 of 75 

1.0 Summary 

 

Monsanto Company has developed biotechnology-derived soybean MON 87705 with an 

improved fatty acid profile that results in enhanced nutritional characteristics.  MON 87705 was 

developed to selectively supress two key enzymes, FATB and FAD2, involved in the soybean 

seed fatty acid biosynthetic pathway.  As a result, MON 87705 soybean oil contains lower levels 

of saturated fatty acids (16:0 palmitic acid and 18:0 stearic acid) and higher levels of 

monounsaturated 18:1 oleic acid, with an associated decrease in polyunsaturated 18:2 linoleic 

acid levels relative to commodity soybean oil. 

 

In addition, MON 87705 also contains the 5-enolpyruvylshikimate-3-phosphate synthase gene 

derived from Agrobacterium sp. strain CP4 (cp4 epsps).  Expression of the gene product (CP4 

EPSPS) renders the plant tolerant to glyphosate, which is the active ingredient in the Roundup


 

family of agricultural herbicides.  Glyphosate binds to the endogenous plant EPSPS enzyme and 

blocks the biosynthesis of shikimate-3-phosphate, thereby depriving plants of aromatic amino 

acids (Haslam, 1993; Steinrücken et al., 1984).  The CP4 EPSPS protein is structurally similar 

and functionally identical to endogenous plant EPSPS enzymes but has a much reduced affinity 

for glyphosate relative to endogenous plant EPSPS (Padgette et al., 1996).  Introduction of the 

cp4 epsps gene into MON 87705 allows for the production of aromatic amino acids in the 

presence of glyphosate (Padgette et al., 1996). 

 

A bioinformatics evaluation was performed to determine if any endogenous open reading frames 

(ORFs) were disrupted by the insertion of the transfer DNA (T-DNA) present in MON 87705 or 

whether ORFs from the soybean genome are present in the flanking genomic DNA adjacent to 

the T-DNA after transformation.  This evaluation was accomplished by submitting the DNA 

sequence flanking the insertion site of MON 87705 to a BLASTn and a BLASTx bioinformatics 

analyses.  BLASTn is an alignment search, which compares a nucleotide query sequence 

flanking the insertion site against a DNA sequence database.  BLASTx is a sequence alignment 

search, which compares conceptual translation products of a six-frame DNA query sequence 

against a protein database.  Results of these analyses confirm that it is unlikely that endogenous 

ORF(s) have been disrupted by the insertion of T-DNA in MON 87705.  While BLASTn 

alignments with both the Expressed Sequence Tag (EST) and non-redundant sequence databases 

yielded significant E-scores, all alignments displayed less than 95% identity.  BLASTx 

alignments yielded significant E-scores with RNA-directed DNA polymerase, a class of proteins 

contained in retrotransposons.  Inspection of the aligned regions of the query sequence revealed 

that in order to maintain the alignment, the sequence translation jumped from frame to frame and 

contained numerous stop codons.  Indicating the sequence alignment does not reflect a putative 

RNA-directed DNA polymerase and, therefore, the alignment sequence is not considered an 

ORF. 

 

2.0 Sequence Database Preparation 

 

The database used for the BLASTn analysis was the GenBank EST database (EST_2010) that 

includes 64,526,527 sequences (released January 22, 2010; Tu and Silvanovich, 2010) and the 

GenBank non-redundant nucleotide database (NT_2010) that includes 10,498,010 sequences 
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(released January 22, 2010; Tu and Silvanovich, 2010).  The database used for the BLASTx 

analysis was the GenBank non-redundant amino acid database (NR_2010) that includes 

10,272,453 sequences (released January 22, 2010; Tu and Silvanovich, 2010).   

 

3.0 Sequence Database Searches 

 

The genomic DNA sequence flanking the insertion site described in Tu and Silvanovich (2009) 

was used as a source of the DNA for these bioinformatics search comparisons (Figure 1). 

 

The analysis was carried out using a computer loaded with a SUSE LINUX version 10 operating 

system, and using the publicly available BLAST version 2.2.21 + algorithms downloaded from 

the National Center for Biotechnology Information (NCBI).  The genomic DNA query sequence 

of MON 87705 was used separately for both BLASTn and BLASTx searches. 

 

The BLASTn search was performed using the BLASTn algorithm, which compares a nucleotide 

query sequence (both strands) against a nucleotide sequence database (Altschul et al., 1990).  All 

settings used for the analysis were the default for NCBI BLASTn algorithm with the following 

exceptions: (i) the query sequence was not filtered for repetitive regions, and (ii) an E-score cut 

off of 1e-6 was used.  The BLASTx search was performed using the BLASTx algorithm, which 

compares the six-frame conceptual translation products of a nucleotide query sequence against a 

protein sequence database (Altschul et al., 1997).  All settings used for the analysis were the 

default for NCBI BLAST with the following exceptions: (i) the query sequence was not filtered 

for repetitive regions and (ii) an E-score cut off of 1e-8 was used.  

 

4.0 Significance of the Alignments 

 

An E-score cut-off of less than or equal to 1e-6 (for BLASTn) or 1e-8 (for BLASTx) was used 

because it provides the best compromise between search sensitivity while still minimizing the 

number of false positives.  The expectation value (E-score) is a statistical measure of the 

likelihood that the observed alignment occurred by chance.  Any alignments with observed E-

scores of less than the indicated cut-off values are documented and reviewed to determine their 

significance.  Paired nucleotide sequences are considered to be likely homologues in BLASTn 

comparisons when 95% or greater shared identity is observed; a high level of shared identity 

may be indicative of gene sequence with the potential for encoding homologous proteins. 

 

5.0 Results and Conclusions 

 

The results of the BLASTn comparison analysis of the genomic DNA query sequence flanking 

the insertion site against the GenBank EST database (EST_2010) are shown in Appendix 1.  Of 

those search results, 71 alignments with E-score less than or equal to 1e-6 with the GenBank 

database were obtained, however, none displayed greater than 95% identity.   

 

The results of the BLASTn comparison analysis of the genomic DNA query sequence flanking 

the insertion site against the GenBank non-redundant nucleotide database (NT_2010) are shown 

in Appendix 2.  Of those search results, numerous alignments with E-score less than or equal to 
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1e-8 with the soybean genome sequence were obtained, however, none displayed greater than 

95% identity. 

 

The results of the BLASTx comparison analysis of conceptual translation products from the 

genomic DNA query sequence against the GenBank non-redundant protein sequence database 

(NR_2010) are shown in Appendix 3.  BLASTx analysis yielded numerous alignments with an 

E-score less than or equal to 1e-8.  Inspection of the alignments revealed many were with 

proteins described as being RNA-directed DNA polymerase, a class of proteins contained in 

retrotransposons.  Inspection of the aligned regions of the query sequence revealed that in order 

to maintain the alignment, the sequence translation jumped from frame to frame and contained 

numerous stop codons.  While identifying the likely source of the DNA as being a 

retrotransposon, it appears that the retrotransposon sequence has sustained numerous mutations 

such that it is incapable of encoding a protein and therefore is not considered an ORF for the 

purposes of this analysis. 

 

Although both BLASTn searches yielded alignments that displayed significant E-scores, the 

absence of alignments displaying greater than 95% identity precludes the positive identification 

ESTs or regulatory elements flanking the T-DNA insertion site in MON 87705.  Likewise, 

although the BLASTx search yielded alignments that displayed significant E-scores, these 

alignments did not display characteristics that are reflective of the presence of an identified 

protein coding sequence in the flanking genomic DNA in MON 87705.  Taken together, the 

results of the BLASTn and BLASTx evaluations indicate that it is unlikely that ORFs at or in the 

flanking genomic DNA of the MON 87705 insertion site were disrupted.   
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GTGTATGTGG ATGATATCAT TTTTGGTGCT ACTAATGAAA TGCTCTATGA AGATTTTTCT  60 

AAGTTAATGC AAACTGAGTT TGAAATGAGC ATGATGGGAG AGCTAAAATT CTTCCTTGGA  120 

CTGCAAATAA AGCAAACACC CCAAGGCATT TACATTCATC AGACCAAGTA TGTGAAAAAT  180 

TAGTTGAAGA AGTTCAACAT AAGTGATGAA AAAGAGATGA AGACTTTTAT GCATCCCACT  240 

ACACATCTTG GACTGGATGA GGAATCAATG AAGGTGGACG TGACTCAATA CAAAGCAATG  300 

ATTGGATCAC TGCTCTATCT TAATGCTTCT AGGCCTTATA TAATTTTTAG TGTTTTATTA  360 

TGTGCAAGAT TCCAAAAGGA ACCAAGGGAA GTTCATTTAA CTGCAGTTAA ACCTATATTC  420 

TAATATTTAA TTAGAACTCA TAACCTTGGT CTTATGCTTA AGAGAAGAGA TAGTTTCAGA  480 

CTCATGAGCT ATTGAGATGT GGACTATGTT GGTGATAAAG TCGAAAGAAA AAGTACAAGT  540 

GGAAGTTGTC ACTTTATAGG TGGCAACTTA GTCACTTGGA TATGGAAGAA GTAGGGATCA  600 

ACTACATTGT TCACTGCTGA AGTAGAATGC GTGTCAGTAG CCATGGAGGT TACCCTCGAC  660 

ATTGAAGACC CCAAGAAATA GGTTCAAAGT TTTGGAAATC CACAGGGTCA GAGCACAAGT  720 

GCAAGTTTCA AGTATCAAGG CAGCAACGAA GCTATATCGT AGGTAGGGGA GTTTAGTGGT  780 

ACCAATAATG CCCAAACACC CACTGGTGGG ACTCAAAATC TACAAGGGGA GAGCAGAATG  840 

TCTTCTACAT CATCAATATC CAAACCAAGA TTCTCAAGAC CGTGAAACAA AGGATCTCAA  900 

ACCATTCTTT ATGTTGAGTA TGTCAAATGA AGAGACTCAG GGTGTTGTTA TCACTGCGGT  960 

TTGGCCTTTG GGCCAAGGCA CCGTTGTCCT GAAAAAAATA TGAGAGTTGT AATACTCGCT  1020 

AAGGATGAGT AGATTAATGA AGACGGGGAG ATCATAGGAT TAAAAAATGA GAATGAGGAA  1080 

GAATGTGAGG AAGTTTTGGA GATGGTTTGC TAGCGGATGG ATTTGTCAGT TTGTTCCGCA  1140 

GGTGGGCTAA CCCAGCCTCA AGCATGAAGC TTAGGTGAGA ATTATAGGGG CAAGAGGTGA  1200 

TAATCTTGAT TGACAATAGG GCAAGCCACA ACTTTATATC CAACAAATTG GTACATAAAT  1260 

TGGGACTCAG CATAGATCCC ACAAAGCCCT ATTATATGAG ATTGGGGGAT AGTAACCGCA  1320 

AATCCACTCA AGGATGTTGT AAGAACTTAA AAAATAGTTG GGAGCTTATA CCATGGTAGG  1380 

ATATTTCTAT CTATTTAAGT TGGGAGGAGT GGACCTAATT ATTGGAGTTG CTTAGTTGGA  1440 

AACATTGGGA GAAATTAAGG TGAATTGGAG GACCCTAAGT ATGTCTTTTG TCCACCAAGA  1500 

TCAGAATATG GTGATCAAGG AGATCTTGGT TTATTGAAGA CAATGATCAT TTTGAGAACA  1560 

TTGCAAAAAA TAGTTAGCAA GGAAGTTGAG ATGATGTTCA TGTTGTGGGT AATTGAAAGC  1620 

AACTATGTGG AACAAATTGA TTTAACAAAG AACCAAGAAA ATTAGTTGTA GCAAGTACTG  1680 

ATAGAGTTTG CTACAGTTTT TCAGGACCTA AGGGTTTACC ACCATCTAGA GAGGTTGATC  1740 

ACAAGATTGC AATTAAGTCC GGGGCATATC CAGATAATGT TAGGCCTTAT CGTTACCCCC  1800 

ACTTACAGAA GAATGAGATA AAAACTCTAG TGGTTGAGAT GTTATGATTG GGGATTATTA  1860 

GACTAAGCAA TAGCTCCTAT TCTAGCCCAG TAATTTTGGT AAAAAGGAAA GATGGAAGTT  1920 

GACGATTATG TATGGATTAT CAGGCTTTAA GTAAGGCTAC AGTCCCAGAC AAGTTCCTGA  1980 

TTCCTGTCAT GAAAGAGTTG TTGGATGAGT TAAATGGACC CATCCACTTC TCTAAAATAG  2040 

ATCTAAAGGC AAGGTATCAC CAAATCAGAA TGCACAAACC TACCTTCAGA ACTCACCAAG  2100 

GACATTATGA ATCTCCAGTG ATGCCATTTG GATTAACAAA CACCCCGACC ACGTTCCAAT  2160 

GAGCTATGAA TGCCACACTG AAACCGTTCC TTCGTAGGTA TGTGGTAGTG TTCTTTGATG  2220 

ACATTTTGGT CTATAGTAAG TCTTGGGAAG CCCATTTGGA TCATTTGAGT TAGGTGTTGG  2280 
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CCAGGTTATT AGAACATTAT TTCTTCACAA ATGTTTTTAA AAAAAAATGT AGTTTTGGTC  2340 

AAATTAAGGC GGGTTGCTTA GGGCACGTTA TCTCTAAAGA AGGAGTTTTG ATGAGGCCAT  2400 

TTTGTAGTGG CCAATGCCTA AAACTCCTAA GACTTTGAGA GGGTTTTTGG AACTTACAGG  2460 

TTATTATAAA AGGTCCATTT GCAATTATGG GAAGATAGCT CGCCCATTGA TTGATCTATT  2520 

AAAGTAAGGA AATTTTAAGT GGAATGAGGA TAGTATTAAG GCTTCCATAC AATTACAACA  2580 

AGCTATTACC ACAATACCAA CACTATCCAT GCTTGATTTT TCAAAACAAT TCTCCATAGA  2640 

ATGTGATGCC TCGGGGAAGG GAATTGGAGT TGTTCTAACA CAAGATAGAA AGCAAATTGC  2700 

TTATTTCAAC AAGGCATTAA AAGATTTGAC TCTTTCTAAA TCTATGTATG AAAAGGAATC  2760 

AATGGCTCTT GTCTTAGCCA TACAACATTG GAGGCCTTAT CTTCCGGATT AGAAATTTAC  2820 

TATATACATT GACCAAAAAA GTTTGAGATA TCTACTAGAT CAGCGAATTA CAACTCAACC  2880 

AACAATATTG GGTAGCCAAG TTGCTGGGGT ATGAGTTTGA CATTGTGTAT AAGGTGGGGG  2940 

CTTCAAACAA GGTTGTTGAT GCTCTATCTA GAAGAGATGA AGACAAAGAA TTGCAGGGCA  3000 

TTTCTAGACC TTTCTGGAAA GACATAACAA AAATTAATGA AGAAGTTCAG AAGGATCCCG  3060 

CGTTGGCTAA AATCCGAGAA GAATTGAAGG ATAATCTAGA TTCACACCCT CAGTACACCC  3120 

TGGAGTGTGA CATATTATAC TTCAGAGGGA GGTTGGTCCT ATTAGCTTCT TCATTGTGGA  3180 

TTCCAAAGTT ACTACAAGAA TTCCAGACTT CTCTTATGGG AGGGCACTCG GGTATTTACA  3240 

TAACTTATAG AAGAATCACT CAATCGCTTT ATTGGATACC AATAAAGGGA GAAATCACTA  3300 

AGTTTGTGGT TGCGTGTCAT GTGGGCCAAA GAAGTAAATA TCAAGCATCC TCTCCAGCAG  3360 

GTTTACTACA ACCTTTGCCA ATTCCAAATG CTATTTGGGA AGAAATTAGT ATGAATTTTA  3420 

TTGTAGGTAT GCTAAAATCA AAAGGGTTTG ATGTTATACT AGTAGAGGTC GACAAGTTAA  3480 

GCAAATATAG ATATTTTATT GTGATTAAGC ACCCATACTT TGCTAGGTCT ATTGTTGATG  3540 

TTAAAGAAAT AATTTGGTTG CTTGAGGTGC CTATATCTAT TGTTAGCGAC AGTGACCTTA  3600 

TTTTTATGAG TCATTTTTTG CAAGAATTAT TCAAA                             3635 

 

Figure 1.  The MON 87705 insertion site and flanks. 

Base pairs 1-895 of the query sequence represent the 5' flanking sequence, bases 896-931 

represent 36 bp that were likely deleted in MON 87705 upon insertion of the T-DNA, and base 

pairs 932-3635 of the query sequence represent the 3' flanking sequence. 
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Appendix 1. BLASTn against EST_2010 database results for the 

insertion site of MON 87705 
 

BLASTN 2.2.21+ 

 

 

Reference: 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. Schäffer, 

Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 

"Gapped BLAST and PSI-BLAST: a new generation of protein database 

search programs", Nucleic Acids Res. 25:3389-3402. 

 

 

Database: All GenBank+EMBL+DDBJ+PDB sequences from EST Divisions 

           64,526,527 sequences; 35,552,074,586 total letters 

 

Query=  OmniSoy_seq 

Length=3635 

                                                                      Score     E 

Sequences producing significant alignments:                          (Bits)  Value 

 

gi|192310286|gb|FK002614.1|  GLPAT26TF JCVI-SOY1 Glycine max cDNA...   253    5e-63 

gi|157978736|gb|EX527008.1|  MTGland-A073_2007-08-21/MTGland-73_F...   183    7e-42 

gi|46455310|gb|CN449584.1|  GUO_cDNA_22_35 Flower bud cDNA librar...   141    2e-29 

gi|46455309|gb|CN449583.1|  GUO_cDNA_47_53 Flower bud cDNA librar...   136    9e-28 

gi|120531684|gb|EH259817.1|  JGI_ACBU874.fwd ACBU Phakopsora pach...   129    1e-25 

gi|224932199|gb|GO262098.1|  VBL1_27_C18_E001.g1 Normalized cDNA ...   125    2e-24 

gi|46454183|gb|CN448457.1|  GUO_cDNA_35_05 Flower bud cDNA librar...   122    2e-23 

gi|46454182|gb|CN448456.1|  Guo_cDNA_04_34 Flower bud cDNA librar...   122    2e-23 

gi|46453255|gb|CN447529.1|  GUO_cDNA_52_96 Flower bud cDNA librar...   122    2e-23 

gi|31394403|gb|CD473135.1|  nad03-14ms3-d02 Nad03 Nuphar advena c...   118    3e-22 

gi|46454077|gb|CN448351.1|  GUO_cDNA_13_09 Flower bud cDNA librar...   114    3e-21 

gi|46453381|gb|CN447655.1|  GUO_cDNA_19_65 Flower bud cDNA librar...   114    3e-21 

gi|182387416|gb|FF383845.1|  MOOA815TF MOO Vigna unguiculata cDNA...   113    1e-20 

gi|55782938|dbj|AU286657.2|  AU286657 zinnia cultured mesophyll c...   113    1e-20 

gi|164499654|gb|FD382994.1|  Nad03b_88_C09_C005.g1 Nuphar advena ...   111    4e-20 

gi|195282201|gb|FG449368.1|  010531KAFB002933HT (KAFB) Actinidia ...   109    1e-19 

gi|188328064|gb|EY649972.1|  CS00-C1-100-005-F09-CT.F Sweet orang...   109    1e-19 

gi|188237040|gb|EY653154.1|  CS00-C1-100-041-B11-CT.F Sweet orang...   109    1e-19 

gi|46455765|gb|CN450039.1|  GUO_cDNA_05_64 Flower bud cDNA librar...   107    5e-19 

gi|46455764|gb|CN450038.1|  GUO_cDNA_52_77 Flower bud cDNA librar...   107    5e-19 

gi|46455763|gb|CN450037.1|  GUO_cDNA_50_03 Flower bud cDNA librar...   107    5e-19 

gi|46455762|gb|CN450036.1|  GUO_cDNA_27_01 Flower bud cDNA librar...   107    5e-19 

gi|46454834|gb|CN449108.1|  Guo_cDNA_02_72 Flower bud cDNA librar...   104    6e-18 

gi|15545428|gb|BI643218.1|  RS4_G06 Sugar beet root cDNA library ...   102    2e-17 

gi|48113381|gb|CN857670.1|  000722AAAA006665HT (AAAA) Royal Gala ...   100    7e-17 

gi|156641404|emb|AM791024.1|  AM791024 COL, cold overnight librar...  98.7    2e-16 

gi|109856434|gb|DW485413.1|  GH_RMIRS_052_G05_F Cotton Normalized...  96.9    8e-16 

gi|109856433|gb|DW485412.1|  GH_RMIRS_052_G05_035_R Cotton Normal...  96.9    8e-16 

gi|211988850|emb|CU515454.1|  CU515454 ROOTS_KZ0ABF Theobroma cac...  95.1    3e-15 

gi|29632689|gb|CB637698.1|  OSJNEa04L24.r OSJNEa Oryza sativa Jap...  89.7    1e-13 

gi|152004321|gb|EV414029.1|  AE193 Subtractive cDNA libraries of ...  87.8    4e-13 

gi|63058835|gb|CX289981.1|  C02019B11SK IF1 Citrus clementina cDN...  87.8    4e-13 

gi|51368899|gb|CV009675.1|  zfi01-3ms3-d09 Zfi01 Zamia fischeri c...  87.8    4e-13 

gi|24248782|dbj|AU288662.1|  AU288662 zinnia cultured mesophyll c...  87.8    4e-13 

gi|13480893|gb|BG510236.1|  sac64c03.y1 Gm-c1072 Glycine max cDNA...  87.8    4e-13 

gi|218842191|gb|FC898759.1|  IC0AAA66CG03RM1 IVIA1 Citrus clement...  86.0    1e-12 

gi|156659462|emb|AM827013.1|  AM827013 seedling library, SL Nicot...  86.0    1e-12 

gi|110868371|gb|DY287020.1|  IC0AAA66CG03RM1 CitNFL Citrus clemen...  86.0    1e-12 

gi|45622839|dbj|BP066094.1|  BP066094 Lotus japonicus mature nodu...  86.0    1e-12 

gi|156700574|emb|AM797360.1|  AM797360 COL, cold overnight librar...  84.2    5e-12 

gi|156677621|emb|AM825109.1|  AM825109 DL, diurnal library Nicoti...  84.2    5e-12 

gi|156640135|emb|AM788043.1|  AM788043 seedling library, SL Nicot...  84.2    5e-12 

gi|46453545|gb|CN447819.1|  GUO_cDNA_40_33 Flower bud cDNA librar...  84.2    5e-12 

gi|34949210|gb|CA095903.1|  SCACCL6007A10.g CL6 Saccharum officin...  82.4    2e-11 

gi|195283410|gb|FG452295.1|  010603KAFB006601HT (KAFB) Actinidia ...  80.6    6e-11 

gi|88903506|dbj|CI089044.1|  CI089044 Oryza sativa (japonica cult...  77.0    8e-10 

gi|35262416|gb|CA214784.1|  SCQGFL1095H02.g FL1 Saccharum officin...  77.0    8e-10 

gi|29637310|gb|CB642319.1|  OSJNEb02H03.r OSJNEb Oryza sativa Jap...  77.0    8e-10 

gi|191204749|gb|EY403248.1|  pOP-CNH03809_EST_C_1_pSK_SK CNH (Oil...  75.2    3e-09 

gi|195292065|gb|FG421266.1|  000717KUFA005629HT (KUFA) Actinidia ...  75.2    3e-09 

gi|82451690|gb|DV678310.1|  CGN-16034 Pericarp Coffea canephora c...  75.2    3e-09 

gi|74062044|gb|DT577266.1|  nad03-44ms4-e04 Nad03 Nuphar advena c...  75.2    3e-09 

gi|33796553|gb|CF324144.1|  HDN--05-L23.g1 OsHDAC1-overexpressing...  75.2    3e-09 

gi|33793606|gb|CF322687.1|  HDN--01-M14.g1 OsHDAC1-overexpressing...  75.2    3e-09 

gi|33793150|gb|CF322456.1|  HDN--01-B18.g1 OsHDAC1-overexpressing...  75.2    3e-09 

gi|159611412|gb|EY065030.1|  CATF8607.fwd CATF Artemisia annua, T...  73.4    9e-09 

gi|35241521|gb|CA204346.1|  SCSGFL1077E10.b FL1 Saccharum officin...  73.4    9e-09 

gi|35241364|gb|CA204270.1|  SCSGFL1077E10.g FL1 Saccharum officin...  73.4    9e-09 

gi|223436193|gb|GO026487.1|  LJMBV62TFC JCVI-LJ2 Lotus japonicus ...  71.6    3e-08 

gi|86171752|gb|DY032284.1|  zfi02-7ms1-f12 Zfi02 Zamia fischeri c...  71.6    3e-08 

gi|81292868|gb|DV666982.1|  CGN-5051 Pericarp Coffea canephora cD...  71.6    3e-08 

gi|27248563|dbj|BJ566743.1|  BJ566743 Ipomoea nil mixture of flow...  71.6    3e-08 

gi|212117680|emb|CU513805.1|  CU513805 ROOTS_KZ0ABF Theobroma cac...  69.8    1e-07 

gi|29674721|gb|CB670996.1|  OSJNEe04F17.f OSJNEe Oryza sativa Jap...  69.8    1e-07 

gi|29668050|gb|CB664325.1|  OSJNEd09P16.f OSJNEd Oryza sativa Jap...  69.8    1e-07 

gi|268791897|gb|DV639029.1|  SUR01-172-E09-A-070.b Sugarcane root...  68.0    4e-07 

gi|198161641|gb|FL876194.1|  CCGI9746.b1 CCGI Panicum virgatum et...  68.0    4e-07 

gi|193570388|gb|FK526257.1|  454GmaGlobSeed260889 Soybean Seeds C...  68.0    4e-07 

gi|86170565|gb|DY031561.1|  zfi02-12ms1-a17 Zfi02 Zamia fischeri ...  68.0    4e-07 

gi|82771030|gb|DV864592.1|  CRP4324 Creeping bentgrass EST Agrost...  68.0    4e-07 

gi|46454835|gb|CN449109.1|  Guo_cDNA_02_01 Flower bud cDNA librar...  68.0    4e-07 

 

 

>gi|192310286|gb|FK002614.1| GLPAT26TF JCVI-SOY1 Glycine max cDNA 5', mRNA 

sequence. 

Length=644 

 

 Score =  253 bits (280),  Expect = 5e-63 

 Identities = 198/230 (86%), Gaps = 10/230 (4%) 

 Strand=Plus/Plus 

 

Query  1341  AAGAACTTAAAAA-ATAGTTGGGAGCTTATACCATGGTAGGATATTTCTATCTATTTAAG  1399 

             ||||||||||||| | |||||||||||||||| ||||||||| | |||| ||||||| || 

Sbjct  2     AAGAACTTAAAAATACAGTTGGGAGCTTATACTATGGTAGGAGACTTCTTTCTATTTGAG  61 

 

Query  1400  TTGGGAGGAGTGGACCTAATTATTGGAGTTGCTTAGTTGGAAACATTGGGAGAAATTAAG  1459 

             ||||||||||||||||||||| | ||||||||||   ||||||||||||||||||||||| 

Sbjct  62    TTGGGAGGAGTGGACCTAATTCTGGGAGTTGCTTGACTGGAAACATTGGGAGAAATTAAG  121 

 

Query  1460  GTGAATTGGAGGACCCTAAGTATGTCTTTTGTCCACCAAGATCAGAATATGGTGA-TCAA  1518 

             ||||||||||||||||||||||||||||||||||| |||||||||||| || ||| |||  

Sbjct  122   GTGAATTGGAGGACCCTAAGTATGTCTTTTGTCCATCAAGATCAGAATGTGTTGATTCAG  181 

 

Query  1519  GGAGATCTTGGTTTATTGA-AGACAATGATCATTTTGAGAACATTGCAAA  1567 

             |||| |||||  |  |||| |||  | || | |||||    ||||||||| 

Sbjct  182   GGAG-TCTTG--TGTTTGAGAGATTAAGACCTTTTTG----CATTGCAAA  224 

 

 

>gi|157978736|gb|EX527008.1| MTGland-A073_2007-08-21/MTGland-73_F06_014_1 Medicago 

truncatula  

A17 glandular trichome Medicago truncatula cDNA, mRNA sequence. 
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Length=1025 

 

 Score =  183 bits (202),  Expect = 7e-42 

 Identities = 384/561 (68%), Gaps = 20/561 (3%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

            ||||| |||||||| || |||||| ||||||||| |   |||| ||  |||| ||||||| 

Sbjct  339  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAAGAATTTTCTA  396 

 

Query  62   AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

            ||||||||||   ||| ||||||||||| |||||||||||  | |||||||| || |||  

Sbjct  397  AGTTAATGCAGGATGAATTTGAAATGAGTATGATGGGAGAATTGAAATTCTTTCTGGGAA  456 

 

Query  122  TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

            | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  457  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  513 

 

Query  182  AG---TTGAAGAAGTTCAACATAAGTGA-TGAAAAAGAGATGAAGACTTTTATGCATCCC  237 

            ||    |||||||||||||  ||   || || ||||  |||||| |||   ||||||||  

Sbjct  514  AGCTTCTGAAGAAGTTCAAGCTAGAAGACTGTAAAA-TGATGAACACTCCAATGCATCCA  572 

 

Query  238  A-CTACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAA  294 

            | || ||| |   | |  |  |||   | | || |    || |||  ||  |  |||| | 

Sbjct  573  ACCTGCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACCAGAAGCTTTACAGA  629 

 

Query  295  GCAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTT  354 

            |  |||||||| || ||| | || || | ||| ||||| ||| ||||  | || |||||  

Sbjct  630  GGTATGATTGGTTCTCTGTTATACCTCACTGCATCTAGACCTGATATTTTATTCAGTGTA  689 

 

Query  355  TTATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCT  414 

            |  || ||||||||||| |||   || || || |||  ||||||||||||||||||     

Sbjct  690  TGCTTGTGTGCAAGATTTCAATCAGATCCTAGAGAATCTCATTTAACTGCAGTTAAGAGA  749 

 

Query  415  ATATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-  473 

            || |||   ||| | |   ||||   ||| ||||| ||  ||  || || ||    |||  

Sbjct  750  ATCTTCAGGTATCTGAAAGGAACAACTAATCTTGGACTCCTGTATAGGA-AATCCCTAGA  808 

 

Query  474  TTTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAG  533 

            ||  |   | ||  | |  || ||||  || |||| ||||||||   | |||||||||   

Sbjct  809  TTATAAGTTGATTGGATTCTGTGATGCTGATTATGCTGGTGATAGGATTGAAAGAAAATC  868 

 

Query  534  TACAAGTGGAAGTTGTCACTT  554 

             || ||||||| |||||| || 

Sbjct  869  AACCAGTGGAAATTGTCAATT  889 

 

 

>gi|46455310|gb|CN449584.1| GUO_cDNA_22_35 Flower bud cDNA library from Lycoris 

longituba  

Lycoris longituba cDNA clone GUO_cDNA_22_35.T3_034.ab1, mRNA  

sequence. 

Length=673 

 

 Score =  141 bits (156),  Expect = 2e-29 

 Identities = 111/133 (83%), Gaps = 0/133 (0%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| |||||||| || ||||||||||||||| |||| || | | |||||||||| ||| 

Sbjct  58   TATGTTGATGATATTATATTTGGTGCTACTAATAAAATTCTTTGTCAAGATTTTTCCAAG  117 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

            || ||||| |   | |||||||||||||||||||| |||||||| ||  ||||||| ||  

Sbjct  118  TTTATGCATAGGAAATTTGAAATGAGCATGATGGGTGAGCTAAACTTTATCCTTGGCCTT  177 

 

Query  124  CAAATAAAGCAAA  136 

            ||||| ||||||| 

Sbjct  178  CAAATCAAGCAAA  190 

 

 

>gi|46455309|gb|CN449583.1| GUO_cDNA_47_53 Flower bud cDNA library from Lycoris 

longituba  

Lycoris longituba cDNA clone GUO_cDNA_47_53.T3_052.ab1, mRNA  

sequence. 

Length=488 

 

 Score =  136 bits (150),  Expect = 9e-28 

 Identities = 110/133 (82%), Gaps = 0/133 (0%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| |||||||| || | ||||||||||||| |||| || | | |||||||||| ||| 

Sbjct  61   TATGTTGATGATATTATATGTGGTGCTACTAATAAAATTCTTTGTCAAGATTTTTCCAAG  120 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

            || ||||| |   | |||||||||||||||||||| |||||||| ||  ||||||| ||  

Sbjct  121  TTTATGCATAGGAAATTTGAAATGAGCATGATGGGTGAGCTAAACTTTATCCTTGGCCTT  180 

 

Query  124  CAAATAAAGCAAA  136 

            ||||| ||||||| 

Sbjct  181  CAAATCAAGCAAA  193 

 

 

>gi|120531684|gb|EH259817.1| JGI_ACBU874.fwd ACBU Phakopsora pachyrhizi infected 

soybean leaf  

tissue 6-8 days post inoculation with TW72-1 urediniospores  

Glycine max cDNA clone ACBU874 5', mRNA sequence. 

Length=632 

 

 Score =  129 bits (142),  Expect = 1e-25 

 Identities = 193/267 (72%), Gaps = 8/267 (2%) 

 Strand=Plus/Plus 

 

Query  2630  TTCTCCATAGAATGTGATGCCTCGGGGAAGGGAATTGGAGTTGTTCTAACACAAGATAGA  2689 

             || ||||| ||||||||||| |  || |  || || |||| |||  |||||||||  | | 

Sbjct  361   TTTTCCATTGAATGTGATGCTTGCGGAACAGGGATAGGAGCTGTGTTAACACAAGGGAAA  420 

 

Query  2690  AAGCAAATTGCTTATTTCAACAAGGCATTAAAAGATTTGACTCTTTC-TAAATCTATGTA  2748 

                | |||||| ||||||| ||| |  |||    | || | | ||   |||||||||||| 

Sbjct  421   CGTCCAATTGCATATTTCAGCAAAGGGTTAGCT-ACTTCAGTTTTAAGTAAATCTATGTA  479 

 

Query  2749  TGAAAAGGAATCAATGGCTCTTGTCTTAGCCATACAACATTGGAGGCCTTATCT-TCCGG  2807 

              || ||||| | ||||||| | ||||||||  | || |||||||||||||| || |  || 

Sbjct  480   CGAGAAGGAGTTAATGGCTTTGGTCTTAGCAGTCCAGCATTGGAGGCCTTACCTATTGGG  539 

 

Query  2808  ATTAGA-AATTTACTATATACATTGACCAAAAAAGTTTGAGATATCTACTAGATCAGCGA  2866 

             |  |||  ||| ||| ||| || |||||||||||| ||||  ||  | ||||| || ||  

Sbjct  540   A--AGACGATTCACTGTATTCACTGACCAAAAAAGCTTGAAGTACTTGCTAGAACAACGG  597 

 

Query  2867  ATTACAACTC--AACCAACAATATTGG  2891 

             || || ||||  || |||||  ||||| 

Sbjct  598   ATAACCACTCCAAATCAACAGAATTGG  624 
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>gi|224932199|gb|GO262098.1| VBL1_27_C18_E001.g1 Normalized cDNA library from 

cotyledon and  

young leaves of peanut Arachis hypogaea cDNA, mRNA sequence. 

Length=708 

 

 Score =  125 bits (138),  Expect = 2e-24 

 Identities = 123/159 (77%), Gaps = 0/159 (0%) 

 Strand=Plus/Minus 

 

Query  1    GTGTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCT  60 

            || ||||| |||||||| || |||||| |  |||||||     | | || ||||||| || 

Sbjct  420  GTTTATGTTGATGATATTATCTTTGGTTCGGCTAATGAGGATTTGTGTGCAGATTTTGCT  361 

 

Query  61   AAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGA  120 

            ||| | |||  || ||| ||||| |||||||||||||||||||| || ||||| || ||  

Sbjct  360  AAGCTTATGACAAATGAATTTGATATGAGCATGATGGGAGAGCTCAATTTCTTTCTAGGC  301 

 

Query  121  CTGCAAATAAAGCAAACACCCCAAGGCATTTACATTCAT  159 

             ||||||||||||||||     ||||||| | ||||||| 

Sbjct  300  TTGCAAATAAAGCAAACTGTAGAAGGCATATTCATTCAT  262 

 

 

>gi|46454183|gb|CN448457.1| GUO_cDNA_35_05 Flower bud cDNA library from Lycoris 

longituba  

Lycoris longituba cDNA clone GUO_cDNA_35_05.T3_004.ab1, mRNA  

sequence. 

Length=440 

 

 Score =  122 bits (134),  Expect = 2e-23 

 Identities = 106/132 (80%), Gaps = 0/132 (0%) 

 Strand=Plus/Minus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| ||||  ||||| |||||| ||||||||||||  || | | |||| ||||  ||| 

Sbjct  338  TATGTTGATGCCATCATATTTGGTTCTACTAATGAAACTCTTTGTCAAGAATTTTTCAAG  279 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

            || ||||| |  || |||||||||||||||||||| ||||| || ||| ||||||| ||  

Sbjct  278  TTTATGCATATGGAATTTGAAATGAGCATGATGGGTGAGCTTAACTTCATCCTTGGCCTT  219 

 

Query  124  CAAATAAAGCAA  135 

            ||||| || ||| 

Sbjct  218  CAAATCAAACAA  207 

 

 

>gi|46454182|gb|CN448456.1| Guo_cDNA_04_34 Flower bud cDNA library from Lycoris 

longituba  

Lycoris longituba cDNA clone Guo_cDNA_04_34.T3_041.ab1, mRNA  

sequence. 

Length=691 

 

 Score =  122 bits (134),  Expect = 2e-23 

 Identities = 106/132 (80%), Gaps = 0/132 (0%) 

 Strand=Plus/Minus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| ||||  ||||| |||||| ||||||||||||  || | | |||| ||||  ||| 

Sbjct  346  TATGTTGATGCCATCATATTTGGTTCTACTAATGAAACTCTTTGTCAAGAATTTTTCAAG  287 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

            || ||||| |  || |||||||||||||||||||| ||||| || ||| ||||||| ||  

Sbjct  286  TTTATGCATATGGAATTTGAAATGAGCATGATGGGTGAGCTTAACTTCATCCTTGGCCTT  227 

 

Query  124  CAAATAAAGCAA  135 

            ||||| || ||| 

Sbjct  226  CAAATCAAACAA  215 

 

 

>gi|46453255|gb|CN447529.1| GUO_cDNA_52_96 Flower bud cDNA library from Lycoris 

longituba  

Lycoris longituba cDNA clone GUO_cDNA_52_96.T3_096.ab1, mRNA  

sequence. 

Length=465 

 

 Score =  122 bits (134),  Expect = 2e-23 

 Identities = 106/132 (80%), Gaps = 0/132 (0%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||||||||| ||||| |||||| ||||||||||  | || | | |||| ||||||||| 

Sbjct  298  TATGTGGATGACATCATATTTGGTTCTACTAATGAGCTTCTTTGTCAAGAATTTTCTAAG  357 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

            || ||||| |   | || ||||||||||||||||| ||||| || ||| | ||||| ||  

Sbjct  358  TTTATGCATAGGAAATTCGAAATGAGCATGATGGGTGAGCTTAATTTCATTCTTGGCCTT  417 

 

Query  124  CAAATAAAGCAA  135 

            ||||| || ||| 

Sbjct  418  CAAATGAAACAA  429 

 

 

>gi|31394403|gb|CD473135.1| nad03-14ms3-d02 Nad03 Nuphar advena cDNA clone nad03-

14ms3-d02  

5', mRNA sequence. 

Length=244 

 

 Score =  118 bits (130),  Expect = 3e-22 

 Identities = 109/136 (80%), Gaps = 4/136 (2%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

            ||||| ||||| || || |||||| ||||||||||  | |||| ||  |||| ||| ||| 

Sbjct  109  TATGTTGATGACATAATATTTGGTTCTACTAATGA--TTCTCTTTGTAAAGAATTTGCTA  166 

 

Query  62   AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

            ||   |||||    ||||||||||||||| ||||||| ||  |||| | ||||||||||| 

Sbjct  167  AGGCTATGCAGGAAGAGTTTGAAATGAGCTTGATGGGCGAATTAAACTACTTCCTTGGAC  226 

 

Query  122  TGCAAATAAAGCAAAC  137 

            | |||||||||||||| 

Sbjct  227  TTCAAATAAAGCAAAC  242 

 

 

>gi|46454077|gb|CN448351.1| GUO_cDNA_13_09 Flower bud cDNA library from Lycoris 

longituba  

Lycoris longituba cDNA clone GUO_cDNA_13_09.T3_005.ab1, mRNA  

sequence. 

Length=601 

 

 Score =  114 bits (126),  Expect = 3e-21 

 Identities = 102/128 (79%), Gaps = 0/128 (0%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 
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            ||||| ||| | || || |||||| ||||||||||||  || | | |||| ||||| ||| 

Sbjct  429  TATGTTGATAACATTATATTTGGTTCTACTAATGAAACTCTTTGTCAAGAATTTTCCAAG  488 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

            || ||||| |  || |||||||||||||||||||| ||||| || ||| ||||||| ||  

Sbjct  489  TTTATGCATAAGGAATTTGAAATGAGCATGATGGGTGAGCTTAACTTCATCCTTGGCCTT  548 

 

Query  124  CAAATAAA  131 

             |||| || 

Sbjct  549  TAAATCAA  556 

 

 

>gi|46453381|gb|CN447655.1| GUO_cDNA_19_65 Flower bud cDNA library from Lycoris 

longituba  

Lycoris longituba cDNA clone GUO_cDNA_19_65.T3_066.ab1, mRNA  

sequence. 

Length=714 

 

 Score =  114 bits (126),  Expect = 3e-21 

 Identities = 136/184 (73%), Gaps = 3/184 (1%) 

 Strand=Plus/Minus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            || ||||||||||| || |||||  ||||||||||||| |  |   |||| |||   ||  

Sbjct  317  TACGTGGATGATATTATCTTTGGATCTACTAATGAAATCCATTGCAAAGACTTTGAAAAA  258 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

            |  |||||   ||||||||| ||||||||||||||||| ||||| |||||||||||  |  

Sbjct  257  TCCATGCACGATGAGTTTGAGATGAGCATGATGGGAGAACTAAATTTCTTCCTTGGTTTT  198 

 

Query  124  CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATTAG  183 

            ||| | |||||||      |||| |||| ||||  ||| || || ||    | |||| || 

Sbjct  197  CAAGTCAAGCAAAGCAATGAAGGAATTTTCATTAGTCAAACTAAATA---CACAAATGAG  141 

 

Query  184  TTGA  187 

            |||| 

Sbjct  140  TTGA  137 

 

 

>gi|182387416|gb|FF383845.1| MOOA815TF MOO Vigna unguiculata cDNA 5', mRNA 

sequence. 

Length=254 

 

 Score =  113 bits (124),  Expect = 1e-20 

 Identities = 149/207 (71%), Gaps = 0/207 (0%) 

 Strand=Plus/Minus 

 

Query  1866  AGCAATAGCTCCTATTCTAGCCCAGTAATTTTGGTAAAAAGGAAAGATGGAAGTTGACGA  1925 

             ||||||||| | ||||| || ||||| ||  | ||||| |  |||||||| |||||  |  

Sbjct  233   AGCAATAGCCCATATTCCAGTCCAGTCATCCTAGTAAAGAAAAAAGATGGGAGTTGGAGG  174 

 

Query  1926  TTATGTATGGATTATCAGGCTTTAAGTAAGGCTACAGTCCCAGACAAGTTCCTGATTCCT  1985 

             || || || || |||  ||| || | |||||  || ||  | || || || |  || ||  

Sbjct  173   TTTTGCATAGACTATAGGGCCTTGAATAAGGTCACTGTGGCTGATAAATTTCCAATACCC  114 

 

Query  1986  GTCATGAAAGAGTTGTTGGATGAGTTAAATGGACCCATCCACTTCTCTAAAATAGATCTA  2045 

             || ||  ||||||| ||||||||  || ||||  | | | | ||||| ||| | ||| |  

Sbjct  113   GTGATAGAAGAGTTATTGGATGAACTACATGGTGCTACCTATTTCTCCAAAGTTGATTTG  54 

 

Query  2046  AAGGCAAGGTATCACCAAATCAGAATG  2072 

             |||||| | |||||||||||||| ||| 

Sbjct  53    AAGGCAGGTTATCACCAAATCAGGATG  27 

 

 

>gi|55782938|dbj|AU286657.2| AU286657 zinnia cultured mesophyll cell equalized cDNA 

Zinnia  

violacea cDNA clone Z1258, mRNA sequence. 

Length=569 

 

 Score =  113 bits (124),  Expect = 1e-20 

 Identities = 243/360 (67%), Gaps = 20/360 (5%) 

 Strand=Plus/Minus 

 

Query  1835  TGAGATGTTATGATTGGGGATTATTAGACTAAGCAATAGCTCCTATT-CTAGCCCAGTAA  1893 

             ||||||||||  ||  ||| | || |||| ||||   || |||| || ||  ||| |||  

Sbjct  366   TGAGATGTTAGAATCAGGGGTAATCAGACCAAGCTCCAG-TCCTTTTGCTTCCCCGGTAG  308 

 

Query  1894  TTTTGGTA-AAAAGGAAAGATGGAAGTTGACGATTATGTATGGATTATCAGGCTTTAAGT  1952 

             |||||||| |||| ||||||||| |||||  |||| || || ||||||| |    |||   

Sbjct  307   TTTTGGTAAAAAAAGAAAGATGGTAGTTGGAGATTGTGCATTGATTATCGGAAGCTAAAC  248 

 

Query  1953  AAGGCTACAGTCCCAGACAAGTTCCTGATTCCTGTCATGAAAGAGTTGTTGGATGAGTTA  2012 

             || |||||  ||    |||  || |  |||||| |  || |||| ||||| ||||| ||| 

Sbjct  247   AATGCTACCATCAAGAACACATTTCCAATTCCTTTAGTGGAAGAATTGTTTGATGAATTA  188 

 

Query  2013  AATGGACCCATCCA-CTTCTCTAAAATAGATCTAAAGGCAAGGTATCACCAAATCAGAAT  2071 

              ||||   | || |  || || ||| ||||| | | | || | ||||| ||| | ||||| 

Sbjct  187   CATGG-TGCTTCTATTTTTTCAAAATTAGATTTGAGGTCAGGTTATCATCAAGTAAGAAT  129 

 

Query  2072  G---------------CACAAACCTACCTTCAGAACTCACCAAGGACATTATGAATCTCC  2116 

             |               || ||| || | |||||||||||||||||    || ||||  |  

Sbjct  128   GTGTGAGGATGATGTTCATAAAACTGCTTTCAGAACTCACCAAGGGTTATACGAATTCCT  69 

 

Query  2117  AGTGATGCCATTTGGATTAACAAACACCCCGACCACGTTCCAATGAGCTATGAATGCCAC  2176 

              || |||| ||||||  | |||||  | ||  | || ||||||| |   ||||||| ||| 

Sbjct  68    TGTAATGCTATTTGGGCTTACAAATGCTCCTGCTACATTCCAATCATTAATGAATGACAC  9 

 

 

>gi|164499654|gb|FD382994.1| Nad03b_88_C09_C005.g1 Nuphar advena flower bud library 

(Wash  

U) Nuphar advena cDNA clone 122Jzr_F18 5', mRNA sequence. 

Length=713 

 

 Score =  111 bits (122),  Expect = 4e-20 

 Identities = 236/344 (68%), Gaps = 14/344 (4%) 

 Strand=Plus/Plus 

 

Query  76   GAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTGCAAATAAAGCAA  135 

            ||||||||||||||| ||||||| ||| |||| | |||||||||||| |||||||||||| 

Sbjct  19   GAGTTTGAAATGAGCTTGATGGGCGAGTTAAACTACTTCCTTGGACTTCAAATAAAGCAA  78 

 

Query  136  ACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATTAGTTGAAGA-AGTT  194 

            ||     |||| || | |||  | ||| | ||||||   ||| |     | |||| | || 

Sbjct  79   ACTGAAGAAGGAATCTTCATCAACCAGGCTAAGTATACTAAAGAACTTCTCAAGAGATTT  138 

 

Query  195  CAACATAAGTGAT-GAAAAAGAGATGAAGACTTTTATGCATCCCACTACACATCTTGGAC  253 

              |    | | || ||||   ||| ||  | |  ||||  | | |||||   |||||    

Sbjct  139  GGAATGGACTCATCGAAATCAAGAAGA--AATCCTATGAGTACAACTACTTCTCTTGATA  196 

 

Query  254  TGGATGA----GGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGATTGGATCA  309 

              |||||    || |  |||| || |  ||    |||  |||| ||  ||||| |||||  

Sbjct  197  AAGATGAAAATGGTAAAAATGTAGAT--ACTAAGCTC--TACAGAGGTATGATCGGATCT  252 

 

Query  310  CTGCTCTATCTTAA-TGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTATGTGCAAG  368 
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            ||  | || ||||| ||||  | | ||| ||||||| ||||||||||   | |||||||| 

Sbjct  253  CTATTATA-CTTAACTGCTAGTCGACCTGATATAATGTTTAGTGTTTGTATGTGTGCAAG  311 

 

Query  369  ATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAAC  412 

            ||| |||    | |||| ||||  ||||||||||||||| |||| 

Sbjct  312  ATTTCAAGCTAATCCAAAGGAATCTCATTTAACTGCAGTAAAAC  355 

 

 

>gi|195282201|gb|FG449368.1| 010531KAFB002933HT (KAFB) Actinidia deliciosa buds 3 

days after  

hydrogen cyanamide treatment Actinidia deliciosa cDNA clone  

KAFBB00293, mRNA sequence. 

Length=692 

 

 Score =  109 bits (120),  Expect = 1e-19 

 Identities = 105/135 (77%), Gaps = 0/135 (0%) 

 Strand=Plus/Minus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||| | |||||||| || |||||||| ||||||||||   | |   | || ||| ||||  

Sbjct  303  TATATTGATGATATTATATTTGGTGCAACTAATGAAAATATGTGCAAGGAATTTGCTAAA  244 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

               ||||||  ||| ||  |||||||||||||||| ||||| || ||||||||||||||  

Sbjct  243  AGTATGCAAGGTGAATTCAAAATGAGCATGATGGGGGAGCTCAACTTCTTCCTTGGACTT  184 

 

Query  124  CAAATAAAGCAAACA  138 

            ||||| |||||| || 

Sbjct  183  CAAATCAAGCAATCA  169 

 

 

>gi|188328064|gb|EY649972.1| CS00-C1-100-005-F09-CT.F Sweet orange leaf, greenhouse 

plant  

Citrus sinensis cDNA, mRNA sequence. 

Length=905 

 

 Score =  109 bits (120),  Expect = 1e-19 

 Identities = 131/175 (74%), Gaps = 5/175 (2%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| |||||||| ||||||||| ||||||||||  || | | | |||| |||||   | 

Sbjct  25   TATGTTGATGATATTATTTTTGGTTCTACTAATGAGTTGTTGTGTAAAGAATTTTCATCG  84 

 

Query  64   TTAATG--CAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

            |  |||  ||||  || || || ||||| |||||||||||| | |||| ||||||||||| 

Sbjct  85   TGTATGAGCAAA--GAATT-GAGATGAGTATGATGGGAGAGTTGAAATACTTCCTTGGAC  141 

 

Query  122  TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAA  176 

            | ||||| || ||||      |||| |||| |||  |||   ||||||| || || 

Sbjct  142  TTCAAATCAAACAAAACGAGGAAGGAATTTTCATAAATCTAGCCAAGTACGTAAA  196 

 

 

>gi|188237040|gb|EY653154.1| CS00-C1-100-041-B11-CT.F Sweet orange leaf, greenhouse 

plant  

Citrus sinensis cDNA, mRNA sequence. 

Length=927 

 

 Score =  109 bits (120),  Expect = 1e-19 

 Identities = 131/175 (74%), Gaps = 5/175 (2%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| |||||||| ||||||||| ||||||||||  || | | | |||| |||||   | 

Sbjct  37   TATGTTGATGATATTATTTTTGGTTCTACTAATGAGTTGTTGTGTAAAGAATTTTCATCG  96 

 

Query  64   TTAATG--CAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

            |  |||  ||||  || || || ||||| |||||||||||| | |||| ||||||||||| 

Sbjct  97   TGTATGAGCAAA--GAATT-GAGATGAGTATGATGGGAGAGTTGAAATACTTCCTTGGAC  153 

 

Query  122  TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAA  176 

            | ||||| || ||||      |||| |||| |||  |||   ||||||| || || 

Sbjct  154  TTCAAATCAAACAAAACGAGGAAGGAATTTTCATAAATCTAGCCAAGTACGTAAA  208 

 

 

>gi|46455765|gb|CN450039.1| GUO_cDNA_05_64 Flower bud cDNA library from Lycoris 

longituba  

Lycoris longituba cDNA clone GUO_cDNA_05_64.T3_076.ab1, mRNA  

sequence. 

Length=446 

 

 Score =  107 bits (118),  Expect = 5e-19 

 Identities = 123/164 (75%), Gaps = 5/164 (3%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| ||||| || || |||||   |||||| |||   || | | ||||||||||| |  

Sbjct  135  TATGTTGATGACATTATATTTGGCTATACTAACGAATCTCTTTGTCAAGATTTTTCTGAA  194 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

            || ||||| |  || ||||| |||||||||||||| || ||||| ||  ||||||| ||  

Sbjct  195  TTTATGCATAGGGAATTTGAGATGAGCATGATGGGTGAACTAAACTTTATCCTTGGCCTT  254 

 

Query  124  CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAA  167 

            ||||| ||||||| |    |||| |   | |||||||| ||||| 

Sbjct  255  CAAATCAAGCAAATA----AAGGAAGGAATATTCATCA-ACCAA  293 

 

 

>gi|46455764|gb|CN450038.1| GUO_cDNA_52_77 Flower bud cDNA library from Lycoris 

longituba  

Lycoris longituba cDNA clone GUO_cDNA_52_77.T3_071.ab1, mRNA  

sequence. 

Length=460 

 

 Score =  107 bits (118),  Expect = 5e-19 

 Identities = 123/164 (75%), Gaps = 5/164 (3%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| ||||| || || |||||   |||||| |||   || | | ||||||||||| |  

Sbjct  137  TATGTTGATGACATTATATTTGGCTATACTAACGAATCTCTTTGTCAAGATTTTTCTGAA  196 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

            || ||||| |  || ||||| |||||||||||||| || ||||| ||  ||||||| ||  

Sbjct  197  TTTATGCATAGGGAATTTGAGATGAGCATGATGGGTGAACTAAACTTTATCCTTGGCCTT  256 

 

Query  124  CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAA  167 

            ||||| ||||||| |    |||| |   | |||||||| ||||| 

Sbjct  257  CAAATCAAGCAAATA----AAGGAAGGAATATTCATCA-ACCAA  295 

 

 

>gi|46455763|gb|CN450037.1| GUO_cDNA_50_03 Flower bud cDNA library from Lycoris 

longituba  

Lycoris longituba cDNA clone GUO_cDNA_50_03.T3_002.ab1, mRNA  
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sequence. 

Length=472 

 

 Score =  107 bits (118),  Expect = 5e-19 

 Identities = 123/164 (75%), Gaps = 5/164 (3%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| ||||| || || |||||   |||||| |||   || | | ||||||||||| |  

Sbjct  143  TATGTTGATGACATTATATTTGGCTATACTAACGAATCTCTTTGTCAAGATTTTTCTGAA  202 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

            || ||||| |  || ||||| |||||||||||||| || ||||| ||  ||||||| ||  

Sbjct  203  TTTATGCATAGGGAATTTGAGATGAGCATGATGGGTGAACTAAACTTTATCCTTGGCCTT  262 

 

Query  124  CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAA  167 

            ||||| ||||||| |    |||| |   | |||||||| ||||| 

Sbjct  263  CAAATCAAGCAAATA----AAGGAAGGAATATTCATCA-ACCAA  301 

 

 

>gi|46455762|gb|CN450036.1| GUO_cDNA_27_01 Flower bud cDNA library from Lycoris 

longituba  

Lycoris longituba cDNA clone GUO_cDNA_27_01.T3_001.ab1, mRNA  

sequence. 

Length=450 

 

 Score =  107 bits (118),  Expect = 5e-19 

 Identities = 123/164 (75%), Gaps = 5/164 (3%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| ||||| || || |||||   |||||| |||   || | | ||||||||||| |  

Sbjct  143  TATGTTGATGACATTATATTTGGCTATACTAACGAATCTCTTTGTCAAGATTTTTCTGAA  202 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

            || ||||| |  || ||||| |||||||||||||| || ||||| ||  ||||||| ||  

Sbjct  203  TTTATGCATAGGGAATTTGAGATGAGCATGATGGGTGAACTAAACTTTATCCTTGGCCTT  262 

 

Query  124  CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAA  167 

            ||||| ||||||| |    |||| |   | |||||||| ||||| 

Sbjct  263  CAAATCAAGCAAATA----AAGGAAGGAATATTCATCA-ACCAA  301 

 

 

>gi|46454834|gb|CN449108.1| Guo_cDNA_02_72 Flower bud cDNA library from Lycoris 

longituba  

Lycoris longituba cDNA clone Guo_cDNA_02_72.T7_076.ab1, mRNA  

sequence. 

Length=752 

 

 Score =  104 bits (114),  Expect = 6e-18 

 Identities = 102/132 (77%), Gaps = 0/132 (0%) 

 Strand=Plus/Minus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||| | ||||| || || |||||| ||||||||||  | || | | |||| ||||| ||| 

Sbjct  741  TATATAGATGACATTATATTTGGTTCTACTAATGAGCTTCTTTGTCAAGAATTTTCCAAG  682 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

            || ||||| |  || || ||||||||||||||||| ||| |||| ||| | ||||  ||  

Sbjct  681  TTCATGCATAAGGAATTCGAAATGAGCATGATGGGTGAGTTAAACTTCATTCTTGTCCTT  622 

 

Query  124  CAAATAAAGCAA  135 

            ||||| ||| || 

Sbjct  621  CAAATCAAGTAA  610 

 

 

>gi|15545428|gb|BI643218.1| RS4_G06 Sugar beet root cDNA library (subtracted) Beta 

vulgaris  

cDNA 5' similar to copia-type pol polyprotein (e-76), mRNA  

sequence. 

Length=691 

 

 Score =  102 bits (112),  Expect = 2e-17 

 Identities = 105/135 (77%), Gaps = 2/135 (1%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| ||||| ||||| || || |||||||||||||   | |   |||| || || ||| 

Sbjct  171  TATGTTGATGACATCATATTCGGAGCTACTAATGAAACATTGTGCAAAGAATTCTC-AAG  229 

 

Query  64   T-TAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACT  122 

            | | |||   | ||| ||||||||||| |||||||| ||| |||| ||||| |||||||| 

Sbjct  230  TCTCATGAGCAATGAATTTGAAATGAGTATGATGGGTGAGTTAAATTTCTTTCTTGGACT  289 

 

Query  123  GCAAATAAAGCAAAC  137 

             ||||| || ||||| 

Sbjct  290  ACAAATCAAACAAAC  304 

 

 

>gi|48113381|gb|CN857670.1| 000722AAAA006665HT (AAAA) Royal Gala 59 DAFB fruit, 

seeds removed  

Malus x domestica cDNA clone AAAA006665, mRNA sequence. 

Length=674 

 

 Score =  100 bits (110),  Expect = 7e-17 

 Identities = 234/354 (66%), Gaps = 17/354 (4%) 

 Strand=Plus/Plus 

 

Query  1929  TGTATGGATTATCA-GGCTTTAAGTAAGGCTACAGTCCCAGACAAGTTCCTGATTCCTGT  1987 

             || ||||||||| | ||  |||| |||    ||||||  ||| |||||||  |||||| | 

Sbjct  322   TGCATGGATTATAAAGGGCTTAA-TAATATCACAGTCAAAGATAAGTTCCCTATTCCTCT  380 

 

Query  1988  CATGAAAGAGTTGTTGGATGAGTTAAATGGACCCATCCACTTCTCTAAAATAGATCTAAA  2047 

              ||  | ||  || | ||||| |||  |||  |       ||||| ||  ||||| |||  

Sbjct  381   TATTGATGAACTGCTTGATGAATTATTTGGTGCACAATTTTTCTCGAAGTTAGATTTAAG  440 

 

Query  2048  GGCAAGGTATCACCAAATCAGAATGCAC---------------AAACCTACCTTCAGAAC  2092 

             |||| | ||||||||||| |||||||||               ||| | ||||| ||||| 

Sbjct  441   GGCAGGTTATCACCAAATAAGAATGCACCCTCAAGATGTGGAGAAAACAACCTTTAGAAC  500 

 

Query  2093  TCACCAAGGACATTATGAATCTCCAGTGATGCCATTTGGATTAACAAACACCCCGACCAC  2152 

              ||  | || |||||||||| |   || ||||| ||| |  | |||||    |  || || 

Sbjct  501   ACATGATGGCCATTATGAATTTTTGGTCATGCCCTTTTGTCTTACAAATGATCTAACGAC  560 

 

Query  2153  GTTCCAATGAGCTATGAATGCCACACTGAAACCGTTCCTTCGTAGGTATGTGGTAGTGTT  2212 

              ||||||||    | ||||| || | |  |||| | |||  | |  |   |  |||| || 

Sbjct  561   CTTCCAATGTCTCACGAATGACATATTTCAACCCTACCTAAGGAAATTCATTCTAGTATT  620 

 

Query  2213  CTTTGATGACATTTTGGTCTATAGTAAGTCTTGGGAAGCCCATTTGGATCATTT  2266 

             ||||||||| ||||| |||||||| |  ||||||    | |||||| | ||||| 

Sbjct  621   CTTTGATGATATTTTAGTCTATAGCACCTCTTGGTCTTCACATTTGCAGCATTT  674 
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>gi|156641404|emb|AM791024.1| AM791024 COL, cold overnight library Nicotiana 

tabacum cDNA clone  

nt006087044, mRNA sequence. 

Length=511 

 

 Score = 98.7 bits (108),  Expect = 2e-16 

 Identities = 122/167 (73%), Gaps = 0/167 (0%) 

 Strand=Plus/Minus 

 

Query  5    ATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAGT  64 

            |||| |||||||| |||||||||    ||||     | || | |||||| ||| ||   | 

Sbjct  216  ATGTAGATGATATTATTTTTGGTAGCCCTAACTCTGTTCTTTGTGAAGAATTTGCTCTTT  157 

 

Query  65   TAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTGC  124 

              ||| ||   || |||||||||||||||||| |||| || |  ||||||||||| || | 

Sbjct  156  CCATGAAAGGAGAATTTGAAATGAGCATGATGAGAGAACTGACCTTCTTCCTTGGGCTTC  97 

 

Query  125  AAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTAT  171 

            |||| |||||  | ||  |||| |||| ||||   || ||||||||| 

Sbjct  96   AAATCAAGCAGTCCCCTAAAGGGATTTTCATTTGCCAAACCAAGTAT  50 

 

 

>gi|109856434|gb|DW485413.1| GH_RMIRS_052_G05_F Cotton Normalized Library random 

primed Gossypium  

hirsutum cDNA, mRNA sequence. 

Length=757 

 

 Score = 96.9 bits (106),  Expect = 8e-16 

 Identities = 102/133 (76%), Gaps = 1/133 (0%) 

 Strand=Plus/Minus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||| | |||||||  ||||||||| ||||| ||||  | || | | |||| ||| | ||| 

Sbjct  331  TATATTGATGATACTATTTTTGGTTCTACTGATGATCTTCTTTGTTAAGAATTT-CAAAG  273 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

             ||||||||  ||| ||||| ||||||||||| |||||  |||| |||||  |  ||||  

Sbjct  272  CTAATGCAAGGTGAATTTGATATGAGCATGATAGGAGAATTAAACTTCTTTTTGAGACTC  213 

 

Query  124  CAAATAAAGCAAA  136 

             |||| ||||||| 

Sbjct  212  TAAATCAAGCAAA  200 

 

 

>gi|109856433|gb|DW485412.1| GH_RMIRS_052_G05_035_R Cotton Normalized Library 

random primed  

Gossypium hirsutum cDNA, mRNA sequence. 

Length=775 

 

 Score = 96.9 bits (106),  Expect = 8e-16 

 Identities = 102/133 (76%), Gaps = 1/133 (0%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||| | |||||||  ||||||||| ||||| ||||  | || | | |||| ||| | ||| 

Sbjct  444  TATATTGATGATACTATTTTTGGTTCTACTGATGATCTTCTTTGTTAAGAATTT-CAAAG  502 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

             ||||||||  ||| ||||| ||||||||||| |||||  |||| |||||  |  ||||  

Sbjct  503  CTAATGCAAGGTGAATTTGATATGAGCATGATAGGAGAATTAAACTTCTTTTTGAGACTC  562 

 

Query  124  CAAATAAAGCAAA  136 

             |||| ||||||| 

Sbjct  563  TAAATCAAGCAAA  575 

 

 

>gi|211988850|emb|CU515454.1| CU515454 ROOTS_KZ0ABF Theobroma cacao cDNA clone 

KZ0ABF7YH11FM1,  

mRNA sequence. 

Length=379 

 

 Score = 95.1 bits (104),  Expect = 3e-15 

 Identities = 101/132 (76%), Gaps = 1/132 (0%) 

 Strand=Plus/Minus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| ||| ||||  | |||||||||||| || ||| | | | |||  ||||| ||||| 

Sbjct  230  TATGTTGATAATATAGTGTTTGGTGCTACTTATTAAAGGTTATGTGAGAATTTTGCTAAG  171 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

              |||||||    | ||||||||||  |||||| ||||| ||||||||||||||||  |  

Sbjct  170  GAAATGCAAGAAAA-TTTGAAATGATTATGATGAGAGAGTTAAAATTCTTCCTTGGTTTA  112 

 

Query  124  CAAATAAAGCAA  135 

             |||| || ||| 

Sbjct  111  TAAATCAAACAA  100 

 

 

>gi|29632689|gb|CB637698.1| OSJNEa04L24.r OSJNEa Oryza sativa Japonica Group cDNA 

clone OSJNEa04L24  

3', mRNA sequence. 

Length=601 

 

 Score = 89.7 bits (98),  Expect = 1e-13 

 Identities = 123/171 (71%), Gaps = 6/171 (3%) 

 Strand=Plus/Minus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCT---ACTAATGAAATGCTCTATGAAGATTTTTCT  60 

            ||||||||||||||||| ||||||  |   ||| | |   || |   || ||||||| || 

Sbjct  568  TATGTGGATGATATCATCTTTGGTTGTTTGACTCACGCTTTGGT---TGTAGATTTTGCT  512 

 

Query  61   AAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGA  120 

             ||   ||||  |  || ||||| |||||||||||||  ||| ||   | |||  | ||| 

Sbjct  511  GAGACTATGCGCAGGGAATTTGAGATGAGCATGATGGATGAGTTATCGTACTTTTTGGGA  452 

 

Query  121  CTGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTAT  171 

             ||||||| ||||||||||| ||||| | ||   | ||||| || |||||| 

Sbjct  451  TTGCAAATTAAGCAAACACCTCAAGGTACTTTTGTGCATCAAACGAAGTAT  401 

 

 

>gi|152004321|gb|EV414029.1| AE193 Subtractive cDNA libraries of Arnebia euchroma 

(Royle)  

Johnston Arnebia euchroma cDNA clone AE193 similar to putative  

gag-pol polyprotein [Zea mays], mRNA sequence. 

Length=689 

 

 Score = 87.8 bits (96),  Expect = 4e-13 

 Identities = 100/132 (75%), Gaps = 2/132 (1%) 

 Strand=Plus/Plus 

 

Query  6    TGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAGTT  65 

            ||| ||||| || ||||| ||| ||||||||||  || | | ||| || || || || |  

Sbjct  451  TGTCGATGAGATTATTTTCGGTTCTACTAATGATTTGTTGTGTGAGGAATTCTCAAAAT-  509 
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Query  66   AATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGC-TAAAATTCTTCCTTGGACTGC  124 

            ||||   | |||||| || ||||||||||||||||| | |||  || || |||||||| | 

Sbjct  510  AATGACNAGTGAGTTCGAGATGAGCATGATGGGAGAACTTAATTTTTTTTCTTGGACTCC  569 

 

Query  125  AAATAAAGCAAA  136 

            || | || |||| 

Sbjct  570  AAGTGAAACAAA  581 

 

 

>gi|63058835|gb|CX289981.1| C02019B11SK IF1 Citrus clementina cDNA clone C02019B11, 

mRNA  

sequence. 

Length=638 

 

 Score = 87.8 bits (96),  Expect = 4e-13 

 Identities = 83/106 (78%), Gaps = 0/106 (0%) 

 Strand=Plus/Plus 

 

Query  75   TGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTGCAAATAAAGCA  134 

            ||| ||||||||||| |||||| ||||| | || | ||||||||| ||||||||||| || 

Sbjct  41   TGAATTTGAAATGAGTATGATGTGAGAGTTGAAGTACTTCCTTGGGCTGCAAATAAAACA  100 

 

Query  135  AACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAAT  180 

            ||      |||| |||| |||  ||||  |||||||||| ||| || 

Sbjct  101  AAATGAGGAAGGAATTTTCATAAATCAAGCCAAGTATGTAAAAGAT  146 

 

 

>gi|51368899|gb|CV009675.1| zfi01-3ms3-d09 Zfi01 Zamia fischeri cDNA clone zfi01-

3ms3-d09  

5', mRNA sequence. 

Length=621 

 

 Score = 87.8 bits (96),  Expect = 4e-13 

 Identities = 108/148 (72%), Gaps = 0/148 (0%) 

 Strand=Plus/Minus 

 

Query  2100  GGACATTATGAATCTCCAGTGATGCCATTTGGATTAACAAACACCCCGACCACGTTCCAA  2159 

             ||||| ||||||| |   || |||||||| ||||| |||||  |||   |||| |||||| 

Sbjct  362   GGACACTATGAATTTGTTGTTATGCCATTCGGATTGACAAATGCCCTATCCACTTTCCAA  303 

 

Query  2160  TGAGCTATGAATGCCACACTGAAACCGTTCCTTCGTAGGTATGTGGTAGTGTTCTTTGAT  2219 

              || | ||||||   | |||    || |||||||| | || |||  | || ||||||||| 

Sbjct  302   GGATCAATGAATCATATACTTTGCCCCTTCCTTCGAAAGTTTGTCTTGGTCTTCTTTGAT  243 

 

Query  2220  GACATTTTGGTCTATAGTAAGTCTTGGG  2247 

             || |||||| | |||||  | || |||| 

Sbjct  242   GATATTTTGATATATAGCCATTCATGGG  215 

 

 

>gi|24248782|dbj|AU288662.1| AU288662 zinnia cultured mesophyll cell equalized cDNA 

Zinnia  

violacea cDNA clone Z3079, mRNA sequence. 

Length=618 

 

 Score = 87.8 bits (96),  Expect = 4e-13 

 Identities = 131/185 (70%), Gaps = 1/185 (0%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||||||||| ||||| |||||| | || |||  ||   | | |||||  ||    ||  

Sbjct  312  TATGTGGATGACATCATCTTTGGTTCGACAAATTCAAACATGTGTGAAGCATTCGGAAAA  371 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

             | |||   ||  ||||||| |||||    ||||| || ||| ||| |||| | |||||| 

Sbjct  372  CTGATGACCACACAGTTTGAGATGAGTGCAATGGGTGAACTACAATGCTTCTTAGGACTG  431 

 

Query  124  CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAA-ATTA  182 

             || | || || || |  || || | || ||| ||||| |||||||||||||||| || | 

Sbjct  432  GAAGTCAAACAGACTCAACATGGTACTTTCATACATCAAACCAAGTATGTGAAAACATGA  491 

 

Query  183  GTTGA  187 

             |||| 

Sbjct  492  CTTGA  496 

 

 

>gi|13480893|gb|BG510236.1| sac64c03.y1 Gm-c1072 Glycine max cDNA clone GENOME 

SYSTEMS CLONE  

ID: Gm-c1072-102 5' similar to TR:Q9SDD5 Q9SDD5 SIMILAR  

TO COPIA-TYPE POL POLYPROTEIN.. ;, mRNA sequence. 

Length=511 

 

 Score = 87.8 bits (96),  Expect = 4e-13 

 Identities = 122/169 (72%), Gaps = 4/169 (2%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAA--ATGCTCTATGAAGATTTTTCTA  61 

            ||||| |||||||| ||||||||  | ||||||||   ||  |  | | || |||  ||  

Sbjct  209  TATGTTGATGATATAATTTTTGGATCCACTAATGATTCATTGTGCAAGGAGTTTTCCCTT  268 

 

Query  62   AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              |  ||||||| ||| |||||||||   ||||||||||| ||||| | ||| || |||  

Sbjct  269  GAT--ATGCAAAGTGAATTTGAAATGTCAATGATGGGAGAACTAAAGTACTTTCTGGGAT  326 

 

Query  122  TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTA  170 

            | ||||| |||||||| |   |||| || | |||  ||||  |||| || 

Sbjct  327  TACAAATCAAGCAAACTCAATAAGGTATATTCATCAATCAATCCAAATA  375 

 

 

>gi|218842191|gb|FC898759.1| IC0AAA66CG03RM1 IVIA1 Citrus clementina cDNA clone 

IC0AAA66CG03,  

mRNA sequence. 

Length=966 

 

 Score = 86.0 bits (94),  Expect = 1e-12 

 Identities = 147/211 (69%), Gaps = 2/211 (0%) 

 Strand=Plus/Plus 

 

Query  1776  AATGTTAGGCCTTATCGTTACCCCCACTTACAGAAGAATGAGATAAAAACTCTAGTGGTT  1835 

             |||||  | || || || ||||| ||||| ||||||||||| ||  | |  ||| |     

Sbjct  56    AATGTGCGACCCTACCGATACCCACACTTCCAGAAGAATGAAATGGAGAAACTAATTAAA  115 

 

Query  1836  GAGATGTTATGA-TTGGGGATTATTAGACTAAGCAATAGCTCCTATTCTAGCCCAGTAAT  1894 

             |||||| | |||   ||| || || ||||  ||| | ||| | |  |||  ||||||  | 

Sbjct  116   GAGATG-TCTGACCAGGGAATCATCAGACCTAGCCAAAGCCCTTTCTCTTCCCCAGTGCT  174 

 

Query  1895  TTTGGTAAAAAGGAAAGATGGAAGTTGACGATTATGTATGGATTATCAGGCTTTAAGTAA  1954 

             ||| ||||||| ||||||||| |  |  || || ||| |||||||||  ||| |||     

Sbjct  175   TTTAGTAAAAAAGAAAGATGGCACGTATCGTTTTTGTGTGGATTATCGTGCTCTAAACGC  234 

 

Query  1955  GGCTACAGTCCCAGACAAGTTCCTGATTCCT  1985 

             || |||| | || ||||| || |  |||||| 

Sbjct  235   GGTTACAATTCCGGACAAATTTCCAATTCCT  265 
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>gi|156659462|emb|AM827013.1| AM827013 seedling library, SL Nicotiana tabacum cDNA 

clone nt002325082,  

mRNA sequence. 

Length=313 

 

 Score = 86.0 bits (94),  Expect = 1e-12 

 Identities = 100/135 (74%), Gaps = 0/135 (0%) 

 Strand=Plus/Plus 

 

Query  1    GTGTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCT  60 

            || ||||| ||||||||||||| ||| || || | |||    || |  ||| | ||| |  

Sbjct  59   GTATATGTTGATGATATCATTTCTGGAGCCACAACTGACTCTCTTTGCGAAAAGTTTGCA  118 

 

Query  61   AAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGA  120 

            ||  | |||   | ||||||||| ||||| |||||||||||  |||| |||||| | ||| 

Sbjct  119  AAACTCATGGGGAGTGAGTTTGAGATGAGTATGATGGGAGAATTAAATTTCTTCTTGGGA  178 

 

Query  121  CTGCAAATAAAGCAA  135 

            || ||| | |||||| 

Sbjct  179  CTTCAAGTGAAGCAA  193 

 

 

>gi|110868371|gb|DY287020.1| IC0AAA66CG03RM1 CitNFL Citrus clementina cDNA 5', mRNA 

sequence. 

Length=1045 

 

 Score = 86.0 bits (94),  Expect = 1e-12 

 Identities = 147/211 (69%), Gaps = 2/211 (0%) 

 Strand=Plus/Plus 

 

Query  1776  AATGTTAGGCCTTATCGTTACCCCCACTTACAGAAGAATGAGATAAAAACTCTAGTGGTT  1835 

             |||||  | || || || ||||| ||||| ||||||||||| ||  | |  ||| |     

Sbjct  60    AATGTGCGACCCTACCGATACCCACACTTCCAGAAGAATGAAATGGAGAAACTAATTAAA  119 

 

Query  1836  GAGATGTTATGA-TTGGGGATTATTAGACTAAGCAATAGCTCCTATTCTAGCCCAGTAAT  1894 

             |||||| | |||   ||| || || ||||  ||| | ||| | |  |||  ||||||  | 

Sbjct  120   GAGATG-TCTGACCAGGGAATCATCAGACCTAGCCAAAGCCCTTTCTCTTCCCCAGTGCT  178 

 

Query  1895  TTTGGTAAAAAGGAAAGATGGAAGTTGACGATTATGTATGGATTATCAGGCTTTAAGTAA  1954 

             ||| ||||||| ||||||||| |  |  || || ||| |||||||||  ||| |||     

Sbjct  179   TTTAGTAAAAAAGAAAGATGGCACGTATCGTTTTTGTGTGGATTATCGTGCTCTAAACGC  238 

 

Query  1955  GGCTACAGTCCCAGACAAGTTCCTGATTCCT  1985 

             || |||| | || ||||| || |  |||||| 

Sbjct  239   GGTTACAATTCCGGACAAATTTCCAATTCCT  269 

 

 

>gi|45622839|dbj|BP066094.1| BP066094 Lotus japonicus mature nodule Lotus japonicus 

cDNA clone  

GENLf069h08 3', mRNA sequence. 

Length=532 

 

 Score = 86.0 bits (94),  Expect = 1e-12 

 Identities = 91/118 (77%), Gaps = 4/118 (3%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

            ||||| |||||||| || |||||  || |||||  |   |||||||  |||| ||||||  

Sbjct  410  TATGTTGATGATATTATATTTGGATCTGCTAATCCAT--CTCTATGCAAAGAGTTTTCTG  467 

 

Query  62   AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGG  119 

            || | |||||  |||| ||||||||| | ||||||||||| || |||| ||| || || 

Sbjct  468  AGATGATGCAGGCTGAATTTGAAATGCGTATGATGGGAGAACTCAAATACTTTCTGGG  525 

 

 

>gi|156700574|emb|AM797360.1| AM797360 COL, cold overnight library Nicotiana 

tabacum cDNA clone  

nt006209043, mRNA sequence. 

Length=449 

 

 Score = 84.2 bits (92),  Expect = 5e-12 

 Identities = 96/127 (75%), Gaps = 4/127 (3%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAA--GATTTTTCTA  61 

            ||||| |||||||| |  ||||||  | |||||    | || | || |  || || || | 

Sbjct  77   TATGTTGATGATATTAAATTTGGTAGTGCTAATCC--TCCTATGTGCAAGGAATTCTCAA  134 

 

Query  62   AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

            |  | ||||||| |||||| |||||||||||||| | ||||||||  ||||||||| ||| 

Sbjct  135  ATCTTATGCAAAGTGAGTTCGAAATGAGCATGATTGAAGAGCTAACGTTCTTCCTTAGAC  194 

 

Query  122  TGCAAAT  128 

            | ||||| 

Sbjct  195  TTCAAAT  201 

 

 

>gi|156677621|emb|AM825109.1| AM825109 DL, diurnal library Nicotiana tabacum cDNA 

clone nt005058060,  

mRNA sequence. 

Length=522 

 

 Score = 84.2 bits (92),  Expect = 5e-12 

 Identities = 97/131 (74%), Gaps = 0/131 (0%) 

 Strand=Plus/Minus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||||||||| ||||| ||||| ||||| | |||     | | |||||| |||  |||  

Sbjct  505  TATGTGGATGAAATCATATTTGGAGCTACAACTGACTCATTATGTGAAGAATTTGATAAA  446 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

             | |||  || |||||||| |||||| |||||||| || |||||  ||||||  |  ||  

Sbjct  445  CTCATGGGAAGTGAGTTTGCAATGAGTATGATGGGGGAACTAAATGTCTTCCCAGCTCTT  386 

 

Query  124  CAAATAAAGCA  134 

            ||| | ||||| 

Sbjct  385  CAAGTGAAGCA  375 

 

 

>gi|156640135|emb|AM788043.1| AM788043 seedling library, SL Nicotiana tabacum cDNA 

clone nt002180033,  

mRNA sequence. 

Length=594 

 

 Score = 84.2 bits (92),  Expect = 5e-12 

 Identities = 97/131 (74%), Gaps = 0/131 (0%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||||||||| ||||| ||||| ||||| | |||     | | |||||| ||| |||   

Sbjct  144  TATGTGGATGACATCATATTTGGAGCTACAACTGACTCATTATGTGAAGAATTTGCTATA  203 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

             | ||   || ||||||||||||||  |||||||| || |||||   ||||||  | ||  
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Sbjct  204  CTCATAGGAAGTGAGTTTGAAATGAATATGATGGGGGAACTAAATGCCTTCCTGTGTCTT  263 

 

Query  124  CAAATAAAGCA  134 

            ||||| ||||| 

Sbjct  264  CAAATGAAGCA  274 

 

 

>gi|46453545|gb|CN447819.1| GUO_cDNA_40_33 Flower bud cDNA library from Lycoris 

longituba  

Lycoris longituba cDNA clone GUO_cDNA_40_33.T3_033.ab1, mRNA  

sequence. 

Length=462 

 

 Score = 84.2 bits (92),  Expect = 5e-12 

 Identities = 99/133 (74%), Gaps = 1/133 (0%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| ||||| || |||||| |  |||||||||||||    ||  |||| |||   ||  

Sbjct  308  TATGTAGATGACATTATTTTTAGATCTACTAATGAAATTTATTACAAAGACTTTGAAAAA  367 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

            |  |||||   ||| |||||||| ||||| |||||||| || || || ||||||||  |  

Sbjct  368  TCCATGCATGATGAATTTGAAAT-AGCATAATGGGAGAACTTAACTTTTTCCTTGGTTTT  426 

 

Query  124  CAAATAAAGCAAA  136 

            ||| | ||||||| 

Sbjct  427  CAAGTCAAGCAAA  439 

 

 

>gi|34949210|gb|CA095903.1| SCACCL6007A10.g CL6 Saccharum officinarum cDNA clone 

SCACCL6007A10  

5', mRNA sequence. 

Length=645 

 

 Score = 82.4 bits (90),  Expect = 2e-11 

 Identities = 101/136 (74%), Gaps = 4/136 (2%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTA--TGAAGATTTTTCTA  61 

            ||||||||||||||||||||||||| | |   | |   |||||   || | | ||||||  

Sbjct  333  TATGTGGATGATATCATTTTTGGTGGTTCCTCTCAC--GCTCTTGTTGCAAAGTTTTCTG  390 

 

Query  62   AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

            ||   |||   |  || || || |||||||||||||| ||| | | ||||||||| ||   

Sbjct  391  AGACTATGAGCAGGGAATTCGAGATGAGCATGATGGGCGAGTTGACATTCTTCCTCGGGT  450 

 

Query  122  TGCAAATAAAGCAAAC  137 

            ||||||| |||||||| 

Sbjct  451  TGCAAATCAAGCAAAC  466 

 

 

>gi|195283410|gb|FG452295.1| 010603KAFB006601HT (KAFB) Actinidia deliciosa buds 3 

days after  

hydrogen cyanamide treatment Actinidia deliciosa cDNA clone  

KAFBB00660, mRNA sequence. 

Length=380 

 

 Score = 80.6 bits (88),  Expect = 6e-11 

 Identities = 61/72 (84%), Gaps = 0/72 (0%) 

 Strand=Plus/Minus 

 

Query  67   ATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTGCAA  126 

            ||||||  ||| |||||||||||||||||||| ||||| || ||||||||||| || ||| 

Sbjct  379  ATGCAAGGTGAATTTGAAATGAGCATGATGGGGGAGCTGAATTTCTTCCTTGGTCTTCAA  320 

 

Query  127  ATAAAGCAAACA  138 

            || || ||| || 

Sbjct  319  ATCAAACAATCA  308 

 

 

>gi|88903506|dbj|CI089044.1| CI089044 Oryza sativa (japonica cultivar-group) Cd 

treated callus  

Oryza sativa Japonica Group cDNA clone 018-M055R-F09 3',  

mRNA sequence. 

Length=525 

 

 Score = 77.0 bits (84),  Expect = 8e-10 

 Identities = 90/122 (73%), Gaps = 0/122 (0%) 

 Strand=Plus/Plus 

 

Query  50   AAGATTTTTCTAAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAAT  109 

            |||||||| || ||   ||||  |  || ||||| |||||||||||||  ||| ||   | 

Sbjct  10   AAGATTTTGCTGAGACTATGCGCAGGGAATTTGAGATGAGCATGATGGATGAGTTATCGT  69 

 

Query  110  TCTTCCTTGGACTGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGT  169 

             |||  | ||| ||||||| ||||||||||| ||||| | ||   | ||||| || |||| 

Sbjct  70   ACTTTTTGGGATTGCAAATTAAGCAAACACCTCAAGGTACTTTTGTGCATCAAACGAAGT  129 

 

Query  170  AT  171 

            || 

Sbjct  130  AT  131 

 

 

>gi|35262416|gb|CA214784.1| SCQGFL1095H02.g FL1 Saccharum officinarum cDNA clone 

SCQGFL1095H02  

5', mRNA sequence. 

Length=719 

 

 Score = 77.0 bits (84),  Expect = 8e-10 

 Identities = 74/95 (77%), Gaps = 0/95 (0%) 

 Strand=Plus/Plus 

 

Query  76   GAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTGCAAATAAAGCAA  135 

            || || || |||||||||||||| ||| | | |||||||||||| |||||||| |||||| 

Sbjct  2    GAATTCGAGATGAGCATGATGGGGGAGTTGACATTCTTCCTTGGGCTGCAAATCAAGCAA  61 

 

Query  136  ACACCCCAAGGCATTTACATTCATCAGACCAAGTA  170 

            ||||   |||| |  | ||| || ||   |||||| 

Sbjct  62   ACACGTGAAGGAACATTCATGCACCAAGGCAAGTA  96 

 

 

>gi|29637310|gb|CB642319.1| OSJNEb02H03.r OSJNEb Oryza sativa Japonica Group cDNA 

clone OSJNEb02H03  

3', mRNA sequence. 

Length=735 

 

 Score = 77.0 bits (84),  Expect = 8e-10 

 Identities = 90/122 (73%), Gaps = 0/122 (0%) 

 Strand=Plus/Minus 

 

Query  50   AAGATTTTTCTAAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAAT  109 

            |||||||| || ||   ||||  |  || ||||| |||||||||||||  ||| ||   | 

Sbjct  467  AAGATTTTGCTGAGACTATGCGCAGGGAATTTGAGATGAGCATGATGGATGAGTTATCGT  408 
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Query  110  TCTTCCTTGGACTGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGT  169 

             |||  | ||| ||||||| ||||||||||| ||||| | ||   | ||||| || |||| 

Sbjct  407  CCTTTTTGGGATTGCAAATTAAGCAAACACCTCAAGGTACTTTTGTGCATCAAACGAAGT  348 

 

Query  170  AT  171 

            || 

Sbjct  347  AT  346 

 

 

>gi|191204749|gb|EY403248.1| pOP-CNH03809_EST_C_1_pSK_SK CNH (Oil Palm Non-

Embryogenic Callus)  

Elaeis guineensis cDNA clone pOP-CNH03809 5', mRNA sequence. 

Length=660 

 

 Score = 75.2 bits (82),  Expect = 3e-09 

 Identities = 77/101 (76%), Gaps = 0/101 (0%) 

 Strand=Plus/Plus 

 

Query  4    TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

            ||||| ||||| || ||||||||  |||||||||||   || | | |||| ||| ||||| 

Sbjct  553  TATGTTGATGACATAATTTTTGGGTCTACTAATGAATCCCTTTGTCAAGACTTTGCTAAG  612 

 

Query  64   TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCT  104 

             | |||||    ||||| || |||||||||  |||||| || 

Sbjct  613  CTTATGCAGGGAGAGTTCGAGATGAGCATGGAGGGAGAACT  653 

 

 

>gi|195292065|gb|FG421266.1| 000717KUFA005629HT (KUFA) Actinidia eriantha young 

fruit Actinidia  

eriantha cDNA clone KUFAA00562, mRNA sequence. 

Length=336 

 

 Score = 75.2 bits (82),  Expect = 3e-09 

 Identities = 61/73 (83%), Gaps = 2/73 (2%) 

 Strand=Plus/Plus 

 

Query  82   GAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTGCAAATAAAGCAAACACCC  141 

            || |||||||||||||| ||||| || |||||||||||||| ||||| |||||| ||  | 

Sbjct  5    GAGATGAGCATGATGGGGGAGCTCAATTTCTTCCTTGGACTACAAATCAAGCAATCAAGC  64 

 

Query  142  CAAGG--CATTTA  152 

             ||||  |||||| 

Sbjct  65   GAAGGGACATTTA  77 

 

 

 

Lambda     K      H 

   0.634    0.408    0.912  

 

Gapped 

Lambda     K      H 

   0.625    0.410    0.780  

 

Effective search space used: 119060939416320 

 

 

  Database: All GenBank+EMBL+DDBJ+PDB sequences from EST Divisions 

    Posted date:  Dec 31, 2009  5:45 PM 

  Number of letters in database: 35,552,074,586 

  Number of sequences in database:  64,526,527 

 

 

 

Matrix: blastn matrix 2 -3 

Gap Penalties: Existence: 5, Extension: 2 

 

Appendix 2. BLASTn against NT_2010 database results for the 

insertion site of MON 87705 
 

BLASTN 2.2.21+ 

 

Reference: 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. Schäffer, 

Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 

"Gapped BLAST and PSI-BLAST: a new generation of protein database 

search programs", Nucleic Acids Res. 25:3389-3402. 

 

Database: All GenBank+EMBL+DDBJ+PDB sequences (but no EST, STS, 

GSS,environmental samples or phase 0, 1 or 2 HTGS sequences) 

           10,498,010 sequences; 29,778,852,970 total letters 

 

Query=  OmniSoy_seq 

Length=3635 

                                                                      Score     E 

Sequences producing significant alignments:                          (Bits)  Value 

 

gi|224775873|gb|AC235056.1|  Glycine max strain Williams 82 clone...  1485    0.0    

gi|224922962|gb|AC235198.1|  Glycine max strain Williams 82 clone...   834    0.0    

gi|224923197|gb|AC235433.1|  Glycine max strain Williams 82 clone...   672    0.0    

gi|224923212|gb|AC235448.1|  Glycine max strain Williams 82 clone...   600    3e-

167 

gi|224923188|gb|AC235424.1|  Glycine max strain Williams 82 clone...   600    3e-

167 

gi|224923144|gb|AC235380.1|  Glycine max strain Williams 82 clone...   600    3e-

167 

gi|224923077|gb|AC235313.1|  Glycine max strain Williams 82 clone...   556    3e-

154 

gi|224923032|gb|AC235268.1|  Glycine max strain Williams 82 clone...   515    8e-

142 

gi|224923157|gb|AC235393.1|  Glycine max strain Williams 82 clone...   389    8e-

104 

gi|224922940|gb|AC235176.1|  Glycine max strain Williams 82 clone...   354    2e-93  

gi|224922890|gb|AC235126.1|  Glycine max strain Williams 82 clone...   347    3e-91  

gi|224923073|gb|AC235309.1|  Glycine max strain Williams 82 clone...   340    4e-89  

gi|148372216|gb|EF623860.1|  Glycine max cultivar Williams 82 clo...   325    8e-85  

gi|224923161|gb|AC235397.1|  Glycine max strain Williams 82 clone...   320    4e-83  

gi|224923182|gb|AC235418.1|  Glycine max strain Williams 82 clone...   311    2e-80  

gi|224775870|gb|AC235053.1|  Glycine max strain Williams 82 clone...   311    2e-80  

gi|154816247|gb|AC174437.28|  Teramnus labialis clone tl1-61f9, c...   306    8e-79  

gi|224923121|gb|AC235357.1|  Glycine max strain Williams 82 clone...   304    3e-78  

gi|224923162|gb|AC235398.1|  Glycine max strain Williams 82 clone...   280    3e-71  

gi|224923123|gb|AC235359.1|  Glycine max strain Williams 82 clone...   280    3e-71  

gi|224922956|gb|AC235192.1|  Glycine max strain Williams 82 clone...   268    2e-67  

gi|224923017|gb|AC235253.1|  Glycine max strain Williams 82 clone...   262    8e-66  

gi|227120316|gb|AC235124.2|  Glycine max strain Williams 82 clone...   235    1e-57  

gi|224922977|gb|AC235213.1|  Glycine max strain Williams 82 clone...   235    1e-57  

gi|229608992|gb|AC236296.1|  Glycine max strain Williams 82 clone...   219    9e-53  

gi|224775861|gb|AC235044.1|  Glycine max strain Williams 82 clone...   219    9e-53  

gi|189162478|dbj|AP009701.1|  Lotus japonicus genomic DNA, clone:...   219    9e-53  

gi|258679636|gb|AC236031.2|  Glycine max clone GM_WBb0042E11, com...   206    6e-49  

gi|224923196|gb|AC235432.1|  Glycine max strain Williams 82 clone...   206    6e-49  
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gi|116812700|gb|AC186134.2|  Medicago truncatula chromosome 2 BAC...   206    6e-49  

gi|197724756|emb|CU570969.16|  M.truncatula DNA sequence from clo...   205    2e-48  

gi|186452674|gb|AC152178.33|  Medicago truncatula clone mth2-14b1...   205    2e-48  

gi|169732424|gb|AC154035.37|  Medicago truncatula clone mth2-114l...   205    2e-48  

gi|223019654|emb|CU914134.2|  Medicago truncatula chromosome 5 cl...   201    2e-47  

gi|108937046|gb|AC166146.18|  Medicago truncatula clone mth2-174g...   201    2e-47  

gi|257900566|gb|AC134823.43|  Medicago truncatula chromosome 6 cl...   197    3e-46  

gi|212290237|gb|AC225483.5|  Medicago truncatula clone mth2-25o13...   197    3e-46  

gi|62909806|emb|CR932957.2|  Medicago truncatula chromosome 5 clo...   197    3e-46  

gi|224923170|gb|AC235406.1|  Glycine max strain Williams 82 clone...   196    1e-45  

gi|224923008|gb|AC235244.1|  Glycine max strain Williams 82 clone...   196    1e-45  

gi|189163271|dbj|AP010505.1|  Lotus japonicus genomic DNA, chromo...   196    1e-45  

gi|89145328|emb|CT025156.14|  M.truncatula DNA sequence from clon...   196    1e-45  

gi|156231154|gb|AC146549.9|  Medicago truncatula clone mth2-7p18,...   192    1e-44  

gi|156231119|gb|AC131249.44|  Medicago truncatula clone mth2-8p18...   192    1e-44  

gi|116875950|gb|AC152350.31|  Medicago truncatula clone mth2-72d1...   192    1e-44  

gi|118766407|gb|AC175048.3|  Medicago truncatula chromosome 2 BAC...   190    4e-44  

gi|114213552|gb|AC187464.2|  Medicago truncatula chromosome 2 BAC...   190    4e-44  

gi|61675766|gb|AC144341.25|  Medicago truncatula clone mth2-22g22...   188    2e-43  

gi|114703676|emb|CU024879.5|  M.truncatula DNA sequence from clon...   187    5e-43  

gi|50872513|gb|AC146566.7|  Medicago truncatula clone mth2-71p5, ...   185    2e-42  

gi|145386683|gb|AC151462.30|  Medicago truncatula clone mth2-90j2...   176    1e-39  

gi|147810706|emb|AM444710.2|  Vitis vinifera contig VV78X109076.1...   168    1e-37  

gi|147864513|emb|AM437561.2|  Vitis vinifera contig VV78X271076.1...   167    5e-37  

gi|147791387|emb|AM458370.2|  Vitis vinifera contig VV79X000230.2...   165    2e-36  

gi|147769417|emb|AM464957.2|  Vitis vinifera contig VV78X180907.7...   163    6e-36  

gi|123679468|emb|AM479383.1|  Vitis vinifera contig VV78X206119.1...   163    6e-36  

gi|224922978|gb|AC235214.1|  Glycine max strain Williams 82 clone...   161    2e-35  

gi|147844219|emb|AM426015.2|  Vitis vinifera contig VV78X136630.3...   161    2e-35  

gi|147794564|emb|AM433780.2|  Vitis vinifera contig VV78X012470.5...   161    2e-35  

gi|147784675|emb|AM469049.2|  Vitis vinifera contig VV78X249044.1...   161    2e-35  

gi|147773274|emb|AM432124.2|  Vitis vinifera contig VV78X115637.8...   161    2e-35  

gi|147768704|emb|AM436074.2|  Vitis vinifera contig VV78X023512.7...   161    2e-35  

gi|123655328|emb|AM452471.1|  Vitis vinifera contig VV78X113751.6...   161    2e-35  

gi|147815469|emb|AM473666.2|  Vitis vinifera contig VV78X060331.1...   159    7e-35  

gi|147787919|emb|AM438168.2|  Vitis vinifera contig VV78X070128.3...   159    7e-35  

gi|147774708|emb|AM452040.2|  Vitis vinifera contig VV78X063138.9...   159    7e-35  

gi|123640662|emb|AM424501.1|  Vitis vinifera contig VV78X187384.1...   159    7e-35  

gi|147807559|emb|AM476827.2|  Vitis vinifera contig VV78X078528.8...   158    3e-34  

gi|147805163|emb|AM424599.2|  Vitis vinifera contig VV78X095567.1...   158    3e-34  

gi|147802519|emb|AM484247.2|  Vitis vinifera contig VV78X034209.1...   158    3e-34  

gi|147801654|emb|AM459031.2|  Vitis vinifera contig VV78X098154.6...   158    3e-34  

gi|147783113|emb|AM483221.2|  Vitis vinifera contig VV78X016892.3...   158    3e-34  

gi|147779168|emb|AM428146.2|  Vitis vinifera contig VV78X272943.7...   158    3e-34  

gi|147768967|emb|AM426642.2|  Vitis vinifera contig VV78X189672.5...   158    3e-34  

gi|123719000|emb|AM432336.1|  Vitis vinifera contig VV78X006311.8...   158    3e-34  

gi|123656825|emb|AM455363.1|  Vitis vinifera, whole genome shotgu...   158    3e-34  

gi|147822247|emb|AM470787.2|  Vitis vinifera contig VV78X213267.3...   156    9e-34  

gi|147784421|emb|AM469225.2|  Vitis vinifera contig VV78X229295.6...   156    9e-34  

gi|147858642|emb|AM454312.2|  Vitis vinifera contig VV78X249044.3...   154    3e-33  

gi|147839905|emb|AM468146.2|  Vitis vinifera contig VV78X179172.2...   154    3e-33  

gi|147822037|emb|AM464231.2|  Vitis vinifera contig VV78X225867.3...   154    3e-33  

gi|123701870|emb|AM465877.1|  Vitis vinifera, whole genome shotgu...   154    3e-33  

gi|123680517|emb|AM456202.1|  Vitis vinifera, whole genome shotgu...   154    3e-33  

gi|123676830|emb|AM476356.1|  Vitis vinifera, whole genome shotgu...   154    3e-33  

gi|225464228|ref|XR_077446.1|  PREDICTED: Vitis vinifera misc_RNA...   152    1e-32  

gi|147828505|emb|AM482108.2|  Vitis vinifera contig VV78X177771.6...   152    1e-32  

gi|147821537|emb|AM455191.2|  Vitis vinifera contig VV78X104210.1...   152    1e-32  

gi|147816322|emb|AM477346.2|  Vitis vinifera contig VV78X275834.1...   152    1e-32  

gi|147812447|emb|AM480962.2|  Vitis vinifera contig VV78X083753.8...   152    1e-32  

gi|147787877|emb|AM438120.2|  Vitis vinifera contig VV78X239086.9...   152    1e-32  

gi|123713123|emb|AM481421.1|  Vitis vinifera, whole genome shotgu...   152    1e-32  

gi|123707045|emb|AM484266.1|  Vitis vinifera, whole genome shotgu...   152    1e-32  

gi|123704339|emb|AM474748.1|  Vitis vinifera, whole genome shotgu...   152    1e-32  

gi|123686155|emb|AM437843.1|  Vitis vinifera contig VV78X007838.1...   152    1e-32  

gi|147838653|emb|AM440565.2|  Vitis vinifera contig VV78X201369.4...   150    4e-32  

gi|147789676|emb|AM443590.2|  Vitis vinifera contig VV78X088606.9...   150    4e-32  

gi|147785700|emb|AM483478.2|  Vitis vinifera contig VV78X234092.1...   150    4e-32  

gi|123696077|emb|AM423434.1|  Vitis vinifera contig VV78X011484.8...   150    4e-32  

gi|123692737|emb|AM485799.1|  Vitis vinifera, whole genome shotgu...   150    4e-32  

gi|123684895|emb|AM465346.1|  Vitis vinifera contig VV78X020810.1...   150    4e-32  

 

 

>gi|224775873|gb|AC235056.1| Glycine max strain Williams 82 clone GM_WBb0174F23, 

complete  

sequence 

Length=132479 

 

 Score = 1485 bits (1646),  Expect = 0.0 

 Identities = 1055/1203 (87%), Gaps = 20/1203 (1%) 

 Strand=Plus/Plus 

 

Query  2441    GGGTTTTTGGAACTTACAGGTTATTATAAAAGGTCCATTTGCAATTATGGGAAGATAGCT  2500 

               || ||||| | ||| |  |||||||| | ||||| ||||||||||| ||||||||||||  

Sbjct  123920  GGATTTTTAGGACTGATGGGTTATTACAGAAGGTTCATTTGCAATTCTGGGAAGATAGCC  123979 

 

Query  2501    CGCCCATTGATTGATCTATTAAAGTAAGGAAATTTTAAGTGGAATGAGGATAGTATTAAG  2560 

               |||||||||| ||||||||||||  |||||||| ||||||||||||||||||||| |||| 

Sbjct  123980  CGCCCATTGACTGATCTATTAAACAAAGGAAATCTTAAGTGGAATGAGGATAGTAATAAG  124039 

 

Query  2561    GCTTCCATACAATTACAACAAGCTATTACCACAATACCAACACTATCCATGCTTGATTTT  2620 

               |||| |||||||||||| |||||| ||||||||  | ||  ||||||||||||| ||||| 

Sbjct  124040  GCTTTCATACAATTACAGCAAGCTGTTACCACAGCAACAGTACTATCCATGCTTAATTTT  124099 

 

Query  2621    TCAAAACAATTCTCCATAGAATGTGATGCCTCGGGGAAGGGAATTGGAGTTGTTCTAACA  2680 

               |||||||||||||||||||||||||||||||||| |  ||||||||||| |||||||||| 

Sbjct  124100  TCAAAACAATTCTCCATAGAATGTGATGCCTCGGAG--GGGAATTGGAGCTGTTCTAACA  124157 

 

Query  2681    CAAGATAGAAAGCAAATTGCTTATTTCAACAAGGCATTAAAAGATTTGACTCTTTCTAAA  2740 

                 ||| ||||||| |||||||||||||| ||| |||||   |||||  | |||||||||| 

Sbjct  124158  --AGACAGAAAGCCAATTGCTTATTTCAGCAAAGCATTGGCAGATTCAAGTCTTTCTAAA  124215 

 

Query  2741    TCTATGTATGAAAAGGAATCAATGGCTCTTGTCTTAGCCATACAACATTGGAGGCCTTAT  2800 

               ||| ||||||||||||||   |||||||  |||||||||||||||||||||||||||||| 

Sbjct  124216  TCTGTGTATGAAAAGGAACTGATGGCTC--GTCTTAGCCATACAACATTGGAGGCCTTAT  124273 

 

Query  2801    CTTCCGGATTAGAAATTTACTATATACATTGACCAAAAAAGTTTGAGATATCTACTAGAT  2860 

               |||| || | ||||||||||| |||||| ||||||||||||||||||||||||||| ||  

Sbjct  124274  CTTCTGGGTCAGAAATTTACTGTATACACTGACCAAAAAAGTTTGAGATATCTACTTGAG  124333 

 

Query  2861    CAGCGAATTACAACTCA--ACCAACAATATTGGGTAGCCAAGTTGCTGGGGTATGAGTTT  2918 

               |||||||||||||||||  || ||||| ||||| | |||||||||||||  ||||||||  

Sbjct  124334  CAGCGAATTACAACTCAGAACTAACAAAATTGGCTTGCCAAGTTGCTGG--TATGAGTTC  124391 

 

Query  2919    GACATTGTGTATAAGGTGGGGGCTTCAAACAAGGTTGTTGATGCTCTATCT--AGAAGAG  2976 

               ||||||||||||||||||||||||||||||| ||||| |||||||||||||  ||||||| 

Sbjct  124392  GACATTGTGTATAAGGTGGGGGCTTCAAACATGGTTGCTGATGCTCTATCTCTAGAAGAG  124451 

 

Query  2977    ATGAAGACAAAGAATTGCAGGGCATTTCTAGACCTTTCTGGAAAGACATAACAAAAATTA  3036 

               ||||||||||||||||||||||||||||||||||||||| | |||||| |||| |||||  

Sbjct  124452  ATGAAGACAAAGAATTGCAGGGCATTTCTAGACCTTTCTAGCAAGACACAACAGAAATTG  124511 

 

Query  3037    ATGAAGAAGTTCAGAAGGATCCCGCGTTGGCTAAAATCCGAGAAGAATTGAAGGATAATC  3096 

               |||| |||||| ||||||||||| |||||||||||||| |||||||||||||||| |||| 
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Sbjct  124512  ATGACGAAGTTTAGAAGGATCCCACGTTGGCTAAAATCTGAGAAGAATTGAAGGAGAATC  124571 

 

Query  3097    TAGATTCACACCCTCAGTACACCCTGGAGTGTGACATATTATACTTCAGAGGGAGGTTGG  3156 

                ||||||||| ||||||||||||||||||  ||||| |||||||| || ||||||| ||| 

Sbjct  124572  CAGATTCACAACCTCAGTACACCCTGGAGCATGACAGATTATACTACAAAGGGAGGCTGG  124631 

 

Query  3157    TCCTATTAGCTTCTTCATTGTGGATTCCAAAGTTACTACAAGAATTCCAGACTTCTCTTA  3216 

               |||| | ||||||||||||||||||||||||||||||||| ||||| || | || || || 

Sbjct  124632  TCCTGTGAGCTTCTTCATTGTGGATTCCAAAGTTACTACAGGAATTTCATAGTTATCCTA  124691 

 

Query  3217    TGGGAGGGCACTCGGGTATTTACATAACTTATAGAAGAATCACTCAATCGCTTTATTGGA  3276 

               |||||||||| |||||||| |||| ||||||| |||||||| |||||||||||||||||| 

Sbjct  124692  TGGGAGGGCAGTCGGGTATATACAGAACTTATCGAAGAATCGCTCAATCGCTTTATTGGA  124751 

 

Query  3277    TACCAATAAAGGGAGAAATCACTAAGTTTGTGGTTGCGTGTCATGTGGGCCAAAGAAGTA  3336 

               ||  ||| |||||||||||||   |||||||||||||||||||||||  ||||||||| | 

Sbjct  124752  TAGGAATGAAGGGAGAAATCA--GAGTTTGTGGTTGCGTGTCATGTGTACCAAAGAAGCA  124809 

 

Query  3337    AATATCAAGCATCCTCTCCAGCAGGTTTACTACAACCTTTGCCAATTCCAAATGCTATTT  3396 

               |||||||||||||||||| |||||||||||| |||||||||||||||||||  ||||||| 

Sbjct  124810  AATATCAAGCATCCTCTCTAGCAGGTTTACTGCAACCTTTGCCAATTCCAAGCGCTATTT  124869 

 

Query  3397    GGGAAGAAATTAGTATGAATTTTATTGTAGGTATGCTAAAATCAAAAGGGTTTGATGTTA  3456 

               |||||||||| |  ||| |||||||||||||| |||  || |||| ||||||||||| || 

Sbjct  124870  GGGAAGAAATCAACATGGATTTTATTGTAGGTTTGCCGAAGTCAACAGGGTTTGATGCTA  124929 

 

Query  3457    TACTAGTAGAGGTCGACAAGTTAAGCAAATATAGATATTTTATTGTGATTAAGCACCCAT  3516 

               ||||||||| ||| || | ||||||||||||| |  |||||||||||||||||||||||| 

Sbjct  124930  TACTAGTAGTGGTGGATAGGTTAAGCAAATATGGGCATTTTATTGTGATTAAGCACCCAT  124989 

 

Query  3517    ACTTTGCTAGGTCTATTGTTGA------TGTTAAAGAAATAATTTGGTTGCTTGAGGTGC  3570 

               | | |||||||||||| | |||      |||||||||||||||| |||||| || ||||| 

Sbjct  124990  AGTCTGCTAGGTCTATAGCTGAAATTTTTGTTAAAGAAATAATTCGGTTGCATGGGGTGC  125049 

 

Query  3571    CTATATCTATTGTTAGCGACAGTGACCTTATTTTTATGAGTCATTTTTTGCAAGAATTAT  3630 

               ||||||||||||| || ||||| |||| || ||||||||||||||||| | ||||||||| 

Sbjct  125050  CTATATCTATTGTCAGTGACAGGGACCCTACTTTTATGAGTCATTTTTGGAAAGAATTAT  125109 

 

Query  3631    TCA  3633 

               ||| 

Sbjct  125110  TCA  125112 

 

 

 Score = 1168 bits (1294),  Expect = 0.0 

 Identities = 999/1234 (80%), Gaps = 91/1234 (7%) 

 Strand=Plus/Plus 

 

Query  639     AGCCATGGAGGTTACCCTCGACATTGAAGACCCCAAGAAATAGGTTCAAAGTTTTGGAAA  698 

               ||||||||||||| ||| | ||||||||||  | | |||| ||||||||||||||||||| 

Sbjct  122776  AGCCATGGAGGTTGCCCACAACATTGAAGATTCGATGAAACAGGTTCAAAGTTTTGGAAA  122835 

 

Query  699     TCCACAGGGTCAGAGCACAAGTGCAAGTTTCAAGTATCAAGGCAGCAACGAAGCTATATC  758 

               |   ||||||  ||| |||||||   ||||||  ||||||||| |||||| |||| |||| 

Sbjct  122836  TTTGCAGGGTTGGAGTACAAGTGTGGGTTTCAGATATCAAGGCGGCAACGGAGCTGTATC  122895 

 

Query  759     GTAGGTAGGGGAGTTTAGTGGTACCAATAATGCCCAAACACCCACTGGTGGGACTCAAAA  818 

               |  | |||||| |||| |||||||||||||||||  ||||  ||||| ||||||||  || 

Sbjct  122896  GCGGTTAGGGGCGTTTGGTGGTACCAATAATGCCTGAACATTCACTGATGGGACTCGGAA  122955 

 

Query  819     TCTACAAGGGGAGAGCAGAATGTCTTCTACATCATCAATATCCAAACCAAGATTCTCAAG  878 

               ||||||||| ||||||| ||||||||||||  | ||  || |||||||| ||||||   | 

Sbjct  122956  TCTACAAGGAGAGAGCAAAATGTCTTCTACGCCTTCGGTAGCCAAACCAGGATTCTTGGG  123015 

 

Query  879     ACCGTGAAACAAAGGATCTCAAACCATTCTTTATGTTGAGTATGTCAAATGAAGAGACTC  938 

               || | |||||| |||||||| |||| |||  |||| |||||||||||||| ||| ||||  

Sbjct  123016  ACTGCGAAACAGAGGATCTCGAACCCTTCGCTATGCTGAGTATGTCAAATCAAGGGACTT  123075 

 

Query  939     AGGGTGTTGTTATCACTGCGGTTTGGCCTTTGGGCCAAGGCACCGTTGTCCTGAAAAAAA  998 

               |||| | ||||||||||| |||||||||||||||||| |||||||||||| ||||||||| 

Sbjct  123076  AGGGCGCTGTTATCACTGTGGTTTGGCCTTTGGGCCAGGGCACCGTTGTCTTGAAAAAAA  123135 

 

Query  999     TATGAGAGTTGTAATACTCGCTAAGGATGAGTAGATTAATGAAGACGGGGAGATCATAGG  1058 

               |    ||||||||||||| ||| |||||||| |||||||||||||||||||||| | | | 

Sbjct  123136  T----GAGTTGTAATACTGGCTGAGGATGAGCAGATTAATGAAGACGGGGAGATTACAAG  123191 

 

Query  1059    ATTAAAAAATGA------GAATGAGGAAGAATGTGAGGAAGTTTTGGAGATGGTTTGCTA  1112 

               |||| |||||||      ||||||||||||   ||||||||||||||||| ||||||| | 

Sbjct  123192  ATTAGAAAATGAAAATGGGAATGAGGAAGA---TGAGGAAGTTTTGGAGACGGTTTGCCA  123248 

 

Query  1113    GCGGATGGATTTGTCAGTTTGTTCCGCAGGTGGGCTAACCC-AGCCTCAAGC-ATGAAGC  1170 

               | |||||||||||||  |||||||||||||||||||||||| |||||||| | ||||||| 

Sbjct  123249  GTGGATGGATTTGTCC-TTTGTTCCGCAGGTGGGCTAACCCCAGCCTCAAACCATGAAGC  123307 

 

Query  1171    TTAGGTGAGAATTATAGGGGCAAGAGGTGATAATCTTGATTGACAATAGGGCAAGCCACA  1230 

               ||||             |||  |||             |||    | ||||      ||| 

Sbjct  123308  TTAG-------------GGG--AGA-------------ATT----ACAGGG------ACA  123329 

 

Query  1231    ACTTTATATCCAACAAATTGGTACATAAATTGGGACTCAGCATAGATCCCACAAAGCCCT  1290 

               |           ||||||          |||||||||||||| |||||||||||||     

Sbjct  123330  A-----------ACAAAT----------ATTGGGACTCAGCACAGATCCCACAAAG----  123364 

 

Query  1291    ATTATATGAGATTGGGGGATAGTAACCGCAAATCCACTCAAGGATGTTGTAAGAACTTAA  1350 

                     |||||||||| ||| |||| | |||||||||||||||||| ||||||||||||| 

Sbjct  123365  ------TGAGATTGGGAGATGGTAATCACAAATCCACTCAAGGATGCTGTAAGAACTTAA  123418 

 

Query  1351    AAA-ATAGTTGGGAGCTTATACCATGGTAGGATATTTCTATCTATTTAAGTTGGGAGGAG  1409 

               ||| | |||||||||||||||| ||||||||| | |||| ||||||| |||||||||||| 

Sbjct  123419  AAATACAGTTGGGAGCTTATACTATGGTAGGAGACTTCTTTCTATTTGAGTTGGGAGGAG  123478 

 

Query  1410    TGGACCTAATTATTGGAGTTGCTTAGTTGGAAACATTGGGAGAAATTAAGGTGAATTGGA  1469 

               ||||||||||| | ||||||||||   ||||||||||||||||||||||||||||||||| 

Sbjct  123479  TGGACCTAATTCTGGGAGTTGCTTGACTGGAAACATTGGGAGAAATTAAGGTGAATTGGA  123538 

 

Query  1470    GGACCCTAAGTATGTCTTTTGTCCACCAAGATCAGAATATGGTGA-TCAAGGAGATCTTG  1528 

               ||||||||||||||||||||||||| |||||||||||| || ||| ||| |||| ||||| 

Sbjct  123539  GGACCCTAAGTATGTCTTTTGTCCATCAAGATCAGAATGTGTTGATTCAGGGAGTTCTTG  123598 

 

Query  1529    GTTTATTGAAGACAATGATCATTTTGAGAACATTGCAAAAAATAGTTAGCAAGGAAGTTG  1588 

               |||| |  ||||||||||||||||||||||||  ||| ||||||| |||| |||| |||| 

Sbjct  123599  GTTTGTCTAAGACAATGATCATTTTGAGAACACAGCAGAAAATAGCTAGCCAGGAGGTTG  123658 

 

Query  1589    AGATGATGTTCATGTTGTGGGTAATTGAAAGCAACTATGTGGAACAAATTGATTTAACAA  1648 

               |||||||||||||| ||||||||| |||||||||| | ||||||||||||||||||||   

Sbjct  123659  AGATGATGTTCATGCTGTGGGTAACTGAAAGCAACCACGTGGAACAAATTGATTTAAC--  123716 

 

Query  1649    AGAACCAAGAAAATTAGTTGTAGCAAGTACTGATAGAGTTTGCTACAGTTTTTCAGG-AC  1707 

                ||||||||||| |  |||| |||| || |||| || | | |||||| ||||||||| || 

Sbjct  123717  -GAACCAAGAAAGTCTGTTGCAGCAGGTGCTGACAGGGCTCGCTACAATTTTTCAGGAAC  123775 

 

Query  1708    CTAAGGGTTTACCACCATCTAGAGAGGTTGATCACAAGATTGCAATTAAGTCCGGGGCAT  1767 

               |||||||||||||||| |||||||||||||||||    ||| |||||||||| ||  ||  

Sbjct  123776  CTAAGGGTTTACCACCGTCTAGAGAGGTTGATCATTGAATTCCAATTAAGTCTGGCACAG  123835 

 

Query  1768    ATCCAGATAATGTTAGGCCTTATCGTTACCCCCACTTACAGAAGAATGAGATAAAAACTC  1827 
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                ||||| |||||| |||||||||||||| || ||||||||||||||||||||| |||||| 

Sbjct  123836  GTCCAGTTAATGTGAGGCCTTATCGTTAACCTCACTTACAGAAGAATGAGATAGAAACTC  123895 

 

Query  1828    TAGTGGTTGAGATGTTATGATTGGGGATTATTAG  1861 

                 |||| ||||||||||| ||  |||||| |||| 

Sbjct  123896  AGGTGGCTGAGATGTTATCATCAGGGATTTTTAG  123929 

 

 

 Score =  118 bits (130),  Expect = 2e-22 

 Identities = 335/518 (64%), Gaps = 15/518 (2%) 

 Strand=Plus/Plus 

 

Query  1776    AATGTTAGGCCTTATCGTTACCCCCACTTACAGAAGAATGAGATAAAAACTCTAGTGGTT  1835 

               ||| | |||||||||   || || |  |  ||||| ||||||||| |||   | ||     

Sbjct  118531  AATCTGAGGCCTTATAAGTATCCTCGTTATCAGAAAAATGAGATAGAAAGGATGGTTAGG  118590 

 

Query  1836    GAGATGTTATGATTGGGGATTATTAGACTAAGCAATAGCTCCTATTCTAGCCCAGTAATT  1895 

               || ||| |   ||| ||| | || || |  ||||  ||  | |||||||||||  | ||  

Sbjct  118591  GAAATGATGGAATTAGGGGTCATAAGGCCTAGCATAAGTCCTTATTCTAGCCCTATTATC  118650 

 

Query  1896    TTGGTAAAAAGGAAAGATGGAAGTTGACGATTATGTATGGATTATCAGGCTTTAAGTAAG  1955 

               || || |||| |||||||||  | ||  |||| ||| |||||||||  |||||||  ||| 

Sbjct  118651  TTAGTCAAAAAGAAAGATGGGGGCTGGAGATTTTGTGTGGATTATCGAGCTTTAAACAAG  118710 

 

Query  1956    GCTACAGTCCCAGACAAGTTCCTGATTCCTGTCATGAAAGAGTTGTTGGATGAGTTAAAT  2015 

                  ||  | ||  | || || |  |||||  | ||  | |||   ||||||||  |   | 

Sbjct  118711  ATAACCATACCTAATAAATTTCCAATTCCAATAATAGAGGAGCCTTTGGATGAAATTGGT  118770 

 

Query  2016    GGACCCATCCACTTCTCTAAAATAGATCTAAAGGCAAGGTATCACCAAATCAGAATGCAC  2075 

               ||| | |    |||| ||||| | ||| | |||||  | |||||||||||||||||| |  

Sbjct  118771  GGAGCTACTATCTTCACTAAATTGGATTTGAAGGCTGGATATCACCAAATCAGAATGAAA  118830 

 

Query  2076    ---------------AAACCTACCTTCAGAACTCACCAAGGACATTATGAATCTCCAGTG  2120 

                              ||| |  |||| || || ||  | || |||||||| | |   ||  

Sbjct  118831  GATTCAGATATTGAGAAAACAGCCTTTAGGACACATAAGGGGCATTATGAGTTTGTGGTC  118890 

 

Query  2121    ATGCCATTTGGATTAACAAACACCCCGACCACGTTCCAATGAGCTATGAATGCCACACTG  2180 

               ||||| |||||  | || ||  | ||  | || || ||| |   |||||||| |  | || 

Sbjct  118891  ATGCCTTTTGGTCTTACCAATGCTCCATCAACTTTTCAAGGCCTTATGAATGACGTATTG  118950 

 

Query  2181    AAACCGTTCCTTCGTAGGTATGTGGTAGTGTTCTTTGATGACATTTTGGTCTATAGTAAG  2240 

               |  || |||||| |    | ||   | || || |||||||||||| |  ||||||| ||| 

Sbjct  118951  AGGCCATTCCTTAGGCAATTTGCCTTGGTATTTTTTGATGACATTCTAATCTATAGCAAG  119010 

 

Query  2241    TCTTGGGAAGCCCATTTGGATCATTTGAGTTAGGTGTT  2278 

                 |  |   |  ||| |||||||||||||  | ||||| 

Sbjct  119011  GATGAGTTGGTTCATGTGGATCATTTGAGGCAAGTGTT  119048 

 

 

>gi|224922962|gb|AC235198.1| Glycine max strain Williams 82 clone GM_WBb0014K01, 

complete  

sequence 

Length=143754 

 

 Score =  834 bits (924),  Expect = 0.0 

 Identities = 1241/1759 (70%), Gaps = 47/1759 (2%) 

 Strand=Plus/Minus 

 

Query  1687    TTTGCTACAGTTTTTCAGGA-CCTAAGGGTTTACCACCATCTAGAGAGGTTGATCACAAG  1745 

               ||||| ||| ||||||| || || || || || |||||| |||||| | | ||||||    

Sbjct  115063  TTTGCAACAATTTTTCATGAACCAAAAGGGTTGCCACCACCTAGAGGGATAGATCACCGA  115004 

 

Query  1746    ATTGCAATTAAGTCCGGGGCATATCCAGATAATGTTAGGCCTTATCGTTACCCCCACTTA  1805 

               ||| |||||||  |  || || || ||| |||||| |||||||||||||| ||||||||  

Sbjct  115003  ATTCCAATTAAAGCTAGGACAAATACAGGTAATGTAAGGCCTTATCGTTATCCCCACTTG  114944 

 

Query  1806    CAGAAGAATGAGATAAAAACTCTAGTGGTTGAGATGTTATGATTGGGGATTATTAGACTA  1865 

               || || ||||||||| |||| | ||| | | |||| ||    |   | || |||||||   

Sbjct  114943  CAAAAAAATGAGATAGAAACCCAAGTAGCTAAGATATTGGCTTCAAGAATCATTAGACCC  114884 

 

Query  1866    AGCAATAGCTCCTATTCTAGCCCAGTAATTTTGGTAAAAAGGAAAGATGGAAGTTGACGA  1925 

               | ||| | | | ||||| |  | ||| || ||||| || | ||| ||| ||||||   |  

Sbjct  114883  AACAACAACCCATATTCCAATCGAGTTATCTTGGTGAAGAAGAAGGATAGAAGTTAGAGG  114824 

 

Query  1926    TTATGTATGGATTATCAGGCTTTAAGTAAGGCTACAGTCCCAGACAAGTTCCTGATTCCT  1985 

               || || ||||| || |||||| |||  || |||| | | | |||||| ||||  |||||  

Sbjct  114823  TTTTGCATGGACTACCAGGCTCTAAACAAAGCTATAATACTAGACAAATTCCCCATTCCA  114764 

 

Query  1986    GTCATGAAAGAGTTGTTGGATGAGTTAAATGGACCCATCCACTTCTCTAAAATAGATCTA  2045 

               || ||  | || |||||||||||  ||| || | |  |  | ||||||||||||||| || 

Sbjct  114763  GTGATAGAGGAATTGTTGGATGAACTAAGTGAAGCTGTGTATTTCTCTAAAATAGATTTA  114704 

 

Query  2046    AAGGCAAGGTATCACCAAATCAGAATGCACAAACCT-ACCTTC--------------AGA  2090 

               | |||  | ||||||||||| ||||||||| | ||  || |||              ||| 

Sbjct  114703  AGGGCTGGATATCACCAAATAAGAATGCACGAGCCAGACATTCCAAAAACAATTTCCAGA  114644 

 

Query  2091    ACTCACCAAGGACATTATGAATCTCCAGTGATGCCATTTGGATTAACAAACACCCCGACC  2150 

               ||||| ||| | ||||||||||||| ||| |||||||||||||||| |||  | |   |  

Sbjct  114643  ACTCATCAAAGGCATTATGAATCTCTAGTAATGCCATTTGGATTAAAAAATGCTCTAGCA  114584 

 

Query  2151    ACGTTCCAATGAGCTATGAATGCCACACTGAAACCGTTCCTTCGTAGGTATGTGGTAGTG  2210 

               || |||||||  | |||||||||||| || || || || ||||  |||||||   | |   

Sbjct  114583  ACTTTCCAATTTGTTATGAATGCCACCCTTAAGCCTTTTCTTCAAAGGTATGCCTTGGGT  114524 

 

Query  2211    TTCTTTGATGACATTTTGGTCTATAGTAAGTCTTGGGAAGCCCATTTGGATCATTTGAGT  2270 

               ||||||||||| ||||| || ||||| ||  | ||||| |  |||||  | || |||||  

Sbjct  114523  TTCTTTGATGATATTTTTGTTTATAGCAAAACATGGGAGGATCATTTAAAGCACTTGAGG  114464 

 

Query  2271    TAGGTGTTGGCCAGGTTATTAGAACATTATTTCTTCACAAATGTTTTTAAAAAAAAATGT  2330 

                | ||| | || || |||| |||| | | ||||||      |||   | | || || ||| 

Sbjct  114463  CAAGTGCTAGCTAGATTATCAGAAGACTTTTTCTT------TGTCAATCAGAAGAAGTGT  114410 

 

Query  2331    AGTTTTGGTCAAATTAAGGCGGGTTGCTTAGGGCACGTTATCTCTAAAGAAGGAGTTTTG  2390 

               | ||||||  ||| ||||   || | | | |||||  |||||||||| || || || |   

Sbjct  114409  ACTTTTGGAAAAACTAAGATAGGATACCTTGGGCATATTATCTCTAAGGATGGGGTATCA  114350 

 

Query  2391    ATG----------------AGGCCATTTTGTAGTGGCCAATGCCTAAAACTCCTAAGACT  2434 

               |||                | || ||| || |||||||  | ||||| |||| |||  || 

Sbjct  114349  ATGGATCCCCAAAAGATTGAAGCTATTCTGGAGTGGCCCTTACCTAAGACTCTTAAAGCT  114290 

 

Query  2435    TTGAGAGGGTTTTTGGAACTTACAGGTTATTATAAAAGGTCCATT----TGCAATTATGG  2490 

               ||||||||||||||||  ||||| |  ||  ||| ||| | ||||    ||||| ||||| 

Sbjct  114289  TTGAGAGGGTTTTTGGGTCTTACCGAGTACAATAGAAGATTCATTAATTTGCAACTATGG  114230 

 

Query  2491    GAAGATAGCTCGCCCATTGATTGATCTATTAAAGTAAGGAAATTTTAAGTGGAATGAGGA  2550 

                 | |||||||| ||  | | |||| |||| ||| | | |||||||||||||| |    | 

Sbjct  114229  ACATATAGCTCGACCCCTAACTGATTTATTGAAGAAGGAAAATTTTAAGTGGACTAGTAA  114170 

 

Query  2551    TAGTATTAAGGCTTCCATACAATTACAACAAGCTATTACCACAATACCAACACTATCCAT  2610 

                |||| |||||| |  |  || || ||||| ||| | ||||||   || | |||||| || 

Sbjct  114169  AAGTACTAAGGCCTTTACCCAGTTGCAACAGGCTGTCACCACAGCTCCTATACTATCAAT  114110 

 

Query  2611    GCTTGATTTTTCAAAACAATTCTCCATAGAATGTGATGCCTCGGGGAAGGGAATTGGAGT  2670 

               ||  ||||| |||||| |||||||||||||||||||||| | ||| |||||| | |  |  
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Sbjct  114109  GCCAGATTTCTCAAAAAAATTCTCCATAGAATGTGATGCATTGGGAAAGGGAGTAGAGGC  114050 

 

Query  2671    TGTTCTAACACAAGATAGAAAGCAAATTGCTTATTTCAACAAGGCATTAAAAGATTTGAC  2730 

               |||  |||| ||||| | || ||   ||| || ||| | |||||| ||  || |||  || 

Sbjct  114049  TGTGTTAACTCAAGAAAAAAGGCCTTTTGTTTTTTTTAGCAAGGCTTTGGAAAATTCAAC  113990 

 

Query  2731    TCTTTCTAAATCTATGTATGAAAAGGAATCAATGGCTCTTGTCTTAGCCATACAACATTG  2790 

                ||  ||||||   | |||||||||||||  | ||| || ||  |||| || ||||| || 

Sbjct  113989  ACTCACTAAATTCGTTTATGAAAAGGAATTGACGGCCCTAGTTCTAGCAATCCAACACTG  113930 

 

Query  2791    GAGGCCTTATCTTCCGGATTAGAAATTTACTATATACATTGACCAAAAAAGTTTGAGATA  2850 

               ||||||||||||    | | | ||||| | | | |  | |||  | || ||| | || || 

Sbjct  113929  GAGGCCTTATCTCTTAGGTAAAAAATTCATTGTGTTAAATGATTAGAAGAGTCTAAGGTA  113870 

 

Query  2851    TCTACTAGATCAGCGAATTACAACTCAAC--CAACAATATTGGGTAGCCAAGTTGCTGGG  2908 

                ||  | ||  |  ||||  ||||||||   ||| || | ||| | ||||| ||| |||| 

Sbjct  113869  CCTCTTGGAGAAAAGAATAGCAACTCAAAATCAAAAAAACTGGTTGGCCAAATTGTTGGG  113810 

 

Query  2909    GTATGAGTTTGACATTGTGTATAAGGTGGGGGCTTCAAACAAGGTTGTTGATGCTCTATC  2968 

                ||| ||||||| |||||||| ||||  || |||||||| |  |||| | ||||  | || 

Sbjct  113809  -TATAAGTTTGAAATTGTGTACAAGGCTGGAGCTTCAAATAGAGTTGCTTATGCATTGTC  113751 

 

Query  2969    TAGAAGAGATGAAGACAAAGAATTGCAGGGCATTTCTAGACCTTTCTGGAAAGACATAAC  3028 

               ||  || ||| |||| || ||  |||| || || |  || |||||||||    ||||    

Sbjct  113750  TAAGAGGGATAAAGATAAGGATATGCAAGGAATATGAAGGCCTTTCTGGCCTAACATTGT  113691 

 

Query  3029    AAAAATTAATGAAGAAGTTCAGAAGGATCCCGCGTTGGCTAAAATCCGAGAAGAATTGAA  3088 

                 ||||| ||||| ||||| |||||||||  |  |  || ||||| |  || || || || 

Sbjct  113690  TGAAATTGATGAAAAAGTTAAGAAGGATCTTGTCTAAGCCAAAATTCTTGAGGACTTAAA  113631 

 

Query  3089    GGATAATCTAGATTCACACCCTCAGTACACCCTGGAGTGTGACATATTATACTTCAGAGG  3148 

                   || |  |||||||| ||||| || ||| | |||   || | | ||||||  | ||| 

Sbjct  113630  AATAAACCCTGATTCACATCCTCAATATACCTTCGAGCAAGATAGACTATACTATAAAGG  113571 

 

Query  3149    GAGGTTGGTCCTATTAGCTTCTTCATTGTGGATTCCAAAGTTACTACAAGAATTCCAGAC  3208 

                ||||| ||  | | | |   ||||   ||||| || ||  | || || |||||||| || 

Sbjct  113570  CAGGTTAGTTTTGTGAACAAATTCAACATGGATCCCTAAACTTCTCCAGGAATTCCATAC  113511 

 

Query  3209    TTCTCTTATGGGAGGGCACTCGGGTATTTACATAACTTATAGAAGAATCACTCAATCGCT  3268 

               ||||| ||| || ||||| |  ||||| |||| |||| ||||||| ||  ||||||| || 

Sbjct  113510  TTCTCCTATAGGTGGGCATTTAGGTATCTACAAAACTCATAGAAGGATGGCTCAATCCCT  113451 

 

Query  3269    TTATTGGATACCAAT-AAAGGGAGAAATCACTAAGTTTGTGGTTGCGTGTCATGTGGGCC  3327 

               ||  |||||    || |||||||  | ||||||| ||||| |  || ||||||||| ||| 

Sbjct  113450  TTTCTGGATTGGCATGAAAGGGACCA-TCACTAATTTTGTAGCAGCCTGTCATGTGTGCC  113392 

 

Query  3328    AAAGAAGTAAATATCAAGCATCCTCTCCAGCAGGTTTACTACAACCTTTGCCAATTCCAA  3387 

               || | ||||||||||| || || ||||||||||| |||||  ||| ||| || ||| | | 

Sbjct  113391  AACGGAGTAAATATCAGGCTTCTTCTCCAGCAGGGTTACTGTAACATTTACCCATTTCTA  113332 

 

Query  3388    ATGCTATTTGGGAAGAAAT  3406 

               | || || ||||||||||| 

Sbjct  113331  AGGCCATATGGGAAGAAAT  113313 

 

 

 Score =  306 bits (338),  Expect = 8e-79 

 Identities = 477/676 (70%), Gaps = 17/676 (2%) 

 Strand=Plus/Minus 

 

Query  860     CCAAACCAAGATTCTCAAGACCGTGAAACAAAGGATCTCAAACCATTCTTTATGTTGAGT  919 

               |||||||||| || || |||      | ||  ||| |||||| ||||| ||||| | ||| 

Sbjct  139403  CCAAACCAAGTTTTTCTAGA------AGCAGGGGAACTCAAAACATTCCTTATGCTAAGT  139350 

 

Query  920     ATGTCAAATGAAGAGACTCAGGGTGTTGTTATCACTGCGGTTTGGCCTTTGGGCCAAGGC  979 

               |||||||  | |||||   |||  | |||||||| || ||    || ||||| ||| | | 

Sbjct  139349  ATGTCAAGAGGAGAGATGAAGGAAGGTGTTATCATTGTGGAAATGCTTTTGGACCAGGTC  139290 

 

Query  980     ACCGTTGTCCTGAAAAAAATATGAGAGTTGTAATACTCGCTAAGGATGAGTAGATTAATG  1039 

               ||||||||||| |||||   ||||| ||  ||||  | ||  |||||||| ||||  ||| 

Sbjct  139289  ACCGTTGTCCTAAAAAAGCCATGAGGGTGTTAATCATGGCCGAGGATGAGCAGATAGATG  139230 

 

Query  1040    AAGACGGGGAGATCATAGGATTAAAAAATGAGA------ATGAGGAAGAATGTGAGGAAG  1093 

               |  |  | |||||   | || |  |||| ||||      |||||||| |  | ||||||| 

Sbjct  139229  ATAATAGAGAGATTTCAAGAATGGAAAAGGAGAGCGAACATGAGGAAAAGAGAGAGGAAG  139170 

 

Query  1094    TTTTGGAGATGGTTTGCTAGCGGATGGATTTGTCAGTTTGTTCCGCAGGTGGGCTAACCC  1153 

                |   ||  ||   ||  || |||||||| | | ||| ||||  | ||| ||  | ||   

Sbjct  139169  CTCCTGATGTGAAATGTCAGTGGATGGATCTTTTAGTATGTTTAGTAGGAGGATTGACAA  139110 

 

Query  1154    AGCCTCAAGC-ATGAAGCTTAGGTGAGAATTATAGGGG-CAAGAGGTGATAATCTTGATT  1211 

               | |||||| | |||||| | |   | |||||  ||||| ||||| ||| | ||||||||  

Sbjct  139109  AACCTCAAACTATGAAGTTAAAAGGTGAATTGCAGGGGGCAAGAAGTGTTGATCTTGATA  139050 

 

Query  1212    GACAATAGGGCAAGCCACAACTTTATATCCAACAAATTGGTACATAAATTGGGACTCAGC  1271 

               |||||| | ||||| ||||| ||| |||||| ||||||| |||| |||||||||||||   

Sbjct  139049  GACAATGGAGCAAGTCACAATTTTGTATCCAGCAAATTGATACAAAAATTGGGACTCAAG  138990 

 

Query  1272    ATAGATCCCACAAAGCCCTATTATATGAGATTGGGGGATAGTAACCGCAAATCCACTCAA  1331 

                | ||  | || || ||||||||| | ||||| |||||| | ||  | ||||  || ||| 

Sbjct  138989  CTCGAATCAACCAAACCCTATTATGTAAGATTAGGGGATGGGAATAGAAAATTAACCCAA  138930 

 

Query  1332    GGATGTTGTAAGAA-CTTAAAAAATAGTTGGGAGCTTATACCATGGTAGGATATTTCTAT  1390 

               || || |  ||||| || ||    ||| |||| |  ||||  |||| |||| |||||| | 

Sbjct  138929  GGTTGCTACAAGAACCTGAAGGTGTAGCTGGG-GGGTATATGATGGAAGGAGATTTCTTT  138871 

 

Query  1391    CTATTTAAGTTGGGAGGAGTGGACCTAATTATTGGAGTTGCTTAGTTGGAAACATTGGGA  1450 

                | ||| | || ||| |||| ||| | ||| |||| || || | | | |  || |||||  

Sbjct  138870  TTGTTTGACTTAGGATGAGTTGACTTGATTCTTGGTGTGGCCTGGCTAGCCACTTTGGGG  138811 

 

Query  1451    GAAATTAAGGTGAATTGGAGGACCCTAAGTATGTCTTTTGTCCACCAAGATCAGAATATG  1510 

               |||||||| |  ||||||| ||||||||| ||||| ||  | || ||||   |||||||| 

Sbjct  138810  GAAATTAAAGCAAATTGGAAGACCCTAAGCATGTCCTTCATTCATCAAGGATAGAATATG  138751 

 

Query  1511    GTGAT-CAAGGAGATC  1525 

                | || ||| |||||| 

Sbjct  138750  ATCATACAAAGAGATC  138735 

 

 

 Score =  105 bits (116),  Expect = 1e-18 

 Identities = 134/183 (73%), Gaps = 1/183 (0%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

              ||||| |||||||| || |||||  ||||||||||| |  | |   | || || ||| |  

Sbjct  48834  TATGTTGATGATATTATCTTTGGATCTACTAATGAATTATTGTGCAAGGAATTCTCTCAT  48775 

 

Query  64     TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

                 ||||||| |||||||||||||   ||||||||||| || || ||||| |||||| |  

Sbjct  48774  GACATGCAAAGTGAGTTTGAAATGTCAATGATGGGAGAACTTAATTTCTTTCTTGGATTA  48715 

 

Query  124    CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTA-TGTGAAAAATTA  182 

              ||||| || |||||     | || ||||   || |||| |||||||| ||  |||| ||| 

Sbjct  48714  CAAATTAAACAAACCAAGGATGGTATTTTTGTTAATCAAACCAAGTACTGCAAAAAGTTA  48655 
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Query  183    GTT  185 

               || 

Sbjct  48654  ATT  48652 

 

 

>gi|224923197|gb|AC235433.1| Glycine max strain Williams 82 clone GM_WBb0145C12, 

complete  

sequence 

Length=95248 

 

 Score =  672 bits (744),  Expect = 0.0 

 Identities = 498/579 (86%), Gaps = 2/579 (0%) 

 Strand=Plus/Plus 

 

Query  1      GTGTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCT  60 

              ||| |||||| |||||||||||| ||||| |||||||||||||| | ||||||||||||  

Sbjct  42037  GTGAATGTGGGTGATATCATTTTCGGTGCAACTAATGAAATGCTTTGTGAAGATTTTTCC  42096 

 

Query  61     AAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGA  120 

              ||||||||||| ||||||||  |||||||||||||||||||||| ||||||||||||||| 

Sbjct  42097  AAGTTAATGCAGACTGAGTTCAAAATGAGCATGATGGGAGAGCTGAAATTCTTCCTTGGA  42156 

 

Query  121    CTGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAA-AA  179 

               ||||||||||| ||||||||||||||||||| |||||||| | | ||||||||||| || 

Sbjct  42157  TTGCAAATAAAGAAAACACCCCAAGGCATTTATATTCATCACAACCAGTATGTGAAAGAA  42216 

 

Query  180    TTAGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCAC  239 

              ||| |  || || |||||||||||||||| ||| |||||||| | |  |||||||||||| 

Sbjct  42217  TTA-TGAAAAAAATTCAACATAAGTGATGCAAACGAGATGAAAAATCCTATGCATCCCAC  42275 

 

Query  240    TACACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAAT  299 

              |||| ||||||||||||| ||||||||||  |||||||||  |||| |||||| |||||| 

Sbjct  42276  TACATATCTTGGACTGGACGAGGAATCAACAAAGGTGGACAGGACTTAATACAGAGCAAT  42335 

 

Query  300    GATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATT  359 

              |||||| ||||| |||||||| | ||| ||||||||| |||| || || |  ||||   | 

Sbjct  42336  GATTGGTTCACTACTCTATCTCACTGCATCTAGGCCTGATATTATGTTCAACGTTTGCCT  42395 

 

Query  360    ATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATT  419 

              ||||||||||||| |||| ||| |||||||||| ||| |||||| |||||||   ||||| 

Sbjct  42396  ATGTGCAAGATTCGAAAAAGAAACAAGGGAAGTCCATCTAACTGTAGTTAAATGCATATT  42455 

 

Query  420    CTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAGTTTCAG  479 

              |  |||| ||||| ||||||||||||||||||||||| | || ||||| || |||||||| 

Sbjct  42456  CAGATATCTAATTGGAACTCATAACCTTGGTCTTATGTTCAAAAGAAGTGAAAGTTTCAG  42515 

 

Query  480    ACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAG  539 

              |||||  |||||||| ||||||||||||| |   |||||||||||||||||||| ||||| 

Sbjct  42516  ACTCACAAGCTATTGCGATGTGGACTATGCTAAGGATAAAGTCGAAAGAAAAAGCACAAG  42575 

 

Query  540    TGGAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTG  578 

              || ||| || ||||||||||||||||||||||| ||||| 

Sbjct  42576  TGAAAGCTGCCACTTTATAGGTGGCAACTTAGTAACTTG  42614 

 

 

 Score = 98.7 bits (108),  Expect = 2e-16 

 Identities = 102/134 (76%), Gaps = 0/134 (0%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

              ||||| |||||||| ||||||||  ||||||||||| |  | |   | || || ||| |  

Sbjct  71811  TATGTTGATGATATTATTTTTGGATCTACTAATGAATTATTGTGCAAGGAATTCTCTCAT  71870 

 

Query  64     TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

                 ||| ||| |||||||||||||   ||||||||||| || || ||||| |||||| |  

Sbjct  71871  GACATGTAAAGTGAGTTTGAAATGTCAATGATGGGAGAACTTAATTTCTTTCTTGGATTA  71930 

 

Query  124    CAAATAAAGCAAAC  137 

              ||||| || ||||| 

Sbjct  71931  CAAATTAAACAAAC  71944 

 

 

>gi|224923212|gb|AC235448.1| Glycine max strain Williams 82 clone GM_WBb0162C10, 

complete  

sequence 

Length=124458 

 

 Score =  600 bits (664),  Expect = 3e-167 

 Identities = 515/634 (81%), Gaps = 2/634 (0%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

              |||||||||||||||||||||| |||||||||||||||||  |  ||||||||||||||| 

Sbjct  75878  TATGTGGATGATATCATTTTTG-TGCTACTAATGAAATGCGTTGCGAAGATTTTTCTAAG  75936 

 

Query  64     TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

               |  |||| |  || ||||||||||||||||||||||| ||||||||||| || ||| |  

Sbjct  75937  CTGGTGCAGATAGAATTTGAAATGAGCATGATGGGAGAACTAAAATTCTTTCTCGGATTA  75996 

 

Query  124    CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATTAG  183 

              |||| |||  |||||||| ||||||| |||||||||||||||| |||| |||| ||||   

Sbjct  75997  CAAAAAAAAAAAACACCCAAAGGCATCTACATTCATCAGACCATGTATATGAAGAATTTC  76056 

 

Query  184    TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTACA  243 

              | |||||| ||||||||  | |||| |||||  |||||||||   ||||| ||||| | | 

Sbjct  76057  T-GAAGAAATTCAACATGGGCGATGCAAAAGTAATGAAGACTCCAATGCACCCCACCATA  76115 

 

Query  244    CATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGATT  303 

               | ||| |||| ||||||||||||| || |||||||  |||| | ||||||||||||||| 

Sbjct  76116  TACCTTAGACTAGATGAGGAATCAACGATGGTGGACAGGACTTAGTACAAAGCAATGATT  76175 

 

Query  304    GGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTATGT  363 

              || ||  || | ||||| | ||  || |||||| |||| |||||||||||||   ||  | 

Sbjct  76176  GGTTCGTTGTTTTATCTCACTGTGTCCAGGCCTGATATCATTTTTAGTGTTTCTCTACAT  76235 

 

Query  364    GCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCTAA  423 

              |||||||| ||||| |||||||||  ||||||| |||||| ||| |||| ||||||   | 

Sbjct  76236  GCAAGATTTCAAAAAGAACCAAGGAGAGTTCATCTAACTGTAGTCAAACATATATTTAGA  76295 

 

Query  424    TATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAGTTTCAGACTC  483 

              ||| ||||  ||| |  ||| |||||||||||| | || |||||||| |||||||||||  

Sbjct  76296  TATCTAATGGGAATTTCTAATCTTGGTCTTATGTTCAAAAGAAGAGAAAGTTTCAGACTT  76355 

 

Query  484    ATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGTGGA  543 

              || |||||||| ||||| |||||||||||||||||||| |||||||||| |||||  ||| 

Sbjct  76356  ATAAGCTATTGTGATGTTGACTATGTTGGTGATAAAGTTGAAAGAAAAAATACAAAAGGA  76415 

 

Query  544    AGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGGATCAACT  603 

              ||||||||||| |||||||  || ||||| || |||||||| |||||| | || | || | 

Sbjct  76416  AGTTGTCACTTCATAGGTGATAATTTAGTAACATGGATATGCAAGAAGCAAGGCTTAATT  76475 

 

Query  604    ACATTGTTCACTGCTGAAGTAGAATGCGTGTCAG  637 

               |||||| |||| || |||  ||||   |||||| 

Sbjct  76476  GCATTGTCCACTTCTTAAGCTGAATATATGTCAG  76509 
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>gi|224923188|gb|AC235424.1| Glycine max strain Williams 82 clone GM_WBb0138C22, 

complete  

sequence 

Length=196178 

 

 Score =  600 bits (664),  Expect = 3e-167 

 Identities = 515/634 (81%), Gaps = 2/634 (0%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

              |||||||||||||||||||||| |||||||||||||||||  |  ||||||||||||||| 

Sbjct  54765  TATGTGGATGATATCATTTTTG-TGCTACTAATGAAATGCGTTGCGAAGATTTTTCTAAG  54707 

 

Query  64     TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

               |  |||| |  || ||||||||||||||||||||||| ||||||||||| || ||| |  

Sbjct  54706  CTGGTGCAGATAGAATTTGAAATGAGCATGATGGGAGAACTAAAATTCTTTCTCGGATTA  54647 

 

Query  124    CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATTAG  183 

              |||| |||  |||||||| ||||||| |||||||||||||||| |||| |||| ||||   

Sbjct  54646  CAAAAAAAAAAAACACCCAAAGGCATCTACATTCATCAGACCATGTATATGAAGAATTTC  54587 

 

Query  184    TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTACA  243 

              | |||||| ||||||||  | |||| |||||  |||||||||   ||||| ||||| | | 

Sbjct  54586  T-GAAGAAATTCAACATGGGCGATGCAAAAGTAATGAAGACTCCAATGCACCCCACCATA  54528 

 

Query  244    CATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGATT  303 

               | ||| |||| ||||||||||||| || |||||||  |||| | ||||||||||||||| 

Sbjct  54527  TACCTTAGACTAGATGAGGAATCAACGATGGTGGACAGGACTTAGTACAAAGCAATGATT  54468 

 

Query  304    GGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTATGT  363 

              || ||  || | ||||| | ||  || |||||| |||| |||||||||||||   ||  | 

Sbjct  54467  GGTTCGTTGTTTTATCTCACTGTGTCCAGGCCTGATATCATTTTTAGTGTTTCTCTACAT  54408 

 

Query  364    GCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCTAA  423 

              |||||||| ||||| |||||||||  ||||||| |||||| ||| |||| ||||||   | 

Sbjct  54407  GCAAGATTTCAAAAAGAACCAAGGAGAGTTCATCTAACTGTAGTCAAACATATATTTAGA  54348 

 

Query  424    TATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAGTTTCAGACTC  483 

              ||| ||||  ||| |  ||| |||||||||||| | || |||||||| |||||||||||  

Sbjct  54347  TATCTAATGGGAATTTCTAATCTTGGTCTTATGTTCAAAAGAAGAGAAAGTTTCAGACTT  54288 

 

Query  484    ATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGTGGA  543 

              || |||||||| ||||| |||||||||||||||||||| |||||||||| |||||  ||| 

Sbjct  54287  ATAAGCTATTGTGATGTTGACTATGTTGGTGATAAAGTTGAAAGAAAAAATACAAAAGGA  54228 

 

Query  544    AGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGGATCAACT  603 

              ||||||||||| |||||||  || ||||| || |||||||| |||||| | || | || | 

Sbjct  54227  AGTTGTCACTTCATAGGTGATAATTTAGTAACATGGATATGCAAGAAGCAAGGCTTAATT  54168 

 

Query  604    ACATTGTTCACTGCTGAAGTAGAATGCGTGTCAG  637 

               |||||| |||| || |||  ||||   |||||| 

Sbjct  54167  GCATTGTCCACTTCTTAAGCTGAATATATGTCAG  54134 

 

 

>gi|224923144|gb|AC235380.1| Glycine max strain Williams 82 clone GM_WBb0111E02, 

complete  

sequence 

Length=123474 

 

 Score =  600 bits (664),  Expect = 3e-167 

 Identities = 515/634 (81%), Gaps = 2/634 (0%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

              |||||||||||||||||||||| |||||||||||||||||  |  ||||||||||||||| 

Sbjct  31945  TATGTGGATGATATCATTTTTG-TGCTACTAATGAAATGCGTTGCGAAGATTTTTCTAAG  32003 

 

Query  64     TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

               |  |||| |  || ||||||||||||||||||||||| ||||||||||| || ||| |  

Sbjct  32004  CTGGTGCAGATAGAATTTGAAATGAGCATGATGGGAGAACTAAAATTCTTTCTCGGATTA  32063 

 

Query  124    CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATTAG  183 

              |||| |||  |||||||| ||||||| |||||||||||||||| |||| |||| ||||   

Sbjct  32064  CAAAAAAAAAAAACACCCAAAGGCATCTACATTCATCAGACCATGTATATGAAGAATTTC  32123 

 

Query  184    TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTACA  243 

              | |||||| ||||||||  | |||| |||||  |||||||||   ||||| ||||| | | 

Sbjct  32124  T-GAAGAAATTCAACATGGGCGATGCAAAAGTAATGAAGACTCCAATGCACCCCACCATA  32182 

 

Query  244    CATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGATT  303 

               | ||| |||| ||||||||||||| || |||||||  |||| | ||||||||||||||| 

Sbjct  32183  TACCTTAGACTAGATGAGGAATCAACGATGGTGGACAGGACTTAGTACAAAGCAATGATT  32242 

 

Query  304    GGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTATGT  363 

              || ||  || | ||||| | ||  || |||||| |||| |||||||||||||   ||  | 

Sbjct  32243  GGTTCGTTGTTTTATCTCACTGTGTCCAGGCCTGATATCATTTTTAGTGTTTCTCTACAT  32302 

 

Query  364    GCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCTAA  423 

              |||||||| ||||| |||||||||  ||||||| |||||| ||| |||| ||||||   | 

Sbjct  32303  GCAAGATTTCAAAAAGAACCAAGGAGAGTTCATCTAACTGTAGTCAAACATATATTTAGA  32362 

 

Query  424    TATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAGTTTCAGACTC  483 

              ||| ||||  ||| |  ||| |||||||||||| | || |||||||| |||||||||||  

Sbjct  32363  TATCTAATGGGAATTTCTAATCTTGGTCTTATGTTCAAAAGAAGAGAAAGTTTCAGACTT  32422 

 

Query  484    ATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGTGGA  543 

              || |||||||| ||||| |||||||||||||||||||| |||||||||| |||||  ||| 

Sbjct  32423  ATAAGCTATTGTGATGTTGACTATGTTGGTGATAAAGTTGAAAGAAAAAATACAAAAGGA  32482 

 

Query  544    AGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGGATCAACT  603 

              ||||||||||| |||||||  || ||||| || |||||||| |||||| | || | || | 

Sbjct  32483  AGTTGTCACTTCATAGGTGATAATTTAGTAACATGGATATGCAAGAAGCAAGGCTTAATT  32542 

 

Query  604    ACATTGTTCACTGCTGAAGTAGAATGCGTGTCAG  637 

               |||||| |||| || |||  ||||   |||||| 

Sbjct  32543  GCATTGTCCACTTCTTAAGCTGAATATATGTCAG  32576 

 

 

>gi|224923077|gb|AC235313.1| Glycine max strain Williams 82 clone GM_WBb0072N12, 

complete  

sequence 

Length=145518 

 

 Score =  556 bits (616),  Expect = 3e-154 

 Identities = 501/628 (79%), Gaps = 1/628 (0%) 

 Strand=Plus/Plus 

 

Query  1     GTGTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCT  60 

             || ||||||||||| |||||||||||||||||||||||||| || ||||||||||||||| 

Sbjct  9072  GTATATGTGGATGACATCATTTTTGGTGCTACTAATGAAATACTTTATGAAGATTTTTCT  9131 

 

Query  61    AAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGA  120 
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             ||| ||||||||||  | ||| |||||||||||||||||||| | ||||||||  |  || 

Sbjct  9132  AAGCTAATGCAAACATAATTTCAAATGAGCATGATGGGAGAGTTGAAATTCTTTGTCAGA  9191 

 

Query  121   CTGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAAT  180 

             || ||||||||||| |||||| | ||  | ||||||||||| ||||||||||||||| |  

Sbjct  9192  CTACAAATAAAGCAGACACCCAATGGTGTCTACATTCATCATACCAAGTATGTGAAAGAG  9251 

 

Query  181   TAGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACT  240 

                |||||||| |||||||| | ||||| |||||| ||||||||  | |||||||  ||  

Sbjct  9252  CTATTGAAGAAATTCAACATGAATGATGCAAAAGAAATGAAGACACTCATGCATCTTACA  9311 

 

Query  241   ACACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATG  300 

             ||| | |||||| ||||||| |||||||  |||| ||| | ||||||||| | ||||||| 

Sbjct  9312  ACATACCTTGGATTGGATGAAGAATCAACAAAGGAGGATGGGACTCAATATAGAGCAATG  9371 

 

Query  301   ATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTA  360 

             ||||| |||||||| ||||| |   | || || | | |||| || ||||| ||||   || 

Sbjct  9372  ATTGGGTCACTGCTTTATCTCACATCGTCCAGACTTGATATCATGTTTAGCGTTTGCCTA  9431 

 

Query  361   TGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTC  420 

             ||||  ||||| ||| | ||| | |||||||| ||| ||||| || |||||   || ||  

Sbjct  9432  TGTGTGAGATTTCAACAAGAATCGAGGGAAGTCCATCTAACTACAATTAAATGCAT-TTT  9490 

 

Query  421   TAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAGTTTCAGA  480 

             | |||||||||| |||| | ||| ||||||||| |  | || |||||||  | ||||| | 

Sbjct  9491  TTATATTTAATTGGAACCCCTAATCTTGGTCTTCTATTCAAAAGAAGAGGAAATTTCATA  9550 

 

Query  481   CTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGT  540 

             ||||| |  | ||| ||||  |||||||||||||| ||||| | ||| || ||  ||||| 

Sbjct  9551  CTCATAAATTTTTGTGATGCTGACTATGTTGGTGACAAAGTTGTAAGGAAGAGCGCAAGT  9610 

 

Query  541   GGAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGGATCA  600 

             ||||| | |||||||||  |||| |||||||| || |||||||| |||||| | || ||| 

Sbjct  9611  GGAAGCTATCACTTTATTAGTGGTAACTTAGTTACATGGATATGCAAGAAGCAAGGTTCA  9670 

 

Query  601   ACTACATTGTTCACTGCTGAAGTAGAAT  628 

             |||||||| | |||| ||||||  |||| 

Sbjct  9671  ACTACATTATCCACTACTGAAGCTGAAT  9698 

 

 

 Score =  109 bits (120),  Expect = 1e-19 

 Identities = 107/136 (78%), Gaps = 4/136 (2%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAA--GATTTTTCTA  61 

              ||||| |||||||| ||||||||  | ||||||||  | | ||||| |  || || |||  

Sbjct  88410  TATGTTGATGATATTATTTTTGGATCCACTAATGA--TTCACTATGCAAGGAATTCTCTC  88467 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              |    ||||||| |||||||||||||   ||||||||||| || || ||||| ||||||  

Sbjct  88468  ATGACATGCAAAGTGAGTTTGAAATGTCTATGATGGGAGAACTCAACTTCTTTCTTGGAT  88527 

 

Query  122    TGCAAATAAAGCAAAC  137 

              | |||||||||||||| 

Sbjct  88528  TACAAATAAAGCAAAC  88543 

 

 

 Score =  107 bits (118),  Expect = 4e-19 

 Identities = 107/137 (78%), Gaps = 4/137 (2%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

              ||||| |||||||| ||||||||  |||||||||||   || | ||  | || ||||||| 

Sbjct  25329  TATGTTGATGATATAATTTTTGGATCTACTAATGAA--TCTTTGTGCAAGGAGTTTTCTA  25386 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

                   ||||||| ||||||||| |||  ||||||||| ||| |||| | ||| ||||||| 

Sbjct  25387  TTGATATGCAAATTGAGTTTGAGATGTCCATGATGGGTGAGTTAAATTACTTTCTTGGAC  25446 

 

Query  122    TGCAAATAAAGCAAACA  138 

              | ||||| || |||||| 

Sbjct  25447  TACAAATCAAACAAACA  25463 

 

 

 Score =  104 bits (114),  Expect = 5e-18 

 Identities = 105/135 (77%), Gaps = 4/135 (2%) 

 Strand=Plus/Plus 

 

Query  4       TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

               ||||| |||||||| || |||||  |||||||||||   || ||||  | || ||||||| 

Sbjct  110191  TATGTTGATGATATAATATTTGGATCTACTAATGAA--TCTTTATGCAAGGAGTTTTCTA  110248 

 

Query  62      AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

                    ||||||| ||||||||| |||  ||||||||| ||||| || | ||| ||||||| 

Sbjct  110249  TTGACATGCAAAGTGAGTTTGAGATGTCCATGATGGGTGAGCTGAATTACTTTCTTGGAC  110308 

 

Query  122     TGCAAATAAAGCAAA  136 

               | ||||| || |||| 

Sbjct  110309  TACAAATCAAACAAA  110323 

 

 

>gi|224923032|gb|AC235268.1| Glycine max strain Williams 82 clone GM_WBb0044I02, 

complete  

sequence 

Length=110973 

 

 Score =  515 bits (570),  Expect = 8e-142 

 Identities = 493/629 (78%), Gaps = 2/629 (0%) 

 Strand=Plus/Minus 

 

Query  1      GTGTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCT  60 

              || ||||||||  | |||||||| | || ||||||||| ||||| | |||| |||||||| 

Sbjct  94439  GTATATGTGGACAACATCATTTTCGATGGTACTAATGACATGCTTTGTGAATATTTTTCT  94380 

 

Query  61     AAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGA  120 

              ||| ||||||| ||  | |||||||||||  | || ||||| || |||||||| |||||| 

Sbjct  94379  AAGCTAATGCAGACAAATTTTGAAATGAGTGTAATAGGAGAACTGAAATTCTTTCTTGGA  94320 

 

Query  121    CTGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAA-AA  179 

               | |||||||||||||||||| | || || |||||||| || ||||||||||||||| || 

Sbjct  94319  TTACAAATAAAGCAAACACCCTATGGTATCTACATTCACCAAACCAAGTATGTGAAAGAA  94260 

 

Query  180    TTAGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCAC  239 

               || || ||||| |||||||| |  |||| |||||| |||||||||   |||||||  || 

Sbjct  94259  CTA-TTAAAGAAATTCAACATGAACGATGCAAAAGAAATGAAGACTCCAATGCATCATAC  94201 

 

Query  240    TACACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAAT  299 

               ||| | ||||||||||| ||||||||||  |||||||||  ||||||||||||| |||| 

Sbjct  94200  AACATACCTTGGACTGGAAGAGGAATCAACAAAGGTGGACAGGACTCAATACAAAACAAT  94141 

 

Query  300    GATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATT  359 

              |||||||||  |||||||||| |  || || || ||| |||| || || || ||||   | 

Sbjct  94140  GATTGGATCGTTGCTCTATCTCACAGCGTCCAGACCTGATATCATGTTCAGCGTTTGTCT  94081 
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Query  360    ATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATT  419 

              || |||||||||  || | ||||  |||||||||||| |||||  ||| ||||  || || 

Sbjct  94080  ATATGCAAGATTTTAACAAGAACTGAGGGAAGTTCATCTAACTAAAGTGAAACACATCTT  94021 

 

Query  420    CTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAGTTTCAG  479 

                 |||| | ||| |||||  ||| | ||||||| || |||| |||||||| ||||| || 

Sbjct  94020  TGGATATCTTATTGGAACTTCTAATCATGGTCTTTTGTTTAAAAGAAGAGAAAGTTTTAG  93961 

 

Query  480    ACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAG  539 

              | |||  || |  |  ||||   |||||  |||| ||||||| ||||| ||||  ||||| 

Sbjct  93960  ATTCACAAGTTTCTATGATGCTAACTATTCTGGTAATAAAGTTGAAAGGAAAATCACAAG  93901 

 

Query  540    TGGAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGGATC  599 

              ||||||||||||||||||    || |||||||| || |||||||| |||||| | || || 

Sbjct  93900  TGGAAGTTGTCACTTTATCAACGGTAACTTAGTTACATGGATATGCAAGAAGCAAGGCTC  93841 

 

Query  600    AACTACATTGTTCACTGCTGAAGTAGAAT  628 

              || | |||||| || || |||||  |||| 

Sbjct  93840  AATTGCATTGTCCATTGTTGAAGCTGAAT  93812 

 

 

>gi|224923157|gb|AC235393.1| Glycine max strain Williams 82 clone GM_WBb0117P07, 

complete  

sequence 

Length=193563 

 

 Score =  389 bits (430),  Expect = 8e-104 

 Identities = 449/600 (74%), Gaps = 5/600 (0%) 

 Strand=Plus/Minus 

 

Query  3       GTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAA  62 

               ||||||||| || ||||| ||||||||||||| ||||   || | ||| ||||||||||| 

Sbjct  161131  GTATGTGGACGACATCATATTTGGTGCTACTACTGAACCTCTATGTGAGGATTTTTCTAA  161072 

 

Query  63      GTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACT  122 

               ||||||| |  |||| |||||||||||||| |||||||| ||||| |||||| | ||| | 

Sbjct  161071  GTTAATGTAGGCTGAATTTGAAATGAGCATAATGGGAGAACTAAAGTTCTTCTTAGGATT  161012 

 

Query  123     GCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAA-AATT  181 

                ||||| || |||||   | | |  || ||||| ||||| || ||  |||| ||| || | 

Sbjct  161011  ACAAATTAAACAAACCAGCAATGAAATCTACATCCATCAAACTAA--ATGTCAAAGAACT  160954 

 

Query  182     AGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTA  241 

                 || |||||| ||||  | |  |||| |||||||||||| |  |  |||||||| || | 

Sbjct  160953  CCTT-AAGAAGGTCAAACTCAAAGATGCAAAAGAGATGAAAAACTC-ATGCATCCAACAA  160896 

 

Query  242     CACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGA  301 

               |  |||||||||| || |||||||| |  || ||||||    | ||||||| |||||||| 

Sbjct  160895  CGTATCTTGGACTAGACGAGGAATCCAACAAAGTGGACAACTCCCAATACAGAGCAATGA  160836 

 

Query  302     TTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTAT  361 

               |||  ||||| || ||| | | ||| || |  ||| ||||| | || ||||||  ||||| 

Sbjct  160835  TTGATTCACTACTTTATTTAACTGCATCCATACCTGATATACTATTCAGTGTTGGATTAT  160776 

 

Query  362     GTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCT  421 

               |||| | ||||||| | ||  ||| | |||  |||||||||   |||||||  || ||   

Sbjct  160775  GTGCCAAATTCCAACAAGATTCAATGAAAGACCATTTAACTATTGTTAAACGAATCTTTA  160716 

 

Query  422     AATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAGTTTCAGAC  481 

                |||||||||| |||||| ||| |||||||||    |||||   ||| | |  ||||    

Sbjct  160715  GATATTTAATTGGAACTCCTAATCTTGGTCTTTACTTTAAGCATAGAAAAAAATTCATCT  160656 

 

Query  482     TCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGTG  541 

               | || || ||||| ||||  | ||||| |||||| ||| | ||||||| ||| || | || 

Sbjct  160655  TGATTAGTTATTGTGATGCTGGCTATGCTGGTGACAAAATTGAAAGAATAAGCACTAATG  160596 

 

Query  542     GAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGGATCAA  601 

               ||||||| ||  | || ||||| ||| ||||||| |||||  | |||||| | ||||||| 

Sbjct  160595  GAAGTTGCCATCTCATTGGTGGAAACCTAGTCACATGGATCAGCAAGAAGCAAGGATCAA  160536 

 

 

>gi|224922940|gb|AC235176.1| Glycine max strain Williams 82 clone GM_WBb0007F20, 

complete  

sequence 

Length=171205 

 

 Score =  354 bits (392),  Expect = 2e-93 

 Identities = 466/641 (72%), Gaps = 6/641 (0%) 

 Strand=Plus/Plus 

 

Query  4       TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

               |||||||| || || || |||||||||  |||||||   || | ||| ||||| | |||| 

Sbjct  137254  TATGTGGACGACATTATATTTGGTGCTTGTAATGAACCTCTATGTGAGGATTTCTTTAAG  137313 

 

Query  64      TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

               ||||||||   ||| || |||||||| |||||||| || || || |||||  | |||||  

Sbjct  137314  TTAATGCAGGTTGAATTAGAAATGAGTATGATGGGTGAACTGAAGTTCTTTTTAGGACTA  137373 

 

Query  124     CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAA--AAATT  181 

               || ||||| |||||   | | |  || || || ||||| ||||||||  | ||  || || 

Sbjct  137374  CAGATAAAACAAACCAACAATGAAATCTATATCCATCAAACCAAGTAGATCAAGGAACTT  137433 

 

Query  182     AGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTA  241 

               |  | |||||||||||  | |  ||||||||||| ||||||||| |||||||||| |  | 

Sbjct  137434  A--TCAAGAAGTTCAAGTTGAAAGATGAAAAAGAAATGAAGACTCTTATGCATCCAATGA  137491 

 

Query  242     CACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGA  301 

                |  ||||||||||| ||||||| | |  || ||||||    || |||| | || ||||| 

Sbjct  137492  GATTTCTTGGACTGGGTGAGGAACCCAATAAAGTGGACAACTCTTAATATAGAGTAATGA  137551 

 

Query  302     TTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTAT  361 

               || |||   |  | |||||   ||| || || | | | ||| | |||||||||  | ||| 

Sbjct  137552  TTAGATACTTATTGTATCTAGCTGCGTCCAGACTTGACATACTATTTAGTGTTGGACTAT  137611 

 

Query  362     GTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCT  421 

               |||| ||||||||| | || |||||||||||||| ||||||   || |||   |||||   

Sbjct  137612  GTGCCAGATTCCAACAAGACCCAAGGGAAGTTCACTTAACTATTGTCAAAAGAATATTTA  137671 

 

Query  422     AATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAG-AGAAGAGATAGTTTCAGA  480 

                ||||||||||  ||||  ||| |||| ||||    ||||| | |  |   | ||| ||  

Sbjct  137672  GATATTTAATTGAAACTTCTAATCTTGTTCTTTACATTAAGTATATCATGGAATTT-AGG  137730 

 

Query  481     CTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGT  540 

                | || || ||||| ||    |||||||||||||| ||| | ||||||| ||| || ||| 

Sbjct  137731  TTGATTAGTTATTGTGACACTGACTATGTTGGTGACAAAATTGAAAGAAGAAGCACTAGT  137790 

 

Query  541     GGAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGGATCA  600 

               ||||||||| |  | || ||||| ||| ||||||||| |||  | |  ||  | |||||| 

Sbjct  137791  GGAAGTTGTGATATCATTGGTGGAAACCTAGTCACTTAGATCAGCATAAAACAAGGATCA  137850 

 

Query  601     ACTACATTGTTCACTGCTGAAGTAGAATGCGTGTCAGTAGC  641 

               |   || | | |||||| |||||||||| | | | |||||| 

Sbjct  137851  ATAGCACTATCCACTGCAGAAGTAGAATACATATTAGTAGC  137891 
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>gi|224922890|gb|AC235126.1| Glycine max strain Williams 82 clone GM_WBa0043I07, 

complete  

sequence 

Length=115742 

 

 Score =  347 bits (384),  Expect = 3e-91 

 Identities = 368/479 (76%), Gaps = 6/479 (1%) 

 Strand=Plus/Minus 

 

Query  165   CAAGTATGTGAAA-AATTAGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGA  223 

             || |||||||||| || || |||||||| ||||||||||  |||| |||| | || |||| 

Sbjct  9169  CATGTATGTGAAAGAACTA-TTGAAGAAATTCAACATAAAAGATGCAAAACAAATAAAGA  9111 

 

Query  224   CTTTTATGCATCCCACTACACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGA  283 

             |    |||||| | || ||| |||||||| | ||    |||||||  |||||||| | || 

Sbjct  9110  CACCCATGCATTCTACAACAGATCTTGGATTAGACATAGAATCAACAAAGGTGGATGGGA  9051 

 

Query  284   CTCAATACAAAGCAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAA  343 

             |||||||||||| ||||||| ||||| || | ||||| |   | || |  ||| |||| | 

Sbjct  9050  CTCAATACAAAGTAATGATTTGATCATTGTTTTATCTCACAACATCCATACCTGATATCA  8991 

 

Query  344   TTTTTAGTGTTTTATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTG  403 

             | ||||  |||| ||||||||| ||||| ||| | ||| |||||||||||||| |||||  

Sbjct  8990  TGTTTAACGTTTGATTATGTGCGAGATTTCAACAAGAAGCAAGGGAAGTTCATCTAACTA  8931 

 

Query  404   CAGTTAAACCTATATTCTA-ATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAG  462 

              ||||||||  ||||| || |||||||||| |||||  ||| ||||| ||| |  |||   

Sbjct  8930  TAGTTAAAC--ATATTTTAGATATTTAATTGGAACTTCTAATCTTGGCCTTCTATTTAGA  8873 

 

Query  463   AGAAGAGATAGTTTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTC  522 

             |||||||| |  ||||| ||||  |||| ||  ||||  |||||||| || || |||||  

Sbjct  8872  AGAAGAGA-AAATTCAGGCTCACAAGCTTTTATGATGCTGACTATGTCGGGGACAAAGTA  8814 

 

Query  523   GAAAGAAAAAGTACAAGTGGAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATA  582 

             |||||||| || | ||    |||||  ||||||||  |||||||| |||| || |||||| 

Sbjct  8813  GAAAGAAAGAGCAAAAACAAAAGTTTCCACTTTATTAGTGGCAACCTAGTTACATGGATA  8754 

 

Query  583   TGGAAGAAGTAGGGATCAACTACATTGTTCACTGCTGAAGTAGAATGCGTGTCAGTAGC  641 

             || |||||||| || |||||| |||||| ||||  |||| |||| | | ||| |||||| 

Sbjct  8753  TGCAAGAAGTAAGGCTCAACTGCATTGTCCACTATTGAATTAGAGTACATGTTAGTAGC  8695 

 

 

 Score = 87.8 bits (96),  Expect = 4e-13 

 Identities = 102/136 (75%), Gaps = 4/136 (2%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

              ||||| |||||||| || |||||  | ||| ||||    || ||||  |||| || |||  

Sbjct  97117  TATGTTGATGATATTATCTTTGGATCCACTTATGACT--CTTTATGCAAAGAATTCTCTC  97174 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              |    ||| ||| |||||||||||||   ||||| ||||| || || ||||| |||||   

Sbjct  97175  AAGACATGTAAAGTGAGTTTGAAATGTCAATGATAGGAGAACTTAATTTCTTTCTTGGGT  97234 

 

Query  122    TGCAAATAAAGCAAAC  137 

              ||||||| |||||||| 

Sbjct  97235  TGCAAATCAAGCAAAC  97250 

 

 

>gi|224923073|gb|AC235309.1| Glycine max strain Williams 82 clone GM_WBb0069M12, 

complete  

sequence 

Length=115765 

 

 Score =  340 bits (376),  Expect = 4e-89 

 Identities = 436/592 (73%), Gaps = 12/592 (2%) 

 Strand=Plus/Plus 

 

Query  4     TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

             || ||||| || || || ||||||| ||||||||||   ||||  || || ||||||||| 

Sbjct  5670  TAAGTGGACGACATTATATTTGGTGTTACTAATGAACCTCTCTGGGAGGAATTTTCTAAG  5729 

 

Query  64    TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

              |||| ||   ||| || |||||||| ||||| ||||||||||| |||||| | |||||  

Sbjct  5730  CTAATCCAGGTTGAATTCGAAATGAGTATGATAGGAGAGCTAAAGTTCTTCTTAGGACTA  5789 

 

Query  124   CAAATAAAGCAAAC-ACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAA--AAAT  180 

             || |||||  |||| | | | |||  | || || ||||| | ||||||||| ||  || | 

Sbjct  5790  CAGATAAAATAAACCAACACTAGGG-TCTATATCCATCAAATCAAGTATGTCAAGGAACT  5848 

 

Query  181   TAGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACT  240 

             |   | |||||||| || |||   |||| |||||| |||||||||| ||||||||| ||  

Sbjct  5849  TC--TCAAGAAGTTTAATATAGAAGATGTAAAAGAAATGAAGACTTATATGCATCCAAC-  5905 

 

Query  241   ACACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATG  300 

               |  ||||||||| || |||||||| |  || ||||||    | ||||||| ||| ||| 

Sbjct  5906  --ATGTCTTGGACTTGACGAGGAATCCAACAAAGTGGACAACTCACAATACAGAGCGATG  5963 

 

Query  301   ATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTA  360 

             | ||||||  | || ||| | | ||| ||||| ||| | ||| | || ||||||  | || 

Sbjct  5964  AATGGATCCTTACTATATATAATTGCATCTAGACCTGACATATTCTTCAGTGTTGGACTA  6023 

 

Query  361   TGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTC  420 

             ||||| ||||||||| | || |||||||||||||| |||| ||  || |||   |||||  

Sbjct  6024  TGTGCTAGATTCCAATAAGACCCAAGGGAAGTTCACTTAATTGTTGTCAAAAGAATATT-  6082 

 

Query  421   TAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAG-AGAAGAGATAGTTTCAG  479 

             ||  |||||||| |||||   || |||||||||    ||||| | || |   | ||| || 

Sbjct  6083  TAGAATTTAATTGGAACTTCCAATCTTGGTCTTTACTTTAAGCAAAATAAGGAATTT-AG  6141 

 

Query  480   ACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAG  539 

             | | || |  |  || ||||   |||||  |||||| ||| | ||||||| ||| || || 

Sbjct  6142  ATTGATCAATTGATGTGATGCCAACTATTCTGGTGACAAACTTGAAAGAAGAAGCACTAG  6201 

 

Query  540   TGGAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAG  591 

             |  |||||||||  | || ||||| ||| ||||||||| |||  | |||||| 

Sbjct  6202  TCAAAGTTGTCATCTCATTGGTGGAAACCTAGTCACTTAGATCAGCAAGAAG  6253 

 

 

 Score = 77.0 bits (84),  Expect = 7e-10 

 Identities = 99/133 (74%), Gaps = 4/133 (3%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAA--GATTTTTCTA  61 

              ||||| |||||||| |||||  | | ||| |||||| | || | || |  ||||| ||   

Sbjct  43060  TATGTAGATGATATTATTTTCTGAGTTACCAATGAA-TCCT-TGTGCAAGGATTTCTCCG  43003 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              |  | ||| | | |||||||||||| |||||||| |||||  | || |||||||| || | 

Sbjct  43002  ATATGATGAAGAGTGAGTTTGAAATAAGCATGATAGGAGAATTTAAGTTCTTCCTAGGGC  42943 

 

Query  122    TGCAAATAAAGCA  134 

              | ||||| || || 
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Sbjct  42942  TTCAAATCAAACA  42930 

 

 

>gi|148372216|gb|EF623860.1| Glycine max cultivar Williams 82 clone 77G7-b, 

complete sequence 

Length=123692 

 

 Score =  325 bits (360),  Expect = 8e-85 

 Identities = 442/604 (73%), Gaps = 17/604 (2%) 

 Strand=Plus/Plus 

 

Query  4       TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

               ||||| || || || || | ||||| || |  ||||   || | ||| |||||||||| | 

Sbjct  120388  TATGTTGACGACATTATATGTGGTGTTATTTTTGAACCTCTTTGTGAGGATTTTTCTAGG  120447 

 

Query  64      TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

                ||||||||| ||| ||  ||||||| |||||| || |||| || |||||| | |||||  

Sbjct  120448  CTAATGCAAAATGAATTC-AAATGAGTATGATGCGAAAGCTGAACTTCTTCTTAGGACTA  120506 

 

Query  124     CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAA--AAATT  181 

               || ||||| |||||   |   | ||| || || ||||| ||||||||||| ||   | || 

Sbjct  120507  CAGATAAAACAAACCAACATTGACATCTATATGCATCAAACCAAGTATGTCAAGGGACTT  120566 

 

Query  182     AGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTA  241 

                  | |||||| |||| ||    || | |||||| ||||||||| |||||||||| || | 

Sbjct  120567  --CTCAAGAAGCTCAAGATGGAAGACGCAAAAGAAATGAAGACTCTTATGCATCCAACAA  120624 

 

Query  242     CACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACT--CAATACAAAGCAAT  299 

               ||  ||||||| ||||  ||||||| |  || ||||||   |||  |||||||||||||| 

Sbjct  120625  CATGTCTTGGATTGGACAAGGAATCCAACAAAGTGGAC---ACTCACAATACAAAGCAAT  120681 

 

Query  300     GATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATT  359 

               |||||| ||  | || ||||| | | | || || | | ||||| | || | ||||  | | 

Sbjct  120682  GATTGGGTCCTTACTATATCTAATTTCATCCAGTCTTGATATATTATTCAATGTTGGACT  120741 

 

Query  360     ATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATT  419 

               |||||  |||||| || | | ||| | || |||||| |||||||  || |||   ||||| 

Sbjct  120742  ATGTGGCAGATTCTAACAAG-ACCTAAGGTAGTTCACTTAACTGTTGTCAAAAGAATATT  120800 

 

Query  420     CTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG--TTTC  477 

                  |||||||||| |||||| ||| ||||||||| | ||| | || | ||  ||   ||| 

Sbjct  120801  TAGATATTTAATTGGAACTCCTAATCTTGGTCTT-TACTTTA-AGCATAGCAAGGAATTC  120858 

 

Query  478     AGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACA  537 

               |   | || || ||||| | ||   |||||  |||||| ||| | | ||||| ||| ||  

Sbjct  120859  AAGTTGATTAGTTATTGTGCTGCTAACTATACTGGTGAGAAAATTG-AAGAATAAGCACT  120917 

 

Query  538     AGTGGAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGGA  597 

               ||||||||||| |||| | | ||||| ||| |||||||||||||  | |||||| | ||| 

Sbjct  120918  AGTGGAAGTTGCCACTCT-TTGGTGGAAACCTAGTCACTTGGATTAGCAAGAAGCAAGGA  120976 

 

Query  598     TCAA  601 

               |||| 

Sbjct  120977  TCAA  120980 

 

 

>gi|224923161|gb|AC235397.1| Glycine max strain Williams 82 clone GM_WBb0119C05, 

complete  

sequence 

Length=171115 

 

 Score =  320 bits (354),  Expect = 4e-83 

 Identities = 447/627 (71%), Gaps = 26/627 (4%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

              ||||| ||||| || |  ||||||||| |||||||| |    | ||| ||||| |||||| 

Sbjct  93874  TATGTTGATGACATTAAATTTGGTGCTCCTAATGAACTTTAGTGTGAGGATTTCTCTAAG  93933 

 

Query  64     TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

              |||||||||| |||||| ||||| |||||||||||||| ||||| |||||| |  || || 

Sbjct  93934  TTAATGCAAATTGAGTTCGAAATAAGCATGATGGGAGAACTAAAGTTCTTCTTAAGATTG  93993 

 

Query  124    CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAA--TT  181 

              ||||| ||  | |||  | | || || ||||||| ||| || |||||  ||||| |  || 

Sbjct  93994  CAAATCAAATACACAAGCAATGGAATCTACATTCGTCAAACTAAGTACATGAAAGAGCTT  94053 

 

Query  182    AGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTA  241 

              |  |||| |||| |||  |    ||||  ||||| | ||| ||  | |||||||| || | 

Sbjct  94054  A--TGAAAAAGTACAAACTGGAAGATGCTAAAGAAAAGAAAACACTCATGCATCCAACAA  94111 

 

Query  242    CACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGA  301 

              || || ||||||| || |||||||||| | |||||||    |||||||||| | |||||| 

Sbjct  94112  CATATTTTGGACTAGACGAGGAATCAAAGCAGGTGGAAAACACTCAATACAGAACAATGA  94171 

 

Query  302    TTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTAT  361 

               | | ||  ||||  || |   ||  || |  ||| | || || || ||||  |   ||| 

Sbjct  94172  CTAGCTCTTTGCTACATTTGTCTGTGTCCAAACCTGACATTATGTTCAGTGAATGCCTAT  94231 

 

Query  362    GTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCT  421 

              |||| | ||| ||||| ||  ||| ||||||||| |||||||  ||||||   |||||   

Sbjct  94232  GTGCTAAATTTCAAAAAGATTCAAAGGAAGTTCACTTAACTGTTGTTAAAAGAATATTGG  94291 

 

Query  422    AATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAGTTTCAGAC  481 

               ||||||||||||||||| ||| |||| |||     |||||  |||| |    || ||   

Sbjct  94292  TATATTTAATTAGAACTCCTAATCTTGATCT-----TTAAGCAAAGAAAGGAATTTAGGT  94346 

 

Query  482    TCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGTG  541 

              | || |  ||||| ||||| ||||||| ||  |||||                || |||| 

Sbjct  94347  TGATAAAGTATTGCGATGTTGACTATGCTGAGGATAA----------------ACTAGTG  94390 

 

Query  542    GAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGGATCAA  601 

              |||| || ||||| || ||||| |||||||||||| |||| || || ||| | ||| ||| 

Sbjct  94391  GAAGCTG-CACTTCATTGGTGGAAACTTAGTCACTAGGATCTGCAAAAAGCAAGGAGCAA  94449 

 

Query  602    CTACATTGTTCACTGCTGAAGTAGAAT  628 

                ||||| | |||| | || | | ||| 

Sbjct  94450  TAACATTATCCACTACAGAGGCAAAAT  94476 

 

 

>gi|224923182|gb|AC235418.1| Glycine max strain Williams 82 clone GM_WBb0135G01, 

complete  

sequence 

Length=135787 

 

 Score =  311 bits (344),  Expect = 2e-80 

 Identities = 404/555 (72%), Gaps = 5/555 (0%) 

 Strand=Plus/Minus 

 

Query  4       TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

               ||||||||  ||||||| || |||||||||||||||    | | ||| |   |||| ||| 

Sbjct  124917  TATGTGGACAATATCATATTCGGTGCTACTAATGAATCTTTATGTGAGGGCCTTTCCAAG  124858 

 

Query  64      TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 
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                | ||||| ||  ||||||| || || |||||||||||  |||| ||||||||||||||  

Sbjct  124857  CTTATGCAGACAAAGTTTGAGATAAGTATGATGGGAGAATTAAAGTTCTTCCTTGGACTC  124798 

 

Query  124     CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATTAG  183 

               ||||| |||||||||    ||||||| ||||| || ||  | |||||  ||||| |     

Sbjct  124797  CAAATCAAGCAAACAAATGAAGGCATATACATACACCAATCTAAGTACATGAAAGAACTC  124738 

 

Query  184     TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTACA  243 

               |||||||||||||| |     |||| |||   |||||| |||| ||||||||| || ||  

Sbjct  124737  TTGAAGAAGTTCAAGAGGGACGATGCAAAGCTGATGAAAACTTCTATGCATCCAACCACT  124678 

 

Query  244     CATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGATT  303 

                  |||||||||||  | ||   | | ||||||||||  |    |||||||| ||||||  

Sbjct  124677  GTACTTGGACTGGACAATGA---ACTAAAGGTGGACGAAAAGACATACAAAGGAATGATA  124621 

 

Query  304     GGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTATGT  363 

               ||||| || || ||||| | ||| || |  | | || | || || ||||| |     | | 

Sbjct  124620  GGATCTCTTCTGTATCTCATTGCGTCCATACTTGATGTTATGTTCAGTGTATGCCGCTAT  124561 

 

Query  364     GCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCTAA  423 

                | ||||||| ||||||||||||||||||||||||| |||  || ||||  |||||| || 

Sbjct  124560  TCCAGATTCCGAAAGGAACCAAGGGAAGTTCATTTATCTGTTGTCAAACGAATATTCAAA  124501 

 

Query  424     TATTTAATTAGAACTCATAACCTTGGTCTTATGC-TTAAGAGAAGAGATAGTTTCAGACT  482 

               ||| ||||| |||||| ||||||||||  | |||  |||||||  | |    | |||  | 

Sbjct  124500  TATCTAATTGGAACTCCTAACCTTGGT-GTGTGCAATAAGAGAGAAAAGGAATACAGGTT  124442 

 

Query  483     CATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGTGG  542 

                 |  | ||||| ||||  || |    ||| |||||||| |||  |||||| || ||||| 

Sbjct  124441  TCTTGGTTATTGTGATGCCGATTTCACTGGAGATAAAGTGGAACAAAAAAGCACTAGTGG  124382 

 

Query  543     AAGTTGTCACTTTAT  557 

               | | | ||||||||| 

Sbjct  124381  AGGCTTTCACTTTAT  124367 

 

 

>gi|224775870|gb|AC235053.1| Glycine max strain Williams 82 clone GM_WBb0148O22, 

complete  

sequence 

Length=135915 

 

 Score =  311 bits (344),  Expect = 2e-80 

 Identities = 404/555 (72%), Gaps = 5/555 (0%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

              ||||||||  ||||||| || |||||||||||||||    | | ||| |   |||| ||| 

Sbjct  10871  TATGTGGACAATATCATATTCGGTGCTACTAATGAATCTTTATGTGAGGGCCTTTCCAAG  10930 

 

Query  64     TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

               | ||||| ||  ||||||| || || |||||||||||  |||| ||||||||||||||  

Sbjct  10931  CTTATGCAGACAAAGTTTGAGATAAGTATGATGGGAGAATTAAAGTTCTTCCTTGGACTC  10990 

 

Query  124    CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATTAG  183 

              ||||| |||||||||    ||||||| ||||| || ||  | |||||  ||||| |     

Sbjct  10991  CAAATCAAGCAAACAAATGAAGGCATATACATACACCAATCTAAGTACATGAAAGAACTC  11050 

 

Query  184    TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTACA  243 

              |||||||||||||| |     |||| |||   |||||| |||| ||||||||| || ||  

Sbjct  11051  TTGAAGAAGTTCAAGAGGGACGATGCAAAGCTGATGAAAACTTCTATGCATCCAACCACT  11110 

 

Query  244    CATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGATT  303 

                 |||||||||||  | ||   | | ||||||||||  |    |||||||| ||||||  

Sbjct  11111  GTACTTGGACTGGACAATGA---ACTAAAGGTGGACGAAAAGACATACAAAGGAATGATA  11167 

 

Query  304    GGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTATGT  363 

              ||||| || || ||||| | ||| || |  | | || | || || ||||| |     | | 

Sbjct  11168  GGATCTCTTCTGTATCTCATTGCGTCCATACTTGATGTTATGTTCAGTGTATGCCGCTAT  11227 

 

Query  364    GCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCTAA  423 

               | ||||||| ||||||||||||||||||||||||| |||  || ||||  |||||| || 

Sbjct  11228  TCCAGATTCCGAAAGGAACCAAGGGAAGTTCATTTATCTGTTGTCAAACGAATATTCAAA  11287 

 

Query  424    TATTTAATTAGAACTCATAACCTTGGTCTTATGC-TTAAGAGAAGAGATAGTTTCAGACT  482 

              ||| ||||| |||||| ||||||||||  | |||  |||||||  | |    | |||  | 

Sbjct  11288  TATCTAATTGGAACTCCTAACCTTGGT-GTGTGCAATAAGAGAGAAAAGGAATACAGGTT  11346 

 

Query  483    CATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGTGG  542 

                |  | ||||| ||||  || |    ||| |||||||| |||  |||||| || ||||| 

Sbjct  11347  TCTTGGTTATTGTGATGCCGATTTCACTGGAGATAAAGTGGAACAAAAAAGCACTAGTGG  11406 

 

Query  543    AAGTTGTCACTTTAT  557 

              | | | ||||||||| 

Sbjct  11407  AGGCTTTCACTTTAT  11421 

 

 

>gi|154816247|gb|AC174437.28| Teramnus labialis clone tl1-61f9, complete sequence 

Length=155779 

 

 Score =  306 bits (338),  Expect = 8e-79 

 Identities = 447/627 (71%), Gaps = 4/627 (0%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

              ||||| ||||||||||||||||||||||||||||||    | | | | || || ||| || 

Sbjct  17364  TATGTTGATGATATCATTTTTGGTGCTACTAATGAATCCTTGTGTAAGGAATTCTCTGAG  17423 

 

Query  64     TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

               | |||||    || |||||||||||||||||||| |||||||| ||||||||||||||  

Sbjct  17424  CTGATGCAGGAAGAATTTGAAATGAGCATGATGGGTGAGCTAAAGTTCTTCCTTGGACTC  17483 

 

Query  124    CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATTAG  183 

              ||||||||||||||     |||| || ||| | |||||||||||||| |||||| |     

Sbjct  17484  CAAATAAAGCAAACCAAAGAAGGGATCTACGTCCATCAGACCAAGTACGTGAAAGAACTT  17543 

 

Query  184    TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTACA  243 

               | |||||||| |||||    || |  |||   |||||||||  |||||||||  | |   

Sbjct  17544  CTCAAGAAGTTTAACATGCTGGACGCCAAATCTATGAAGACTCCTATGCATCCAGCAAAC  17603 

 

Query  244    CATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGATT  303 

               ||||   | |||| |||   || |  ||| ||||||| |  | ||||||   ||||||  

Sbjct  17604  TATCTATCAATGGACGAGTCCTCGAACAAGATGGACGTAATGCTATACAAGAAAATGATA  17663 

 

Query  304    GGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTATGT  363 

              || || ||  | || || |  || || || ||| | ||  | || |||||     ||||  

Sbjct  17664  GGTTCTCTAATGTACCTAACAGCGTCCAGACCTGACATCCTGTTCAGTGTCAACCTATGC  17723 

 

Query  364    GCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCTAA  423 

               | ||||||||||  || |||||||| || |||||  | || ||||||   || |||  | 

Sbjct  17724  TCCAGATTCCAAAGTGATCCAAGGGAGGTACATTTGTCAGCGGTTAAATGCATTTTCAGA  17783 

 

Query  424    TATTTAATT-AGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGA-TAGTTTCAGAC  481 

              ||||||||| | | | | ||||||||||||| || |  | || ||| | |  |||||| | 

Sbjct  17784  TATTTAATTGACAGCAC-TAACCTTGGTCTTCTG-TACAAAGGAGAAAGTCATTTCAGGC  17841 
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Query  482    TCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGTG  541 

              |    || |  || |||| ||||| || ||| || ||| | || |||||||| ||||||| 

Sbjct  17842  TAGAAAGTTTCTGTGATGCGGACTTTGCTGGAGACAAAATGGACAGAAAAAGCACAAGTG  17901 

 

Query  542    GAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGGATCAA  601 

              || | || ||  |  | || |||||| |  |||||||||   | || ||| | || || | 

Sbjct  17902  GAGGATGCCATCTGGTGGGAGGCAACCTGATCACTTGGACGAGCAAAAAGCAAGGGTCCA  17961 

 

Query  602    CTACATTGTTCACTGCTGAAGTAGAAT  628 

              |  ||||||  ||||| |||| | ||| 

Sbjct  17962  CAGCATTGTCAACTGCAGAAGCATAAT  17988 

 

 

 Score =  224 bits (248),  Expect = 2e-54 

 Identities = 413/602 (68%), Gaps = 4/602 (0%) 

 Strand=Plus/Minus 

 

Query  4     TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAA--GATTTTTCTA  61 

             |||||||| || || || |||||||||||||||||| | || | || |  || || |||  

Sbjct  8803  TATGTGGACGACATTATCTTTGGTGCTACTAATGAA-TCCT-TGTGCAAGGAATTCTCTG  8746 

 

Query  62    AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

             |||| |||||    || ||  ||||||| |||||||  ||| | || ||||||||||||| 

Sbjct  8745  AGTTGATGCAGGAAGAATTCAAAATGAGTATGATGGATGAGATGAAGTTCTTCCTTGGAC  8686 

 

Query  122   TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

             | || || ||||||||     |||| || ||| | ||||||||||| || || | | |   

Sbjct  8685  TTCAGATTAAGCAAACCAAAGAAGGAATCTACGTCCATCAGACCAAATACGTAAGAGAGC  8626 

 

Query  182   AGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTA  241 

                | ||||||||||||||    || |  ||    ||||||||   |||||||||  | | 

Sbjct  8625  TTCTCAAGAAGTTCAACATGCTAGACGCCAAGTCAATGAAGACACCTATGCATCCAGCAA  8566 

 

Query  242   CACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGA  301 

                ||||     |||| |||   || |  |||||||||||||| | ||||||    |||| 

Sbjct  8565  ACTATCTGTCTATGGACGAGTCCTCGAGCAAGGTGGACGTGACGCTATACAAGAAGATGA  8506 

 

Query  302   TTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTAT  361 

             | || || ||| | || || |  || || || ||| | ||  | || |||||     | | 

Sbjct  8505  TAGGTTCTCTGATGTACCTAACAGCGTCCAGACCTGACATCCTGTTCAGTGTCAACCTTT  8446 

 

Query  362   GTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCT  421 

             |  | ||||| |||   || ||||| ||||| ||||||   || |||||||  || ||   

Sbjct  8445  GCTCCAGATTTCAATGTGACCCAAGAGAAGTACATTTATTAGCTGTTAAACGCATTTTTA  8386 

 

Query  422   AATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAGTTTCAGAC  481 

              ||||||| ||   | |  ||| ||||||||| ||  |||  ||  || |  ||||||   

Sbjct  8385  GATATTTACTTGATAATACTAATCTTGGTCTTCTGTATAAAGGAGAAGGTCATTTCAGGA  8326 

 

Query  482   TCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGTG  541 

             |    ||||| ||  |||  |||| || ||| |||||| | || |||||||| ||||||| 

Sbjct  8325  TGGAAAGCTACTGCAATGCAGACTTTGCTGGAGATAAAATGGACAGAAAAAGCACAAGTG  8266 

 

Query  542   GAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGGATCAA  601 

             || | || ||| |  | || |||||| |  |||||||||   | || ||| | || || | 

Sbjct  8265  GAGGATGCCACATGGTGGGAGGCAACCTGATCACTTGGAAGAGCAAAAAGCAAGGGTCCA  8206 

 

Query  602   CT  603 

             || 

Sbjct  8205  CT  8204 

 

 

 Score =  176 bits (194),  Expect = 1e-39 

 Identities = 381/566 (67%), Gaps = 32/566 (5%) 

 Strand=Plus/Plus 

 

Query  4       TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

               ||||| || || || || ||||||||||||||||||   || | | | |||||| ||||  

Sbjct  135232  TATGTAGACGACATAATCTTTGGTGCTACTAATGAATCCCTGTGTAAGGATTTTGCTAAT  135291 

 

Query  64      TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

                | |||||    ||| ||||||||||||||||||| ||  | || || |||||||||||| 

Sbjct  135292  ATTATGCAGGAAGAGATTGAAATGAGCATGATGGGTGAATTGAAGTTTTTCCTTGGACTG  135351 

 

Query  124     CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATTAG  183 

               ||||| ||| ||||    || || || ||| | |||||||||||||||   | |||  || 

Sbjct  135352  CAAATCAAGAAAACCAATCATGGAATCTACGTCCATCAGACCAAGTAT---ACAAAGGAG  135408 

 

Query  184     ---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCAT----CC  236 

                   ||| ||||||||||||    || |  ||||  ||||| ||   |||||||    || 

Sbjct  135409  CTTCTGATGAAGTTCAACATGCTGGACGCCAAAGCAATGAAAACACCTATGCATCTAGCC  135468 

 

Query  237     CACTACACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGC  296 

                | ||   || |||   ||||  ||   | |   |||||||| |  ||||  |||||    

Sbjct  135469  GATTATCTAT-TTG---TGGACTAGCCCTTATGCAAGGTGGATGAAACTCTTTACAAGAG  135524 

 

Query  297     AATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTT  356 

               | |||| || || ||  | || || |   | |||||  || ||||  | ||||||||    

Sbjct  135525  ATTGATAGGGTCTCTCATATACCTGACAACGTCTAGAGCTGATATCCTATTTAGTGTCAA  135584 

 

Query  357     ATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTAT  416 

                 ||||    ||||||||||  || |||||||| || || ||| ||  ||||||||  || 

Sbjct  135585  CCTATGCTTTAGATTCCAAAGTGATCCAAGGGAGGTACACTTATCTATAGTTAAACGCAT  135644 

 

Query  417     ATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAA--GAGAAGAGATAGT  474 

                 |   |||| || | |  | |  ||| ||||||||| |   |||  |||||| |  | | 

Sbjct  135645  TCTTAGATATCTACTAAACAGTATTAATCTTGGTCTTCTTTATAAAGGAGAAG-GCCA-T  135702 

 

Query  475     TTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGT  534 

               |||||              | ||||  |||| |  ||| || ||||| || || |||||| 

Sbjct  135703  TTCAG--------------GTGATGCAGACTGTTCTGGAGACAAAGTGGATAGGAAAAGT  135748 

 

Query  535     ACAAGTGGAAGTTGTCACTTTATAGG  560 

               ||||||||| | |||||  |||| || 

Sbjct  135749  ACAAGTGGAGGATGTCATCTTATTGG  135774 

 

 

 Score =  132 bits (146),  Expect = 1e-26 

 Identities = 223/321 (69%), Gaps = 4/321 (1%) 

 Strand=Plus/Minus 

 

Query  325     GCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTATGTGCAAGATTCCAAAAGGAACCA  384 

               || || || ||| ||||  |||| ||||||    ||||  |||| |||||||  || ||| 

Sbjct  129806  GCGTCCAGACCTGATATTCTTTTAAGTGTTAACCTATGCTCAAGGTTCCAAAGTGATCCA  129747 

 

Query  385     AGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCTAA--TATTTAATTAGAACTCATA  442 

               ||||  || |||||| || || |||||  |  ||||| |  ||| || |||  | |  || 

Sbjct  129746  AGGGTGGTACATTTATCTACAATTAAA--TGCATTCTTAGATATCTACTTAATAGTACTA  129689 

 

Query  443     ACCTTGGTCTTATGCTTAAGAGAAGAGATAGTTTCAGACTCATGAGCTATTGAGATGTGG  502 

               | ||||||||| | | |||  ||  || |  ||| ||  |   || ||| |  ||||  | 

Sbjct  129688  ATCTTGGTCTTCTTCATAAATGAGAAGGTCATTTTAGGTTGGAGAACTACTATGATGCAG  129629 
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Query  503     ACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGTGGAAGTTGTCACTTTATAGGTG  562 

               ||| || ||| || ||||| || |  ||||| | ||||||| | |||||  | || |  | 

Sbjct  129628  ACTTTGCTGGAGACAAAGTGGACAAGAAAAGCAAAAGTGGAGGATGTCATCTCATTGTAG  129569 

 

Query  563     GCAACTTAGTCACTTGGATATGGAAGAAGTAGGGATCAACTACATTGTTCACTGCTGAAG  622 

               ||||| ||||||||||||   | || ||||| || || |  ||| |||  || || |||| 

Sbjct  129568  GCAACCTAGTCACTTGGACGAGTAAAAAGTAAGGGTCCAAAACACTGTCTACCGCAGAAG  129509 

 

Query  623     TAGAATGCGTGTCAGTAGCCA  643 

               |||||| | ||||  |||||| 

Sbjct  129508  TAGAATACATGTCCTTAGCCA  129488 

 

 

>gi|224923121|gb|AC235357.1| Glycine max strain Williams 82 clone GM_WBb0095F19, 

complete  

sequence 

Length=153276 

 

 Score =  304 bits (336),  Expect = 3e-78 

 Identities = 230/271 (84%), Gaps = 0/271 (0%) 

 Strand=Plus/Plus 

 

Query  2      TGTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTA  61 

              || |||||||  |||||||||| |||||||||||||||||| | | |||||||||||||| 

Sbjct  54233  TGCATGTGGACAATATCATTTTCGGTGCTACTAATGAAATGTTTTGTGAAGATTTTTCTA  54292 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              |||| ||| | | ||| ||  |||||||||||||||||||| | |||||||| ||||||  

Sbjct  54293  AGTTGATGAAGATTGAATTCAAAATGAGCATGATGGGAGAGTTGAAATTCTTTCTTGGAT  54352 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              |||||||||| |||||||| |||||||| |||||||||||||  |||||||||||||||| 

Sbjct  54353  TGCAAATAAAACAAACACCTCAAGGCATCTACATTCATCAGATTAAGTATGTGAAAAATT  54412 

 

Query  182    AGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTA  241 

                 ||||||| ||||||| ||||||    |||||||||||||||  |||||| | ||||| 

Sbjct  54413  TACTGAAGAAATTCAACAAAAGTGACACTAAAGAGATGAAGACTCATATGCACCGCACTA  54472 

 

Query  242    CACATCTTGGACTGGATGAGGAATCAATGAA  272 

              || | |||||| |||||||||||| || ||| 

Sbjct  54473  CATACCTTGGATTGGATGAGGAATTAACGAA  54503 

 

 

 Score = 93.3 bits (102),  Expect = 9e-15 

 Identities = 105/137 (76%), Gaps = 8/137 (5%) 

 Strand=Plus/Minus 

 

Query  4       TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

               ||||| |||||||| ||||||||  |||||||||||   || | ||  | || ||||||| 

Sbjct  137237  TATGTTGATGATATAATTTTTGGATCTACTAATGAA--TCTTTGTGCAAGGAGTTTTCTA  137180 

 

Query  62      AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

                 || ||  |  | |||||||| |||  ||||||||| ||| |||| | ||| ||||||  

Sbjct  137179  --TTGAT--ATGCAGAGTTTGAGATGTCCATGATGGGTGAGTTAAATTACTTTCTTGGAT  137124 

 

Query  122     TGCAAATAAAGCAAACA  138 

               ||||||| || |||||| 

Sbjct  137123  TGCAAATCAAACAAACA  137107 

 

 

>gi|224923162|gb|AC235398.1| Glycine max strain Williams 82 clone GM_WBb0119F07, 

complete  

sequence 

Length=157152 

 

 Score =  280 bits (310),  Expect = 3e-71 

 Identities = 437/621 (70%), Gaps = 23/621 (3%) 

 Strand=Plus/Plus 

 

Query  4       TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

               ||||||||| | || || ||||||| ||||||||||   || | ||| |||          

Sbjct  125863  TATGTGGATCACATTATATTTGGTGGTACTAATGAACCTCTTTGTGAGGAT---------  125913 

 

Query  64      TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

                    |||| |||| ||  ||||||| |||||||||||   ||| |||||| | |||||  

Sbjct  125914  -----GCAAGCTGAATTCAAAATGAGTATGATGGGAGAATGAAAGTTCTTCTTAGGACTA  125968 

 

Query  124     CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAA--AAATT  181 

                | || || || |    | | || |  || || ||||| || ||||| || ||  || || 

Sbjct  125969  TAGATGAAACAGATCAACAATGGAAAATATATCCATCAAACTAAGTAAGTCAATGAACTT  126028 

 

Query  182     AGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTA  241 

                  | |||||||||||  |    |||| |||||| ||||| ||| |||||| ||  || | 

Sbjct  126029  C--TCAAGAAGTTCAAGCTGGAAGATGCAAAAGAAATGAAAACTCTTATGCGTCAAACAA  126086 

 

Query  242     CACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGA  301 

               ||  ||||||||||||  ||||||| |   | || ||  | |||||||  | |||||||| 

Sbjct  126087  CATGTCTTGGACTGGACAAGGAATCCAACTAAGTAGA--TAACTCAATGTAGAGCAATGA  126144 

 

Query  302     TTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTAT  361 

               |||||||  | || ||||| | ||| || |  |||   ||| | || ||||||  | ||| 

Sbjct  126145  TTGGATCCTTACTATATCTAACTGCATCCAAACCTGGCATACTATTCAGTGTTGGACTAT  126204 

 

Query  362     GTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCT  421 

               |||| ||||| ||| |  | |||||||||||||| |||||||| || |||   |||||   

Sbjct  126205  GTGCCAGATTTCAACAACACCCAAGGGAAGTTCACTTAACTGCTGTCAAAAGAATATTTA  126264 

 

Query  422     AATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAG-AGAAGAGATAGTTTCAGA  480 

                |||||||||| |||||| ||| |||||||||  | ||||| | || | |    ||| || 

Sbjct  126265  GATATTTAATTGGAACTCTTAATCTTGGTCTTTGGTTTAAGCATAACA-AGGAATTCGGA  126323 

 

Query  481     CTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGT  540 

                | || || || |  ||||| | || |||||| || ||| | ||||||| ||| || ||| 

Sbjct  126324  TTGAT-AGTTACTATGATGTTGCCTTTGTTGGCGACAAACTTGAAAGAAGAAGCACTAGT  126382 

 

Query  541     GGAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGGATCA  600 

               ||||| |  ||  | || ||||| ||  |||||||||||||  | |||||| | ||| || 

Sbjct  126383  GGAAGCTACCATCTCATTGGTGGAAATCTAGTCACTTGGATCAGTAAGAAGCAAGGACCA  126442 

 

Query  601     ACTACATTGTTCACTGCTGAA  621 

                   || | | |||||| ||| 

Sbjct  126443  GTAGCACTATCCACTGCAGAA  126463 

 

 

 Score = 96.9 bits (106),  Expect = 7e-16 

 Identities = 124/169 (73%), Gaps = 4/169 (2%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAA--GATTTTTCTA  61 

              ||||| |||||||| ||||||||  | ||||||||  | |  |||| |  || |||||   

Sbjct  63003  TATGTTGATGATATAATTTTTGGATCCACTAATGA--TTCATTATGCAAGGAGTTTTCCC  63060 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

                   ||||||| ||| |||||||||   ||||||||||| ||||| ||||| || |||  
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Sbjct  63061  TTGATATGCAAAGTGAATTTGAAATGTCAATGATGGGAGAACTAAAGTTCTTTCTGGGAT  63120 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTA  170 

              | ||||| |||||||| |   |||| || | |||  ||||  |||| || 

Sbjct  63121  TACAAATCAAGCAAACTCAAGAAGGTATATTCATCAATCAATCCAAATA  63169 

 

 

>gi|224923123|gb|AC235359.1| Glycine max strain Williams 82 clone GM_WBb0097P02, 

complete  

sequence 

Length=135040 

 

 Score =  280 bits (310),  Expect = 3e-71 

 Identities = 437/621 (70%), Gaps = 23/621 (3%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

              ||||||||| | || || ||||||| ||||||||||   || | ||| |||          

Sbjct  79724  TATGTGGATCACATTATATTTGGTGGTACTAATGAACCTCTTTGTGAGGAT---------  79674 

 

Query  64     TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

                   |||| |||| ||  ||||||| |||||||||||   ||| |||||| | |||||  

Sbjct  79673  -----GCAAGCTGAATTCAAAATGAGTATGATGGGAGAATGAAAGTTCTTCTTAGGACTA  79619 

 

Query  124    CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAA--AAATT  181 

               | || || || |    | | || |  || || ||||| || ||||| || ||  || || 

Sbjct  79618  TAGATGAAACAGATCAACAATGGAAAATATATCCATCAAACTAAGTAAGTCAATGAACTT  79559 

 

Query  182    AGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTA  241 

                 | |||||||||||  |    |||| |||||| ||||| ||| |||||| ||  || | 

Sbjct  79558  C--TCAAGAAGTTCAAGCTGGAAGATGCAAAAGAAATGAAAACTCTTATGCGTCAAACAA  79501 

 

Query  242    CACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGA  301 

              ||  ||||||||||||  ||||||| |   | || ||  | |||||||  | |||||||| 

Sbjct  79500  CATGTCTTGGACTGGACAAGGAATCCAACTAAGTAGA--TAACTCAATGTAGAGCAATGA  79443 

 

Query  302    TTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTAT  361 

              |||||||  | || ||||| | ||| || |  |||   ||| | || ||||||  | ||| 

Sbjct  79442  TTGGATCCTTACTATATCTAACTGCATCCAAACCTGGCATACTATTCAGTGTTGGACTAT  79383 

 

Query  362    GTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCT  421 

              |||| ||||| ||| |  | |||||||||||||| |||||||| || |||   |||||   

Sbjct  79382  GTGCCAGATTTCAACAACACCCAAGGGAAGTTCACTTAACTGCTGTCAAAAGAATATTTA  79323 

 

Query  422    AATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAG-AGAAGAGATAGTTTCAGA  480 

               |||||||||| |||||| ||| |||||||||  | ||||| | || | |    ||| || 

Sbjct  79322  GATATTTAATTGGAACTCTTAATCTTGGTCTTTGGTTTAAGCATAACA-AGGAATTCGGA  79264 

 

Query  481    CTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTACAAGT  540 

               | || || || |  ||||| | || |||||| || ||| | ||||||| ||| || ||| 

Sbjct  79263  TTGAT-AGTTACTATGATGTTGCCTTTGTTGGCGACAAACTTGAAAGAAGAAGCACTAGT  79205 

 

Query  541    GGAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGGATCA  600 

              ||||| |  ||  | || ||||| ||  |||||||||||||  | |||||| | ||| || 

Sbjct  79204  GGAAGCTACCATCTCATTGGTGGAAATCTAGTCACTTGGATCAGTAAGAAGCAAGGACCA  79145 

 

Query  601    ACTACATTGTTCACTGCTGAA  621 

                  || | | |||||| ||| 

Sbjct  79144  GTAGCACTATCCACTGCAGAA  79124 

 

 

>gi|224922956|gb|AC235192.1| Glycine max strain Williams 82 clone GM_WBb0012F22, 

complete  

sequence 

Length=162969 

 

 Score =  268 bits (296),  Expect = 2e-67 

 Identities = 252/319 (78%), Gaps = 4/319 (1%) 

 Strand=Plus/Plus 

 

Query  4       TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTAT--GAAGATTTTTCTA  61 

               ||||| |||||||| || |||||||||||||||||||  ||||||  ||||||||||||| 

Sbjct  118718  TATGTTGATGATATTATATTTGGTGCTACTAATGAAA--CTCTATGAGAAGATTTTTCTA  118775 

 

Query  62      AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

               ||||  || | ||||||||||||||||| ||||||| ||| |  |||||  ||||||||  

Sbjct  118776  AGTTGGTGTAGACTGAGTTTGAAATGAGTATGATGGTAGAACATAAATTTGTCCTTGGAT  118835 

 

Query  122     TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

               | ||||| |||||||||  | ||||||| | ||||||||| || |||||| |||||||   

Sbjct  118836  TACAAATCAAGCAAACAAGCAAAGGCATATGCATTCATCAAACTAAGTATATGAAAAAAC  118895 

 

Query  182     AGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTA  241 

                  ||||||| || |  || |  |||| |||||| ||||| ||    |||||||| |  | 

Sbjct  118896  TCATGAAGAAATTTAGTATGAACGATGCAAAAGAAATGAAAACCCCAATGCATCCAATCA  118955 

 

Query  242     CACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGA  301 

               || ||||| |  |||| |||||||||| ||||||||||   || ||||| | |||||||| 

Sbjct  118956  CATATCTTAGCTTGGACGAGGAATCAAAGAAGGTGGACAACACCCAATATAGAGCAATGA  119015 

 

Query  302     TTGGATCACTGCTCTATCT  320 

               | ||||| || || ||||| 

Sbjct  119016  TAGGATCTCTCCTTTATCT  119034 

 

 

 Score = 87.8 bits (96),  Expect = 4e-13 

 Identities = 122/169 (72%), Gaps = 4/169 (2%) 

 Strand=Plus/Minus 

 

Query  4       TATGTGGATGATATCATTTTTGGTGCTACTAATGAA--ATGCTCTATGAAGATTTTTCTA  61 

               ||||| |||||||| ||||||||  | ||||||||   ||  |  | | || |||  ||  

Sbjct  125141  TATGTTGATGATATAATTTTTGGATCCACTAATGATTCATTGTGCAAGGAGTTTTCCCTT  125082 

 

Query  62      AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

                 |  ||||||| ||| |||||||||   ||||||||||| ||||| | ||| || |||  

Sbjct  125081  GAT--ATGCAAAGTGAATTTGAAATGTCAATGATGGGAGAACTAAAGTACTTTCTGGGAT  125024 

 

Query  122     TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTA  170 

               | ||||| |||||||| |   |||| || | |||  ||||  |||| || 

Sbjct  125023  TACAAATCAAGCAAACTCAAGAAGGTATATTCATCAATCAATCCAAATA  124975 

 

 

>gi|224923017|gb|AC235253.1| Glycine max strain Williams 82 clone GM_WBb0036J19, 

complete  

sequence 

Length=164064 

 

 Score =  262 bits (290),  Expect = 8e-66 

 Identities = 694/1051 (66%), Gaps = 58/1051 (5%) 

 Strand=Plus/Plus 

 

Query  2480   TGCAATTATGGGAAGATAGCTCGCCCATTGATTGATCTATTAAAGTAAGGAAATTTTAAG  2539 

              ||||| |||||||||||||||| |||| | | | || | ||||| | ||| || | | || 
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Sbjct  96882  TGCAACTATGGGAAGATAGCTCACCCACTTACTAATTTGTTAAAATGAGGTAACTCTTAG  96941 

 

Query  2540   TGGAATGAGGATAGTATTAAGGCTTCCATACAATTACAACAAGCTATTACCACAATACCA  2599 

              ||||| || || |    | |||  |  |||  ||| ||  ||||||| || |||    |  

Sbjct  96942  TGGAAGGAAGACAACTATGAGGTATTTATAATATTGCAGAAAGCTATAACAACAGGCACG  97001 

 

Query  2600   ACACTATCCATGCTTGATTTTTCAAAACAATTCTCCATAGAATGTGATGCCTCGGGGAAG  2659 

                  |  |||| || ||||||  |||||  || || || || |||||||| | ||||||| 

Sbjct  97002  GTGTTGGCCATACTAGATTTTGGAAAACCTTTTTCTATCGAGTGTGATGCTTTGGGGAAG  97061 

 

Query  2660   GGAATTGGAGTTGTTCTAACACAAGATAGAAA--GCAAATTGCTTATTTCAACAAGGCAT  2717 

              |||||   ||   | |  |||||||||| |||  ||  ||  ||| ||| | ||| || | 

Sbjct  97062  GGAATAATAGGAATACATACACAAGATAAAAAAGGCCTATAACTTTTTTTAGCAAAGCCT  97121 

 

Query  2718   TAAAAGATTTGACTCTTTCTAAATCTATGTATGAAAAGGAATCAATGGCTCTTGTCTTAG  2777 

              |     | ||| | ||  | ||||| |||||  | ||||||| ||||||  | ||||||| 

Sbjct  97122  TGGCGAACTTGTCACTCACCAAATCAATGTACAAGAAGGAATTAATGGCCTTAGTCTTAG  97181 

 

Query  2778   CCATACAACATTGGAGGCCTTATCTTCCGGATTAGAAATTTACTATATACATTGACCAAA  2837 

              | || |||||||  |||||||| |||  || | ||| ||  |   | |  |||||||||| 

Sbjct  97182  CTATTCAACATTATAGGCCTTACCTTTTGGGTCAGATATCCATGGTTTTTATTGACCAAA  97241 

 

Query  2838   AAAGTTTGAGATATCTACTAGATCAGCGAATTACAACTC--AACCAACAATATTGGGTAG  2895 

              | || || ||||| ||| |||| ||  |  | |  || |  || |||||| ||||| |   

Sbjct  97242  AGAGCTTAAGATACCTATTAGAACAAAGGGTCATGACACAAAATCAACAAAATTGGTTGT  97301 

 

Query  2896   CCAAGTTGCTGGGGTATGAGTTTGACATTGTGTATAAGGTGGGGGCTTCAAACAAGGTTG  2955 

              || |  || | || ||||| ||||  ||||| | ||| |||||||||||||| |  || | 

Sbjct  97302  CCCAACTGGTTGGTTATGATTTTGGGATTGTTTGTAAAGTGGGGGCTTCAAATA--GTGG  97359 

 

Query  2956   TTGATGCTCTATCTAGAAGAGATGAAGACAAAGAATTGCAGGGCATTTCT-AGACCTTTC  3014 

                 | ||  | || |    | ||||||| || ||||||  |   |||||| |||||| |  

Sbjct  97360  CATAGGCATTGTCAACGCAAAATGAAGATAACGAATTGTGGCTAATTTCTAAGACCTAT-  97418 

 

Query  3015   TGGAAAGACATAACAAAAATTAATGAAGAAGTTCAGAAGGATCCCGCGTTGGCTAAAATC  3074 

              ||| || ||||  ||   ||  | || ||||||  ||  |||||  | ||| | |||||  

Sbjct  97419  TGGCAACACAT--CAGTTATCGAAGAGGAAGTTAGGATTGATCCTACATTGACCAAAATG  97476 

 

Query  3075   CGAGAAGAATTGAA---GGATAATCTAGATTCACACCCTCAGTACACCCTGGAGTGTGAC  3131 

                  | ||||| ||   ||||   ||| | || ||| | || ||||||||  |     |  

Sbjct  97477  ATTAAGGAATTAAAAAGGGAT--CCTA-ACTCTCACTCCCAATACACCCTATAACACAAA  97533 

 

Query  3132   ATATTATACT-TCAGAGGGAGGTTGGTCCTA-TTAGC---TTCTTCATTGTGGATTCCAA  3186 

              |   |||||| | ||| | |||||  | |||  ||||    || |||   |||||||| | 

Sbjct  97534  AGGATATACTATAAGA-GAAGGTTTTTGCTAGCTAGCACAATCCTCAACATGGATTCCCA  97592 

 

Query  3187   AGTTACTACAAGAATTCCAGACTTCTCTTATGGGAGGGCACTCGGGTATTTACATAACTT  3246 

              |  | || ||  | || ||  | || |  ||||| |||| |  |||||  |||   | || 

Sbjct  97593  ATCTTCTTCAGAAGTTTCACTC-TCCCCCATGGGTGGGC-CAAGGGTA--TACCGTAATT  97648 

 

Query  3247   ATAGAAGAATCACTCAATCGCTTTATTGGATACCAATAAAGGGAGAAATCACTAAGTTTG  3306 

              || | ||  |  ||||||| || |                                |||| 

Sbjct  97649  ATCGCAGGCTGGCTCAATCACTGT--------------------------------TTTG  97676 

 

Query  3307   TGGTTGCGTGTCATGTGGGCCAAAGAAGTAAATATCAAGCATCCTCTCCAGCAGGTTTAC  3366 

              | ||||| | ||||||   |||    || || ||||||||  ||  || |||  | |||| 

Sbjct  97677  TAGTTGCCTATCATGTTTTCCATCACAGCAAGTATCAAGCCGCCAGTCTAGCGAGGTTAC  97736 

 

Query  3367   TACAACCTTTGCCAATTCCAAATGCTATTTGGGAAGAAATTAGTATGAATTTTATTGTAG  3426 

              | || || ||||| ||||||||||||||||||||||| || | |||| ||||||| || | 

Sbjct  97737  TCCAGCCATTGCCTATTCCAAATGCTATTTGGGAAGACATCAATATGGATTTTATAGTGG  97796 

 

Query  3427   GTATGCTAAAATCAAAAGGGTTTGATGTTATACTAGTAGAGGTCGACAAGTTAAGCAAAT  3486 

              |  ||| |||||||||||||||| |||  || ||||| |   | |||||||| ||||||| 

Sbjct  97797  GACTGCCAAAATCAAAAGGGTTTCATGAAATTCTAGTGGTAATTGACAAGTTGAGCAAAT  97856 

 

Query  3487   ATAGATATTTTATTGTGATTAAGCACCCATA  3517 

              || || | || ||| || |||| || ||||| 

Sbjct  97857  ATGGACACTTCATTTTGCTTAAACATCCATA  97887 

 

 

>gi|227120316|gb|AC235124.2| Glycine max strain Williams 82 clone GM_WBa0041H05, 

complete  

sequence 

Length=139558 

 

 Score =  235 bits (260),  Expect = 1e-57 

 Identities = 344/481 (71%), Gaps = 8/481 (1%) 

 Strand=Plus/Minus 

 

Query  106    AAATTCTTCCTTGGACTGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACC  165 

              || |||||| | ||||| || |||||  | ||   | | |  || || || ||| | ||| 

Sbjct  55813  AAGTTCTTCTTAGGACTACAGATAAAATATACCAACAATGAAATCTATATCCATAAAACC  55754 

 

Query  166    AAGTATGTGAAAAA--TTAGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGA  223 

              |||||||| ||| |  |||  | |||||||||||  |    | || |||||| ||  ||| 

Sbjct  55753  AAGTATGTCAAAGAACTTA--TCAAGAAGTTCAAGTTGGAAGGTGCAAAAGAAATTGAGA  55696 

 

Query  224    CT--TTTATGCATCCCACTACACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGT  281 

              ||  | ||||||||| || |||| |||||||||||| |||||||| |  ||  |  ||   

Sbjct  55695  CTCCTCTATGCATCCAACGACACGTCTTGGACTGGACGAGGAATCCAATAAAATACACAA  55636 

 

Query  282    GACTCAATACAAAGCAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATAT  341 

                || |||| | | | || |||||||| || || ||||| | | | || || ||  |||| 

Sbjct  55635  CTCTTAATAGAGAACTATCATTGGATCCCTACTATATCTAACTACGTCCAGACCAGATAT  55576 

 

Query  342    AATTTTTAGTGTTTTATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAAC  401 

              | | || ||||||  | ||||||| |||||  || | || |||||||||||||| ||||| 

Sbjct  55575  ATTGTTCAGTGTTGGAATATGTGCTAGATTTTAACAAGACCCAAGGGAAGTTCACTTAAC  55516 

 

Query  402    TGCAGTTAAACCTATATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAA  461 

              | | ||||||   |||||   ||||||| ||||||||  ||| ||||||| |    |||| 

Sbjct  55515  TACCGTTAAAAGGATATTTAGATATTTATTTAGAACTTCTAATCTTGGTCCTTACTTTAA  55456 

 

Query  462    G-AGAAGAGATAGTTTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAG  520 

              | | || | |    |||||  | || || || || ||||   | ||||||||||| |||  

Sbjct  55455  GTATAACA-AGGAATTCAGGTTGATTAGTTACTGTGATGCTAATTATGTTGGTGACAAAA  55397 

 

Query  521    TCGAAAGAAAAAGTACAAGTGGAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGA  580 

              | ||||||| ||| || |||| |||||||||| | ||   |||  || |||||||||||| 

Sbjct  55396  TTGAAAGAAGAAGCACTAGTGAAAGTTGTCACATCATTATTGGATACCTAGTCACTTGGA  55337 

 

Query  581    T  581 

              | 

Sbjct  55336  T  55336 

 

 

>gi|224922977|gb|AC235213.1| Glycine max strain Williams 82 clone GM_WBb0020H23, 

complete  

sequence 

Length=182613 

 

 Score =  235 bits (260),  Expect = 1e-57 

 Identities = 344/481 (71%), Gaps = 8/481 (1%) 
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 Strand=Plus/Plus 

 

Query  106    AAATTCTTCCTTGGACTGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACC  165 

              || |||||| | ||||| || |||||  | ||   | | |  || || || ||| | ||| 

Sbjct  18364  AAGTTCTTCTTAGGACTACAGATAAAATATACCAACAATGAAATCTATATCCATAAAACC  18423 

 

Query  166    AAGTATGTGAAAAA--TTAGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGA  223 

              |||||||| ||| |  |||  | |||||||||||  |    | || |||||| ||  ||| 

Sbjct  18424  AAGTATGTCAAAGAACTTA--TCAAGAAGTTCAAGTTGGAAGGTGCAAAAGAAATTGAGA  18481 

 

Query  224    CT--TTTATGCATCCCACTACACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGT  281 

              ||  | ||||||||| || |||| |||||||||||| |||||||| |  ||  |  ||   

Sbjct  18482  CTCCTCTATGCATCCAACGACACGTCTTGGACTGGACGAGGAATCCAATAAAATACACAA  18541 

 

Query  282    GACTCAATACAAAGCAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATAT  341 

                || |||| | | | || |||||||| || || ||||| | | | || || ||  |||| 

Sbjct  18542  CTCTTAATAGAGAACTATCATTGGATCCCTACTATATCTAACTACGTCCAGACCAGATAT  18601 

 

Query  342    AATTTTTAGTGTTTTATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAAC  401 

              | | || ||||||  | ||||||| |||||  || | || |||||||||||||| ||||| 

Sbjct  18602  ATTGTTCAGTGTTGGAATATGTGCTAGATTTTAACAAGACCCAAGGGAAGTTCACTTAAC  18661 

 

Query  402    TGCAGTTAAACCTATATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAA  461 

              | | ||||||   |||||   ||||||| ||||||||  ||| ||||||| |    |||| 

Sbjct  18662  TACCGTTAAAAGGATATTTAGATATTTATTTAGAACTTCTAATCTTGGTCCTTACTTTAA  18721 

 

Query  462    G-AGAAGAGATAGTTTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAG  520 

              | | || | |    |||||  | || || || || ||||   | ||||||||||| |||  

Sbjct  18722  GTATAACA-AGGAATTCAGGTTGATTAGTTACTGTGATGCTAATTATGTTGGTGACAAAA  18780 

 

Query  521    TCGAAAGAAAAAGTACAAGTGGAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGA  580 

              | ||||||| ||| || |||| |||||||||| | ||   |||  || |||||||||||| 

Sbjct  18781  TTGAAAGAAGAAGCACTAGTGAAAGTTGTCACATCATTATTGGATACCTAGTCACTTGGA  18840 

 

Query  581    T  581 

              | 

Sbjct  18841  T  18841 

 

 

>gi|229608992|gb|AC236296.1| Glycine max strain Williams 82 clone GM_WBb0094F23, 

complete  

sequence 

Length=189943 

 

 Score =  219 bits (242),  Expect = 9e-53 

 Identities = 257/345 (74%), Gaps = 2/345 (0%) 

 Strand=Plus/Minus 

 

Query  1       GTGTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCT  60 

               || ||||||||||| ||||| ||||||||||| |||||    || | ||| ||| ||||| 

Sbjct  141185  GTATATGTGGATGACATCATATTTGGTGCTACGAATGAGCCTCTATGTGAGGATATTTCT  141126 

 

Query  61      AAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGA  120 

               ||| |||||||||  ||||||||||||||||||| | |||| ||||| |||||| | ||| 

Sbjct  141125  AAGCTAATGCAAATCGAGTTTGAAATGAGCATGACGAGAGAACTAAAGTTCTTCTTAGGA  141066 

 

Query  121     CTGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAAT  180 

               || ||||| || || ||   | | || || ||||| ||||| ||||||||||||||| |  

Sbjct  141065  CTACAAATCAAACAGACTAACAATGGAATCTACATCCATCAAACCAAGTATGTGAAAGAA  141006 

 

Query  181     TAGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACT  240 

                   |||| ||||||||| ||    |    || ||||| || ||    |||||||| ||  

Sbjct  141005  CTTCTGAAAAAGTTCAACCTAGAAAACCCTAAGGAGATTAAAACACCCATGCATCCAACA  140946 

 

Query  241     ACACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATG  300 

               |   |||||||| ||||  | ||||| | |||||||||    |||||||  |  |||||| 

Sbjct  140945  ATGTATCTTGGATTGGACAAAGAATCCAAGAAGGTGGATAACACTCAATTTAGTGCAATG  140886 

 

Query  301     ATTGGATCACTGCTCTATCTTAAT-GCTTCTAGGCCTTATATAAT  344 

               ||||| ||| |  | || ||| || || ||||| ||| | ||||| 

Sbjct  140885  ATTGGCTCATTATTGTA-CTTGATCGCGTCTAGACCTGACATAAT  140842 

 

 

>gi|224775861|gb|AC235044.1| Glycine max strain Williams 82 clone GM_WBb0005G15, 

complete  

sequence 

Length=148301 

 

 Score =  219 bits (242),  Expect = 9e-53 

 Identities = 257/345 (74%), Gaps = 2/345 (0%) 

 Strand=Plus/Minus 

 

Query  1      GTGTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCT  60 

              || ||||||||||| ||||| ||||||||||| |||||    || | ||| ||| ||||| 

Sbjct  82886  GTATATGTGGATGACATCATATTTGGTGCTACGAATGAGCCTCTATGTGAGGATATTTCT  82827 

 

Query  61     AAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGA  120 

              ||| |||||||||  ||||||||||||||||||| | |||| ||||| |||||| | ||| 

Sbjct  82826  AAGCTAATGCAAATCGAGTTTGAAATGAGCATGACGAGAGAACTAAAGTTCTTCTTAGGA  82767 

 

Query  121    CTGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAAT  180 

              || ||||| || || ||   | | || || ||||| ||||| ||||||||||||||| |  

Sbjct  82766  CTACAAATCAAACAGACTAACAATGGAATCTACATCCATCAAACCAAGTATGTGAAAGAA  82707 

 

Query  181    TAGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACT  240 

                  |||| ||||||||| ||    |    || ||||| || ||    |||||||| ||  

Sbjct  82706  CTTCTGAAAAAGTTCAACCTAGAAAACCCTAAGGAGATTAAAACACCCATGCATCCAACA  82647 

 

Query  241    ACACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATG  300 

              |   |||||||| ||||  | ||||| | |||||||||    |||||||  |  |||||| 

Sbjct  82646  ATGTATCTTGGATTGGACAAAGAATCCAAGAAGGTGGATAACACTCAATTTAGTGCAATG  82587 

 

Query  301    ATTGGATCACTGCTCTATCTTAAT-GCTTCTAGGCCTTATATAAT  344 

              ||||| ||| |  | || ||| || || ||||| ||| | ||||| 

Sbjct  82586  ATTGGCTCATTATTGTA-CTTGATCGCGTCTAGACCTGACATAAT  82543 

 

 

>gi|189162478|dbj|AP009701.1| Lotus japonicus genomic DNA, clone: LjT31G10, TM1742, 

complete  

sequence 

Length=107618 

 

 Score =  219 bits (242),  Expect = 9e-53 

 Identities = 398/574 (69%), Gaps = 30/574 (5%) 

 Strand=Plus/Minus 

 

Query  2       TGTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTA  61 

               ||||||| ||||||||||| || ||||| ||||  || |  || | | |||| ||||||| 

Sbjct  105308  TGTATGTCGATGATATCATCTTCGGTGCAACTAGCGATAAACTGTGTAAAGAATTTTCTA  105249 

 

Query  62      AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

                  | ||||||| ||| ||||||||||| ||||||||||| || |||||||| || |||| 

Sbjct  105248  CTCTCATGCAAAGTGAATTTGAAATGAGTATGATGGGAGAACTGAAATTCTTTCTAGGAC  105189 
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Query  122     TGCAAATAAAGCA--AACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAA  179 

               | ||||| |||||  |  |   ||||  || | ||| |||||| |||||||  | ||  | 

Sbjct  105188  TTCAAATCAAGCAAGAGAAAGACAAG--ATCTTCATACATCAGTCCAAGTACATAAAGGA  105131 

 

Query  180     TTAGTTGAAGAAGTTCAACAT----AAGTGATGAAAAAGAGATGAAGACTTTTATGCATC  235 

               |  | | ||||| | ||||||    ||||     ||| |||||||  |||  |||| ||| 

Sbjct  105130  TATGCTCAAGAAATACAACATGCACAAGT----CAAATGAGATGAGTACTCCTATGTATC  105075 

 

Query  236     CCACTACACATCTTGGACTGGATGAGGAATCAATGAAGGTGGAC---GTGACTCAA----  288 

               |||  ||||    ||  |||||  |  ||  |||||| ||  ||    |||| |||     

Sbjct  105074  CCA--ACAC----TGTTCTGGACAA--AAGTAATGAAAGTTCACCAGTTGACCCAACATC  105023 

 

Query  289     -TACAAAGCAATGATTGGATCACTGCTCTATCTTAATG-CTTCTAGGCCTTATATAATTT  346 

                |||| ||  |||||||| ||||| || ||| |||| | |    || ||  | ||||| | 

Sbjct  105022  GTACAGAGGGATGATTGGTTCACTTCTTTAT-TTAACGTCCAGCAGACCAGACATAATGT  104964 

 

Query  347     TTAGTGTTTTATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAG  406 

               |||| ||||   |||||||||| || ||     | |||  | ||  |||| | | ||| | 

Sbjct  104963  TTAGCGTTTGTCTATGTGCAAGGTTTCAGGTAAACCCACAGCAATCTCATCTTAGTGCTG  104904 

 

Query  407     TTAAACCTATATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAA  466 

               |||| |  || ||   |||||||||| | |||  ||| ||||||||  |   | ||| |  

Sbjct  104903  TTAAGCGAATCTTTAGATATTTAATTGGTACTGCTAATCTTGGTCTATTATATGAGAAAG  104844 

 

Query  467     GAGATAGTTTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAA  526 

               | ||   ||||||  | | | | | ||| |||| ||| |||| |||||||  ||| |||  

Sbjct  104843  GTGAAGATTTCAGGTTGAAGGGATTTTGTGATGCGGATTATGCTGGTGATCGAGTTGAAC  104784 

 

Query  527     GAAAAAGTACAAGTGGAAGTTGTCACTTTATAGG  560 

               | ||||| || |||||| | ||||||||| |||| 

Sbjct  104783  GGAAAAGCACTAGTGGAGGATGTCACTTTTTAGG  104750 

 

 

>gi|258679636|gb|AC236031.2| Glycine max clone GM_WBb0042E11, complete sequence 

Length=180973 

 

 Score =  206 bits (228),  Expect = 6e-49 

 Identities = 310/437 (70%), Gaps = 5/437 (1%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

              ||||| ||| | || ||||||||||||||||||||     |||||||||| ||||||||| 

Sbjct  48012  TATGTTGATTACATTATTTTTGGTGCTACTAATGAGCATTTCTATGAAGAATTTTCTAAG  48071 

 

Query  64     TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

               | | |||  |||  ||||| ||||| ||| ||| |||  |||| ||||||||||| ||| 

Sbjct  48072  ATGAAGCAGGCTGTATTTGAGATGAGTATGGTGGAAGAATTAAAGTTCTTCCTTGGCCTG  48131 

 

Query  124    CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAA--TT  181 

               |||| || ||||        ||||| |||||  || ||||||||||| |||||||  || 

Sbjct  48132  TAAATCAAACAAATTGATAGTGGCATATACATATATTAGACCAAGTATTTGAAAAAGCTT  48191 

 

Query  182    AGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTA  241 

              |  ||||||||| |||  |     |||  ||||| ||||| || |  |||||| | ||   

Sbjct  48192  A--TGAAGAAGTGCAAATTGGACAATGCCAAAGAAATGAAAACCTCAATGCATTCAACAT  48249 

 

Query  242    CACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGA  301 

              ||   |||||| || |||| |||| || ||| |||||    |||||||| | || ||  | 

Sbjct  48250  CAATACTTGGATTGTATGA-GAATAAAAGAAAGTGGATCACACTCAATATAGAGGAACAA  48308 

 

Query  302    TTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTAT  361 

              | | |||||  || || || | ||  ||||  ||| |||| || |  |   | |   | | 

Sbjct  48309  TAGTATCACACCTATACCTCATTGTGTCTAAACCTAATATCATGTCCAAAATATGTCTTT  48368 

 

Query  362    GTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCT  421 

              |||| | |||  | |  || ||||||||||| || |||| |||  | ||||  || |||  

Sbjct  48369  GTGCCATATTTTAGACAGATCCAAGGGAAGTGCACTTAATTGCTATAAAACAAATCTTCA  48428 

 

Query  422    AATATTTAATTAGAACT  438 

               ||| |||||||||||| 

Sbjct  48429  GATACTTAATTAGAACT  48445 

 

 

>gi|224923196|gb|AC235432.1| Glycine max strain Williams 82 clone GM_WBb0145A13, 

complete  

sequence 

Length=104011 

 

 Score =  206 bits (228),  Expect = 6e-49 

 Identities = 310/437 (70%), Gaps = 5/437 (1%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

              ||||| ||| | || ||||||||||||||||||||     |||||||||| ||||||||| 

Sbjct  28099  TATGTTGATTACATTATTTTTGGTGCTACTAATGAGCATTTCTATGAAGAATTTTCTAAG  28040 

 

Query  64     TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

               | | |||  |||  ||||| ||||| ||| ||| |||  |||| ||||||||||| ||| 

Sbjct  28039  ATGAAGCAGGCTGTATTTGAGATGAGTATGGTGGAAGAATTAAAGTTCTTCCTTGGCCTG  27980 

 

Query  124    CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAA--TT  181 

               |||| || ||||        ||||| |||||  || ||||||||||| |||||||  || 

Sbjct  27979  TAAATCAAACAAATTGATAGTGGCATATACATATATTAGACCAAGTATTTGAAAAAGCTT  27920 

 

Query  182    AGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCACTA  241 

              |  ||||||||| |||  |     |||  ||||| ||||| || |  |||||| | ||   

Sbjct  27919  A--TGAAGAAGTGCAAATTGGACAATGCCAAAGAAATGAAAACCTCAATGCATTCAACAT  27862 

 

Query  242    CACATCTTGGACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAATGA  301 

              ||   |||||| || |||| |||| || ||| |||||    |||||||| | || ||  | 

Sbjct  27861  CAATACTTGGATTGTATGA-GAATAAAAGAAAGTGGATCACACTCAATATAGAGGAACAA  27803 

 

Query  302    TTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTATTAT  361 

              | | |||||  || || || | ||  ||||  ||| |||| || |  |   | |   | | 

Sbjct  27802  TAGTATCACACCTATACCTCATTGTGTCTAAACCTAATATCATGTCCAAAATATGTCTTT  27743 

 

Query  362    GTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATATTCT  421 

              |||| | |||  | |  || ||||||||||| || |||| |||  | ||||  || |||  

Sbjct  27742  GTGCCATATTTTAGACAGATCCAAGGGAAGTGCACTTAATTGCTATAAAACAAATCTTCA  27683 

 

Query  422    AATATTTAATTAGAACT  438 

               ||| |||||||||||| 

Sbjct  27682  GATACTTAATTAGAACT  27666 

 

 

 Score =  100 bits (110),  Expect = 6e-17 

 Identities = 105/136 (77%), Gaps = 4/136 (2%) 

 Strand=Plus/Plus 

 

Query  4       TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

               ||||| |||||||| || ||||| ||||||||||  || |  | ||  |||| || |||| 

Sbjct  99927   TATGTAGATGATATAATCTTTGGAGCTACTAATG--ATTCCTTGTGCAAAGAATTCTCTA  99984 

 

Query  62      AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 
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               |    ||||||| ||| |||||||||  ||||||||| ||  | || |||||  |||||| 

Sbjct  99985   ATGATATGCAAAGTGAATTTGAAATGTCCATGATGGGTGATTTGAATTTCTTTATTGGAC  100044 

 

Query  122     TGCAAATAAAGCAAAC  137 

               | |||||||| ||||| 

Sbjct  100045  TACAAATAAAACAAAC  100060 

 

 

>gi|116812700|gb|AC186134.2| Medicago truncatula chromosome 2 BAC clone mte1-18i5, 

complete  

sequence 

Length=99186 

 

 Score =  206 bits (228),  Expect = 6e-49 

 Identities = 387/560 (69%), Gaps = 18/560 (3%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| ||  |||| ||||||| 

Sbjct  64172  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAAGAATTTTCTA  64115 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| ||||||||||| ||||||||||| || |||||||| ||||||  

Sbjct  64114  AGTTAATGCAGGATGAATTTGAAATGAGTATGATGGGAGAACTGAAATTCTTTCTTGGAA  64055 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  64054  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  63998 

 

Query  182    AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

              ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  63997  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  63938 

 

Query  239    -CTACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAG  295 

               || ||| |   | |  |  |||   | | || |    || |||  ||  | ||||| || 

Sbjct  63937  CCTGCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACCAGAAGCTATACAGAG  63881 

 

Query  296    CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTT  355 

                |||||||| || ||| | || || | ||| ||||| ||| ||||  | || ||||| | 

Sbjct  63880  GTATGATTGGTTCTCTGTTATACCTCACTGCATCTAGACCTGATATTTTATTCAGTGTAT  63821 

 

Query  356    TATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTA  415 

                || ||||||||||| |||   || || || |||  ||||||||||||||||||    | 

Sbjct  63820  GCTTGTGTGCAAGATTTCAATCAGATCCTAGAGAATCTCATTTAACTGCAGTTAAGAGAA  63761 

 

Query  416    TATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-T  474 

              | |||   ||||| |   ||||   ||| ||||| ||  ||  || || ||    ||| | 

Sbjct  63760  TCTTCAGGTATTTGAAAGGAACAACTAATCTTGGACTCCTGTATAGGA-AATCCCTAGAT  63702 

 

Query  475    TTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGT  534 

              |  |   | ||  | |  || ||||  || |||| ||||||||   | |||||||||    

Sbjct  63701  TATAAGTTGATTGGATTCTGTGATGCTGATTATGCTGGTGATAGGATTGAAAGAAAATCA  63642 

 

Query  535    ACAAGTGGAAGTTGTCACTT  554 

              || ||||||| |||||| || 

Sbjct  63641  ACCAGTGGAAATTGTCAATT  63622 

 

 

>gi|197724756|emb|CU570969.16| M.truncatula DNA sequence from clone MTH2-75D5 on 

chromosome  

3, complete sequence 

Length=139611 

 

 Score =  205 bits (226),  Expect = 2e-48 

 Identities = 389/562 (69%), Gaps = 22/562 (3%) 

 Strand=Plus/Minus 

 

Query  4       TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAA--GATTTTTCTA  61 

               ||||| |||||||| || |||||| ||||||||| |   |||| || |  || ||||||| 

Sbjct  106916  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAGGAATTTTCTA  106859 

 

Query  62      AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

               ||||||||||   ||| |||||||||||||||||||||||  |||| ||||| ||||||  

Sbjct  106858  AGTTAATGCATGATGAATTTGAAATGAGCATGATGGGAGAATTAAAGTTCTTTCTTGGAA  106799 

 

Query  122     TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

               | ||||| || ||||      ||||  | ||| ||||||| || || |||   | |||   

Sbjct  106798  TTCAAATTAATCAAAGCAAAGAAGGAGTATACGTTCATCAAACAAAATAT---ACAAAGG  106742 

 

Query  182     AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

               ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  106741  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  106682 

 

Query  239     -CTACACATCTTGGACTGGATGAGGAATC---AATGAAGGTGGACGTGACTCAATACAAA  294 

                || |||  |||  |    | || ||  |   ||  || || |||  ||  | ||||| | 

Sbjct  106681  CCTGCAC--CTT--AAGCAAAGAAGATACTGGAACTAAAGTAGACCAGAAGCTATACAGA  106626 

 

Query  295     GCAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTT  354 

               |  |||||||| || ||| | || || | ||| ||||| ||  ||||  | ||||||||  

Sbjct  106625  GGTATGATTGGTTCTCTGTTATAACTCACTGCATCTAGACCAGATATTTTATTTAGTGTA  106566 

 

Query  355     TTATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCT  414 

               |  || ||||||||||| ||||  || || || |||  |||||||||||| |||||     

Sbjct  106565  TGCTTGTGTGCAAGATTTCAAACAGATCCTAGAGAATCTCATTTAACTGCTGTTAAGAGA  106506 

 

Query  415     ATATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-  473 

               || |||   ||||| |   ||||   ||| ||||| ||  ||  || || ||    |||  

Sbjct  106505  ATCTTCAGGTATTTGAAGGGAACAACTAATCTTGGACTCCTGTATAGGA-AATCCCTAGA  106447 

 

Query  474     -TTTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAA  532 

                | ||||  |  |  | |  || ||||  ||||||| |||||| |   | |||||||||  

Sbjct  106446  TTATCAG-TTGGTTGGATTCTGTGATGCTGACTATGCTGGTGACAGGATTGAAAGAAAAT  106388 

 

Query  533     GTACAAGTGGAAGTTGTCACTT  554 

                 || ||||||| || ||| || 

Sbjct  106387  CAACCAGTGGAAATTTTCAATT  106366 

 

 

>gi|186452674|gb|AC152178.33| Medicago truncatula clone mth2-14b12, complete 

sequence 

Length=113181 

 

 Score =  205 bits (226),  Expect = 2e-48 

 Identities = 389/562 (69%), Gaps = 22/562 (3%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAA--GATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| || |  || ||||||| 

Sbjct  17767  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAGGAATTTTCTA  17710 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| |||||||||||||||||||||||  |||| ||||| ||||||  

Sbjct  17709  AGTTAATGCATGATGAATTTGAAATGAGCATGATGGGAGAATTAAAGTTCTTTCTTGGAA  17650 
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Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||| ||||||| || || |||   | |||   

Sbjct  17649  TTCAAATTAATCAAAGCAAAGAAGGAGTATACGTTCATCAAACAAAATAT---ACAAAGG  17593 

 

Query  182    AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

              ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  17592  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  17533 

 

Query  239    -CTACACATCTTGGACTGGATGAGGAATC---AATGAAGGTGGACGTGACTCAATACAAA  294 

               || |||  |||  |    | || ||  |   ||  || || |||  ||  | ||||| | 

Sbjct  17532  CCTGCAC--CTT--AAGCAAAGAAGATACTGGAACTAAAGTAGACCAGAAGCTATACAGA  17477 

 

Query  295    GCAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTT  354 

              |  |||||||| || ||| | || || | ||| ||||| ||  ||||  | ||||||||  

Sbjct  17476  GGTATGATTGGTTCTCTGTTATAACTCACTGCATCTAGACCAGATATTTTATTTAGTGTA  17417 

 

Query  355    TTATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCT  414 

              |  || ||||||||||| ||||  || || || |||  |||||||||||| |||||     

Sbjct  17416  TGCTTGTGTGCAAGATTTCAAACAGATCCTAGAGAATCTCATTTAACTGCTGTTAAGAGA  17357 

 

Query  415    ATATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-  473 

              || |||   ||||| |   ||||   ||| ||||| ||  ||  || || ||    |||  

Sbjct  17356  ATCTTCAGGTATTTGAAGGGAACAACTAATCTTGGACTCCTGTATAGGA-AATCCCTAGA  17298 

 

Query  474    -TTTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAA  532 

               | ||||  |  |  | |  || ||||  ||||||| |||||| |   | |||||||||  

Sbjct  17297  TTATCAG-TTGGTTGGATTCTGTGATGCTGACTATGCTGGTGACAGGATTGAAAGAAAAT  17239 

 

Query  533    GTACAAGTGGAAGTTGTCACTT  554 

                || ||||||| || ||| || 

Sbjct  17238  CAACCAGTGGAAATTTTCAATT  17217 

 

 

>gi|169732424|gb|AC154035.37| Medicago truncatula clone mth2-114l13, complete 

sequence 

Length=92355 

 

 Score =  205 bits (226),  Expect = 2e-48 

 Identities = 389/562 (69%), Gaps = 22/562 (3%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAA--GATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| || |  || ||||||| 

Sbjct  10767  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAGGAATTTTCTA  10824 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| |||||||||||||||||||||||  |||| ||||| ||||||  

Sbjct  10825  AGTTAATGCATGATGAATTTGAAATGAGCATGATGGGAGAATTAAAGTTCTTTCTTGGAA  10884 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||| ||||||| || || |||   | |||   

Sbjct  10885  TTCAAATTAATCAAAGCAAAGAAGGAGTATACGTTCATCAAACAAAATAT---ACAAAGG  10941 

 

Query  182    AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

              ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  10942  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  11001 

 

Query  239    -CTACACATCTTGGACTGGATGAGGAATC---AATGAAGGTGGACGTGACTCAATACAAA  294 

               || |||  |||  |    | || ||  |   ||  || || |||  ||  | ||||| | 

Sbjct  11002  CCTGCAC--CTT--AAGCAAAGAAGATACTGGAACTAAAGTAGACCAGAAGCTATACAGA  11057 

 

Query  295    GCAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTT  354 

              |  |||||||| || ||| | || || | ||| ||||| ||  ||||  | ||||||||  

Sbjct  11058  GGTATGATTGGTTCTCTGTTATAACTCACTGCATCTAGACCAGATATTTTATTTAGTGTA  11117 

 

Query  355    TTATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCT  414 

              |  || ||||||||||| ||||  || || || |||  |||||||||||| |||||     

Sbjct  11118  TGCTTGTGTGCAAGATTTCAAACAGATCCTAGAGAATCTCATTTAACTGCTGTTAAGAGA  11177 

 

Query  415    ATATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-  473 

              || |||   ||||| |   ||||   ||| ||||| ||  ||  || || ||    |||  

Sbjct  11178  ATCTTCAGGTATTTGAAGGGAACAACTAATCTTGGACTCCTGTATAGGA-AATCCCTAGA  11236 

 

Query  474    -TTTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAA  532 

               | ||||  |  |  | |  || ||||  ||||||| |||||| |   | |||||||||  

Sbjct  11237  TTATCAG-TTGGTTGGATTCTGTGATGCTGACTATGCTGGTGACAGGATTGAAAGAAAAT  11295 

 

Query  533    GTACAAGTGGAAGTTGTCACTT  554 

                || ||||||| || ||| || 

Sbjct  11296  CAACCAGTGGAAATTTTCAATT  11317 

 

 

>gi|223019654|emb|CU914134.2| Medicago truncatula chromosome 5 clone mte1-13k8, 

COMPLETE SEQUENCE 

Length=110077 

 

 Score =  201 bits (222),  Expect = 2e-47 

 Identities = 386/560 (68%), Gaps = 18/560 (3%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| ||  |||| ||||||| 

Sbjct  61647  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAAGAATTTTCTA  61704 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| ||||||||||| ||||||||||| || |||||||| ||||||  

Sbjct  61705  AGTTAATGCAGGATGAATTTGAAATGAGTATGATGGGAGAACTGAAATTCTTTCTTGGAA  61764 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  61765  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  61821 

 

Query  182    AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

              ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  61822  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  61881 

 

Query  239    -CTACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAG  295 

               || ||| |   | |  |  |||   | | || |    || |||  ||  | ||||| || 

Sbjct  61882  CCTGCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACCAGAAGCTATACAGAG  61938 

 

Query  296    CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTT  355 

                |||||||| || ||| | || || | ||| ||||| ||| ||||  | || ||||| | 

Sbjct  61939  GTATGATTGGTTCTCTGTTATACCTCACTGCATCTAGACCTGATATTTTATTCAGTGTAT  61998 

 

Query  356    TATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTA  415 

                || ||||||||||| |||   || || || |||  ||||||||||||||||||    | 

Sbjct  61999  GCTTGTGTGCAAGATTTCAATCAGATCCTAGAGAATCTCATTTAACTGCAGTTAAGAGAA  62058 

 

Query  416    TATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-T  474 

              | |||   ||| | |   ||||   ||| ||||| ||  ||  || || ||    ||| | 

Sbjct  62059  TCTTCAGGTATCTGAAAGGAACAACTAATCTTGGACTCCTGTATAGGA-AATCCCTAGAT  62117 

 

Query  475    TTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGT  534 

              |  |   | ||  | |  || ||||  || |||| ||||||||   | |||||||||    
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Sbjct  62118  TATAAGTTGATTGGATTCTGTGATGCTGATTATGCTGGTGATAGGATTGAAAGAAAATCA  62177 

 

Query  535    ACAAGTGGAAGTTGTCACTT  554 

              || ||||||| |||||| || 

Sbjct  62178  ACCAGTGGAAATTGTCAATT  62197 

 

 

>gi|108937046|gb|AC166146.18| Medicago truncatula clone mth2-174g5, complete 

sequence 

Length=110915 

 

 Score =  201 bits (222),  Expect = 2e-47 

 Identities = 386/560 (68%), Gaps = 18/560 (3%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| ||  |||| ||||||| 

Sbjct  36072  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAAGAATTTTCTA  36015 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| ||||||||||| ||||||||||| || |||||||| ||||||  

Sbjct  36014  AGTTAATGCAGGATGAATTTGAAATGAGTATGATGGGAGAACTGAAATTCTTTCTTGGAA  35955 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  35954  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  35898 

 

Query  182    AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

              ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  35897  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  35838 

 

Query  239    -CTACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAG  295 

               || ||| |   | |  |  |||   | | || |    || |||  ||  | ||||| || 

Sbjct  35837  CCTGCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACCAGAAGCTATACAGAG  35781 

 

Query  296    CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTT  355 

                |||||||| || ||| | || || | ||| ||||| ||| ||||  | || ||||| | 

Sbjct  35780  GTATGATTGGTTCTCTGTTATACCTCACTGCATCTAGACCTGATATTTTATTCAGTGTAT  35721 

 

Query  356    TATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTA  415 

                || ||||||||||| |||   || || || |||  ||||||||||||||||||    | 

Sbjct  35720  GCTTGTGTGCAAGATTTCAATCAGATCCTAGAGAATCTCATTTAACTGCAGTTAAGAGAA  35661 

 

Query  416    TATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-T  474 

              | |||   ||||| |   ||||   ||| ||||| ||  ||  || || ||    ||| | 

Sbjct  35660  TCTTCAGGTATTTGAAAGGAACAACTAATCTTGGACTCCTGTATAGGA-AATCCCTAGAT  35602 

 

Query  475    TTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGT  534 

              |  |   | ||  | |  || ||||  || |||| ||||||||   | |||||||||    

Sbjct  35601  TATAAGTTGATTGGATTCTGTGATGCTGATTATGCTGGTGATAGGATTGAAAGAAAATCA  35542 

 

Query  535    ACAAGTGGAAGTTGTCACTT  554 

              || ||| ||| |||||| || 

Sbjct  35541  ACCAGTAGAAATTGTCAATT  35522 

 

 

 Score =  141 bits (156),  Expect = 2e-29 

 Identities = 378/561 (67%), Gaps = 14/561 (2%) 

 Strand=Plus/Minus 

 

Query  1      GTGTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCT  60 

              || ||||| |||||||| |||||||||||||| ||   ||   | | |||||| |||||  

Sbjct  88348  GTTTATGTAGATGATATTATTTTTGGTGCTACAAAAATAAAAATGTGTGAAGACTTTTCC  88289 

 

Query  61     AAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGA  120 

              ||  | ||||||| ||| ||||| |||||||||||||| || ||    || ||||||||  

Sbjct  88288  AACCTCATGCAAAGTGAATTTGAGATGAGCATGATGGGTGAACTTGGTTTTTTCCTTGGT  88229 

 

Query  121    CTGCAAATAAAGCAAACACCCCAA-GGCATTTACATTCATCAGACCAAGTATGTGAAAAA  179 

               | ||||| |||| |||| || || || |||| |||   |||    |||||||| ||| | 

Sbjct  88228  TTACAAATCAAGC-AACATCCAAATGGAATTTTCATAAGTCAAGAAAAGTATGTCAAAGA  88170 

 

Query  180    TTAGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCAC  239 

                   | ||||| | ||| || | ||| | ||||   |||   ||    ||||||||  | 

Sbjct  88169  CATTCTTAAGAAATACAAAATGAATGAGGCAAAAATCATGGTCACCCCCATGCATCCATC  88110 

 

Query  240    TACACATCTTGGACTG-GATGAGGAATCAATGAAGGTGGACGTG--ACTCAATACAAAGC  296 

              | || |  || ||  | ||||| ||||  |  ||  |     ||  |   |||| | ||  

Sbjct  88109  TTCA-AGTTTAGATAGAGATGA-GAATGGA-AAATCTATTTCTGAAAAAGAATATAGAGG  88053 

 

Query  297    AATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTT  356 

               ||||| |||||| |  | ||| | | ||||   || ||| | ||| | |||   ||    

Sbjct  88052  CATGATAGGATCATTATTGTATTTAACTGCTAGCAGACCTGACATAGTGTTTGCAGTAGG  87993 

 

Query  357    ATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTAT  416 

               || ||||| ||||| ||||      |||  |||  |||||||||||||||||||   || 

Sbjct  87992  TTTGTGTGCTAGATTTCAAACTTGTGCAAAAGAATCTCATTTAACTGCAGTTAAAAGGAT  87933 

 

Query  417    ATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAA-GAGATAGTT  475 

               ||   |||| || |  | |||  | | ||||| ||| || |  ||| || |   ||||| 

Sbjct  87932  TTTTAGATATCTAGTAGGTACTACTGATCTTGGCCTT-TGGTATAGAAAAGGTTCTAGTT  87874 

 

Query  476    TCAGACTCATG-AGC-TATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAG  533 

              |  || || || ||| ||||| ||||  || |||| ||| || ||||| || || || || 

Sbjct  87873  T-TGA-TCTTGTAGCTTATTGTGATGCTGATTATGCTGGAGACAAAGTTGAGAGGAAGAG  87816 

 

Query  534    TACAAGTGGAAGTTGTCACTT  554 

              ||||||||| |  ||||| || 

Sbjct  87815  TACAAGTGGCACCTGTCAATT  87795 

 

 

 Score =  141 bits (156),  Expect = 2e-29 

 Identities = 378/561 (67%), Gaps = 14/561 (2%) 

 Strand=Plus/Minus 

 

Query  1       GTGTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCT  60 

               || ||||| |||||||| |||||||||||||| ||   ||   | | |||||| |||||  

Sbjct  102505  GTTTATGTAGATGATATTATTTTTGGTGCTACAAAAATAAAAATGTGTGAAGACTTTTCC  102446 

 

Query  61      AAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGA  120 

               ||  | ||||||| ||| ||||| |||||||||||||| || ||    || ||||||||  

Sbjct  102445  AACCTCATGCAAAGTGAATTTGAGATGAGCATGATGGGTGAACTTGGTTTTTTCCTTGGT  102386 

 

Query  121     CTGCAAATAAAGCAAACACCCCAA-GGCATTTACATTCATCAGACCAAGTATGTGAAAAA  179 

                | ||||| |||| |||| || || || |||| |||   |||    |||||||| ||| | 

Sbjct  102385  TTACAAATCAAGC-AACATCCAAATGGAATTTTCATAAGTCAAGAAAAGTATGTCAAAGA  102327 

 

Query  180     TTAGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCAC  239 

                    | ||||| | ||| || | ||| | ||||   |||   ||    ||||||||  | 

Sbjct  102326  CATTCTTAAGAAATACAAAATGAATGAGGCAAAAATCATGGTCACCCCCATGCATCCATC  102267 

 

Query  240     TACACATCTTGGACTG-GATGAGGAATCAATGAAGGTGGACGTG--ACTCAATACAAAGC  296 

               | || |  || ||  | ||||| ||||  |  ||  |     ||  |   |||| | ||  

Sbjct  102266  TTCA-AGTTTAGATAGAGATGA-GAATGGA-AAATCTATTTCTGAAAAAGAATATAGAGG  102210 
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Query  297     AATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTT  356 

                ||||| |||||| |  | ||| | | ||||   || ||| | ||| | |||   ||    

Sbjct  102209  CATGATAGGATCATTATTGTATTTAACTGCTAGCAGACCTGACATAGTGTTTGCAGTAGG  102150 

 

Query  357     ATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTAT  416 

                || ||||| ||||| ||||      |||  |||  |||||||||||||||||||   || 

Sbjct  102149  TTTGTGTGCTAGATTTCAAACTTGTGCAAAAGAATCTCATTTAACTGCAGTTAAAAGGAT  102090 

 

Query  417     ATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAA-GAGATAGTT  475 

                ||   |||| || |  | |||  | | ||||| ||| || |  ||| || |   ||||| 

Sbjct  102089  TTTTAGATATCTAGTAGGTACTACTGATCTTGGCCTT-TGGTATAGAAAAGGTTCTAGTT  102031 

 

Query  476     TCAGACTCATG-AGC-TATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAG  533 

               |  || || || ||| ||||| ||||  || |||| ||| || ||||| || || || || 

Sbjct  102030  T-TGA-TCTTGTAGCTTATTGTGATGCTGATTATGCTGGAGACAAAGTTGAGAGGAAGAG  101973 

 

Query  534     TACAAGTGGAAGTTGTCACTT  554 

               ||||||||| |  ||||| || 

Sbjct  101972  TACAAGTGGCACCTGTCAATT  101952 

 

 

>gi|257900566|gb|AC134823.43| Medicago truncatula chromosome 6 clone mth2-20d18, 

complete sequence 

Length=119033 

 

 Score =  197 bits (218),  Expect = 3e-46 

 Identities = 385/560 (68%), Gaps = 18/560 (3%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| ||  |||| ||||||| 

Sbjct  79784  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAAGAATTTTCTA  79727 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| ||||||||||| |||||||||||  | |||||||| ||||||  

Sbjct  79726  AGTTAATGCAGGATGAATTTGAAATGAGTATGATGGGAGAATTGAAATTCTTTCTTGGAA  79667 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  79666  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  79610 

 

Query  182    AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

              ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  79609  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  79550 

 

Query  239    C-TACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAG  295 

              | | ||| |   | |  |  |||   | | || |    || |||  ||  | ||||| || 

Sbjct  79549  CTTGCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACCAGAAGCTATACAGAG  79493 

 

Query  296    CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTT  355 

                |||||||| || ||| | || || | ||| ||||| ||| ||||  | || ||||| | 

Sbjct  79492  GTATGATTGGTTCTCTGTTATACCTCACTGCATCTAGACCTGATATTTTATTCAGTGTAT  79433 

 

Query  356    TATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTA  415 

                || ||||||||||| |||   || || || |||  ||||||||||||||||||    | 

Sbjct  79432  GCTTGTGTGCAAGATTTCAATCAGATCCTAGAGAATCTCATTTAACTGCAGTTAAGAGAA  79373 

 

Query  416    TATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-T  474 

              | |||   ||| | |   ||||   ||| ||||| ||  ||  || || ||    ||| | 

Sbjct  79372  TCTTCAGGTATCTGAAAGGAACAACTAATCTTGGACTCCTGTATAGGA-AATCCCTAGAT  79314 

 

Query  475    TTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGT  534 

              |  |   | ||  | |  || ||||  || |||| ||||||||   | |||||||||    

Sbjct  79313  TATAAGTTGATTGGATTCTGTGATGCTGATTATGCTGGTGATAGGATTGAAAGAAAATCA  79254 

 

Query  535    ACAAGTGGAAGTTGTCACTT  554 

              || ||||||| |||||| || 

Sbjct  79253  ACCAGTGGAAATTGTCAATT  79234 

 

 

>gi|212290237|gb|AC225483.5| Medicago truncatula clone mth2-25o13, complete 

sequence 

Length=116665 

 

 Score =  197 bits (218),  Expect = 3e-46 

 Identities = 385/560 (68%), Gaps = 18/560 (3%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| ||  |||| ||||||| 

Sbjct  60766  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAAGAATTTTCTA  60709 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| ||||||||||| |||||||||||  | |||||||| ||||||  

Sbjct  60708  AGTTAATGCAGGATGAATTTGAAATGAGTATGATGGGAGAATTGAAATTCTTTCTTGGAA  60649 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  60648  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  60592 

 

Query  182    AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

              ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  60591  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  60532 

 

Query  239    C-TACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAG  295 

              | | ||| |   | |  |  |||   | | || |    || |||  ||  | ||||| || 

Sbjct  60531  CTTGCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACCAGAAGCTATACAGAG  60475 

 

Query  296    CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTT  355 

                |||||||| || ||| | || || | ||| ||||| ||| ||||  | || ||||| | 

Sbjct  60474  GTATGATTGGTTCTCTGTTATACCTCACTGCATCTAGACCTGATATTTTATTCAGTGTAT  60415 

 

Query  356    TATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTA  415 

                || ||||||||||| |||   || || || |||  ||||||||||||||||||    | 

Sbjct  60414  GCTTGTGTGCAAGATTTCAATCAGATCCTAGAGAATCTCATTTAACTGCAGTTAAGAGAA  60355 

 

Query  416    TATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-T  474 

              | |||   ||| | |   ||||   ||| ||||| ||  ||  || || ||    ||| | 

Sbjct  60354  TCTTCAGGTATCTGAAAGGAACAACTAATCTTGGACTCCTGTATAGGA-AATCCCTAGAT  60296 

 

Query  475    TTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGT  534 

              |  |   | ||  | |  || ||||  || |||| ||||||||   | |||||||||    

Sbjct  60295  TATAAGTTGATTGGATTCTGTGATGCTGATTATGCTGGTGATAGGATTGAAAGAAAATCA  60236 

 

Query  535    ACAAGTGGAAGTTGTCACTT  554 

              || ||||||| |||||| || 

Sbjct  60235  ACCAGTGGAAATTGTCAATT  60216 

 

 

>gi|62909806|emb|CR932957.2| Medicago truncatula chromosome 5 clone mth2-58c3, 

COMPLETE SEQUENCE 

Length=136080 
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 Score =  197 bits (218),  Expect = 3e-46 

 Identities = 386/560 (68%), Gaps = 18/560 (3%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAA--GATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| || |  || ||||||| 

Sbjct  85188  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAGGAATTTTCTA  85245 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              |||||||||||  ||| |||||||||||||||||||| ||  | |||||||| ||||||  

Sbjct  85246  AGTTAATGCAAGATGAATTTGAAATGAGCATGATGGGTGAATTGAAATTCTTTCTTGGAA  85305 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  85306  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  85362 

 

Query  182    AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

              ||    |||||||||||||  |||  |||   |||| |||||| |||   |||||||| | 

Sbjct  85363  AGCTTCTGAAGAAGTTCAAGCTAAAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  85422 

 

Query  239    -CTACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAG  295 

               || ||| |   | |  |  |||   | |  | || | || |||  ||  | ||||| || 

Sbjct  85423  CCTGCACCTTAAGCAAAGAAGATACTGGA--ACTGTA-GTAGACCAGAAGCTATACAGAG  85479 

 

Query  296    CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTT  355 

                |||||||| || ||| | || || | ||| ||||| ||| ||||  | || ||||| | 

Sbjct  85480  GTATGATTGGTTCTCTGTTATAGCTCACTGCATCTAGACCTGATATTTTATTCAGTGTAT  85539 

 

Query  356    TATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTA  415 

                || ||||||||||| |||   || || || |||  ||||||||||||||||||    | 

Sbjct  85540  GCTTGTGTGCAAGATTTCAATCAGATCCTAGAGAATCTCATTTAACTGCAGTTAAGAGAA  85599 

 

Query  416    TATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-T  474 

              | |||   ||| | |   ||||   ||| ||||| ||  ||  || || ||    ||| | 

Sbjct  85600  TCTTCAGGTATCTGAAAGGAACAACTAATCTTGGACTCCTGTATAGGA-AATCCCTAGAT  85658 

 

Query  475    TTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGT  534 

              | ||   |  |  | |  || ||||  || |||| |||||| |   | |||||||||    

Sbjct  85659  TACAAGTTGGTTGGATTCTGTGATGCTGATTATGCTGGTGACAGGATTGAAAGAAAATCA  85718 

 

Query  535    ACAAGTGGAAGTTGTCACTT  554 

              || ||||||| |||||| || 

Sbjct  85719  ACCAGTGGAAATTGTCAATT  85738 

 

 

>gi|224923170|gb|AC235406.1| Glycine max strain Williams 82 clone GM_WBb0125A12, 

complete  

sequence 

Length=165918 

 

 Score =  196 bits (216),  Expect = 1e-45 

 Identities = 146/170 (85%), Gaps = 1/170 (0%) 

 Strand=Plus/Plus 

 

Query  1       GTGTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCT  60 

               || ||||| || ||||||||| | | |||||||||||||||||| | ||||||||||||| 

Sbjct  140204  GTATATGTAGACGATATCATTCTCGATGCTACTAATGAAATGCTTTGTGAAGATTTTTCT  140263 

 

Query  61      AAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGA  120 

               |||||  |||| |   | ||||||||||||||||||||||||||||||||||| |||||| 

Sbjct  140264  AAGTTGGTGCAGAAAAA-TTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTTCTTGGA  140322 

 

Query  121     CTGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTA  170 

                | ||||||||   ||||||| ||||||| ||||||||| |||||||||| 

Sbjct  140323  TTACAAATAAAATGAACACCCAAAGGCATCTACATTCATTAGACCAAGTA  140372 

 

 

>gi|224923008|gb|AC235244.1| Glycine max strain Williams 82 clone GM_WBb0033B22, 

complete  

sequence 

Length=124847 

 

 Score =  196 bits (216),  Expect = 1e-45 

 Identities = 146/170 (85%), Gaps = 1/170 (0%) 

 Strand=Plus/Minus 

 

Query  1       GTGTATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCT  60 

               || ||||| || ||||||||| | | |||||||||||||||||| | ||||||||||||| 

Sbjct  109514  GTATATGTAGACGATATCATTCTCGATGCTACTAATGAAATGCTTTGTGAAGATTTTTCT  109455 

 

Query  61      AAGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGA  120 

               |||||  |||| |   | ||||||||||||||||||||||||||||||||||| |||||| 

Sbjct  109454  AAGTTGGTGCAGAAAAA-TTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTTCTTGGA  109396 

 

Query  121     CTGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTA  170 

                | ||||||||   ||||||| ||||||| ||||||||| |||||||||| 

Sbjct  109395  TTACAAATAAAATGAACACCCAAAGGCATCTACATTCATTAGACCAAGTA  109346 

 

 

>gi|189163271|dbj|AP010505.1| Lotus japonicus genomic DNA, chromosome 3, clone: 

LjT11M02, TM0690,  

complete sequence 

Length=94083 

 

 Score =  196 bits (216),  Expect = 1e-45 

 Identities = 444/651 (68%), Gaps = 20/651 (3%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

              ||||| |||||||| || |||||| |||||||| ||   |||||||  |||| ||||||| 

Sbjct  18768  TATGTTGATGATATTATATTTGGTTCTACTAATCAAT--CTCTATGCAAAGAATTTTCTA  18711 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              || | |||||  |||| ||||||||||| ||||||||||| || |||| ||| || ||   

Sbjct  18710  AGATGATGCAGGCTGAATTTGAAATGAGTATGATGGGAGAACTCAAATACTTTCTGGGTA  18651 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||| || | ||||||||  |||| |  ||||| ||||||| ||||||    ||| |   

Sbjct  18650  TACAAGTAGATCAAACACCAGAAGGAACATACATCCATCAGAGCAAGTACACTAAAGAAC  18591 

 

Query  182    AGTTGAAGAAGTTCAACATAAGTG-ATGAAAAAGAGATGAAGACTTTTATGCATCCCAC-  239 

                 ||||||||||||| || |  | ||  | ||  | | ||||||   |||||||| ||  

Sbjct  18590  TTCTGAAGAAGTTCAATATGACAGAATCTACAATTGCT-AAGACTCCAATGCATCCTACA  18532 

 

Query  240    TACACATCTTGGACTGGATGA-GGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAA  298 

              | ||  ||| | |  ||| || | ||    | ||| | | |  ||  |  ||    |  | 

Sbjct  18531  TGCA-TTCTGGAAAAGGAAGATGCAAGTGGTAAAGTTTGTC-AGAAGCTCTATCGTGGTA  18474 

 

Query  299    TGATTGGATCACTGCTCTATCTTAA-TGCTTCTAGGCCTTATATAATTTTTAGTGTTTTA  357 

              |||| |||||||| || || ||||| ||| ||||||||  ||||  | |||||||||    

Sbjct  18473  TGATAGGATCACTTCTATA-CTTAACTGCATCTAGGCCAGATATTTTGTTTAGTGTTCAT  18415 

 

Query  358    TTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATA  417 

              ||||||||  | ||||||   || |||||||||   || |||||||  |||||    ||  
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Sbjct  18414  TTATGTGCTCGTTTCCAATCAGATCCAAGGGAAACCCACTTAACTGTTGTTAAGAGGATC  18355 

 

Query  418    TTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGA-GATAGTTT  476 

               |   |||| | |   | ||   || ||||||  | |||  ||||| || |  | ||| | 

Sbjct  18354  CTAAGATATCTGAAAGGCACCACTATCCTTGGCTTGATGTATAAGAAAACATCAGAGTAT  18295 

 

Query  477    CAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTAC  536 

               || ||     | ||||  ||||  || |||| |||  ||| |   || |||||||| || 

Sbjct  18294  AAG-CTTTCAGGTTATTATGATGCTGATTATGCTGGAAATAGAACAGAGAGAAAAAGCAC  18236 

 

Query  537    AAGTGGAAGTTGTCACTTTATAGGTGGCAACTTAGTCACTTGGATATGGAAGAAGTAGGG  596 

                 ||||| |||| | ||| | ||  ||||||||||| | |||  | | |||| | ||   

Sbjct  18235  TTCTGGAAATTGTTAATTTCTGGGAAGCAACTTAGTCTCATGGGCAAGCAAGAGGCAG--  18178 

 

Query  597    ATCAACTA---CATTGTTCACTGCTGAAGTAGAATGCGTGTCAGTAGCCAT  644 

               ||||| |   || | | |||||| || | ||||| | | |||| ||| || 

Sbjct  18177  -TCAACCATAGCACTATCCACTGCAGAGGCAGAATACATCTCAGCAGCAAT  18128 

 

 

>gi|89145328|emb|CT025156.14| M.truncatula DNA sequence from clone MTH2-117A9 on 

chromosome  

3, complete sequence 

Length=113846 

 

 Score =  196 bits (216),  Expect = 1e-45 

 Identities = 296/415 (71%), Gaps = 16/415 (3%) 

 Strand=Plus/Plus 

 

Query  4       TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

               ||||| |||||||| || |||||| ||||||||| |   |||| ||  |||| ||||||| 

Sbjct  109252  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAAGAATTTTCTA  109309 

 

Query  62      AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

               ||||||||||   ||| |||||||||||||||||||||||  | |||||||| ||||||  

Sbjct  109310  AGTTAATGCAGGATGAATTTGAAATGAGCATGATGGGAGAATTGAAATTCTTTCTTGGAA  109369 

 

Query  122     TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

               | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  109370  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  109426 

 

Query  182     AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

               ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  109427  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  109486 

 

Query  239     -CTACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAG  295 

                || ||| |   | |  |  |||   | | || |    || |||  ||  | ||||| || 

Sbjct  109487  CCTGCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACCAGAAGCTATACAGAG  109543 

 

Query  296     CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTT  355 

                 |||||||| || ||| | || || | ||| ||||| ||| ||||  | || ||||| | 

Sbjct  109544  GTATGATTGGTTCTCTGTTATACCTCACTGCATCTAGACCTGATATTTTATTCAGTGTAT  109603 

 

Query  356     TATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAA  410 

                 || ||||||||||| |||   || || || |||  |||||||||||||||||| 

Sbjct  109604  GCTTGTGTGCAAGATTTCAATCAGATCCTAGAGAATCTCATTTAACTGCAGTTAA  109658 

 

 

>gi|156231154|gb|AC146549.9| Medicago truncatula clone mth2-7p18, complete sequence 

Length=96613 

 

 Score =  192 bits (212),  Expect = 1e-44 

 Identities = 384/560 (68%), Gaps = 18/560 (3%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| ||  |||| ||||||| 

Sbjct  23859  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAAGAATTTTCTA  23916 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| ||||||||||| |||||||||||  | |||||||||||||||  

Sbjct  23917  AGTTAATGCAGGATGAATTTGAAATGAGTATGATGGGAGAATTGAAATTCTTCCTTGGAA  23976 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  23977  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  24033 

 

Query  182    AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

              ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||  | 

Sbjct  24034  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCTAA  24093 

 

Query  239    -CTACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAG  295 

               || ||| |   | |  |  |||   | | || |    || |||  ||  | ||||| || 

Sbjct  24094  CCTGCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACCAGAAGCTATACAGAG  24150 

 

Query  296    CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTT  355 

                |||||||| || ||| | || || | ||| ||||| ||| ||||  | || ||||| | 

Sbjct  24151  GTATGATTGGTTCTCTGTTATACCTCACTGCATCTAGACCTGATATTTTATTCAGTGTAT  24210 

 

Query  356    TATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTA  415 

                || ||||||||||| |||   || || || |||  ||||||||||||||||||    | 

Sbjct  24211  GCTTGTGTGCAAGATTTCAATCAGATCCTAGAGAATCTCATTTAACTGCAGTTAAGAGAA  24270 

 

Query  416    TATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-T  474 

              | |||   ||| | |   ||||   ||| ||| | ||  ||  || || ||    ||| | 

Sbjct  24271  TCTTCAGGTATCTGAAAGGAACAACTAATCTTTGACTCCTGTATAGGA-AATCCCTAGAT  24329 

 

Query  475    TTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGT  534 

              |  |   | ||  | |  || ||||  || |||| ||||||||   | |||||||||    

Sbjct  24330  TATAAGTTGATTGGATTCTGTGATGCTGATTATGCTGGTGATAGGATTGAAAGAAAATCA  24389 

 

Query  535    ACAAGTGGAAGTTGTCACTT  554 

              || ||||||| |||||| || 

Sbjct  24390  ACCAGTGGAAATTGTCAATT  24409 

 

 

>gi|156231119|gb|AC131249.44| Medicago truncatula clone mth2-8p18, complete 

sequence 

Length=104867 

 

 Score =  192 bits (212),  Expect = 1e-44 

 Identities = 384/560 (68%), Gaps = 18/560 (3%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| ||  |||| ||||||| 

Sbjct  41105  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAAGAATTTTCTA  41048 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| ||||||||||| ||||||||||| || |||||||| ||||||  

Sbjct  41047  AGTTAATGCAGGATGAATTTGAAATGAGTATGATGGGAGAACTGAAATTCTTTCTTGGAA  40988 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  40987  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  40931 
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Query  182    AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

              ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  40930  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  40871 

 

Query  239    -CTACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAG  295 

               || ||| |   | |  |  |||   | | || |    || |||  ||  | ||||| || 

Sbjct  40870  CCTGCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACCAGAAGCTATACAGAG  40814 

 

Query  296    CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTT  355 

                |||||||| || ||| | || || | ||| ||||| ||| ||||  | || ||||| | 

Sbjct  40813  GTATGATTGGTTCTCTGTTATACCTCACTGCATCTAGACCTGATATTTTATTCAGTGTAT  40754 

 

Query  356    TATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTA  415 

                 | ||||||||||| |||   |  || || |||  ||||||||||||||||||    | 

Sbjct  40753  GCCTGTGTGCAAGATTTCAATCAGTTCCTAGAGAATCTCATTTAACTGCAGTTAAGAGAA  40694 

 

Query  416    TATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-T  474 

              | |||   ||| | |   ||||   ||| ||||| ||  ||  || || ||    ||| | 

Sbjct  40693  TCTTCAGGTATCTGAAAGGAACAACTAATCTTGGACTCCTGTATAGGA-AATCCCTAGAT  40635 

 

Query  475    TTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGT  534 

              |  |   | ||  | |  || ||||  || |||| ||||||||   | |||||||||    

Sbjct  40634  TATAAGTTGATTGGATTCTGTGATGCTGATTATGCTGGTGATAGGATTGAAAGAAAATCA  40575 

 

Query  535    ACAAGTGGAAGTTGTCACTT  554 

              || ||||||| |||||| || 

Sbjct  40574  ACCAGTGGAAATTGTCAATT  40555 

 

 

 Score =  158 bits (174),  Expect = 3e-34 

 Identities = 285/412 (69%), Gaps = 10/412 (2%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAA--GATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| || |  || || |||| 

Sbjct  58548  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAGGAATTCTCTA  58491 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| |||||||||||||||||||||||  |||| ||||| ||||||  

Sbjct  58490  AGTTAATGCAGGATGAATTTGAAATGAGCATGATGGGAGAATTAAAGTTCTTTCTTGGAA  58431 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||  ||||||| || || |||   ||| |   

Sbjct  58430  TTCAAATTAATCAAAGCAAAGAAGGAGTATATGTTCATCAAACAAAATATACAAAAGAGC  58371 

 

Query  182    AGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA-CT  240 

                 |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | || 

Sbjct  58370  TTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAACCT  58311 

 

Query  241    ACACATCTTG--GACTGGATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAA  298 

               ||| |   |   |   |||   | | ||   || || |||  ||  |  |||| ||| | 

Sbjct  58310  GCACCTTAAGCAAAAAAGATACTGGAACA---AAAGTAGACCAGAAGCTGTACAGAGCTA  58254 

 

Query  299    TGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTAT  358 

              ||||| | || ||| | || || | ||| ||||| ||  ||||  | || ||||| |  | 

Sbjct  58253  TGATTTGTTCTCTGTTATACCTCACTGCATCTAGACCAGATATTTTATTCAGTGTATGCT  58194 

 

Query  359    TATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAA  410 

              | |||||| |||| ||    || || |  |||  |||||||||| | ||||| 

Sbjct  58193  TGTGTGCATGATTTCAGTCAGATCCTAAAGAATCTCATTTAACTACTGTTAA  58142 

 

 

>gi|116875950|gb|AC152350.31| Medicago truncatula clone mth2-72d18, complete 

sequence 

Length=113323 

 

 Score =  192 bits (212),  Expect = 1e-44 

 Identities = 385/560 (68%), Gaps = 18/560 (3%) 

 Strand=Plus/Minus 

 

Query  4     TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAA--GATTTTTCTA  61 

             ||||| |||||||| || |||||| ||||||||| |   |||| || |  || ||||||| 

Sbjct  7114  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAGGAATTTTCTA  7057 

 

Query  62    AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

             ||||||||||   ||| |||||||||||||||||||||||  | |||||||| ||||||  

Sbjct  7056  AGTTAATGCAGGATGAATTTGAAATGAGCATGATGGGAGAATTGAAATTCTTTCTTGGAA  6997 

 

Query  122   TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

             | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  6996  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  6940 

 

Query  182   AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

             ||    |||||||||||||  ||   ||| | |||| |||||| |||   |||||||| | 

Sbjct  6939  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTATAAAGTGATGAACACTCCAATGCATCCAA  6880 

 

Query  239   -CTACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAG  295 

              || ||| |   | |  |  |||   | |  | || | || |||  ||  | ||||| || 

Sbjct  6879  CCTGCACCTTAAGCAAAGAAGATACTGGA--ACTGTA-GTAGACCAGAAGCTATACAGAG  6823 

 

Query  296   CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTT  355 

               |||||||| || ||| | || || | ||| ||||| ||| ||||  | || ||||| | 

Sbjct  6822  GTATGATTGGTTCTCTGTTATACCTCACTGCATCTAGACCTGATATTTTATTCAGTGTAT  6763 

 

Query  356   TATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTA  415 

               || ||||||||||| |||   || || || |||  |||||||| |||||||||    | 

Sbjct  6762  GCTTGTGTGCAAGATTTCAATCAGATCCTAGAGAATCTCATTTAAATGCAGTTAAGAGAA  6703 

 

Query  416   TATTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-T  474 

             | |||   ||| | |   ||||   ||| ||||| ||  ||  || || || |  ||| | 

Sbjct  6702  TCTTCAGGTATCTGAAAGGAACAACTAATCTTGGACTCCTGTATAGGA-AATACCTAGAT  6644 

 

Query  475   TTCAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGT  534 

             |  |   |  |  | |  || ||||  || |||| |||||| |   | |||||||||    

Sbjct  6643  TATAAGTTGGTTGGATTCTGTGATGCTGATTATGCTGGTGACAGGATTGAAAGAAAATCA  6584 

 

Query  535   ACAAGTGGAAGTTGTCACTT  554 

             || ||||||| |||||| || 

Sbjct  6583  ACCAGTGGAAATTGTCAATT  6564 

 

 

 Score =  183 bits (202),  Expect = 6e-42 

 Identities = 380/558 (68%), Gaps = 16/558 (2%) 

 Strand=Plus/Minus 

 

Query  4     TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAAGATTTTTCTAAG  63 

             ||||| |||||||| || |||||| ||||||||| |   || |   |||| ||||||||| 

Sbjct  3250  TATGTTGATGATATAATATTTGGTTCTACTAATGCATATCTTTGCAAAGAATTTTCTAAG  3191 

 

Query  64    TTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGACTG  123 

             ||||||||   ||| ||||||||||| |||||||||||  | |||||||| |||||| |  

Sbjct  3190  TTAATGCAGGATGAATTTGAAATGAGTATGATGGGAGAATTGAAATTCTTTCTTGGAATT  3131 
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Query  124   CAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATTAG  183 

             ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||  || 

Sbjct  3130  CAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGGAG  3074 

 

Query  184   ---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA-C  239 

                 |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | | 

Sbjct  3073  CTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAACC  3014 

 

Query  240   TACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCA  297 

             | ||| |   | |  |  |||   | | || |    || |||  ||  | ||||| ||   

Sbjct  3013  TGCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACCAGAAGCTATACAGAGGT  2957 

 

Query  298   ATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTA  357 

             |||||||| || ||| | || || | ||| ||||| ||| ||||  | || ||||| |   

Sbjct  2956  ATGATTGGTTCTCTGTTATACCTCACTGCATCTAGACCTGATATTTTATTCAGTGTATGC  2897 

 

Query  358   TTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAAACCTATA  417 

             |  ||||||| ||| |||   || || || |||  ||||||||||||||||||    ||  

Sbjct  2896  T--TGTGCAAAATTTCAATCAGATCCTAGAGAATCTCATTTAACTGCAGTTAAGAGAATC  2839 

 

Query  418   TTCTAATATTTAATTAGAACTCATAACCTTGGTCTTATGCTTAAGAGAAGAGATAG-TTT  476 

             |||   ||| | |   ||||   ||| ||||| ||  ||  || || ||    ||| ||  

Sbjct  2838  TTCAGGTATCTGAAAGGAACAACTAATCTTGGACTCCTGTATAGGA-AATCCCTAGATTA  2780 

 

Query  477   CAGACTCATGAGCTATTGAGATGTGGACTATGTTGGTGATAAAGTCGAAAGAAAAAGTAC  536 

              |   | ||  | |  || ||||  || |||| ||||||||   | |||||||||   || 

Sbjct  2779  TAAGTTGATTGGATTCTGTGATGCTGATTATGCTGGTGATAGGATTGAAAGAAAATCAAC  2720 

 

Query  537   AAGTGGAAGTTGTCACTT  554 

              ||||||| |||||| || 

Sbjct  2719  CAGTGGAAATTGTCAATT  2702 

 

 

>gi|118766407|gb|AC175048.3| Medicago truncatula chromosome 2 BAC clone mth2-78b8, 

complete  

sequence 

Length=93702 

 

 Score =  190 bits (210),  Expect = 4e-44 

 Identities = 295/415 (71%), Gaps = 16/415 (3%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| ||  |||| ||||||| 

Sbjct  10136  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAAGAATTTTCTA  10193 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| |||||||||||||||||||||||  |||||||||| ||||||  

Sbjct  10194  AGTTAATGCAGGATGAATTTGAAATGAGCATGATGGGAGAATTAAAATTCTTTCTTGGAA  10253 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  10254  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  10310 

 

Query  182    AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

              ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  10311  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  10370 

 

Query  239    -CTACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAG  295 

               || ||| |   | |  |  |||   | | || |    || |||  ||  | ||||| || 

Sbjct  10371  CCTGCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACCAGAAGCTATACAGAG  10427 

 

Query  296    CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTT  355 

                |||||||| || ||| | || || | ||| ||||| ||| ||||  | || ||||| | 

Sbjct  10428  GTATGATTGGTTCTCTGTTATACCTCACTGCATCTAGACCTGATATTTTATTCAGTGTAT  10487 

 

Query  356    TATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAA  410 

                || ||||||||||| |||   ||  | || |||  |||||||| ||||||||| 

Sbjct  10488  GCTTGTGTGCAAGATTTCAATCAGATTCTAGAGAATCTCATTTAATTGCAGTTAA  10542 

 

 

>gi|114213552|gb|AC187464.2| Medicago truncatula chromosome 2 BAC clone mth2-67e19, 

complete  

sequence 

Length=126076 

 

 Score =  190 bits (210),  Expect = 4e-44 

 Identities = 295/415 (71%), Gaps = 16/415 (3%) 

 Strand=Plus/Minus 

 

Query  4     TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

             ||||| |||||||| || |||||| ||||||||| |   |||| ||  |||| ||||||| 

Sbjct  3246  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAAGAATTTTCTA  3189 

 

Query  62    AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

             ||||||||||   ||| |||||||||||||||||||||||  |||||||||| ||||||  

Sbjct  3188  AGTTAATGCAGGATGAATTTGAAATGAGCATGATGGGAGAATTAAAATTCTTTCTTGGAA  3129 

 

Query  122   TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

             | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  3128  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  3072 

 

Query  182   AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

             ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  3071  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  3012 

 

Query  239   -CTACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAG  295 

              || ||| |   | |  |  |||   | | || |    || |||  ||  | ||||| || 

Sbjct  3011  CCTGCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACCAGAAGCTATACAGAG  2955 

 

Query  296   CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTT  355 

               |||||||| || ||| | || || | ||| ||||| ||| ||||  | || ||||| | 

Sbjct  2954  GTATGATTGGTTCTCTGTTATACCTCACTGCATCTAGACCTGATATTTTATTCAGTGTAT  2895 

 

Query  356   TATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAA  410 

               || ||||||||||| |||   ||  | || |||  |||||||| ||||||||| 

Sbjct  2894  GCTTGTGTGCAAGATTTCAATCAGATTCTAGAGAATCTCATTTAATTGCAGTTAA  2840 

 

 

>gi|61675766|gb|AC144341.25| Medicago truncatula clone mth2-22g22, complete 

sequence 

Length=107559 

 

 Score =  188 bits (208),  Expect = 2e-43 

 Identities = 296/416 (71%), Gaps = 17/416 (4%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG--AAGATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| ||  |||| ||||||| 

Sbjct  91302  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAAGAATTTTCTA  91245 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| |||||||||||||||||||||||  | |||||||| ||||||  

Sbjct  91244  AGTTAATGCAGGATGAATTTGAAATGAGCATGATGGGAGAATTGAAATTCTTTCTTGGAA  91185 
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Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||  ||||||| || || |||   | |||   

Sbjct  91184  TTCAAATCAACCAAAGTAAAGAAGGAGTATATGTTCATCAAACAAAATAT---ACAAAGG  91128 

 

Query  182    AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

              ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  91127  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  91068 

 

Query  239    -CTACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAG  295 

               || ||| |   | |  |  |||   | | || |    || |||  ||  | ||||| || 

Sbjct  91067  CCTGCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACCAGAAGCTATACAGAG  91011 

 

Query  296    CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAG-GCCTTATATAATTTTTAGTGTT  354 

                |||||||| || ||| | || || | ||| |||||  ||| ||||  | || |||||  

Sbjct  91010  GTATGATTGGTTCTCTGTTATACCTCACTGCATCTAGAACCTGATATTTTATTCAGTGTA  90951 

 

Query  355    TTATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAA  410 

              |  || ||||||||||| |||   || || || |||  |||||||||||||||||| 

Sbjct  90950  TGCTTGTGTGCAAGATTTCAATCAGATCCTAGAGAATCTCATTTAACTGCAGTTAA  90895 

 

 

>gi|114703676|emb|CU024879.5| M.truncatula DNA sequence from clone MTH2-70F3 on 

chromosome  

3, complete sequence 

Length=66861 

 

 Score =  187 bits (206),  Expect = 5e-43 

 Identities = 294/415 (70%), Gaps = 16/415 (3%) 

 Strand=Plus/Minus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATGAA--GATTTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| || |  || ||||||| 

Sbjct  32354  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAGGAATTTTCTA  32297 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| |||||||||||||||||||||||  |||||||||| ||||||  

Sbjct  32296  AGTTAATGCAGGATGAATTTGAAATGAGCATGATGGGAGAATTAAAATTCTTTCTTGGAG  32237 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||  ||||||| ||||| |||   | |||   

Sbjct  32236  TTCAAATTAATCAAAGCAAAGAAGGAGTATATGTTCATCAAACCAAATAT---ACAAAGG  32180 

 

Query  182    AG---TTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA  238 

              ||    |||||||||||||  ||   |||   |||| |||||| |||   |||||||| | 

Sbjct  32179  AGCTTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTCCAATGCATCCAA  32120 

 

Query  239    CTACACATCTTGGACTGGATGAGGAATC---AATGAAGGTGGACGTGACTCAATACAAAG  295 

              | |  || ||||  |   | ||  |  |   ||  || || ||   ||  | ||||| || 

Sbjct  32119  C-ATGCACCTTGAGC--AAAGAATATACTGGAACTAAAGTAGAATAGAAGCTATACAGAG  32063 

 

Query  296    CAATGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTT  355 

                |||||||| || ||| | || || | | | ||||| ||  ||||  | || ||||| | 

Sbjct  32062  GTATGATTGGTTCTCTGTTATACCTCACTACATCTAGACCAGATATTTTATTCAGTGTAT  32003 

 

Query  356    TATTATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAA  410 

                || ||||||||||| |||   || || || |||  |||||||||||| ||||| 

Sbjct  32002  GCTTGTGTGCAAGATTTCAATCAGATCCTAGAGAATCTCATTTAACTGCTGTTAA  31948 

 

 

>gi|50872513|gb|AC146566.7| Medicago truncatula clone mth2-71p5, complete sequence 

Length=115996 

 

 Score =  185 bits (204),  Expect = 2e-42 

 Identities = 292/412 (70%), Gaps = 10/412 (2%) 

 Strand=Plus/Plus 

 

Query  4      TATGTGGATGATATCATTTTTGGTGCTACTAATGAAATGCTCTATG-AAGAT-TTTTCTA  61 

              ||||| |||||||| || |||||| ||||||||| |   |||| || ||||  ||||||| 

Sbjct  77836  TATGTTGATGATATAATATTTGGTTCTACTAATGCAT--CTCTTTGCAAGAAATTTTCTA  77893 

 

Query  62     AGTTAATGCAAACTGAGTTTGAAATGAGCATGATGGGAGAGCTAAAATTCTTCCTTGGAC  121 

              ||||||||||   ||| |||||||||||||||||||||||  |||||||||| ||||||  

Sbjct  77894  AGTTAATGCAGGATGAATTTGAAATGAGCATGATGGGAGAATTAAAATTCTTTCTTGGAA  77953 

 

Query  122    TGCAAATAAAGCAAACACCCCAAGGCATTTACATTCATCAGACCAAGTATGTGAAAAATT  181 

              | ||||| || ||||      ||||  | ||  ||||||| || || |||   ||| |   

Sbjct  77954  TTCAAATTAATCAAAGCAAAGAAGGAGTATATGTTCATCAAACAAAATATACAAAAGAGC  78013 

 

Query  182    AGTTGAAGAAGTTCAACATAAGTGATGAAAAAGAGATGAAGACTTTTATGCATCCCA-CT  240 

                 |||||||||||||  ||   |||   |||| |||||| ||||  |||||||| | || 

Sbjct  78014  TTCTGAAGAAGTTCAAGCTAGAAGATTGTAAAGTGATGAACACTTCAATGCATCCAACCT  78073 

 

Query  241    ACACATCTTGGACTG--GATGAGGAATCAATGAAGGTGGACGTGACTCAATACAAAGCAA  298 

               ||| |   | |  |  |||   | | || |    || |||  ||  | ||||| ||  | 

Sbjct  78074  GCACCTTAAGCAAAGAAGATACTGGAACAGT---AGTAGACTAGAAGCTATACAGAGGTA  78130 

 

Query  299    TGATTGGATCACTGCTCTATCTTAATGCTTCTAGGCCTTATATAATTTTTAGTGTTTTAT  358 

              ||||||  || ||| | || || | ||| ||||| ||  ||||  | ||  |||| |  | 

Sbjct  78131  TGATTGATTCTCTGTTATACCTCACTGCATCTAGACCAGATATTTTATTCGGTGTATGCT  78190 

 

Query  359    TATGTGCAAGATTCCAAAAGGAACCAAGGGAAGTTCATTTAACTGCAGTTAA  410 

              | ||||||||||| |||   || || || |||  |||||||||||| ||||| 

Sbjct  78191  TGTGTGCAAGATTTCAATCAGATCCTAGAGAATCTCATTTAACTGCTGTTAA  78242 

 

 

 

Lambda     K      H 

   0.634    0.408    0.912  

 

Gapped 

Lambda     K      H 

   0.625    0.410    0.780  

 

Effective search space used: 105679603138230 

 

 

  Database: All GenBank+EMBL+DDBJ+PDB sequences (but no EST, STS, 

GSS,environmental samples or phase 0, 1 or 2 HTGS sequences) 

    Posted date:  Dec 31, 2009  5:42 PM 

  Number of letters in database: 29,778,852,970 

  Number of sequences in database:  10,498,010 

 

 

 

Matrix: blastn matrix 2 -3 

Gap Penalties: Existence: 5, Extension: 2 

 

Appendix 3. BLASTx against NR_2010 database results for the 

insertion site of MON 87705 
 

BLASTX 2.2.21+ 
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Reference: 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. Schäffer, 

Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 

"Gapped BLAST and PSI-BLAST: a new generation of protein database 

search programs", Nucleic Acids Res. 25:3389-3402. 

 

 

Database: All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF 

excluding environmental samples from WGS projects 

           10,272,453 sequences; 3,505,279,183 total letters 

 

Query=  OmniSoy_seq 

Length=3635 

                                                                      Score     E 

Sequences producing significant alignments:                          (Bits)  Value 

 

gi|124359710|gb|ABN06064.1|  RNA-directed DNA polymerase (Reverse...   266    0.0    

gi|208609065|dbj|BAG72154.1|  hypothetical protein [Lotus japonicus]   271    9e-

170 

gi|208609057|dbj|BAG72151.1|  hypothetical protein [Lotus japonicus]   271    9e-

170 

gi|208609055|dbj|BAG72150.1|  hypothetical protein [Lotus japonicus]   271    9e-

170 

gi|208609060|dbj|BAG72152.1|  hypothetical protein [Lotus japonicus]   271    9e-

170 

gi|208609051|dbj|BAG72148.1|  hypothetical protein [Lotus japonic...   271    1e-

169 

gi|208609049|dbj|BAG72147.1|  hypothetical protein [Lotus japonic...   267    6e-

168 

gi|170660047|gb|ACB28472.1|  polyprotein [Ananas comosus]              266    6e-

159 

gi|225465489|ref|XP_002271052.1|  PREDICTED: hypothetical protein...   256    1e-

154 

gi|225426216|ref|XP_002263623.1|  PREDICTED: hypothetical protein...   251    1e-

153 

gi|227438239|gb|ACP30609.1|  disease resistance protein [Brassica...   255    7e-

152 

gi|225443027|ref|XP_002267560.1|  PREDICTED: hypothetical protein...   248    6e-

151 

gi|89887334|gb|ABD78322.1|  polyprotein [Primula vulgaris]             255    3e-

150 

gi|147854459|emb|CAN78588.1|  hypothetical protein [Vitis vinifera]    256    9e-

149 

gi|225455084|ref|XP_002267679.1|  PREDICTED: hypothetical protein...   252    8e-

148 

gi|116309032|emb|CAH66146.1|  OSIGBa0114M03.4 [Oryza sativa (indi...   253    1e-

147 

gi|225443419|ref|XP_002267647.1|  PREDICTED: hypothetical protein...   246    2e-

147 

gi|225463073|ref|XP_002269644.1|  PREDICTED: hypothetical protein...   250    5e-

147 

gi|15451607|gb|AAK98731.1|AC090485_10  Putative retroelement [Ory...   244    3e-

145 

gi|27764548|gb|AAO23078.1|  polyprotein [Glycine max]                  246    6e-

145 

gi|242070717|ref|XP_002450635.1|  hypothetical protein SORBIDRAFT...   251    5e-

144 

gi|242095940|ref|XP_002438460.1|  hypothetical protein SORBIDRAFT...   243    1e-

143 

gi|242065034|ref|XP_002453806.1|  hypothetical protein SORBIDRAFT...   243    2e-

142 

gi|225432842|ref|XP_002279912.1|  PREDICTED: similar to polyprote...   259    7e-

140 

gi|115457692|ref|NP_001052446.1|  Os04g0316700 [Oryza sativa (jap...   250    2e-

139 

gi|32492359|emb|CAE05990.1|  OSJNBa0004L19.22 [Oryza sativa (japo...   250    2e-

139 

gi|115438795|ref|NP_001043677.1|  Os01g0640000 [Oryza sativa (jap...   241    2e-

139 

gi|115481476|ref|NP_001064331.1|  Os10g0317000 [Oryza sativa (jap...   232    1e-

138 

gi|115462807|ref|NP_001055003.1|  Os05g0241900 [Oryza sativa (jap...   253    2e-

138 

gi|115457202|ref|NP_001052201.1|  Os04g0191000 [Oryza sativa (jap...   236    4e-

138 

gi|147772855|emb|CAN73669.1|  hypothetical protein [Vitis vinifera]    247    4e-

138 

gi|115468162|ref|NP_001057680.1|  Os06g0493000 [Oryza sativa (jap...   235    1e-

137 

gi|147852240|emb|CAN80132.1|  hypothetical protein [Vitis vinifera]    252    2e-

136 

gi|147837833|emb|CAN62821.1|  hypothetical protein [Vitis vinifera]    249    3e-

136 

gi|18568267|gb|AAL75999.1|AF466646_7  putative polyprotein [Zea m...   254    1e-

135 

gi|242093834|ref|XP_002437407.1|  hypothetical protein SORBIDRAFT...   246    1e-

135 

gi|38346992|emb|CAD40278.2|  OSJNBb0062H02.17 [Oryza sativa (japo...   248    2e-

135 

gi|242085372|ref|XP_002443111.1|  hypothetical protein SORBIDRAFT...   249    3e-

135 

gi|62733109|gb|AAX95226.1|  retrotransposon protein, putative, un...   243    6e-

135 

gi|108864085|gb|ABA91843.2|  retrotransposon protein, putative, u...   243    6e-

135 

gi|10140673|gb|AAG13508.1|AC068924_13  putative gag-pol polyprote...   231    8e-

135 

gi|115486613|ref|NP_001068450.1|  Os11g0677100 [Oryza sativa (jap...   229    2e-

134 

gi|242085414|ref|XP_002443132.1|  hypothetical protein SORBIDRAFT...   223    2e-

133 

gi|116309424|emb|CAH66499.1|  H0321H01.8 [Oryza sativa (indica cu...   225    6e-

133 

gi|78183243|emb|CAJ00274.1|  hypothetical protein [Lotus japonicus]    232    2e-

132 

gi|77555174|gb|ABA97970.1|  retrotransposon protein, putative, un...   222    3e-

132 

gi|78183241|emb|CAJ00278.1|  hypothetical protein [Lotus japonicus]    232    3e-

132 

gi|115482042|ref|NP_001064614.1|  Os10g0419000 [Oryza sativa (jap...   238    1e-

131 

gi|77554308|gb|ABA97104.1|  retrotransposon protein, putative, un...   236    4e-

131 

gi|147775005|emb|CAN70471.1|  hypothetical protein [Vitis vinifera]    246    7e-

131 

gi|78708062|gb|ABB47037.1|  retrotransposon protein, putative, un...   231    1e-

130 

gi|18958673|gb|AAL82656.1|AC092387_4  retrotransposon protein, pu...   231    1e-

130 

gi|77552522|gb|ABA95319.1|  retrotransposon protein, putative, un...   233    1e-

130 
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gi|78183249|emb|CAJ00277.1|  hypothetical protein [Lotus japonicus]    230    1e-

130 

gi|12322008|gb|AAG51046.1|AC069473_8  gypsy/Ty-3 retroelement pol...   228    2e-

129 

gi|15451608|gb|AAK98732.1|AC090485_11  Putative retroelement [Ory...   231    6e-

129 

gi|108706171|gb|ABF93966.1|  retrotransposon protein, putative, u...   231    6e-

129 

gi|14165316|gb|AAK55448.1|AC069300_3  putative polyprotein [Oryza...   239    1e-

128 

gi|242033109|ref|XP_002463949.1|  hypothetical protein SORBIDRAFT...   193    2e-

128 

gi|18568269|gb|AAL76001.1|AF466646_9  putative gag-pol polyprotei...   227    4e-

128 

gi|90399077|emb|CAJ86299.1|  H0124B04.16 [Oryza sativa (indica cu...   235    5e-

128 

gi|77557165|gb|ABA99961.1|  retrotransposon protein, putative, un...   205    3e-

126 

gi|255677065|dbj|BAF19594.2|  Os06g0493000 [Oryza sativa Japonica...   190    4e-

124 

gi|12322948|gb|AAG51464.1|AC069160_10  gypsy/Ty3 element polyprot...   213    8e-

123 

gi|108707050|gb|ABF94845.1|  retrotransposon protein, putative, u...   210    3e-

121 

gi|77551464|gb|ABA94261.1|  retrotransposon protein, putative, un...   227    1e-

120 

gi|147810501|emb|CAN60890.1|  hypothetical protein [Vitis vinifera]    169    1e-

119 

gi|242085390|ref|XP_002443120.1|  hypothetical protein SORBIDRAFT...   247    2e-

118 

gi|242085388|ref|XP_002443119.1|  hypothetical protein SORBIDRAFT...   244    4e-

118 

gi|115472395|ref|NP_001059796.1|  Os07g0518300 [Oryza sativa (jap...   211    1e-

116 

gi|110289541|gb|AAP54937.2|  retrotransposon protein, putative, u...   216    8e-

116 

gi|18378613|gb|AAL68644.1|AF458768_1  polyprotein [Oryza sativa J...   182    8e-

114 

gi|147774273|emb|CAN76793.1|  hypothetical protein [Vitis vinifera]    414    5e-

113 

gi|18378611|gb|AAL68643.1|AF458767_1  polyprotein [Oryza sativa J...   235    1e-

112 

gi|38346427|emb|CAD40214.2|  OSJNBa0019J05.12 [Oryza sativa (japo...   225    3e-

112 

gi|38605839|emb|CAE02919.3|  OSJNBb0108J11.11 [Oryza sativa (japo...   235    5e-

112 

gi|225443314|ref|XP_002275129.1|  PREDICTED: hypothetical protein...   410    6e-

112 

gi|115470911|ref|NP_001059054.1|  Os07g0184000 [Oryza sativa (jap...   238    7e-

111 

gi|32489310|emb|CAE03706.1|  OSJNBa0060B20.14 [Oryza sativa (japo...   201    1e-

107 

gi|57863925|gb|AAS55774.2|  putative polyprotein [Oryza sativa Ja...   178    1e-

105 

gi|78183245|emb|CAJ00275.1|  hypothetical protein [Lotus japonicus]    232    3e-

105 

gi|6466937|gb|AAF13073.1|AC011621_1  putative retroelement pol po...   256    4e-

105 

gi|147843077|emb|CAN83300.1|  hypothetical protein [Vitis vinifera]    385    2e-

104 

gi|115457464|ref|NP_001052332.1|  Os04g0262800 [Oryza sativa (jap...   174    3e-

103 

gi|32483242|emb|CAE02543.1|  OSJNBb0069N01.1 [Oryza sativa (japon...   184    1e-

102 

gi|253761750|ref|XP_002489250.1|  hypothetical protein SORBIDRAFT...   236    2e-

102 

gi|115474951|ref|NP_001061072.1|  Os08g0164800 [Oryza sativa (jap...   251    2e-

101 

gi|22296822|gb|AAM94350.1|  gag-pol polyprotein [Zea mays]             187    1e-

100 

gi|13992688|gb|AAK51582.1|AC022352_18  Putative retroelement [Ory...   187    5e-

100 

gi|108864644|gb|ABA95339.2|  retrotransposon protein, putative, u...   229    8e-

100 

gi|147816473|emb|CAN64046.1|  hypothetical protein [Vitis vinifera]    236    3e-99  

gi|15340827|gb|AAK94516.1|  gag-pol polyprotein [Hordeum vulgare]      186    7e-99  

gi|115392332|gb|ABI96971.1|  putative gag-pol polyprotein [Tritic...   185    7e-99  

gi|15340828|gb|AAK94517.1|  gag-pol polyprotein [Hordeum vulgare]      186    1e-98  

gi|15187182|gb|AAK91332.1|AC090441_14  Putative gag-pol polyprote...   183    3e-98  

gi|34015213|gb|AAQ56407.1|  putative gag-pol polyprotein [Oryza s...   182    4e-98  

gi|8778340|gb|AAF79348.1|AC007887_7  F15O4.13 [Arabidopsis thaliana]   190    6e-98  

gi|34015141|gb|AAQ56338.1|  putative gag-pol polyprotein [Oryza s...   183    1e-97  

gi|34015193|gb|AAQ56388.1|  putative gag-pol polyprotein [Oryza s...   181    1e-97  

gi|62733754|gb|AAX95863.1|  retrotransposon protein, putative, un...   213    5e-97  

 

 

>gi|124359710|gb|ABN06064.1| RNA-directed DNA polymerase (Reverse transcriptase); 

Chromo;  

Zinc finger, CCHC-type; Peptidase aspartic, active site; Polynucleotidyl  

transferase, Ribonuclease H fold [Medicago truncatula] 

Length=1297 

 

 Score =  266 bits (680),  Expect(3) = 0.0 

 Identities = 138/239 (57%), Positives = 169/239 (70%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  P GLPP R+ +H I +K G    NVRPYRYPH  KNEI+  V EML  GIIR S SS 

Sbjct  358   FQEPTGLPPKRKKEHVITLKEGEGAVNVRPYRYPHHHKNEIEKQVREMLQAGIIRHSTSS  417 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPVILVK KD S R+C+DY+AL+KATVPDKF IPV++ELLDEL+G   +SK+DLK+ Y 

Sbjct  418   FSSPVILVKEKDNSWRMCIDYRALNKATVPDKFPIPVIEELLDELHGARFYSKLDLKSGY  477 

 

Query  2058  HQIR-----MHKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQ+R     +HK  FRTH+ HYE  VMPFGL N P+TFQ  MN   +  LR++V+VFFDD 

Sbjct  478   HQVRVKEEDIHKTAFRTHEDHYEYLVMPFGLMNAPSTFQSLMNDVFRLLLRKFVLVFFDD  537 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             ILVYS+ W+ H++H+  VL  +  H    N  KKKC FGQ     LGH+ISKEGV + P 

Sbjct  538   ILVYSQDWKTHMEHVEEVLRIMQTHGLVAN--KKKCYFGQETVEYLGHLISKEGVAVDP  594 

 

 

 Score =  264 bits (675),  Expect(3) = 0.0 

 Identities = 133/255 (52%), Positives = 182/255 (71%), Gaps = 3/255 (1%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKEL-QGISRPFWKDITKINEEVQKD  3056 

             QQ W AKLLGY+F+I+YK G  NK  DALSR  ED EL QGI+   WKD   + EE+ +D 

Sbjct  761   QQNWAAKLLGYDFEIIYKPGKLNKGADALSRVREDGELCQGITSVQWKDEKLLREELSRD  820 

 

Query  3057  PALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGI  3236 

               L KI  +L+ +  S P Y L+  +L + GRLV+ + S+ IP LL EF ++  GGHSG  

Sbjct  821   SQLQKIIGDLQRDASSRPGYMLKQGVLLYEGRLVVSSKSVMIPTLLAEFHSTPQGGHSGF  880 
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Query  3237  YITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMN  3416 

             Y TYRR+  ++YW+ +K  + ++V +C   QR KY ASSP GLLQPLP+P+ IWE++SM+ 

Sbjct  881   YRTYRRLAANVYWVGMKNTVQEYVRSCDTCQRQKYLASSPGGLLQPLPVPDRIWEDLSMD  940 

 

Query  3417  FIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVSD  3590 

             FI+G+ KSKG++ +LV VD+LSKY +FI++KHPY A+ I DV  +E++ L  +P+SIVSD 

Sbjct  941   FIMGLPKSKGYEAVLVVVDRLSKYSHFILLKHPYTAKVIADVFIREVVRLHGIPLSIVSD  1000 

 

Query  3591  SDLIFMSHFLQELFK  3635 

              D IFMS+F +ELFK 

Sbjct  1001  RDPIFMSNFWKELFK  1015 

 

 

 Score =  179 bits (455),  Expect(3) = 0.0 

 Identities = 89/156 (57%), Positives = 114/156 (73%), Gaps = 0/156 (0%) 

 Frame = +2 

 

Query  2408  WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQLQQAI  2587 

             WP+PK  K +RGFL LT YY++ I +YGKIA+PL +L K   F WNE +  A  QL++ + 

Sbjct  603   WPIPKNVKGVRGFLGLTDYYRKFIKDYGKIAKPLTELTKKDAFMWNEKTQDAFDQLKRRL  662 

 

Query  2588  TTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEKESMA  2767 

             TT P L++ DF+K+F IECDASG GIG +L QDRK +AY++KAL    L+KS YEKE MA 

Sbjct  663   TTSPVLALPDFNKEFVIECDASGGGIGAILMQDRKPVAYYSKALGVRNLTKSAYEKELMA  722 

 

Query  2768  LVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             +VLAIQHWRPYL   +F +  DQKSL+ LL QR+ T 

Sbjct  723   VVLAIQHWRPYLLGRRFVVSTDQKSLKQLLQQRVVT  758 

 

 

 Score = 51.6 bits (122),  Expect(3) = 7e-21 

 Identities = 28/85 (32%), Positives = 48/85 (56%), Gaps = 2/85 (2%) 

 Frame = +3 

 

Query  1098  GDGLLADGFVSLFRRWANPASSMKLR*EL*GQEVIILIDNRASHNFISNKLVHKLGLSID  1277 

             GDG +    +  F    +   S+KL   +    V++L+D+ A+HNFIS +LVHK+  ++  

Sbjct  159   GDGEMC--MMEFFHLGHSRPQSIKLMGVIKEVPVVVLVDSGATHNFISQQLVHKMNWAVV  216 

 

Query  1278  PTKPYYMRLGDSNRKSTQGCCKNLK  1352 

              T    ++LGD +   T+G C+ L+ 

Sbjct  217   DTPCMSIKLGDGSYSKTKGTCEGLE  241 

 

 

 Score = 50.4 bits (119),  Expect(3) = 7e-21 

 Identities = 29/110 (26%), Positives = 53/110 (48%), Gaps = 1/110 (0%) 

 Frame = +1 

 

Query  736   QGSNEAIS*VGEFSGTNNAQTPTGGTQNLQGESRMSSTSSISKPRFSRP*NKGSQTILYV  915 

             QGSN   S        N      GG++      +    +   K + S P ++    + Y  

Sbjct  44    QGSNRGNSTDWVMVKGNKEHGSAGGSKGTGFGPKGEKQAQYDKKK-SGPRDRSFTHLSYN  102 

 

Query  916   EYVK*RDSGCCYHCGLAFGPRHRCPEKNMRVVILAKDE*INEDGEIIGLK  1065 

             E ++ +  G C+ CG  F P H+CP+K +RV++L +DE    +G+++ ++ 

Sbjct  103   ELMERKQKGLCFKCGGPFHPMHQCPDKQLRVLVLEEDEEGEPEGKLLAVE  152 

 

 

 Score = 46.6 bits (109),  Expect(3) = 7e-21 

 Identities = 20/43 (46%), Positives = 30/43 (69%), Gaps = 0/43 (0%) 

 Frame = +2 

 

Query  1391  LFKLGGVDLIIGVA*LETLGEIKVNWRTLSMSFVHQDQNMVIK  1519 

             LF LGGVD+++G+  L TLG++ VNW   +MSF H  + + +K 

Sbjct  255   LFDLGGVDMVLGIEWLRTLGDMIVNWNKQTMSFWHNKKWVTVK  297 

 

 

>gi|208609065|dbj|BAG72154.1| hypothetical protein [Lotus japonicus] 

Length=1558 

 

 Score =  271 bits (694),  Expect(3) = 9e-170 

 Identities = 141/239 (58%), Positives = 171/239 (71%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  PKGLPP R  DH I ++ GA   N+RPYRYP  QKNEI+ LV EML  GIIR S S  

Sbjct  601   FQEPKGLPPRRTTDHAIQLQEGASIPNIRPYRYPFYQKNEIEKLVKEMLNSGIIRHSTSP  660 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSP ILVK+KDG  R C+DY+AL+KAT+PDKF IP++ ELLDE+   + FSK+DLK+ Y 

Sbjct  661   FSSPAILVKKKDGGWRFCVDYRALNKATIPDKFPIPIIDELLDEIGAAVVFSKLDLKSGY  720 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIRM      K  FRTH+GHYE  V+PFGLTN P+TFQ  MN  L+P+LR++V+VFFDD 

Sbjct  721   HQIRMKEEDIPKTAFRTHEGHYEYLVLPFGLTNAPSTFQALMNQVLRPYLRKFVLVFFDD  780 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YSK+ E H DHL  VL  L E+    N  +KKCSFGQ +   LGHVIS+ GV   P 

Sbjct  781   ILIYSKNEELHKDHLRIVLQVLKENNLVAN--QKKCSFGQPEIIYLGHVISQAGVAADP  837 

 

 

 Score =  207 bits (526),  Expect(3) = 9e-170 

 Identities = 110/254 (43%), Positives = 159/254 (62%), Gaps = 5/254 (1%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKDP  3059 

             QQ W++KL+GY+F+I YK G  NK  DALSR+ +   +  +    W D+     E+ +D  

Sbjct  1004  QQKWMSKLMGYDFEIKYKPGIENKAADALSRKLQFSAISSVQCAEWADL---EAEILEDE  1060 

 

Query  3060  ALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIY  3239 

                K+ +EL    +S   Y L+   L ++ R+VL   S  I  +L+EF  + +GGH+GI+ 

Sbjct  1061  RYRKVLQELATQGNSAVGYQLKRGRLLYKDRIVLPKGSTKILTVLKEFHDTALGGHAGIF  1120 

 

Query  3240  ITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNF  3419 

              TY+RI+   YW  +K +I  +V  C V QR+KY+A +PAG LQPLPIP+  W +ISM+F 

Sbjct  1121  RTYKRISALFYWEGMKLDIQNYVQKCEVCQRNKYEALNPAGFLQPLPIPSQGWTDISMDF  1180 

 

Query  3420  IVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVSDS  3593 

             I G+ K+ G D ILV VD+ +KY +FI + HPY A+ I +V  KE++ L   P SIVSD  

Sbjct  1181  IGGLPKAMGKDTILVVVDRFTKYAHFIALSHPYNAKEIAEVFIKEVVRLHGFPTSIVSDR  1240 

 

Query  3594  DLIFMSHFLQELFK  3635 

             D +F+S F  E+FK 

Sbjct  1241  DRVFLSTFWSEMFK  1254 

 

 

 Score =  169 bits (427),  Expect(3) = 9e-170 

 Identities = 82/157 (52%), Positives = 113/157 (71%), Gaps = 0/157 (0%) 

 Frame = +2 

 

Query  2399  IL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQLQ  2578 

             +L WP+PK  K LRGFL LTGYY+R + NY K+A+PL  LLK  +F+W E + +A ++L+ 

Sbjct  843   MLDWPIPKEVKGLRGFLGLTGYYRRFVKNYSKLAQPLNQLLKKNSFQWTEGATQAFVKLK  902 

 

Query  2579  QAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEKE  2758 
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             + +TT+P L   +F K F +E DASGKG+G VL Q+ + +AY +K L D   +KS+YE+E 

Sbjct  903   EVMTTVPVLVPPNFDKPFILETDASGKGLGAVLMQEGRPVAYMSKTLSDRAQAKSVYERE  962 

 

Query  2759  SMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRI  2869 

              MA+VLA+Q WR YL   KF I+ DQ+SLR+L DQRI 

Sbjct  963   LMAVVLAVQKWRHYLLGSKFVIHTDQRSLRFLADQRI  999 

 

 

>gi|208609057|dbj|BAG72151.1| hypothetical protein [Lotus japonicus] 

Length=1558 

 

 Score =  271 bits (694),  Expect(3) = 9e-170 

 Identities = 141/239 (58%), Positives = 171/239 (71%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  PKGLPP R  DH I ++ GA   N+RPYRYP  QKNEI+ LV EML  GIIR S S  

Sbjct  601   FQEPKGLPPRRTTDHAIQLQEGASIPNIRPYRYPFYQKNEIEKLVKEMLNSGIIRHSTSP  660 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSP ILVK+KDG  R C+DY+AL+KAT+PDKF IP++ ELLDE+   + FSK+DLK+ Y 

Sbjct  661   FSSPAILVKKKDGGWRFCVDYRALNKATIPDKFPIPIIDELLDEIGAAVVFSKLDLKSGY  720 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIRM      K  FRTH+GHYE  V+PFGLTN P+TFQ  MN  L+P+LR++V+VFFDD 

Sbjct  721   HQIRMKEEDIPKTAFRTHEGHYEYLVLPFGLTNAPSTFQALMNQVLRPYLRKFVLVFFDD  780 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YSK+ E H DHL  VL  L E+    N  +KKCSFGQ +   LGHVIS+ GV   P 

Sbjct  781   ILIYSKNEELHKDHLRIVLQVLKENNLVAN--QKKCSFGQPEIIYLGHVISQAGVAADP  837 

 

 

 Score =  207 bits (526),  Expect(3) = 9e-170 

 Identities = 110/254 (43%), Positives = 159/254 (62%), Gaps = 5/254 (1%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKDP  3059 

             QQ W++KL+GY+F+I YK G  NK  DALSR+ +   +  +    W D+     E+ +D  

Sbjct  1004  QQKWMSKLMGYDFEIKYKPGIENKAADALSRKLQFSAISSVQCAEWADL---EAEILEDE  1060 

 

Query  3060  ALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIY  3239 

                K+ +EL    +S   Y L+   L ++ R+VL   S  I  +L+EF  + +GGH+GI+ 

Sbjct  1061  RYRKVLQELATQGNSAVGYQLKRGRLLYKDRIVLPKGSTKILTVLKEFHDTALGGHAGIF  1120 

 

Query  3240  ITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNF  3419 

              TY+RI+   YW  +K +I  +V  C V QR+KY+A +PAG LQPLPIP+  W +ISM+F 

Sbjct  1121  RTYKRISALFYWEGMKLDIQNYVQKCEVCQRNKYEALNPAGFLQPLPIPSQGWTDISMDF  1180 

 

Query  3420  IVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVSDS  3593 

             I G+ K+ G D ILV VD+ +KY +FI + HPY A+ I +V  KE++ L   P SIVSD  

Sbjct  1181  IGGLPKTMGKDTILVVVDRFTKYAHFIALSHPYNAKEIAEVFIKEVVRLHGFPTSIVSDR  1240 

 

Query  3594  DLIFMSHFLQELFK  3635 

             D +F+S F  E+FK 

Sbjct  1241  DRVFLSTFWSEMFK  1254 

 

 

 Score =  169 bits (427),  Expect(3) = 9e-170 

 Identities = 82/157 (52%), Positives = 113/157 (71%), Gaps = 0/157 (0%) 

 Frame = +2 

 

Query  2399  IL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQLQ  2578 

             +L WP+PK  K LRGFL LTGYY+R + NY K+A+PL  LLK  +F+W E + +A ++L+ 

Sbjct  843   MLDWPIPKEVKGLRGFLGLTGYYRRFVKNYSKLAQPLNQLLKKNSFQWTEGATQAFVKLK  902 

 

Query  2579  QAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEKE  2758 

             + +TT+P L   +F K F +E DASGKG+G VL Q+ + +AY +K L D   +KS+YE+E 

Sbjct  903   EVMTTVPVLVPPNFDKPFILETDASGKGLGAVLMQEGRPVAYMSKTLSDRAQAKSVYERE  962 

 

Query  2759  SMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRI  2869 

              MA+VLA+Q WR YL   KF I+ DQ+SLR+L DQRI 

Sbjct  963   LMAVVLAVQKWRHYLLGSKFVIHTDQRSLRFLADQRI  999 

 

 

>gi|208609055|dbj|BAG72150.1| hypothetical protein [Lotus japonicus] 

Length=1558 

 

 Score =  271 bits (694),  Expect(3) = 9e-170 

 Identities = 141/239 (58%), Positives = 171/239 (71%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  PKGLPP R  DH I ++ GA   N+RPYRYP  QKNEI+ LV EML  GIIR S S  

Sbjct  601   FQEPKGLPPRRTTDHAIQLQEGASIPNIRPYRYPFYQKNEIEKLVKEMLNSGIIRHSTSP  660 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSP ILVK+KDG  R C+DY+AL+KAT+PDKF IP++ ELLDE+   + FSK+DLK+ Y 

Sbjct  661   FSSPAILVKKKDGGWRFCVDYRALNKATIPDKFPIPIIDELLDEIGAAVVFSKLDLKSGY  720 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIRM      K  FRTH+GHYE  V+PFGLTN P+TFQ  MN  L+P+LR++V+VFFDD 

Sbjct  721   HQIRMKEEDIPKTAFRTHEGHYEYLVLPFGLTNAPSTFQALMNQVLRPYLRKFVLVFFDD  780 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YSK+ E H DHL  VL  L E+    N  +KKCSFGQ +   LGHVIS+ GV   P 

Sbjct  781   ILIYSKNEELHKDHLRIVLQVLKENNLVAN--QKKCSFGQPEIIYLGHVISQAGVAADP  837 

 

 

 Score =  207 bits (526),  Expect(3) = 9e-170 

 Identities = 110/254 (43%), Positives = 159/254 (62%), Gaps = 5/254 (1%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKDP  3059 

             QQ W++KL+GY+F+I YK G  NK  DALSR+ +   +  +    W D+     E+ +D  

Sbjct  1004  QQKWMSKLMGYDFEIKYKPGIENKAADALSRKLQFSAISSVQCAEWADL---EAEILEDE  1060 

 

Query  3060  ALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIY  3239 

                K+ +EL    +S   Y L+   L ++ R+VL   S  I  +L+EF  + +GGH+GI+ 

Sbjct  1061  RYRKVLQELATQGNSAVGYQLKRGRLLYKDRIVLPKGSTKILTVLKEFHDTALGGHAGIF  1120 

 

Query  3240  ITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNF  3419 

              TY+RI+   YW  +K +I  +V  C V QR+KY+A +PAG LQPLPIP+  W +ISM+F 

Sbjct  1121  RTYKRISALFYWEGMKLDIQNYVQKCEVCQRNKYEALNPAGFLQPLPIPSQGWTDISMDF  1180 

 

Query  3420  IVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVSDS  3593 

             I G+ K+ G D ILV VD+ +KY +FI + HPY A+ I +V  KE++ L   P SIVSD  

Sbjct  1181  IGGLPKAMGKDTILVVVDRFTKYAHFIALSHPYNAKEIAEVFIKEVVRLHGFPTSIVSDR  1240 

 

Query  3594  DLIFMSHFLQELFK  3635 

             D +F+S F  E+FK 

Sbjct  1241  DRVFLSTFWSEMFK  1254 

 

 

 Score =  169 bits (427),  Expect(3) = 9e-170 
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 Identities = 82/157 (52%), Positives = 113/157 (71%), Gaps = 0/157 (0%) 

 Frame = +2 

 

Query  2399  IL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQLQ  2578 

             +L WP+PK  K LRGFL LTGYY+R + NY K+A+PL  LLK  +F+W E + +A ++L+ 

Sbjct  843   MLDWPIPKEVKGLRGFLGLTGYYRRFVKNYSKLAQPLNQLLKKNSFQWTEGATQAFVKLK  902 

 

Query  2579  QAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEKE  2758 

             + +TT+P L   +F K F +E DASGKG+G VL Q+ + +AY +K L D   +KS+YE+E 

Sbjct  903   EVMTTVPVLVPPNFDKPFILETDASGKGLGAVLMQEGRPVAYMSKTLSDRAQAKSVYERE  962 

 

Query  2759  SMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRI  2869 

              MA+VLA+Q WR YL   KF I+ DQ+SLR+L DQRI 

Sbjct  963   LMAVVLAVQKWRHYLLGSKFVIHTDQRSLRFLADQRI  999 

 

 

>gi|208609060|dbj|BAG72152.1| hypothetical protein [Lotus japonicus] 

Length=1369 

 

 Score =  271 bits (694),  Expect(3) = 9e-170 

 Identities = 141/239 (58%), Positives = 171/239 (71%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  PKGLPP R  DH I ++ GA   N+RPYRYP  QKNEI+ LV EML  GIIR S S  

Sbjct  412   FQEPKGLPPRRTTDHAIQLQEGASIPNIRPYRYPFYQKNEIEKLVKEMLNSGIIRHSTSP  471 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSP ILVK+KDG  R C+DY+AL+KAT+PDKF IP++ ELLDE+   + FSK+DLK+ Y 

Sbjct  472   FSSPAILVKKKDGGWRFCVDYRALNKATIPDKFPIPIIDELLDEIGAAVVFSKLDLKSGY  531 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIRM      K  FRTH+GHYE  V+PFGLTN P+TFQ  MN  L+P+LR++V+VFFDD 

Sbjct  532   HQIRMKEEDIPKTAFRTHEGHYEYLVLPFGLTNAPSTFQALMNQVLRPYLRKFVLVFFDD  591 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YSK+ E H DHL  VL  L E+    N  +KKCSFGQ +   LGHVIS+ GV   P 

Sbjct  592   ILIYSKNEELHKDHLRIVLQVLKENNLVAN--QKKCSFGQPEIIYLGHVISQAGVAADP  648 

 

 

 Score =  207 bits (526),  Expect(3) = 9e-170 

 Identities = 110/254 (43%), Positives = 159/254 (62%), Gaps = 5/254 (1%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKDP  3059 

             QQ W++KL+GY+F+I YK G  NK  DALSR+ +   +  +    W D+     E+ +D  

Sbjct  815   QQKWMSKLMGYDFEIKYKPGIENKAADALSRKLQFSAISSVQCAEWADL---EAEILEDE  871 

 

Query  3060  ALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIY  3239 

                K+ +EL    +S   Y L+   L ++ R+VL   S  I  +L+EF  + +GGH+GI+ 

Sbjct  872   RYRKVLQELATQGNSAVGYQLKRGRLLYKDRIVLPKGSTKILTVLKEFHDTALGGHAGIF  931 

 

Query  3240  ITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNF  3419 

              TY+RI+   YW  +K +I  +V  C V QR+KY+A +PAG LQPLPIP+  W +ISM+F 

Sbjct  932   RTYKRISALFYWEGMKLDIQNYVQKCEVCQRNKYEALNPAGFLQPLPIPSQGWTDISMDF  991 

 

Query  3420  IVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVSDS  3593 

             I G+ K+ G D ILV VD+ +KY +FI + HPY A+ I +V  KE++ L   P SIVSD  

Sbjct  992   IGGLPKAMGKDTILVVVDRFTKYAHFIALSHPYNAKEIAEVFIKEVVRLHGFPTSIVSDR  1051 

 

Query  3594  DLIFMSHFLQELFK  3635 

             D +F+S F  E+FK 

Sbjct  1052  DRVFLSTFWSEMFK  1065 

 

 

 Score =  169 bits (427),  Expect(3) = 9e-170 

 Identities = 82/157 (52%), Positives = 113/157 (71%), Gaps = 0/157 (0%) 

 Frame = +2 

 

Query  2399  IL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQLQ  2578 

             +L WP+PK  K LRGFL LTGYY+R + NY K+A+PL  LLK  +F+W E + +A ++L+ 

Sbjct  654   MLDWPIPKEVKGLRGFLGLTGYYRRFVKNYSKLAQPLNQLLKKNSFQWTEGATQAFVKLK  713 

 

Query  2579  QAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEKE  2758 

             + +TT+P L   +F K F +E DASGKG+G VL Q+ + +AY +K L D   +KS+YE+E 

Sbjct  714   EVMTTVPVLVPPNFDKPFILETDASGKGLGAVLMQEGRPVAYMSKTLSDRAQAKSVYERE  773 

 

Query  2759  SMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRI  2869 

              MA+VLA+Q WR YL   KF I+ DQ+SLR+L DQRI 

Sbjct  774   LMAVVLAVQKWRHYLLGSKFVIHTDQRSLRFLADQRI  810 

 

 

>gi|208609051|dbj|BAG72148.1| hypothetical protein [Lotus japonicus] 

 gi|208609062|dbj|BAG72153.1| hypothetical protein [Lotus japonicus] 

Length=1558 

 

 Score =  271 bits (694),  Expect(3) = 1e-169 

 Identities = 141/239 (58%), Positives = 171/239 (71%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  PKGLPP R  DH I ++ GA   N+RPYRYP  QKNEI+ LV EML  GIIR S S  

Sbjct  601   FQEPKGLPPRRTTDHAIQLQEGASIPNIRPYRYPFYQKNEIEKLVKEMLNSGIIRHSTSP  660 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSP ILVK+KDG  R C+DY+AL+KAT+PDKF IP++ ELLDE+   + FSK+DLK+ Y 

Sbjct  661   FSSPAILVKKKDGGWRFCVDYRALNKATIPDKFPIPIIDELLDEIGAAVVFSKLDLKSGY  720 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIRM      K  FRTH+GHYE  V+PFGLTN P+TFQ  MN  L+P+LR++V+VFFDD 

Sbjct  721   HQIRMKEEDIPKTAFRTHEGHYEYLVLPFGLTNAPSTFQALMNQVLRPYLRKFVLVFFDD  780 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YSK+ E H DHL  VL  L E+    N  +KKCSFGQ +   LGHVIS+ GV   P 

Sbjct  781   ILIYSKNEELHKDHLRIVLQVLKENNLVAN--QKKCSFGQPEIIYLGHVISQAGVAADP  837 

 

 

 Score =  206 bits (525),  Expect(3) = 1e-169 

 Identities = 110/254 (43%), Positives = 159/254 (62%), Gaps = 5/254 (1%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKDP  3059 

             QQ W++KL+GY+F+I YK G  NK  DALSR+ +   +  +    W D+     E+ +D  

Sbjct  1004  QQKWMSKLMGYDFEIKYKPGIENKAADALSRKLQFSAISSVQCAEWADL---EAEILEDE  1060 

 

Query  3060  ALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIY  3239 

                K+ +EL    +S   Y L+   L ++ R+VL   S  I  +L+EF  + +GGH+GI+ 

Sbjct  1061  RYRKVLQELATQGNSAVGYQLKRGRLLYKDRIVLPKGSTKILTVLKEFHDTAIGGHAGIF  1120 

 

Query  3240  ITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNF  3419 

              TY+RI+   YW  +K +I  +V  C V QR+KY+A +PAG LQPLPIP+  W +ISM+F 

Sbjct  1121  RTYKRISALFYWEGMKLDIQNYVQKCEVCQRNKYEALNPAGFLQPLPIPSQGWTDISMDF  1180 

 

Query  3420  IVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVSDS  3593 
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             I G+ K+ G D ILV VD+ +KY +FI + HPY A+ I +V  KE++ L   P SIVSD  

Sbjct  1181  IGGLPKAMGKDTILVVVDRFTKYAHFIALSHPYNAKEIAEVFIKEVVRLHGFPTSIVSDR  1240 

 

Query  3594  DLIFMSHFLQELFK  3635 

             D +F+S F  E+FK 

Sbjct  1241  DRVFLSTFWSEMFK  1254 

 

 

 Score =  169 bits (427),  Expect(3) = 1e-169 

 Identities = 82/157 (52%), Positives = 113/157 (71%), Gaps = 0/157 (0%) 

 Frame = +2 

 

Query  2399  IL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQLQ  2578 

             +L WP+PK  K LRGFL LTGYY+R + NY K+A+PL  LLK  +F+W E + +A ++L+ 

Sbjct  843   MLDWPIPKEVKGLRGFLGLTGYYRRFVKNYSKLAQPLNQLLKKNSFQWTEGATQAFVKLK  902 

 

Query  2579  QAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEKE  2758 

             + +TT+P L   +F K F +E DASGKG+G VL Q+ + +AY +K L D   +KS+YE+E 

Sbjct  903   EVMTTVPVLVPPNFDKPFILETDASGKGLGAVLMQEGRPVAYMSKTLSDRAQAKSVYERE  962 

 

Query  2759  SMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRI  2869 

              MA+VLA+Q WR YL   KF I+ DQ+SLR+L DQRI 

Sbjct  963   LMAVVLAVQKWRHYLLGSKFVIHTDQRSLRFLADQRI  999 

 

 

>gi|208609049|dbj|BAG72147.1| hypothetical protein [Lotus japonicus] 

 gi|208609053|dbj|BAG72149.1| hypothetical protein [Lotus japonicus] 

Length=1520 

 

 Score =  267 bits (683),  Expect(3) = 6e-168 

 Identities = 139/239 (58%), Positives = 170/239 (71%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  PKGLPP R  DH I ++ GA   N+RPYRYP  QKNEI+ LV EML  GIIR S S  

Sbjct  563   FQEPKGLPPRRTTDHAIQLQEGASIPNIRPYRYPFYQKNEIEKLVKEMLNSGIIRHSTSP  622 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSP ILVK+KDG  R C+DY+A++KAT+PDKF IP++ ELLDE+   + FSK+DLK+ Y 

Sbjct  623   FSSPAILVKKKDGGWRFCVDYRAINKATIPDKFPIPIIDELLDEIGAAVVFSKLDLKSGY  682 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIRM      K  FRTH+GHYE  V+PFGLTN P+TFQ  MN  L+P+LR++V+VFF D 

Sbjct  683   HQIRMKEEDIPKTAFRTHEGHYEYLVLPFGLTNAPSTFQALMNQVLRPYLRKFVLVFFYD  742 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YSK+ E H DHL  VL  L E+    N  +KKCSFGQ +   LGHVIS+ GV   P 

Sbjct  743   ILIYSKNEELHKDHLRIVLQVLKENNLVAN--QKKCSFGQPEIIYLGHVISQAGVAADP  799 

 

 

 Score =  205 bits (522),  Expect(3) = 6e-168 

 Identities = 110/254 (43%), Positives = 158/254 (62%), Gaps = 5/254 (1%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKDP  3059 

             QQ W++KL+GY+F+I YK G  NK  DALSR+ +   +  +    W D+     E+  D  

Sbjct  966   QQKWMSKLMGYDFEIKYKPGIENKAADALSRKLQFSAISSVQCAEWADL---EAEILGDE  1022 

 

Query  3060  ALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIY  3239 

                K+ +EL    +S   Y L+   L ++ R+VL   S  I  +L+EF  + +GGH+GI+ 

Sbjct  1023  RYRKVLQELATQGNSAIGYQLKRGRLLYKDRIVLPKGSTKILTVLKEFHDTALGGHAGIF  1082 

 

Query  3240  ITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNF  3419 

              TY+RI+   YW  +K +I  +V  C V QR+KY+A +PAG LQPLPIP+  W +ISM+F 

Sbjct  1083  RTYKRISALFYWEGMKLDIQNYVQKCEVCQRNKYEALNPAGFLQPLPIPSQGWTDISMDF  1142 

 

Query  3420  IVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVSDS  3593 

             I G+ K+ G D ILV VD+ +KY +FI + HPY A+ I +V  KE++ L   P SIVSD  

Sbjct  1143  IGGLPKAMGKDTILVVVDRFTKYAHFIALSHPYNAKEIAEVFIKEVVKLHGFPTSIVSDR  1202 

 

Query  3594  DLIFMSHFLQELFK  3635 

             D +F+S F  E+FK 

Sbjct  1203  DRVFLSTFWSEMFK  1216 

 

 

 Score =  168 bits (426),  Expect(3) = 6e-168 

 Identities = 81/157 (51%), Positives = 114/157 (72%), Gaps = 0/157 (0%) 

 Frame = +2 

 

Query  2399  IL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQLQ  2578 

             +L WP+PK  K LRGFL LTGYY+R + NY K+A+PL  LLK  +F+W E++ +A ++L+ 

Sbjct  805   MLDWPIPKEVKGLRGFLGLTGYYRRFVKNYSKLAQPLNQLLKKNSFQWTEEATQAFVKLK  864 

 

Query  2579  QAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEKE  2758 

             + +TT+P L   +F K F +E DASGKG+G VL Q+ + +AY +K L D   +KS+YE+E 

Sbjct  865   EVMTTVPVLVPPNFDKPFILETDASGKGLGAVLMQEGRPVAYMSKTLSDRAQAKSVYERE  924 

 

Query  2759  SMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRI  2869 

              MA+VLA+Q WR YL   +F I+ DQ+SLR+L DQRI 

Sbjct  925   LMAVVLAVQKWRHYLLGSQFVIHTDQRSLRFLADQRI  961 

 

 

>gi|170660047|gb|ACB28472.1| polyprotein [Ananas comosus] 

Length=953 

 

 Score =  266 bits (681),  Expect(3) = 6e-159 

 Identities = 140/237 (59%), Positives = 169/237 (71%), Gaps = 7/237 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  P+GLPP R  DHKI +K G  P NVRPYRYP  QK EI+ LV EML  G+I  SNS  

Sbjct  205   FEEPQGLPPVRLHDHKIPLKEGTNPINVRPYRYPAYQKTEIEKLVQEMLSQGVITPSNSP  264 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             YSSPV+LVK+KDGS RLC+DY++L+ +T+ DKF IP++ ELLDEL+G   FS++DL++ Y 

Sbjct  265   YSSPVVLVKKKDGSWRLCIDYRSLNDSTIKDKFPIPLVDELLDELSGAKLFSELDLRSGY  324 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIRMH     K  FRTH+GHYE  VMPFGLTN P+TFQ  MN   KP+LRR+++VFFDD 

Sbjct  325   HQIRMHADDISKTAFRTHEGHYEFLVMPFGLTNAPSTFQGLMNHIFKPYLRRFILVFFDD  384 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLM  2393 

             ILVYSK  E HL HL      L +H  F  V +KKC F  ++   LGHVIS EGV M 

Sbjct  385   ILVYSKGVEEHLCHLRTTFQVLRQHSLF--VRRKKCIFAAVQLEYLGHVISHEGVSM  439 

 

 

 Score =  198 bits (503),  Expect(3) = 6e-159 

 Identities = 110/255 (43%), Positives = 159/255 (62%), Gaps = 5/255 (1%) 

 Frame = +3 

 

Query  2877  NQQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKD  3056 

             +QQ WVAKL+GY+++++YK G  N V DALSR      L  +S      + +I      D 

Sbjct  607   SQQKWVAKLMGYDYELIYKKGQENVVADALSR---SPTLLAVSAIHTDLLDQIKWSWNVD  663 
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Query  3057  PALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGI  3236 

               L KI ++ + +++S P+YT   D L  +G+LV+ +      +L+  F  S +GGHSG+ 

Sbjct  664   DKLKKIIQQKQSDINSWPRYTWVQDQLRRKGKLVVGSDPGLKLQLIHNFHASSIGGHSGM  723 

 

Query  3237  YITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMN  3416 

               T R++    YW  ++ ++ +FV  C V Q++KY+ ++PAGLLQPLPIP  IW EISM+ 

Sbjct  724   EATTRKLKGQFYWKGLRRDVEQFVRECSVCQQNKYETTAPAGLLQPLPIPEGIWTEISMD  783 

 

Query  3417  FIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIVSD  3590 

             FI G+  S+G +VI+V VD+LSKY +FI + HPY A S+    +  I  L  +P SIVSD 

Sbjct  784   FIEGLPNSQGKEVIMVVVDRLSKYAHFIALSHPYTASSVAQLFLDNIYKLHGMPRSIVSD  843 

 

Query  3591  SDLIFMSHFLQELFK  3635 

              D IF+S F QELFK 

Sbjct  844   RDTIFVSQFWQELFK  858 

 

 

 Score =  146 bits (369),  Expect(3) = 6e-159 

 Identities = 73/161 (45%), Positives = 106/161 (65%), Gaps = 0/161 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             EAI  WP+P T K LRGFL L GYY+R + ++GKI++ L ++L    FKW  +   A  Q 

Sbjct  445   EAIQEWPLPTTAKELRGFLGLAGYYRRFVKDFGKISKSLHEMLGKEGFKWTNERHYAFQQ  504 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L++A++  P L++ DF+  F+IE DASG G+G VL Q  + IA+ +K L       S YE 

Sbjct  505   LKKAVSAAPVLALPDFTIDFTIETDASGIGVGAVLLQKGRPIAFMSKPLSPRNRQLSTYE  564 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             +E +A+V+A+Q WRPYL    F I  D +SL+YL++QR++T 

Sbjct  565   REMLAIVIAVQKWRPYLIGRHFKIKTDHQSLKYLMEQRVST  605 

 

 

>gi|225465489|ref|XP_002271052.1| PREDICTED: hypothetical protein [Vitis vinifera] 

Length=1529 

 

 Score =  256 bits (653),  Expect(3) = 1e-154 

 Identities = 133/239 (55%), Positives = 164/239 (68%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  PKGLPP +  DH I +  G+ P +VRPYRYPH QK EI+  V EML  GI+R SNS  

Sbjct  639   FKEPKGLPPLQVHDHCIPLVPGSGPVSVRPYRYPHFQKTEIEQQVEEMLKSGIVRPSNSP  698 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             YSSPV+LVK+ DGS R+C+DYQAL++  V DKF I V+ ELLDEL+   +F K+DL++ Y 

Sbjct  699   YSSPVLLVKKSDGSWRMCIDYQALNRIIVKDKFPISVIDELLDELHAARYFFKLDLRSGY  758 

 

Query  2058  HQIRMHKP-----TFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIR+H P      FRTH GHYE  VMPF LTN P+TFQ  MN   K +LR++V+VFFDD 

Sbjct  759   HQIRVHPPDISKTAFRTHHGHYEFLVMPFELTNAPSTFQSLMNDIFKRYLRKFVLVFFDD  818 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YS SWE HL H+  +L  L  H  F    K+KC FGQ +   LGH+I  EGV + P 

Sbjct  819   ILIYSSSWEEHLQHVKFILDILRSHNMFLK--KEKCQFGQTQIKYLGHLIDVEGVSVDP  875 

 

 

 Score =  176 bits (446),  Expect(3) = 1e-154 

 Identities = 101/255 (39%), Positives = 153/255 (60%), Gaps = 10/255 (3%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKDP  3059 

             QQ W++KL+GY+F + Y+ GA N V DALS ++E  EL  IS P  + +  I EEV  +  

Sbjct  1042  QQKWLSKLMGYDFQVEYRKGAENLVADALSIKEEKVELVAISTPIPRWLDTIKEEVLTNS  1101 

 

Query  3060  ALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIY  3239 

              L  + + +++     P +  + ++L+F+ ++ L + SL +  ++QEF ++    H GI+ 

Sbjct  1102  KLQHLVKLVQEGEVVGP-WEFKEEVLFFKSQIYLNSDSLLLSVIIQEFHSNT---HEGIH  1157 

 

Query  3240  ITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNF  3419 

              T +RI    YW+ +K +   ++  C V QR K + +SPAGLLQPLPIP  +W +ISM+F 

Sbjct  1158  KTLQRIRSVFYWVGMKKQRRDYIRHCDVCQRHKTECTSPAGLLQPLPIPTKVWSDISMDF  1217 

 

Query  3420  IVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDVKEIIW----LLEVPISIVS  3587 

             + G+  S G   I V VD+LSKY +FI+I HPY A+S+   KE  +    L  +P  IV  

Sbjct  1218  VDGLPTSMGKSTIFVVVDQLSKYSHFILISHPYTAQSV--AKEFFYHVFRLHGLPELIVC  1275 

 

Query  3588  DSDLIFMSHFLQELF  3632 

             D D  F S F +ELF 

Sbjct  1276  DRDPAFTSKFWEELF  1290 

 

 

 Score =  165 bits (417),  Expect(3) = 1e-154 

 Identities = 82/160 (51%), Positives = 112/160 (70%), Gaps = 0/160 (0%) 

 Frame = +2 

 

Query  2396  AIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQL  2575 

             A++ WP P TPK LRGFL LTGYY++ I NYGKIA PL ++LK  +F W   S +A   L 

Sbjct  880   AMMEWPKPNTPKALRGFLGLTGYYRKFIRNYGKIASPLTNMLKKDSFAWTFASERAFQDL  939 

 

Query  2576  QQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEK  2755 

             ++A+T  P L++ +F+  F +ECDASG G+G VL Q ++ IA+F++AL+   L  SMY+K 

Sbjct  940   KEAMTQAPVLTLPNFANAFVVECDASGSGVGGVLMQGKQPIAFFSQALQGRNLLLSMYDK  999 

 

Query  2756  ESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             E +ALVLA+Q WRPYL    F +  D  SL++L +QRITT 

Sbjct  1000  EMLALVLAVQKWRPYLLGRTFIVRTDHHSLKFLWEQRITT  1039 

 

 

>gi|225426216|ref|XP_002263623.1| PREDICTED: hypothetical protein [Vitis vinifera] 

Length=1395 

 

 Score =  251 bits (642),  Expect(3) = 1e-153 

 Identities = 123/235 (52%), Positives = 165/235 (70%), Gaps = 7/235 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F+ P  LPP+RE+DHKI +K G    NVRPYRY + QK EI+  V +ML  G+IR S S  

Sbjct  450   FAAPTSLPPTREIDHKIPLKDGTEAINVRPYRYAYFQKTEIENQVQDMLNAGLIRPSTSP  509 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPV+LVK+KDG+ R C DY+AL+ A V D+F IP + ++LDEL+G   F+K+DLKA Y 

Sbjct  510   FSSPVLLVKKKDGTWRFCTDYRALNAAIVKDRFPIPTVDDMLDELHGAAFFTKLDLKAGY  569 

 

Query  2058  HQIRMHKP-----TFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIR+  P      FRTH GHYE  VMPFGL N P+TFQ  MN+  +P+LR++++VFF D 

Sbjct  570   HQIRVSTPDIPKIAFRTHNGHYEYLVMPFGLCNAPSTFQAIMNSIFRPYLRKFILVFFYD  629 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGV  2387 

             IL+YS +WE HL+H+   LA L +H F+  +   KC+FG+ +   LGH+I+  GV 

Sbjct  630   ILIYSPTWEQHLEHVQLTLAVLRQHQFYVKM--SKCAFGKQELEYLGHIITHRGV  682 
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 Score =  185 bits (470),  Expect(3) = 1e-153 

 Identities = 104/257 (40%), Positives = 150/257 (58%), Gaps = 10/257 (3%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGI---SRPFWKDITKINEEVQ  3050 

             QQ WVAKLLGY+++I+++ G  N   DALSRR E   L  +       WK I + ++    

Sbjct  853   QQKWVAKLLGYDYEIIFRPGRENSAADALSRRQESPLLAALHFSEVDIWKHIREASKSDS  912 

 

Query  3051  KDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHS  3230 

                 L K     K     H   T    +L ++G++++ A      KLL E   S +GGHS 

Sbjct  913   YVQLLGK-----KAGDPPHGNLTWRDGLLLYKGKVMVPADHSLRAKLLYEVHNSKVGGHS  967 

 

Query  3231  GIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEIS  3410 

             GI  TYRR+ Q  YW  +   + ++V  C V QR K +  +PAGLLQPLPIP  +WE+I+ 

Sbjct  968   GILRTYRRLQQQFYWPKMHKAVQEYVQKCEVCQRIKPETKAPAGLLQPLPIPAQVWEDIT  1027 

 

Query  3411  MNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIV  3584 

             ++FI G+  S G D ILV VDKLSK+ +FI + HP+ A+ + +  ++ ++ L  +P SI+ 

Sbjct  1028  LDFIEGLPTSHGKDTILVVVDKLSKFAHFIPLTHPFTAKVVAENFIEGVVKLHGMPRSII  1087 

 

Query  3585  SDSDLIFMSHFLQELFK  3635 

             SD + IF+S F QE FK 

Sbjct  1088  SDRNPIFISKFWQEFFK  1104 

 

 

 Score =  156 bits (395),  Expect(3) = 1e-153 

 Identities = 81/161 (50%), Positives = 110/161 (68%), Gaps = 0/161 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             EA++ WP P     LRGFL L GYY++ +  YG IARPL +LLK G F+WN+++    +  

Sbjct  690   EAMVAWPRPSNITELRGFLGLIGYYRKFVQGYGLIARPLTNLLKKGKFQWNDETEATFLA  749 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+QA+T+  TL+M +FS+ F+IE DASG GIG VLTQ  + IAY + AL     + S+Y  

Sbjct  750   LKQAMTSTLTLAMPNFSEPFTIETDASGNGIGAVLTQQNRPIAYMSLALGITKQTWSIYA  809 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             KE +A+V AI+ WRPYL   KF I  DQ+SL++ LDQR+ T 

Sbjct  810   KEMLAIVEAIRMWRPYLLGRKFYIKTDQRSLKFFLDQRVAT  850 

 

 

>gi|227438239|gb|ACP30609.1| disease resistance protein [Brassica rapa subsp. 

pekinensis] 

Length=2726 

 

 Score =  255 bits (652),  Expect(3) = 7e-152 

 Identities = 143/264 (54%), Positives = 179/264 (67%), Gaps = 13/264 (4%) 

 Frame = +3 

 

Query  1653  PRKL--VVASTDRVCYSFSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKT  1826 

             P KL  V+A  D+V   F+ P  LPP R  +H I +K G    +VRPYRYPH  K  ++  

Sbjct  1748  PDKLLDVLAEFDQV---FALPTALPPFRGKNHAINLKPGVTAISVRPYRYPHNTKVVMEQ  1804 

 

Query  1827  LVVEML*LGIIRLSNSSYSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLD  2006 

             +V EML  GIIR S S +SSPV+LVK+KDGS R C+DY+AL+KAT+PDKF IPV+ +LLD 

Sbjct  1805  MVCEMLEAGIIRESTSPFSSPVLLVKKKDGSWRFCIDYRALNKATIPDKFPIPVIDQLLD  1864 

 

Query  2007  ELNGPIHFSKIDLKARYHQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMN  2171 

             EL G   FSK+DL++ YHQIRM      K  FRT +GHYE  VMPFGLTN P TFQ  MN 

Sbjct  1865  ELYGASVFSKLDLRSGYHQIRMQEEDIPKTAFRTVEGHYEFLVMPFGLTNAPATFQALMN  1924 

 

Query  2172  ATLKPFLRRYVVVFFDDILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKA  2351 

             +  KP+LR++V+VFFDD+L+YSK+ E H +HL  VL+ L EH    N  +KKCSFG  +  

Sbjct  1925  SIFKPYLRKFVLVFFDDVLIYSKTVEEHAEHLRLVLSVLQEHKLLAN--RKKCSFGLQQI  1982 

 

Query  2352  GCLGHVISKEGVLMRPFCSGQCLK  2423 

               LGH+ISK GV        QC+K 

Sbjct  1983  EYLGHIISKNGVATDAI-KTQCMK  2005 

 

 

 Score =  183 bits (464),  Expect(3) = 7e-152 

 Identities = 100/271 (36%), Positives = 159/271 (58%), Gaps = 10/271 (3%) 

 Frame = +3 

 

Query  2853  Y*ISELQLNQQY--WVAKLLGYEFDIVYKVGASNKVVDALSR------RDEDKELQGISR  3008 

             Y + + ++N +Y  W+ KLLG++F IVY+ G  NK  D LSR      R+    L  ++  

Sbjct  2154  YLLEQKEVNMEYHRWLTKLLGFDFIIVYRPGCDNKAADGLSRIERNVVREMSSLLLALTI  2213 

 

Query  3009  PFWKDITKINEEVQKDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPK  3188 

             P    +  I +E++    + K  + +K+    + ++ +    L+++ RLV+   S  IP  

Sbjct  2214  PAALQVEDIYKEIEACVEIQKKIQWIKEGKIVNDKFRVIDGKLWYKRRLVIPKDSASIPL  2273 

 

Query  3189  LLQEFQTSLMGGHSGIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLL  3368 

             LL E+     GGHSG+  T +RI    +W  +   + K+V  C++ Q  KY   +PAGLL 

Sbjct  2274  LLSEYHDGQQGGHSGVLKTVKRIQSMFHWEGLYQRVQKYVSECNICQTHKYSTLAPAGLL  2333 

 

Query  3369  QPLPIPNAIWEEISMNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--V  3542 

             QPLPIPN IWE++SM+F+ G+  S+G +VI+V VD+LSKY +F+ +KHP+ A  +    V 

Sbjct  2334  QPLPIPNRIWEDVSMDFVEGLPGSQGVNVIMVVVDRLSKYAHFVGLKHPFTAVEVASKFV  2393 

 

Query  3543  KEIIWLLEVPISIVSDSDLIFMSHFLQELFK  3635 

              E++     P SIVSD D +F+S F ++LF+ 

Sbjct  2394  SEVVKHHGFPRSIVSDRDRVFLSSFWKDLFR  2424 

 

 

 Score =  149 bits (376),  Expect(3) = 7e-152 

 Identities = 73/153 (47%), Positives = 104/153 (67%), Gaps = 0/153 (0%) 

 Frame = +2 

 

Query  2408  WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQLQQAI  2587 

             WP+PK+ K LRGFL LTGYY+  +  YG IARPL +LLK   F+W++++  A   L++A+ 

Sbjct  2007  WPLPKSVKQLRGFLGLTGYYRHYVKGYGSIARPLTELLKKDGFQWSKEAELAFDSLKKAM  2066 

 

Query  2588  TTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEKESMA  2767 

                P L++ +F K F IE DASG G+G VL QD K IA+F+  L +    K  YE+E MA 

Sbjct  2067  VEAPVLALPNFEKPFVIESDASGFGVGAVLMQDGKPIAFFSHGLTEREQLKPAYERELMA  2126 

 

Query  2768  LVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQR  2866 

             +VLA+Q W+ YL   +F ++ D +SL+YLL+Q+ 

Sbjct  2127  VVLAVQKWKHYLLGRQFVVHTDHRSLKYLLEQK  2159 

 

 

>gi|225443027|ref|XP_002267560.1| PREDICTED: hypothetical protein [Vitis vinifera] 

Length=1463 

 

 Score =  248 bits (634),  Expect(3) = 6e-151 

 Identities = 124/235 (52%), Positives = 166/235 (70%), Gaps = 7/235 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  P  LPP R  DHKI ++  A P +V+PYRYP+ QK EI+ +V ++L  G+IR SNS  

Sbjct  537   FESPTTLPPRRSHDHKIPLQPSAGPVSVQPYRYPYYQKTEIEKMVKKLLQSGLIRPSNSP  596 
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Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPV+LVK+ DG+ R C+DY+AL+  T+ DK+ IPV+ ELLDEL+G   +SK+DL++ Y 

Sbjct  597   FSSPVLLVKKADGAWRFCVDYRALNDITIKDKYPIPVIDELLDELHGAKFYSKLDLRSGY  656 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIR+H     K  FRTH+GHYE  VMPFGLTN P TFQ  MN   +P+LR++++VFF D 

Sbjct  657   HQIRVHEADIPKTAFRTHEGHYEFIVMPFGLTNAPATFQSLMNDLFRPYLRKFILVFFYD  716 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGV  2387 

             IL+YS+SWE HL HL  VL  L  +  F    + KC FG ++   LGH+IS++GV 

Sbjct  717   ILIYSRSWEDHLTHLQIVLQILSANSLFAK--ESKCRFGVLQVEYLGHIISEQGV  769 

 

 

 Score =  169 bits (427),  Expect(3) = 6e-151 

 Identities = 86/161 (53%), Positives = 112/161 (69%), Gaps = 0/161 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +AI+ WP P T K +RGFL L GYY++ I N+G IA PL  LL    F WNE +  A  Q 

Sbjct  777   QAIIEWPTPTTAKGVRGFLGLAGYYRKFIRNFGCIASPLTRLLSKEGFHWNEAAEMAFKQ  836 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L++A+T+ P L + DFS+ F IECDASG GIG +LTQ  + +AYF++ALK   L+ S YE 

Sbjct  837   LKEALTSPPILCLPDFSQPFVIECDASGLGIGAILTQQNQPVAYFSEALKGSALALSTYE  896 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             KE +A++ AI+ WRPYL    FT+  D KSL+YLL+QRITT 

Sbjct  897   KEMLAIIKAIKKWRPYLLGKPFTVRTDHKSLKYLLEQRITT  937 

 

 

 Score =  167 bits (423),  Expect(3) = 6e-151 

 Identities = 96/254 (37%), Positives = 147/254 (57%), Gaps = 5/254 (1%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKDP  3059 

             Q  W+ KLLGY++ I YK G  N+  D+LSR  E + L  +S P     + + +E+Q+D  

Sbjct  940   QTRWLPKLLGYDYKIEYKRGPENQGADSLSRVVEFQFLS-LSMPHADWWSILQKEIQQDS  998 

 

Query  3060  ALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIY  3239 

                K+ E  K    S  +      + + R ++ L  +S  IPK+L +  +S +GGH G + 

Sbjct  999   FYEKMIE--KSTSQSGHKLLQHDGVWFKRDKVYLSPTSSLIPKILADCHSSSIGGHFGFH  1056 

 

Query  3240  ITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNF  3419 

              T  RI  S  W  ++  + +F+  C V QR K     PAGLLQPLP+P+ +W ++SM+F 

Sbjct  1057  KTLSRIKHSFVWPSMRRMVKEFLQQCDVCQRFKTDCMKPAGLLQPLPVPHQMWTDVSMDF  1116 

 

Query  3420  IVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIVSDS  3593 

             I G+  S G+  I+V VD+L+KY +FI +KHP+ A ++    V  ++ L  +P SIVSD  

Sbjct  1117  IEGLPSSNGYSTIMVVVDRLTKYAHFIALKHPFTAVTVAKAFVANVVRLHGIPTSIVSDR  1176 

 

Query  3594  DLIFMSHFLQELFK  3635 

             D +F+S F Q LF+ 

Sbjct  1177  DKVFLSSFWQTLFQ  1190 

 

 

>gi|89887334|gb|ABD78322.1| polyprotein [Primula vulgaris] 

Length=1359 

 

 Score =  255 bits (651),  Expect(3) = 3e-150 

 Identities = 134/239 (56%), Positives = 164/239 (68%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             FS PKGLPP RE  HKI +  G  P +VRPYRYP+ QKNEI+ +V E++  G IR S S  

Sbjct  464   FSEPKGLPPEREHVHKIELIQGTNPISVRPYRYPYFQKNEIEKIVKELIESGFIRPSQSP  523 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPVILVK+ DGS R+C+DY+AL+K T+ DKF IPV+ ELLDELNG   FSK+DL++ Y 

Sbjct  524   FSSPVILVKKSDGSWRMCVDYRALNKVTIKDKFPIPVVDELLDELNGAKLFSKLDLRSGY  583 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQI+MH     K  FRTH+G YE  VMP  LTN P TFQ AMN+  KPFL    + FFDD 

Sbjct  584   HQIKMHANDVSKTAFRTHEGQYEFLVMPLVLTNAPATFQSAMNSVFKPFLENLCLFFFDD  643 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             ILVYSK+ + H+ HL  VL ++ EH FF      KC F Q +   LGH+IS +GV   P 

Sbjct  644   ILVYSKTNDEHICHLEAVLKKMSEHKFFAK--SSKCKFFQKEIDYLGHLISDQGVKADP  700 

 

 

 Score =  169 bits (427),  Expect(3) = 3e-150 

 Identities = 86/161 (53%), Positives = 118/161 (73%), Gaps = 0/161 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +A+L WP+PK  K LRGFL LTGYY+R I NYG IAR L +LLK   F W+ ++  A    

Sbjct  704   KAMLEWPVPKNLKGLRGFLGLTGYYRRFIRNYGGIARALTELLKKDAFLWSREAEIAFNN  763 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L++A+T+ P L++ DF+K F+IECDASG+G+G VL Q+++ IA+F+KALK   L+ S YE 

Sbjct  764   LKKAVTSPPVLALPDFNKTFTIECDASGQGVGAVLQQEKRPIAFFSKALKGRLLTLSTYE  823 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             KE  ALV AIQ WRPY+   +F +  D +SL+YLL+Q+I+T 

Sbjct  824   KELYALVQAIQKWRPYICCQEFIVNTDHQSLKYLLEQKIST  864 

 

 

 Score =  158 bits (400),  Expect(3) = 3e-150 

 Identities = 93/255 (36%), Positives = 147/255 (57%), Gaps = 3/255 (1%) 

 Frame = +3 

 

Query  2877  NQQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGI-SRPFWKDITKINEEVQK  3053 

             +QQ W++KLLGY F I YK GA NK  DALSR +E + +  + S P W+   +I +  +K 

Sbjct  866   SQQKWLSKLLGYNFKIYYKQGALNKAADALSRVNEGQLMSVVVSTPIWEIKKEIMDCYEK  925 

 

Query  3054  DPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSG  3233 

             D  +A+I  ++ + + +   +     +L+++ RL +  ++    K           GH+G 

Sbjct  926   DQKVAEISFQIANEVLAATNFKWINGLLFYKERLYVPNNNDLKIKTYAILHEDPDNGHTG  985 

 

Query  3234  IYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISM  3413 

                +     + +YW  +K ++ KFV +C V Q  KY  ++  GLLQPLP+P   W EISM 

Sbjct  986   FQKSLLLAYKEVYWQGLKKDLKKFVDSCVVCQTCKYGKTNAYGLLQPLPMPEQTWSEISM  1045 

 

Query  3414  NFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIVS  3587 

             +FI G+  SK ++ I V VD+L+KY +FI +KHP+ A+ + +  ++ I  L  +P  I+S 

Sbjct  1046  DFINGLPTSKNYNCIWVVVDRLTKYAHFIPLKHPFGAKELANEFLQNIFKLHGLPKKIIS  1105 

 

Query  3588  DSDLIFMSHFLQELF  3632 

             D D IF S F +ELF 

Sbjct  1106  DRDTIFTSDFWKELF  1120 

 

 

>gi|147854459|emb|CAN78588.1| hypothetical protein [Vitis vinifera] 

Length=2232 
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 Score =  256 bits (653),  Expect(3) = 9e-149 

 Identities = 134/234 (57%), Positives = 164/234 (70%), Gaps = 7/234 (2%) 

 Frame = +3 

 

Query  1713  GLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSSYSSPV  1892 

             GLPPSR++DH I +  GA P NVRPYRYPH+ KNEIK LV EML  GI+R S S +SSPV 

Sbjct  1220  GLPPSRDIDHAIQLILGASPVNVRPYRYPHILKNEIKRLVQEMLEAGIVRPSLSPFSSPV  1279 

 

Query  1893  ILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARYHQIRM  2072 

             +LVK+KDG  R C+DY+AL+K TVPD+F IPV+ ELLD+L+G   FSK+DLK+ YHQIR+ 

Sbjct  1280  LLVKKKDGGWRFCIDYRALNKVTVPDRFPIPVIDELLDKLHGATIFSKLDLKSGYHQIRV  1339 

 

Query  2073  H-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDDILVYS  2237 

                   K  FRTH+GHYE  VMPFGLTN P TFQ  MN    P L ++V+VFF DILVYS 

Sbjct  1340  RQQDIPKTAFRTHEGHYEFLVMPFGLTNAPATFQSLMNRIFWPHLWKFVLVFFYDILVYS  1399 

 

Query  2238  KSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             K  + H DHL  VL+ L  H    N   KKC F +++   LGH++S +GV   P 

Sbjct  1400  KDLKEHCDHLQTVLSILANHQLHVN--GKKCLFAKLQLEYLGHLVSAKGVAADP  1451 

 

 

 Score =  174 bits (440),  Expect(3) = 9e-149 

 Identities = 86/187 (45%), Positives = 126/187 (67%), Gaps = 0/187 (0%) 

 Frame = +3 

 

Query  2883  QYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKDPA  3062 

             Q WVAKL GY+F+I ++ G  NK  DALSR     EL  +  P   D   I+ +V+ DP  

Sbjct  1619  QKWVAKLFGYDFEIQFRPGXENKAADALSRIPISMELXALMVPSRIDTXLISSQVEADPH  1678 

 

Query  3063  LAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIYI  3242 

             L KI++ L  + D++P+Y+L+  IL ++GRLVL  +S  +P LLQE   S++GGHSG    

Sbjct  1679  LXKIKQRLLXDPDAYPRYSLDHGILLYKGRLVLPKASPLVPALLQEGHASVVGGHSGFLX  1738 

 

Query  3243  TYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNFI  3422 

             TY+R+T+  +W+ +K +I +FV  C V Q++K    SPAGLLQPLPIP+ IW++++M+FI 

Sbjct  1739  TYKRLTRDFFWVGMKNDIKEFVEKCLVCQQNKTLTLSPAGLLQPLPIPDKIWDDVTMDFI  1798 

 

Query  3423  VGMLKSK  3443 

              G+ KS+ 

Sbjct  1799  EGLPKSE  1805 

 

 

 Score =  147 bits (372),  Expect(3) = 9e-149 

 Identities = 76/161 (47%), Positives = 106/161 (65%), Gaps = 0/161 (0%) 

 Frame = +2 

 

Query  2396  AIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQL  2575 

             A++ WP PK+ K LRGFL LTGYY+R +  YG I+ PL   LK   F WN ++  A  +L 

Sbjct  1456  AMVEWPTPKSLKELRGFLGLTGYYRRFVEGYGAISWPLTQELKKDAFNWNLEAEVAFQKL  1515 

 

Query  2576  QQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEK  2755 

             +  +TTIP L++ +FS+ F +E DASG G+G VL Q  + +AYF++ L      KS+YE+ 

Sbjct  1516  KTTMTTIPVLALPNFSQLFIVEMDASGYGLGTVLMQSHRPVAYFSQVLTARERQKSIYER  1575 

 

Query  2756  ESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQ  2878 

             E MA+VLA+Q WR YL    F +  DQ SL++LL+QRI  + 

Sbjct  1576  ELMAIVLAVQKWRHYLLGRHFIVRTDQSSLKFLLEQRIVNE  1616 

 

 

>gi|225455084|ref|XP_002267679.1| PREDICTED: hypothetical protein [Vitis vinifera] 

Length=1499 

 

 Score =  252 bits (643),  Expect(3) = 8e-148 

 Identities = 134/256 (52%), Positives = 174/256 (67%), Gaps = 11/256 (4%) 

 Frame = +3 

 

Query  1647  KEPRKLVVASTDRVCYSFSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKT  1826 

             +E +K++ A  D     F  P GLPP R+ DH+I +K  A P N RPYRY  +QK+ I+  

Sbjct  560   EELQKMLQAFAD----VFEEPTGLPPVRDYDHQIDLKDEAGPINCRPYRYAAVQKDAIEK  615 

 

Query  1827  LVVEML*LGIIRLSNSSYSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLD  2006 

             L+ EML  G+IR S S Y+SPV+LVK+KDGS RLC+DY+AL++ TV DKF IPV++ELL+ 

Sbjct  616   LIGEMLHAGVIRKSRSPYASPVVLVKKKDGSWRLCVDYRALNQVTVKDKFPIPVIEELLE  675 

 

Query  2007  ELNGPIHFSKIDLKARYHQIRMHKP-----TFRTHQGHYESPVMPFGLTNTPTTFQ*AMN  2171 

             EL G   FSKIDL++ Y QIRMH+P      F+TH+GHYE  VMPFGLTN P+TFQ  MN 

Sbjct  676   ELGGSTIFSKIDLRSGYWQIRMHEPDVPKTAFKTHEGHYEFLVMPFGLTNAPSTFQSLMN  735 

 

Query  2172  ATLKPFLRRYVVVFFDDILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKA  2351 

                +P+LR++++VFFDDIL+YS+S+  H+ HLS  L  L E+  +      KC FG     

Sbjct  736   NIFQPYLRKFILVFFDDILIYSRSFSDHIHHLSIALQVLRENLLYAK--SNKCFFGHSSI  793 

 

Query  2352  GCLGHVISKEGVLMRP  2399 

               LGHVIS  GV   P 

Sbjct  794   EYLGHVISSGGVYTDP  809 

 

 

 Score =  163 bits (413),  Expect(3) = 8e-148 

 Identities = 85/160 (53%), Positives = 111/160 (69%), Gaps = 0/160 (0%) 

 Frame = +2 

 

Query  2396  AIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQL  2575 

             A+  WP   T K LRGFL LTGYY+R + +YGKIA+PL DLLK   F W E S +A + L 

Sbjct  814   AVRDWPTSITLKQLRGFLGLTGYYRRFVKDYGKIAKPLTDLLKKDAFHWTEGSNQAFMAL  873 

 

Query  2576  QQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEK  2755 

             +QA+ T P L++ +FSK+F IE DASG+GIG VL Q+   IAY +KAL D   + S YEK 

Sbjct  874   KQAMITAPVLALPNFSKEFIIETDASGQGIGAVLMQEGHPIAYISKALSDRFQTLSTYEK  933 

 

Query  2756  ESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             E +A+++AI+ W  YL D  F I  D +SL+YLL+QR+TT 

Sbjct  934   EMLAILMAIKKWESYLVDRHFVIKTDHQSLKYLLEQRVTT  973 

 

 

 Score =  159 bits (401),  Expect(3) = 8e-148 

 Identities = 96/256 (37%), Positives = 146/256 (57%), Gaps = 5/256 (1%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKD--ITKINEEVQK  3053 

             QQ WVAKL+ Y+++I YK G  N   DALSR  +  EL  +S           I E     

Sbjct  976   QQAWVAKLMQYDYEIRYKQGKENVAADALSRI-QPAELFVLSTTILNTQLYDLIKESWGV  1034 

 

Query  3054  DPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSG  3233 

             DP L KI +  + +  ++P+Y+   + L  +G+LV+  +     ++L  F  S  GGHSG 

Sbjct  1035  DPELQKIIKAKEADPSAYPKYSWRGEELRRKGKLVVGVNEQLRREILNSFHDSPTGGHSG  1094 

 

Query  3234  IYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISM  3413 

             +Y+T ++I+  +YW  ++  + ++V  C V QR K +    +GLLQPLP+P  ++ +I+M 

Sbjct  1095  VYVTTKQISAVVYWKGLRKFVREYVRNCSVCQRFKPENKPYSGLLQPLPVPEGVFTDITM  1154 

 

Query  3414  NFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVS  3587 

             +FI G+ KS G   I V VD+L+KY +F+++ HPY A+ +  V    +  L  +P SI   

Sbjct  1155  DFIEGLPKSNGKTAIFVVVDRLTKYGHFMLLPHPYTAKMVAQVFLDSVYKLHGLPHSITC  1214 
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Query  3588  DSDLIFMSHFLQELFK  3635 

             D D IF S F QE FK 

Sbjct  1215  DRDPIFTSVFWQEFFK  1230 

 

 

>gi|116309032|emb|CAH66146.1| OSIGBa0114M03.4 [Oryza sativa (indica cultivar-

group)] 

Length=1448 

 

 Score =  253 bits (645),  Expect(3) = 1e-147 

 Identities = 131/239 (54%), Positives = 163/239 (68%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F+ P GLPP R  DH+I +K+GA P  VRPYRYP   K+E++     M+  GI+R S+S  

Sbjct  488   FTEPTGLPPKRAHDHRITLKTGAQPVAVRPYRYPAAHKDELERQCAAMIEQGIVRRSDSP  547 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPV+LVK+ DGS R C+DY+AL+  TV D F IPV+ ELLDEL+G   F+K+DL++ Y 

Sbjct  548   FSSPVLLVKKPDGSWRFCVDYRALNALTVKDAFPIPVVDELLDELHGARFFTKLDLRSGY  607 

 

Query  2058  HQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQ+RM     HK  FRTH G YE  VM FGL N P TFQ  MN  L+PFLRR+V+VFFDD 

Sbjct  608   HQVRMRPEDVHKTAFRTHDGLYEFLVMAFGLCNAPATFQALMNDVLRPFLRRFVLVFFDD  667 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YSK+W  HL HL  VL+ L +H  F  V + KC+FG      LGHVIS  GV M P 

Sbjct  668   ILIYSKTWADHLRHLRAVLSELRQHQLF--VKRAKCAFGASSVSYLGHVISAAGVAMDP  724 

 

 

 Score =  169 bits (428),  Expect(3) = 1e-147 

 Identities = 100/256 (39%), Positives = 151/256 (58%), Gaps = 9/256 (3%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRD-EDKELQGISRPFWKDITKINEEVQKD  3056 

             Q +WV KLLG++F + Y+ GASN V DALSRRD +D  L  IS P +  IT++      D 

Sbjct  891   QHHWVGKLLGFDFSVEYRSGASNTVADALSRRDVDDGALLAISAPRFDFITRLRHAQATD  950 

 

Query  3057  PALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMG-GHSG  3233 

             PAL  I +E++    + P +T+  D++ + GRL +  +S     LLQE   ++   GH G 

Sbjct  951   PALVAIHDEVRAGTRAAP-WTVVDDMVAYDGRLYIPPTS----PLLQEIMAAVHDDGHEG  1005 

 

Query  3234  IYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISM  3413 

             ++ T  R+ +  ++  ++  +  FV AC   QR K +   PAGLLQPLP+P+ +W +I + 

Sbjct  1006  VHRTLHRLRRDFHFPNMRRLVQDFVRACTTCQRYKSEHLHPAGLLQPLPVPSIVWADIGI  1065 

 

Query  3414  NFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVS  3587 

             +F+  + +  G  VIL  VD+ SKY +FI + HPY A S+      +I+ L  VP SIVS 

Sbjct  1066  DFVEALPRVHGKTVILSVVDRFSKYCHFIPLAHPYTAESVAQAFFADIVRLHGVPQSIVS  1125 

 

Query  3588  DSDLIFMSHFLQELFK  3635 

             D D +F S F +E+ + 

Sbjct  1126  DRDPVFTSAFWREIMR  1141 

 

 

 Score =  151 bits (382),  Expect(3) = 1e-147 

 Identities = 74/163 (45%), Positives = 105/163 (64%), Gaps = 0/163 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +AIL WP P++ + +RGFL L GYY++ + NYG +A PL  LLK   F W++ +  A    

Sbjct  728   QAILDWPAPRSVRAVRGFLGLAGYYRKFVHNYGTVAAPLTALLKKDGFSWDDAAATAFNA  787 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+ A+TT P L M DF+K F +ECDAS  G G VL QD   +A+F++ +     + + YE 

Sbjct  788   LKAAVTTAPILVMPDFTKIFIVECDASSHGFGAVLVQDGHPVAFFSRPVAPRHRALAAYE  847 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQP  2881 

             +E + LV A++HWRPYL   +F +  D  SL+YLLDQR+ T P 

Sbjct  848   RELIGLVQAVRHWRPYLWGRRFIVKTDHYSLKYLLDQRLATIP  890 

 

 

>gi|225443419|ref|XP_002267647.1| PREDICTED: hypothetical protein [Vitis vinifera] 

Length=1486 

 

 Score =  246 bits (628),  Expect(3) = 2e-147 

 Identities = 132/256 (51%), Positives = 172/256 (67%), Gaps = 11/256 (4%) 

 Frame = +3 

 

Query  1647  KEPRKLVVASTDRVCYSFSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKT  1826 

             +E +K++ A  D     F  P GLPP R+ DH+I +K  A P N RPYRY  +QK+ I+  

Sbjct  547   EELQKMLQAFAD----VFEEPTGLPPVRDYDHQIDLKDEARPINCRPYRYAAVQKDAIEK  602 

 

Query  1827  LVVEML*LGIIRLSNSSYSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLD  2006 

             L+ EML  G+IR S S Y+S  +LVK+KDGS RLC+DY+AL++ TV DKF IPV++ELL+ 

Sbjct  603   LIGEMLHAGVIRQSRSPYASSGVLVKKKDGSWRLCVDYRALNQVTVKDKFPIPVIEELLE  662 

 

Query  2007  ELNGPIHFSKIDLKARYHQIRMHKP-----TFRTHQGHYESPVMPFGLTNTPTTFQ*AMN  2171 

             EL G   FSKIDL++ Y QIRMH+P      F+TH+GHYE  VMPFGLTN P+TFQ  MN 

Sbjct  663   ELGGSTIFSKIDLRSGYWQIRMHEPNVPKTAFKTHEGHYEFLVMPFGLTNAPSTFQSLMN  722 

 

Query  2172  ATLKPFLRRYVVVFFDDILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKA  2351 

                +P+LR++++VFFDDIL+YS+S+  H+ HLS  L  L E+  +      KC FG     

Sbjct  723   NIFQPYLRKFILVFFDDILIYSRSFSDHIHHLSIALQVLRENLLYAK--STKCFFGHSSI  780 

 

Query  2352  GCLGHVISKEGVLMRP  2399 

               LGHVIS  GV   P 

Sbjct  781   EYLGHVISSGGVYTDP  796 

 

 

 Score =  166 bits (421),  Expect(3) = 2e-147 

 Identities = 86/160 (53%), Positives = 112/160 (70%), Gaps = 0/160 (0%) 

 Frame = +2 

 

Query  2396  AIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQL  2575 

             A+  WP P T K LRGFL LTGYY+R + +YGKIA+PL DLLK   F W E S +A + L 

Sbjct  801   AVRDWPTPITLKQLRGFLGLTGYYRRFVKDYGKIAKPLTDLLKKDAFHWTEGSNQAFMAL  860 

 

Query  2576  QQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEK  2755 

             +QA+ T P L++ +FSK+F IE DASG+GIG VL Q+   IAY +KAL D   + S YEK 

Sbjct  861   KQAMITTPVLALPNFSKEFIIETDASGQGIGAVLMQEGHPIAYISKALSDRFQTLSTYEK  920 

 

Query  2756  ESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             E +A+++AI+ W  YL D  F I  D +SL+YLL+QR+TT 

Sbjct  921   EMLAILMAIKKWESYLVDRHFVIKTDHQSLKYLLEQRVTT  960 

 

 

 Score =  160 bits (405),  Expect(3) = 2e-147 

 Identities = 97/256 (37%), Positives = 146/256 (57%), Gaps = 5/256 (1%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKD--ITKINEEVQK  3053 

             QQ WVAKL+ Y+++I YK G  N   DALSR  +  EL  +S           I E     

Sbjct  963   QQAWVAKLMQYDYEIRYKQGKENVAADALSRI-QPAELFVLSTTILNTQLYDLIKESWGV  1021 
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Query  3054  DPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSG  3233 

             DP L KI +  + +  ++P+Y+   + L  +G+LV+  +     ++L  F  S  GGHSG 

Sbjct  1022  DPELQKIIKAKEADPSAYPKYSWRGEELRRKGKLVVGVNEQLRREILNSFHDSPTGGHSG  1081 

 

Query  3234  IYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISM  3413 

             +Y+T +RI+  +YW  ++  + ++V  C V QR K +    +GLLQPLP+P  ++ +I+M 

Sbjct  1082  VYVTTKRISAVVYWKGLRKFVREYVRNCSVCQRFKPENKPYSGLLQPLPVPEGVFTDITM  1141 

 

Query  3414  NFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVS  3587 

             +FI G+ KS G   I V VD+L+KY +F+++ HPY A+ +  V    +  L  +P SI   

Sbjct  1142  DFIEGLPKSNGKTAIFVVVDRLTKYGHFMLLPHPYTAKMVAQVFLDSVYKLHGLPHSITC  1201 

 

Query  3588  DSDLIFMSHFLQELFK  3635 

             D D IF S F QE FK 

Sbjct  1202  DRDPIFTSVFWQEFFK  1217 

 

 

>gi|225463073|ref|XP_002269644.1| PREDICTED: hypothetical protein [Vitis vinifera] 

Length=1168 

 

 Score =  250 bits (638),  Expect(3) = 5e-147 

 Identities = 134/257 (52%), Positives = 175/257 (68%), Gaps = 11/257 (4%) 

 Frame = +3 

 

Query  1644  NKEPRKLVVASTDRVCYSFSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIK  1823 

             N+E +K++ A  D     F  P GLPP R+ DH+I +K  A P N RPY+Y  +QK+ I+ 

Sbjct  228   NEELQKMLQAFAD----VFEEPTGLPPVRDYDHQIDLKDEAGPINCRPYKYAAVQKDAIE  283 

 

Query  1824  TLVVEML*LGIIRLSNSSYSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELL  2003 

              L+ EML  G+IR S S Y+S V+LVK+KDGS RLC+DY+AL++ TV DKF IPV++ELL 

Sbjct  284   KLIGEMLHAGVIRQSRSPYASLVVLVKKKDGSWRLCVDYRALNQVTVKDKFPIPVIEELL  343 

 

Query  2004  DELNGPIHFSKIDLKARYHQIRMHKP-----TFRTHQGHYESPVMPFGLTNTPTTFQ*AM  2168 

             +EL G   FSKIDL++ Y QIRMH+P      F+TH+GHYE  VMPFGLTN P+TFQ  M 

Sbjct  344   EELGGSTIFSKIDLRSGYWQIRMHEPDVPKTAFKTHEGHYEFLVMPFGLTNAPSTFQSLM  403 

 

Query  2169  NATLKPFLRRYVVVFFDDILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIK  2348 

             N   +P+LR++++VFFDDIL+YS+S+  H+ HLS  L  L E+  +     KKC FG    

Sbjct  404   NNIFQPYLRKFILVFFDDILIYSRSFFDHIHHLSIALQVLRENLLYAK--SKKCFFGHSS  461 

 

Query  2349  AGCLGHVISKEGVLMRP  2399 

                LGHVIS  GV   P 

Sbjct  462   IEYLGHVISSGGVYTDP  478 

 

 

 Score =  165 bits (417),  Expect(3) = 5e-147 

 Identities = 85/160 (53%), Positives = 111/160 (69%), Gaps = 0/160 (0%) 

 Frame = +2 

 

Query  2396  AIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQL  2575 

             A+  WP P T K LRGFL LTGYY+R + +YGKIA+PL DLLK   F W E S +A + L 

Sbjct  483   AVRDWPTPITLKQLRGFLGLTGYYRRFVKDYGKIAKPLTDLLKKDAFHWTEGSNQAFMAL  542 

 

Query  2576  QQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEK  2755 

             +Q + T P L++ +FSK+F IE DASG+GIG VL Q+   IAY +KAL D   + S YEK 

Sbjct  543   KQVMITAPVLALPNFSKEFIIETDASGQGIGAVLMQEGHPIAYISKALSDRFQTLSTYEK  602 

 

Query  2756  ESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             E +A+++AI+ W  YL D  F I  D +SL+YLL+QR+TT 

Sbjct  603   EMLAILMAIKKWESYLVDRHFVIKTDHQSLKYLLEQRVTT  642 

 

 

 Score =  156 bits (395),  Expect(3) = 5e-147 

 Identities = 96/256 (37%), Positives = 145/256 (56%), Gaps = 5/256 (1%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKD--ITKINEEVQK  3053 

             QQ WVAKL+ Y+++I YK G  N   DALSR  +  EL  +S           I E     

Sbjct  645   QQAWVAKLMQYDYEIRYKQGKENVAADALSRI-QPAELFVLSTTILNTQLYDLIKESWGV  703 

 

Query  3054  DPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSG  3233 

             D  L KI +  + +  ++P+Y+   + L  +G+LV+  +     ++L  F  S  GGHSG 

Sbjct  704   DLELQKIIKAKEADPSAYPKYSWRGEELQRKGKLVVGVNEQLRREILNSFHDSPTGGHSG  763 

 

Query  3234  IYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISM  3413 

             +Y+T +RI+  +YW  ++  + ++V  C V QR K +    +GLLQPLP+P  ++ +I+M 

Sbjct  764   LYVTTKRISAVVYWKGLRKFVREYVRNCSVCQRFKPENKPYSGLLQPLPVPEGVFTDITM  823 

 

Query  3414  NFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVS  3587 

             +FI G+ KS G   I V VD+L+KY +F+++ HPY A+ +  V    +  L  +P SI   

Sbjct  824   DFIEGLPKSNGKTTIFVVVDRLTKYGHFMLLPHPYTAKMVAQVFLDSVYKLHGLPHSITC  883 

 

Query  3588  DSDLIFMSHFLQELFK  3635 

             D D IF S F QE FK 

Sbjct  884   DRDPIFTSVFWQEFFK  899 

 

 

>gi|15451607|gb|AAK98731.1|AC090485_10 Putative retroelement [Oryza sativa Japonica 

Group] 

 gi|108706172|gb|ABF93967.1| retrotransposon protein, putative, unclassified [Oryza 

sativa  

(japonica cultivar-group)] 

Length=1461 

 

 Score =  244 bits (624),  Expect(3) = 3e-145 

 Identities = 129/239 (53%), Positives = 158/239 (66%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F+ P GLPP R  DH I +K G  P  VRPYRYP   K+E++     M+  GI+R S+S+ 

Sbjct  493   FTEPTGLPPQRGRDHAIVLKQGTSPVAVRPYRYPAAHKDELERQCAAMISQGIVRRSDSA  552 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPV+LVK+ D S R C+DY+AL+  TV D F IPV+ ELLDEL+G   FSK+DL++ Y 

Sbjct  553   FSSPVLLVKKADSSWRFCVDYRALNALTVKDAFPIPVVDELLDELHGARFFSKLDLRSGY  612 

 

Query  2058  HQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQ+RM     HK  FRTH G YE  VMPFGL N P TFQ  MN  L+ FLRR+V+VFFDD 

Sbjct  613   HQVRMRPEDIHKTAFRTHDGLYEFLVMPFGLCNAPATFQALMNDVLRSFLRRFVLVFFDD  672 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YS +W  HL HL  VL  L EH  F  + + KC+FG      LGHVIS  GV M P 

Sbjct  673   ILIYSDTWADHLRHLRAVLTVLREHKLF--IKRSKCAFGVDSVAYLGHVISAAGVAMDP  729 

 

 

 Score =  167 bits (424),  Expect(3) = 3e-145 

 Identities = 95/256 (37%), Positives = 148/256 (57%), Gaps = 8/256 (3%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRD--EDKELQGISRPFWKDITKINEEVQK  3053 

             Q +WV KLLG++F + YK GA+N V DALSRRD  ED  +  +S P +  I ++ +     

Sbjct  896   QHHWVGKLLGFDFTVEYKPGAANTVADALSRRDTTEDASVLVLSAPRFDFIERLRQAQDV  955 
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Query  3054  DPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSG  3233 

             DPAL  ++ E++    + P +++   ++ F GRL L  +S  + ++L+        GH G 

Sbjct  956   DPALVALQAEIRSGTRAGP-WSMADGMVLFAGRLYLPPASPLLQEVLRAVHEE---GHEG  1011 

 

Query  3234  IYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISM  3413 

             +  T  R+ +  ++  +K  +  FV  C V QR K +   PAGLL PLP+P  +W ++++ 

Sbjct  1012  VQRTLHRLRRDFHFPNMKSVVQDFVRTCEVCQRYKAEHLQPAGLLLPLPVPQGVWTDVAL  1071 

 

Query  3414  NFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVS  3587 

             +F+  + + +G  VIL  VD+ SKY +FI + HPY A S+  V   EI+ L  VP S+VS 

Sbjct  1072  DFVEALPRVRGKSVILTVVDRFSKYCHFIPLAHPYSAESVAQVFFAEIVRLHGVPQSMVS  1131 

 

Query  3588  DSDLIFMSHFLQELFK  3635 

             D D +F S F  EL + 

Sbjct  1132  DRDPVFTSAFWSELMR  1147 

 

 

 Score =  153 bits (387),  Expect(3) = 3e-145 

 Identities = 75/163 (46%), Positives = 107/163 (65%), Gaps = 0/163 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +AI  WP P++ + +RGFL L GYY++ + NYG IA PL  LLK   F W E +  A    

Sbjct  733   QAIREWPQPRSARAVRGFLGLAGYYRKFVHNYGTIAAPLTALLKKEGFAWTEAATAAFDA  792 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+ A+++ P L+M DF+K F++ECDAS  G G VL QD   +A+F++ +     + + YE 

Sbjct  793   LKAAVSSAPILAMPDFTKAFTVECDASSHGFGAVLIQDGHPLAFFSRPVAPRHRALAAYE  852 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQP  2881 

             +E + LVLA++HWRPYL    FT+  D  SL+YLLDQR++T P 

Sbjct  853   RELIGLVLAVRHWRPYLWGRHFTVKTDHYSLKYLLDQRLSTIP  895 

 

 

>gi|27764548|gb|AAO23078.1| polyprotein [Glycine max] 

Length=1552 

 

 Score =  246 bits (628),  Expect(3) = 6e-145 

 Identities = 127/237 (53%), Positives = 160/237 (67%), Gaps = 7/237 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F+ P  LPP RE DH I +K G+ P  VRPYRYPH QK++I+ ++ EML  GII+ SNS  

Sbjct  573   FAVPASLPPQREQDHAIPLKQGSGPVKVRPYRYPHTQKDQIEKMIQEMLVQGIIQPSNSP  632 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +S P++LVK+KDGS R C DY+AL+  TV D F +P + ELLDEL+G  +FSK+DL++ Y 

Sbjct  633   FSLPILLVKKKDGSWRFCTDYRALNAITVKDSFPMPTVDELLDELHGAQYFSKLDLRSGY  692 

 

Query  2058  HQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQI +      K  FRTH GHYE  VMPFGLTN P TFQ  MN   +  LR++V+VFFDD 

Sbjct  693   HQILVQPEDREKTAFRTHHGHYEWLVMPFGLTNAPATFQCLMNKIFQFALRKFVLVFFDD  752 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLM  2393 

             IL+YS SW+ HL HL  VL  L +H  F  +   KCSFG  +   LGH +S  GV M 

Sbjct  753   ILIYSASWKDHLKHLESVLQTLKQHQLFARL--SKCSFGDTEVDYLGHKVSGLGVSM  807 

 

 

 Score =  176 bits (447),  Expect(3) = 6e-145 

 Identities = 96/254 (37%), Positives = 150/254 (59%), Gaps = 7/254 (2%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKDP  3059 

             QQ W+ K LGY+F I YK G  N+  DALSR      +   S P    + ++   +  DP 

Sbjct  976   QQAWLHKFLGYDFKIEYKPGKDNQAADALSRMF----MLAWSEPHSIFLEELRARLISDP  1031 

 

Query  3060  ALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIY  3239 

              L ++ E  K   D+   YT+   +LY++ R+V+ A    + K+LQE+ +S +GGH+GI  

Sbjct  1032  HLKQLMETYKQGADAS-HYTVREGLLYWKDRVVIPAEEEIVNKILQEYHSSPIGGHAGIT  1090 

 

Query  3240  ITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNF  3419 

              T  R+    YW  ++ ++  ++  C + Q++K   + PAGLLQPLPIP  +WE+++M+F 

Sbjct  1091  RTLARLKAQFYWPKMQEDVKAYIQKCLICQQAKSNNTLPAGLLQPLPIPQQVWEDVAMDF  1150 

 

Query  3420  IVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIVSDS  3593 

             I G+  S G  VI+V +D+L+KY +FI +K  Y ++ + +  +  I+ L  +P SIVSD  

Sbjct  1151  ITGLPNSFGLSVIMVVIDRLTKYAHFIPLKADYNSKVVAEAFMSHIVKLHGIPRSIVSDR  1210 

 

Query  3594  DLIFMSHFLQELFK  3635 

             D +F S F Q LFK 

Sbjct  1211  DRVFTSTFWQHLFK  1224 

 

 

 Score =  142 bits (357),  Expect(3) = 6e-145 

 Identities = 75/161 (46%), Positives = 104/161 (64%), Gaps = 0/161 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +A+L WP P   K LRGFL LTGYY+R I +Y  IA PL DLL+  +F WN ++  A ++ 

Sbjct  813   QAVLDWPTPNNVKQLRGFLGLTGYYRRFIKSYANIAGPLTDLLQKDSFLWNNEAEAAFVK  872 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L++A+T  P LS+ DFS+ F +E DASG G+G VL Q+   IAYF+K L      +S Y  

Sbjct  873   LKKAMTEAPVLSLPDFSQPFILETDASGIGVGAVLGQNGHPIAYFSKKLAPRMQKQSAYT  932 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             +E +A+  A+  +R YL   KF I  DQ+SL+ L+DQ + T 

Sbjct  933   RELLAITEALSKFRHYLLGNKFIIRTDQRSLKSLMDQSLQT  973 

 

 

>gi|242070717|ref|XP_002450635.1| hypothetical protein SORBIDRAFT_05g008466 

[Sorghum bicolor] 

 gi|241936478|gb|EES09623.1| hypothetical protein SORBIDRAFT_05g008466 [Sorghum 

bicolor] 

Length=1507 

 

 Score =  251 bits (641),  Expect(3) = 5e-144 

 Identities = 131/239 (54%), Positives = 161/239 (67%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F+ P GLPP R  DH+I +K+GA P  VRPYRYP   K+E++     M+  GI+R S+S  

Sbjct  566   FADPTGLPPKRAHDHRITLKAGAQPVAVRPYRYPAAHKDELERQCAAMIEQGIVRRSDSP  625 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPV+LVK+ DGS R C+DY+AL+  TV D F IPV+ ELLDEL+G   F+K+DL++ Y 

Sbjct  626   FSSPVLLVKKPDGSWRFCVDYRALNALTVKDAFPIPVVDELLDELHGAKFFTKLDLRSGY  685 

 

Query  2058  HQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQ+RM     HK  FRTH G YE  VM FGL N P TFQ  MN  L+PFLRR+V+VFFDD 

Sbjct  686   HQVRMRPEDVHKTAFRTHDGLYEFLVMAFGLCNAPATFQALMNDVLRPFLRRFVLVFFDD  745 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YS++W  HL HL  VL  L  H  F  V + KCSFG      LGHVIS  GV M P 
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Sbjct  746   ILIYSRTWADHLRHLRAVLDELQHHQLF--VKRSKCSFGAPSVAYLGHVISAAGVAMDP  802 

 

 

 Score =  164 bits (414),  Expect(3) = 5e-144 

 Identities = 99/256 (38%), Positives = 147/256 (57%), Gaps = 9/256 (3%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRD-EDKELQGISRPFWKDITKINEEVQKD  3056 

             Q +WV KLLG++F + Y+ GA+N V DALSRRD E+     IS P +  I ++      D 

Sbjct  969   QHHWVGKLLGFDFSVEYRSGATNVVADALSRRDTEEGAAMAISAPRFDLIDRLRHAQATD  1028 

 

Query  3057  PALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMG-GHSG  3233 

             PAL  +  E++    + P + L   +L + GRL +  +S     LLQE   ++   GH G 

Sbjct  1029  PALVALYAEVRSGARAAP-WALVDGMLTYDGRLYIPPTS----PLLQEVVAAIHNDGHEG  1083 

 

Query  3234  IYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISM  3413 

             ++ T  R+ +  ++  ++  +  FV AC   Q+ K     PAGLLQPLP+P+A+W +I + 

Sbjct  1084  VHRTLHRLRRDFHFPSMRRVVQAFVQACGTCQQYKSDHLRPAGLLQPLPVPSAVWADIGI  1143 

 

Query  3414  NFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVS  3587 

             +FI  + K +G  VIL  VD+ SKY +FI + HPY A S+      +++ L  VP SIVS 

Sbjct  1144  DFIEALPKVQGKTVILSVVDRFSKYCHFIPLAHPYTAESVAQAFFADVVRLHGVPQSIVS  1203 

 

Query  3588  DSDLIFMSHFLQELFK  3635 

             D D +F S F QEL + 

Sbjct  1204  DRDPVFTSAFWQELMR  1219 

 

 

 Score =  146 bits (369),  Expect(3) = 5e-144 

 Identities = 71/163 (43%), Positives = 105/163 (64%), Gaps = 0/163 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +AI  WP P++ + +RGFL L GYY++ +  YG +A PL  LLK   F W++ +  A    

Sbjct  806   QAIHDWPAPRSVRAVRGFLGLAGYYRKFVHGYGALAAPLSALLKKEGFSWDDAAASAFAA  865 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+ A+T+ P L+M DF+K F++ECDAS  G G VLTQ+   +A+F++ +     + + YE 

Sbjct  866   LKAAVTSAPVLAMPDFTKLFTVECDASTVGFGAVLTQEGHPVAFFSRPVAPRHRALAAYE  925 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQP  2881 

             +E + LV A++HWRPYL    F +  D  SL+YLLDQR+ T P 

Sbjct  926   RELIGLVQAVRHWRPYLWGRSFIVKTDHYSLKYLLDQRLATIP  968 

 

 

>gi|242095940|ref|XP_002438460.1| hypothetical protein SORBIDRAFT_10g020018 

[Sorghum bicolor] 

 gi|241916683|gb|EER89827.1| hypothetical protein SORBIDRAFT_10g020018 [Sorghum 

bicolor] 

Length=1437 

 

 Score =  243 bits (620),  Expect(3) = 1e-143 

 Identities = 124/239 (51%), Positives = 157/239 (65%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F+ P GLPP R  DH I +K+GA P  VRPYRYP   K+E++     M+  GI+R S+S+ 

Sbjct  486   FAEPVGLPPPRTRDHSIVLKTGALPVAVRPYRYPAAHKDELERQCATMMEQGIVRRSDSA  545 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPV+LVK+ DGS R C+DY+AL+  T+ D F IPV+ ELLDEL+G  +F+K+DL++ Y 

Sbjct  546   FSSPVLLVKKPDGSWRFCVDYRALNALTIKDAFPIPVVDELLDELHGACYFTKLDLRSGY  605 

 

Query  2058  HQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQ+RM     HK  F TH G YE  VM FGL N P TFQ  MN  L+PFLRR+V+VFFDD 

Sbjct  606   HQVRMRPADIHKTAFHTHDGLYEFLVMAFGLCNAPATFQALMNDVLRPFLRRFVLVFFDD  665 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YS +W  HL HL  V   L  H  F    + KC+F       LGHV+S  GV M P 

Sbjct  666   ILIYSSTWADHLRHLRAVFDELQRHKLFLK--RSKCAFAAASVAYLGHVVSAAGVAMDP  722 

 

 

 Score =  163 bits (412),  Expect(3) = 1e-143 

 Identities = 92/256 (35%), Positives = 146/256 (57%), Gaps = 8/256 (3%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRD--EDKELQGISRPFWKDITKINEEVQK  3053 

             Q +WV KLLG++F + YK G SN V DALSRRD  E+  +  +S P ++ + ++ +     

Sbjct  889   QHHWVGKLLGFDFTVEYKPGHSNAVADALSRRDTVEEGTVLVLSAPRFEFVQRLRQAHAT  948 

 

Query  3054  DPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSG  3233 

             DPAL  +++E+     + P + L   ++ + GRL L  +S   P L +  +     GH G 

Sbjct  949   DPALVALQQEISAGTRALP-WALSDGLVTYSGRLYLPPAS---PLLQEALRAVHEEGHEG  1004 

 

Query  3234  IYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISM  3413 

             +  T  R+ +  ++  +K  +  FV  C + QR K +   PAGLL PLP+P  +W +I+M 

Sbjct  1005  VQRTLHRLRRDFHFPHMKTVVQDFVRGCSICQRHKSEHLHPAGLLLPLPVPQGVWSDIAM  1064 

 

Query  3414  NFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVS  3587 

             +F+  + + KG  VIL  VD+ SKY +FI + HPY A  +      +++ L  +P SIVS 

Sbjct  1065  DFVEALPRVKGKSVILTVVDRFSKYCHFIPLAHPYSAEGVAQAFFADVVRLHGIPQSIVS  1124 

 

Query  3588  DSDLIFMSHFLQELFK  3635 

             D D +F S+F +EL + 

Sbjct  1125  DRDTVFTSNFWRELMR  1140 

 

 

 Score =  154 bits (389),  Expect(3) = 1e-143 

 Identities = 74/163 (45%), Positives = 107/163 (65%), Gaps = 0/163 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +A+  WP P++ + +RGFL L GYY++ + NYG IA PL  LLK   F W+ ++  A    

Sbjct  726   QAVRDWPQPRSARAVRGFLGLAGYYRKFVHNYGTIAAPLTALLKKDGFSWSAEAAAAFDA  785 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+ A+T+ P L+M DFSKQF +ECDAS  G G VL  +   IA+F++ +     + + YE 

Sbjct  786   LKDAVTSAPVLAMPDFSKQFVVECDASSHGFGAVLVHEGHPIAFFSRPVAPRHQALAAYE  845 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQP  2881 

             +E + LV A++HWRPYL   +FT+  D  SL+YLLDQR++T P 

Sbjct  846   RELIGLVHAVRHWRPYLWGRRFTVKTDHYSLKYLLDQRLSTIP  888 

 

 

>gi|242065034|ref|XP_002453806.1| hypothetical protein SORBIDRAFT_04g018075 

[Sorghum bicolor] 

 gi|241933637|gb|EES06782.1| hypothetical protein SORBIDRAFT_04g018075 [Sorghum 

bicolor] 

Length=1414 

 

 Score =  243 bits (620),  Expect(3) = 2e-142 

 Identities = 128/239 (53%), Positives = 159/239 (66%), Gaps = 7/239 (2%) 

 Frame = +3 
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Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F+ P G+PP R  DH I +K G+ P  VRPYRYP   K+E++     M+  GI+R S+S+ 

Sbjct  446   FTEPSGMPPPRARDHAITLKPGSAPVVVRPYRYPAAHKDELERQCTAMIQQGIVRRSDSA  505 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPV+LVK+ DGS R C+DY+AL+  TV D F IPV+ ELLDEL+G   F+K+DL++ Y 

Sbjct  506   FSSPVLLVKKADGSWRFCVDYRALNALTVKDAFPIPVVDELLDELHGARFFTKLDLRSGY  565 

 

Query  2058  HQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQ+RM     HK  FRTH G YE  VMPFGL N P TFQ  MN  L+ +LRR+V+VFFDD 

Sbjct  566   HQVRMRPEDVHKTAFRTHDGLYEFLVMPFGLCNAPATFQALMNDVLRAYLRRFVLVFFDD  625 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YS +W  HL HL  VL  L  H  F  V + KCSFG      LGHVIS  GV M P 

Sbjct  626   ILIYSTTWADHLRHLRVVLDILRRHRLF--VKRSKCSFGVSSVAYLGHVISAAGVAMDP  682 

 

 

 Score =  163 bits (412),  Expect(3) = 2e-142 

 Identities = 96/259 (37%), Positives = 149/259 (57%), Gaps = 12/259 (4%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKE----LQGISRPFWKDITKINEEV  3047 

             Q +WV KLLG++F + YK GASN V DALSRRD +++    LQ IS P +  I ++     

Sbjct  849   QHHWVGKLLGFDFTVEYKSGASNTVADALSRRDTEEDSVGGLQAISAPRFDFIARLRHAQ  908 

 

Query  3048  QKDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSL-MGG  3224 

               DPAL  I ++++    + P +T+   ++ + GRL +  SS     L+QE   ++   G 

Sbjct  909   ATDPALVTIHDDIRAGSRAAP-WTVADGMVLYDGRLYIPPSS----PLVQEIVAAVHYDG  963 

 

Query  3225  HSGIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEE  3404 

             H G+  T  R+ +  ++  ++  +  FV AC   QR K +   PAGLL PLP+P  +W + 

Sbjct  964   HEGVQRTLHRLRRDFHFPQMRRIVQDFVRACVTCQRYKSEHLLPAGLLLPLPVPTVVWAD  1023 

 

Query  3405  ISMNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPIS  3578 

             I ++F+  + + +G  VIL  VD+ SKY +FI + HPY A ++      +I+ L  VP S 

Sbjct  1024  IGLDFVEALPRVQGKSVILTVVDRFSKYCHFIALAHPYTAETVAQAFFTDIVRLHGVPQS  1083 

 

Query  3579  IVSDSDLIFMSHFLQELFK  3635 

             +VSD D +F S F +EL + 

Sbjct  1084  MVSDRDPVFTSAFWRELMR  1102 

 

 

 Score =  150 bits (378),  Expect(3) = 2e-142 

 Identities = 75/163 (46%), Positives = 105/163 (64%), Gaps = 0/163 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +AI  WP P++ + +RGFL L GYY++ + NYG IA PL  LLK   F W  ++  A    

Sbjct  686   QAIHDWPQPRSARAVRGFLGLAGYYRKFVHNYGAIAAPLTALLKKEGFTWGAEAEAAFSA  745 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+ A+T+ P L++ DFSK F +ECDAS  G G VL Q+   IA+F++ +     S + YE 

Sbjct  746   LKGAVTSAPVLTLPDFSKPFIVECDASTYGFGAVLIQEGHPIAFFSRPVAPRHRSLAAYE  805 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQP  2881 

             +E + LVLA++HWRPYL   +F +  D  SL+YLLDQR+ T P 

Sbjct  806   RELIGLVLAVRHWRPYLWGRRFIVKTDHYSLKYLLDQRLATIP  848 

 

 

>gi|225432842|ref|XP_002279912.1| PREDICTED: similar to polyprotein [Vitis 

vinifera] 

Length=1528 

 

 Score =  259 bits (661),  Expect(3) = 7e-140 

 Identities = 131/240 (54%), Positives = 166/240 (69%), Gaps = 7/240 (2%) 

 Frame = +3 

 

Query  1695  SFSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNS  1874 

             +F+ P  LPP R++DH+I +     P NVRPYRYPH QK EI+ LV EML  GIIR S + 

Sbjct  547   NFAPPSSLPPQRQLDHRIPLLPNTTPVNVRPYRYPHFQKEEIEKLVGEMLRDGIIRPSTN  606 

 

Query  1875  SYSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKAR  2054 

              +SSPV+LVK+KDG+ R C+DY+AL+  TV D+F IP + ELLDEL G   FSK+DL+A  

Sbjct  607   PFSSPVLLVKKKDGTWRFCVDYRALNAVTVKDRFPIPTVDELLDELYGASVFSKLDLRAG  666 

 

Query  2055  YHQIRMHKP-----TFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFD  2219 

             YHQ+R+H P      FRTH+GHYE  VMPFGL+N P+TFQ  MN+  +  LR++V+VFFD 

Sbjct  667   YHQVRIHPPDIEKTAFRTHEGHYEFIVMPFGLSNAPSTFQALMNSVFRDKLRKFVLVFFD  726 

 

Query  2220  DILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             DILVYSKSWE H  HL  V + L  H  F  +   KC FG ++   LGH IS +GV + P 

Sbjct  727   DILVYSKSWEDHQQHLEMVFSVLASHSLFAKL--SKCEFGCVELSYLGHRISDQGVAVEP  784 

 

 

 Score =  162 bits (411),  Expect(3) = 7e-140 

 Identities = 97/256 (37%), Positives = 141/256 (55%), Gaps = 6/256 (2%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDK--ELQGISRPFWKDITKINEEVQK  3053 

             QQ W+ KLLG++FDI Y+ G  N+  DALSR  E     LQ +S+P       + E  Q+ 

Sbjct  951   QQKWLTKLLGFDFDICYRPGRENQPADALSRLVEHTYMALQIVSKPVMAIWDALKEFYQQ  1010 

 

Query  3054  DPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSG  3233 

              P  A + +  +   D    Y +   +L+F G++V+   S     +L EF  + +GGH+G 

Sbjct  1011  HPPSAHLMQSAQQ--DDSTGYAVREGLLWFNGKVVVPPDSALQRLILIEFHNTPVGGHAG  1068 

 

Query  3234  IYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISM  3413 

             +  T  RI    YW  ++  +  FV  C V Q  K    +P GLLQPLPIP  IW+ ISM 

Sbjct  1069  MQRTLSRIASMFYWPKMRQLVRDFVARCQVCQAIKPFNKAPQGLLQPLPIPGKIWDSISM  1128 

 

Query  3414  NFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSI--VDVKEIIWLLEVPISIVS  3587 

             +F+  +  + G  VI+V VD+LSK  +F V+   + A  +  + +KEI+ L   P +I+  

Sbjct  1129  DFVTHLPPASGKSVIMVVVDRLSKQAHFAVLPSAFNAPMVAALFIKEIVRLHGFPTTIIP  1188 

 

Query  3588  DSDLIFMSHFLQELFK  3635 

             D D +FMS F QELFK 

Sbjct  1189  DQDPVFMSSFWQELFK  1204 

 

 

 Score =  126 bits (316),  Expect(3) = 7e-140 

 Identities = 71/160 (44%), Positives = 90/160 (56%), Gaps = 0/160 (0%) 

 Frame = +2 

 

Query  2396  AIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQL  2575 

             AI  WP+P T K LRGFL L GYY+R +  Y     PL  LL    F W +++  A   L 

Sbjct  789   AIQKWPLPATIKELRGFLGLCGYYRRFVYRYASTTAPLTKLLCKNAFVWTKEATGAFEAL  848 

 

Query  2576  QQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEK  2755 

             + A+ T P L+M DFS  F ++ DASG GIG VL Q    IAYF+K L      +S Y + 

Sbjct  849   KHALATTPVLAMPDFSNPFVLQTDASGSGIGAVLVQKGHPIAYFSKELPSKLRRESAYCR  908 

 

Query  2756  ESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             E  A+  AIQ WR YL   +F +  D +SLR L +Q I T 

Sbjct  909   EMFAITEAIQKWRQYLLGRRFIVETDHQSLRALHNQTIQT  948 
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>gi|115457692|ref|NP_001052446.1| Os04g0316700 [Oryza sativa (japonica cultivar-

group)] 

Length=1605 

 

 Score =  250 bits (639),  Expect(3) = 2e-139 

 Identities = 125/236 (52%), Positives = 164/236 (69%), Gaps = 7/236 (2%) 

 Frame = +3 

 

Query  1707  PKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSSYSS  1886 

             PKGLPP R  DH I +KSGA P N+RPYR PH QK  ++ ++ E++    I++S+  YSS 

Sbjct  666   PKGLPPRRNCDHVITLKSGAEPPNLRPYRVPHYQKEAMEKIIAELIESKEIQVSDIPYSS  725 

 

Query  1887  PVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARYHQI  2066 

             P ++V++KDGS RLC+DY+ L+  TV +KF +P++++LLDELNG   FSK+DL++ YHQI 

Sbjct  726   PAVMVRKKDGSWRLCVDYRQLNAQTVKNKFPMPIIEDLLDELNGAKVFSKLDLRSGYHQI  785 

 

Query  2067  RM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDDILV  2231 

             RM      K  FRTH GHYE  VMPFGLTN PTTFQ  MN  L PFLR+YV+VFFDDIL+ 

Sbjct  786   RMATQDIPKTAFRTHLGHYEYQVMPFGLTNAPTTFQSLMNQVLAPFLRKYVLVFFDDILI  845 

 

Query  2232  YSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             YSK W  H +H+  V+  L E+     +  KKC+FG      LGH+IS++GV   P 

Sbjct  846   YSKDWAEHKEHIRQVMKVLEENKLVVKL--KKCAFGLPSVTYLGHIISQDGVATDP  899 

 

 

 Score =  157 bits (397),  Expect(3) = 2e-139 

 Identities = 88/254 (34%), Positives = 139/254 (54%), Gaps = 2/254 (0%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKDP  3059 

             Q   + KL+ Y++ I YK G  N V DALSR    ++ Q I+    + +  I    + D  

Sbjct  1066  QHKLLLKLMEYDYSIEYKAGKENLVADALSRIPPAEQCQAITTVIPEWVRDIQRSYEGDV  1125 

 

Query  3060  ALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIY  3239 

                KI   +    D+   Y+ E  +L ++GR+ +  ++    +L++ + +S  GGHSG+  

Sbjct  1126  QAHKILSLIGTEGDTDGSYSQEAGLLRYKGRIYVGENTEIREELIRSYHSSAFGGHSGMR  1185 

 

Query  3240  ITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNF  3419 

              TY RI    YW  +K  +  F+  C + Q +K +     GLL PL +P+  W  I+M+F 

Sbjct  1186  ATYHRIKSLFYWPGLKKAVEGFIRECPICQVTKAEHIHIPGLLDPLEVPDMAWAHITMDF  1245 

 

Query  3420  IVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIVSDS  3593 

             + G+ KS G DVILV VD+L+KY +FI + HPY    +V+  +  I  L  +P++I++D  

Sbjct  1246  VEGLPKSNGKDVILVVVDRLTKYAHFIAMAHPYTVEQVVELFMNNIHRLHGMPMAIITDR  1305 

 

Query  3594  DLIFMSHFLQELFK  3635 

             D IF S   QE+FK 

Sbjct  1306  DRIFTSQLFQEIFK  1319 

 

 

 Score =  139 bits (349),  Expect(3) = 2e-139 

 Identities = 70/159 (44%), Positives = 104/159 (65%), Gaps = 0/159 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             E I  +P PK+   LR FL +TGYY+R I NYG + RPL D+LK   F+W  +  +A    

Sbjct  903   EKIATYPTPKSVTDLRKFLGMTGYYRRFIKNYGIVCRPLHDMLKKEGFQWEREQTEAFET  962 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+  + T P LS+ DF+K+F IE DA G GIG VL Q  + +AYF+K L     ++S+YE 

Sbjct  963   LKTHMCTSPVLSLPDFTKEFVIEADACGNGIGAVLMQSGRPLAYFSKTLGPKAAAQSIYE  1022 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRI  2869 

             KE+MA++ A++ WR Y+   +  I  DQ+SL+++++QR+ 

Sbjct  1023  KEAMAILEALKKWRHYVLGSRLIIKTDQQSLKFMMNQRL  1061 

 

 

>gi|32492359|emb|CAE05990.1| OSJNBa0004L19.22 [Oryza sativa (japonica cultivar-

group)] 

Length=1586 

 

 Score =  250 bits (639),  Expect(3) = 2e-139 

 Identities = 125/236 (52%), Positives = 164/236 (69%), Gaps = 7/236 (2%) 

 Frame = +3 

 

Query  1707  PKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSSYSS  1886 

             PKGLPP R  DH I +KSGA P N+RPYR PH QK  ++ ++ E++    I++S+  YSS 

Sbjct  666   PKGLPPRRNCDHVITLKSGAEPPNLRPYRVPHYQKEAMEKIIAELIESKEIQVSDIPYSS  725 

 

Query  1887  PVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARYHQI  2066 

             P ++V++KDGS RLC+DY+ L+  TV +KF +P++++LLDELNG   FSK+DL++ YHQI 

Sbjct  726   PAVMVRKKDGSWRLCVDYRQLNAQTVKNKFPMPIIEDLLDELNGAKVFSKLDLRSGYHQI  785 

 

Query  2067  RM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDDILV  2231 

             RM      K  FRTH GHYE  VMPFGLTN PTTFQ  MN  L PFLR+YV+VFFDDIL+ 

Sbjct  786   RMATQDIPKTAFRTHLGHYEYQVMPFGLTNAPTTFQSLMNQVLAPFLRKYVLVFFDDILI  845 

 

Query  2232  YSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             YSK W  H +H+  V+  L E+     +  KKC+FG      LGH+IS++GV   P 

Sbjct  846   YSKDWAEHKEHIRQVMKVLEENKLVVKL--KKCAFGLPSVTYLGHIISQDGVATDP  899 

 

 

 Score =  157 bits (397),  Expect(3) = 2e-139 

 Identities = 88/254 (34%), Positives = 139/254 (54%), Gaps = 2/254 (0%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKDP  3059 

             Q   + KL+ Y++ I YK G  N V DALSR    ++ Q I+    + +  I    + D  

Sbjct  1066  QHKLLLKLMEYDYSIEYKAGKENLVADALSRIPPAEQCQAITTVIPEWVRDIQRSYEGDV  1125 

 

Query  3060  ALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIY  3239 

                KI   +    D+   Y+ E  +L ++GR+ +  ++    +L++ + +S  GGHSG+  

Sbjct  1126  QAHKILSLIGTEGDTDGSYSQEAGLLRYKGRIYVGENTEIREELIRSYHSSAFGGHSGMR  1185 

 

Query  3240  ITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNF  3419 

              TY RI    YW  +K  +  F+  C + Q +K +     GLL PL +P+  W  I+M+F 

Sbjct  1186  ATYHRIKSLFYWPGLKKAVEGFIRECPICQVTKAEHIHIPGLLDPLEVPDMAWAHITMDF  1245 

 

Query  3420  IVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIVSDS  3593 

             + G+ KS G DVILV VD+L+KY +FI + HPY    +V+  +  I  L  +P++I++D  

Sbjct  1246  VEGLPKSNGKDVILVVVDRLTKYAHFIAMAHPYTVEQVVELFMNNIHRLHGMPMAIITDR  1305 

 

Query  3594  DLIFMSHFLQELFK  3635 

             D IF S   QE+FK 

Sbjct  1306  DRIFTSQLFQEIFK  1319 

 

 

 Score =  139 bits (349),  Expect(3) = 2e-139 

 Identities = 70/159 (44%), Positives = 104/159 (65%), Gaps = 0/159 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 
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             E I  +P PK+   LR FL +TGYY+R I NYG + RPL D+LK   F+W  +  +A    

Sbjct  903   EKIATYPTPKSVTDLRKFLGMTGYYRRFIKNYGIVCRPLHDMLKKEGFQWEREQTEAFET  962 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+  + T P LS+ DF+K+F IE DA G GIG VL Q  + +AYF+K L     ++S+YE 

Sbjct  963   LKTHMCTSPVLSLPDFTKEFVIEADACGNGIGAVLMQSGRPLAYFSKTLGPKAAAQSIYE  1022 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRI  2869 

             KE+MA++ A++ WR Y+   +  I  DQ+SL+++++QR+ 

Sbjct  1023  KEAMAILEALKKWRHYVLGSRLIIKTDQQSLKFMMNQRL  1061 

 

 

>gi|115438795|ref|NP_001043677.1| Os01g0640000 [Oryza sativa (japonica cultivar-

group)] 

Length=1660 

 

 Score =  241 bits (614),  Expect(3) = 2e-139 

 Identities = 125/253 (49%), Positives = 167/253 (66%), Gaps = 7/253 (2%) 

 Frame = +3 

 

Query  1650  EPRKLVVASTDRVCYSFSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTL  1829 

             +P  L+    D +   F+ P GLPP R + H+I +++G     VRPYRY H+QK+E++   

Sbjct  648   QPGDLMTDLLDVLKDLFTEPHGLPPERHLCHRIRLEAGVSAVAVRPYRYAHIQKDELERQ  707 

 

Query  1830  VVEML*LGIIRLSNSSYSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDE  2009 

               +ML  G+IR S+S++SSP +L+K+ DGS R C+DY+AL+  T+ DKF IPV +EL DE 

Sbjct  708   CDDMLRHGVIRPSSSAFSSPALLIKKCDGSWRFCVDYRALNDKTIKDKFPIPVAEELFDE  767 

 

Query  2010  LNGPIHFSKIDLKARYHQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNA  2174 

             L G   F+K+D+++ YHQ+ M     HK  FRTHQG +E  VMPFGLTN P TFQ  MN  

Sbjct  768   LRGAKFFTKLDMRSGYHQVLMHPDDVHKTAFRTHQGLFEFLVMPFGLTNAPATFQALMND  827 

 

Query  2175  TLKPFLRRYVVVFFDDILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAG  2354 

              L PFLRR+V+VFFDDIL+YS SW  HL H+  VL  L +H    ++ + KC FG      

Sbjct  828   VLLPFLRRFVLVFFDDILIYSSSWSEHLRHVRTVLQTLQDHCL--HLKRSKCEFGLTSVA  885 

 

Query  2355  CLGHVISKEGVLM  2393 

              LGHVIS +GV M 

Sbjct  886   YLGHVISGDGVAM  898 

 

 

 Score =  153 bits (386),  Expect(3) = 2e-139 

 Identities = 74/163 (45%), Positives = 108/163 (66%), Gaps = 0/163 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +A+L WP+PKT + +RGFL L GYY+R I ++G IA PL  LL+   F+W++++  A  + 

Sbjct  904   QAVLDWPVPKTVRAVRGFLGLAGYYRRFIRDFGAIAAPLTALLRKEGFRWSDEAAAAFRK  963 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             LQ A+T  P L + DF++ F +ECDASG G+G VL Q    +A+F+  +       + YE 

Sbjct  964   LQHALTAAPVLQLPDFNRDFIVECDASGTGLGAVLHQGGGPVAFFSMPIAPRHAKLAAYE  1023 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQP  2881 

             +E + LV A++HWRPYL   +F I  D  SLR+LLDQR++T P 

Sbjct  1024  RELIGLVKAVRHWRPYLWGRRFIIRTDHYSLRFLLDQRLSTIP  1066 

 

 

 Score =  152 bits (384),  Expect(3) = 2e-139 

 Identities = 92/255 (36%), Positives = 142/255 (55%), Gaps = 7/255 (2%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDED-KELQGISRPFWKDITKINEEVQKD  3056 

             Q +W +KLLG++F + YK G +N V DALSRRDE   E   +S P +  +  +  EV    

Sbjct  1067  QHHWASKLLGFDFAVEYKPGTANVVADALSRRDEHLAEAFVLSAPHFSLLDDVRREVAST  1126 

 

Query  3057  PALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGI  3236 

             P+LA +R+++       P +  +  ++  + R+ +  SS  +P +L+        GH G  

Sbjct  1127  PSLASLRDDIIRGAKP-PPWAFKDGLIVLKDRVFIPESSPLLPAVLELAHGH---GHEGT  1182 

 

Query  3237  YITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMN  3416 

               T  R+    +    +  +  FV AC   QR+K +   PAGLLQ LP+P+A+W +I+M+ 

Sbjct  1183  QKTMFRLRADFHVPRDRVLVQDFVRACLTCQRNKTEHLQPAGLLQSLPVPSAVWADIAMD  1242 

 

Query  3417  FIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVSD  3590 

             F+ G+ +  G  VIL  VD+ SK+ +FI + HPY A ++      +I+ L  VP SIVSD 

Sbjct  1243  FVEGLPRVHGKTVILTVVDRFSKFAHFIPLSHPYTATTVAAAFFGDIVRLHGVPSSIVSD  1302 

 

Query  3591  SDLIFMSHFLQELFK  3635 

              D +F S F  ELF+ 

Sbjct  1303  RDPVFTSKFWTELFR  1317 

 

 

>gi|115481476|ref|NP_001064331.1| Os10g0317000 [Oryza sativa (japonica cultivar-

group)] 

 gi|15217201|gb|AAK92545.1|AC051624_3 Putative retroelement [Oryza sativa Japonica 

Group] 

 gi|31431040|gb|AAP52878.1| retrotransposon protein, putative, unclassified, 

expressed [Oryza  

sativa (japonica cultivar-group)] 

 gi|113638940|dbj|BAF26245.1| Os10g0317000 [Oryza sativa Japonica Group] 

Length=1476 

 

 Score =  232 bits (591),  Expect(3) = 1e-138 

 Identities = 122/239 (51%), Positives = 157/239 (65%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F+ P+GLPP R  DH I +  GA P  VRPYRYP   K+E++     M+  G+IR S S+ 

Sbjct  508   FAEPRGLPPPRGRDHAIHLLPGAPPVAVRPYRYPVAHKDELERQCAVMMEQGLIRRSTSA  567 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPV+LVK+ DGS R C+DY+AL+  T+ D + IPV+ ELLDEL+G   F+K+DL++ Y 

Sbjct  568   FSSPVLLVKKADGSWRFCVDYRALNAITIKDAYPIPVVDELLDELHGAKFFTKLDLRSGY  627 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQ+RM      K  FRTH G YE  VMPFGL N P TFQ  MN  L+ +LRR+V+VFFDD 

Sbjct  628   HQVRMRAEDVAKTAFRTHDGLYEFLVMPFGLCNAPATFQALMNDILRIYLRRFVLVFFDD  687 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YS +W  HL H+  VL  L +H  F  V + KC+FG      LGH+I   GV M P 

Sbjct  688   ILIYSNTWADHLRHIRAVLLLLRQHRLF--VKRSKCAFGVSSISYLGHIIGATGVSMDP  744 

 

 

 Score =  159 bits (402),  Expect(3) = 1e-138 

 Identities = 93/255 (36%), Positives = 143/255 (56%), Gaps = 7/255 (2%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDK-ELQGISRPFWKDITKINEEVQKD  3056 

             Q +WV KLLG++F + YK GASN V DALSRRD D+  +  +S P +  I ++      + 

Sbjct  911   QHHWVGKLLGFDFTVEYKSGASNVVADALSRRDTDEGAVLALSAPRFDYIERLRAAQTTE  970 

 

Query  3057  PALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGI  3236 

             PAL  IR+ ++    S P + L   ++ F  RL +  SS  + ++L    T    GH G+ 
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Sbjct  971   PALVAIRDAIQAGTRSAP-WALRDGMVMFDSRLYIPPSSPLLHEILAAIHTD---GHEGV  1026 

 

Query  3237  YITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMN  3416 

               T  R+ +  +   ++  + +FV AC   QR+K +   P GLL PLP+P  +W +I ++ 

Sbjct  1027  QRTLHRLRRDFHSPAMRRVVQEFVRACDTCQRNKSEHLHPGGLLLPLPVPTTVWADIGLD  1086 

 

Query  3417  FIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVSD  3590 

             F+  + +  G  VIL  VD+ SKY +FI + HPY A S+      +I+ L  +P S+VSD 

Sbjct  1087  FVEALPRVGGKTVILTVVDRFSKYCHFIPLAHPYTAESVAQAFYADIVRLHGIPQSMVSD  1146 

 

Query  3591  SDLIFMSHFLQELFK  3635 

              D +F S F +EL + 

Sbjct  1147  RDPVFTSSFWRELMR  1161 

 

 

 Score =  152 bits (384),  Expect(3) = 1e-138 

 Identities = 73/163 (44%), Positives = 107/163 (65%), Gaps = 0/163 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +A++ WP P++ +T+RGFL L GYY++ + +YG IA PL  L K   F+W+++   A    

Sbjct  748   QAVVDWPQPRSARTVRGFLGLAGYYRKFVHDYGTIAAPLTALTKKEGFRWSDEVATAFHA  807 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+ A+TT P L++ DF K F +ECDAS  G G VL QD+  +A+F++ +     + + YE 

Sbjct  808   LKHAVTTAPVLALPDFVKPFVVECDASTHGFGAVLLQDKHPLAFFSRPVAPRHRALAAYE  867 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQP  2881 

             +E + LVLAI+HWRPYL    F +  D  SL+YLLDQR+ T P 

Sbjct  868   RELIGLVLAIRHWRPYLWGRAFVVRTDHYSLKYLLDQRLATIP  910 

 

 

>gi|115462807|ref|NP_001055003.1| Os05g0241900 [Oryza sativa (japonica cultivar-

group)] 

 gi|53981172|gb|AAV24812.1| putative polyprotein [Oryza sativa Japonica Group] 

Length=1475 

 

 Score =  253 bits (645),  Expect(3) = 2e-138 

 Identities = 125/236 (52%), Positives = 167/236 (70%), Gaps = 7/236 (2%) 

 Frame = +3 

 

Query  1707  PKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSSYSS  1886 

             PKGLPP RE DH I ++SGA P N+RPYR PH QK  ++ ++ E++    I+ S+S YSS 

Sbjct  551   PKGLPPKRECDHVINLQSGAVPPNIRPYRVPHYQKEAMENIINELIESKEIQTSDSPYSS  610 

 

Query  1887  PVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARYHQI  2066 

             P ++V++KDGS R+C+DY+ L+  TV +KF +P++++LLDELNG   FSK+DL++ YHQI 

Sbjct  611   PAVMVRKKDGSWRMCVDYRQLNAQTVKNKFPMPIIEDLLDELNGARIFSKLDLRSGYHQI  670 

 

Query  2067  RM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDDILV  2231 

             RM     HK  FRTH GHYE  VMPFGLTN P TFQ  MN  L PFLRR+V+VFFDDIL+ 

Sbjct  671   RMAEKDVHKTAFRTHLGHYEYQVMPFGLTNDPATFQSLMNHVLAPFLRRFVLVFFDDILI  730 

 

Query  2232  YSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             YSK+   HL+H+  V+  L +++    +  KKC+FG      LGHVIS++GV   P 

Sbjct  731   YSKTRAEHLEHVKLVMQALQDNHLVIKL--KKCAFGLASVSYLGHVISQDGVATDP  784 

 

 

 Score =  154 bits (388),  Expect(3) = 2e-138 

 Identities = 92/260 (35%), Positives = 139/260 (53%), Gaps = 10/260 (3%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPF------WKDITKINE  3041 

             Q   + KL+ Y++ I YK G  N V DALSR  + + +     P       W  I  I   

Sbjct  951   QHKLLLKLMEYDYTIEYKSGKENLVADALSRLPQKEAVADRCHPMTVVIPEW--IVDIQR  1008 

 

Query  3042  EVQKDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMG  3221 

               + D    KI   +    D   +Y LE  +L ++GR+ +  ++    +L+  + +S  G 

Sbjct  1009  SYENDVQAHKILSLIGTAADPDREYKLEAGLLKYKGRIYVGEATDIRRQLITTYHSSSFG  1068 

 

Query  3222  GHSGIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWE  3401 

             GHSG+  T+ RI    YW  ++GE+ +F+  C   Q +K +     GLL PL IP+  W  

Sbjct  1069  GHSGMRATHHRIKMLFYWHGMRGEVERFIRECPTCQITKSEHVHIPGLLNPLEIPDMAWT  1128 

 

Query  3402  EISMNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPI  3575 

              I+M+FI G+ KS+G DVILV VD+L+KY +FI + HPY    +V+  +  I  L  +P+ 

Sbjct  1129  HITMDFIEGLPKSQGKDVILVVVDRLTKYAHFIALAHPYDVEQVVEAFMNNIHKLHGMPM  1188 

 

Query  3576  SIVSDSDLIFMSHFLQELFK  3635 

              I++D D IF S   QE+FK 

Sbjct  1189  VIITDRDRIFTSSLFQEIFK  1208 

 

 

 Score =  136 bits (342),  Expect(3) = 2e-138 

 Identities = 68/154 (44%), Positives = 97/154 (62%), Gaps = 0/154 (0%) 

 Frame = +2 

 

Query  2408  WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQLQQAI  2587 

             WP PK    +R FL +TGYY+R I  YG I RP+ D+LK   F+W  D   A   L+  + 

Sbjct  793   WPTPKDVTDVRKFLGMTGYYRRFIQGYGTICRPIHDMLKKNGFQWGADQTTAFETLKHKL  852 

 

Query  2588  TTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEKESMA  2767 

              T P L++ DF + F+IE DA G GIG VL Q  + IA+F+KAL      +S+YEKE+MA 

Sbjct  853   RTSPVLALPDFDQAFTIEADACGVGIGAVLMQGGRPIAFFSKALGPKAAGQSIYEKEAMA  912 

 

Query  2768  LVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRI  2869 

             ++ A++ WR Y+   K  I  DQ+SL++++ QR+ 

Sbjct  913   ILEALKKWRHYVLGSKLIIKTDQQSLKFMMGQRL  946 

 

 

>gi|115457202|ref|NP_001052201.1| Os04g0191000 [Oryza sativa (japonica cultivar-

group)] 

 gi|38346036|emb|CAE01900.2| OSJNBa0059D20.8 [Oryza sativa (japonica cultivar-

group)] 

 gi|113563772|dbj|BAF14115.1| Os04g0191000 [Oryza sativa Japonica Group] 

Length=1463 

 

 Score =  236 bits (602),  Expect(3) = 4e-138 

 Identities = 125/239 (52%), Positives = 158/239 (66%), Gaps = 11/239 (4%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  P GLPP R  DH I +K  + P  VRPYRYP   K+E++     M+  G++R S+S  

Sbjct  491   FGEPTGLPPPRGRDHAIVLKPSSAPVAVRPYRYPAAHKDELERQCAAMIEQGVVRRSDSP  550 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPV+LVK+ DGS R C+DY+AL+  TV D F IPV    +DEL+G   F+K+DL++ Y 

Sbjct  551   FSSPVLLVKKADGSWRFCVDYRALNALTVKDAFPIPV----VDELHGARFFTKLDLRSGY  606 

 

Query  2058  HQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQ+RM     HK  FRTH G YE  VMPFGL N P TFQ  MN  L+PFLRR+V+VFFDD 

Sbjct  607   HQVRMRPEDVHKTAFRTHDGLYEFLVMPFGLCNAPATFQALMNDVLRPFLRRFVLVFFDD  666 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 
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             IL+YS++W  HL HL  VL+ L +H  F  V + KC+FG      LGHVIS+ GV M P 

Sbjct  667   ILIYSETWTDHLRHLRTVLSVLRQHRLF--VKRSKCTFGSPSVSYLGHVISEAGVAMDP  723 

 

 

 Score =  164 bits (416),  Expect(3) = 4e-138 

 Identities = 97/255 (38%), Positives = 150/255 (58%), Gaps = 7/255 (2%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRD-EDKELQGISRPFWKDITKINEEVQKD  3056 

             Q +WV KLLG++F + YK GA+N V DALSRRD E+  +  +S P +  I+K+++  ++D 

Sbjct  890   QHHWVGKLLGFDFAVEYKPGAANTVADALSRRDTEEGAILALSAPRFDFISKLHDAQRQD  949 

 

Query  3057  PALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGI  3236 

             PAL  +R+E+     + P + L  D+L +   L +  +S   P   +  + +   GH G+ 

Sbjct  950   PALTALRDEVSAGTRTGP-WALVDDLLQYNSWLYIPPAS---PLAREIIEATHEDGHEGV  1005 

 

Query  3237  YITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMN  3416 

               T  R+ +  +   +K  +  +V +C V QR K +  SPAGLL PLP+P  +W +I+++ 

Sbjct  1006  KRTMHRLRREFHIPNMKQLVQDWVRSCAVCQRYKSEHLSPAGLLLPLPVPQGVWTDIALD  1065 

 

Query  3417  FIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVSD  3590 

             FI  + + +G  VIL  VD+ SKY +FI + HPY A S+      EI+ L  VP S+VSD 

Sbjct  1066  FIEALPRVRGKSVILTVVDRFSKYCHFIPLAHPYSAESVAQAFFAEIVHLHGVPQSMVSD  1125 

 

Query  3591  SDLIFMSHFLQELFK  3635 

              D IF S F +EL + 

Sbjct  1126  RDPIFTSTFWRELMR  1140 

 

 

 Score =  141 bits (355),  Expect(3) = 4e-138 

 Identities = 71/163 (43%), Positives = 103/163 (63%), Gaps = 0/163 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +AI  W +P++ + +R FL L GYY++ + NYG IA PL  L K   F W ED+  A    

Sbjct  727   QAIHEWLVPRSARAVRSFLGLAGYYRKFVHNYGTIAAPLTALTKKDGFSWTEDTAAAFDA  786 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+ A+T+ P L+M DF+K F++E DAS  G G VL QD   +A+F++ +     + + YE 

Sbjct  787   LKAAVTSAPVLAMPDFAKPFTVEGDASTHGFGAVLVQDGHPVAFFSRPVVLRHRALAAYE  846 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQP  2881 

             +E + LV A++HWRPYL   +F +  D  SL+YLLDQR+ T P 

Sbjct  847   RELIGLVHAVRHWRPYLWGRRFVVKTDHYSLKYLLDQRLATIP  889 

 

 

>gi|147772855|emb|CAN73669.1| hypothetical protein [Vitis vinifera] 

Length=1308 

 

 Score =  247 bits (630),  Expect(3) = 4e-138 

 Identities = 122/235 (51%), Positives = 164/235 (69%), Gaps = 7/235 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F+ P  LPP+RE+DHKI  K G     VRPYRY + QK EI+  V +ML  G+IR S +  

Sbjct  400   FAAPTSLPPAREIDHKIPPKDGTEAIKVRPYRYAYFQKTEIENQVQDMLNAGLIRPSTNP  459 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPV+LVK+KDG+ R C DY+AL+ ATV D+F IP + ++LDEL+G   F+K+DLKA Y 

Sbjct  460   FSSPVLLVKKKDGTWRFCTDYRALNAATVKDRFPIPTVDDMLDELHGAAFFTKLDLKAGY  519 

 

Query  2058  HQIRMHKP-----TFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIR+  P      FRTH GHYE  VMPFGL N P+TFQ  MN+  +P+LR++++VFFD+ 

Sbjct  520   HQIRVSTPDIPKTAFRTHNGHYEYLVMPFGLCNAPSTFQAIMNSIFRPYLRKFILVFFDB  579 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGV  2387 

             IL+YS +WE HL+H+   LA L +H F+  V   K +FG+ +   LGH+I+  GV 

Sbjct  580   ILIYSPTWEQHLEHVQXTLAVLRQHQFY--VKXSKXAFGKQELEYLGHIITHRGV  632 

 

 

 Score =  149 bits (375),  Expect(3) = 4e-138 

 Identities = 93/259 (35%), Positives = 136/259 (52%), Gaps = 34/259 (13%) 

 Frame = +3 

 

Query  2874  LNQQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGI---SRPFWKDITKINEE  3044 

             L QQ WVAKLLGY+++I+++ G  N   DALSRR E   L  +       WK   +I E  

Sbjct  801   LEQQKWVAKLLGYDYEIIFRTGRENSAADALSRRQESPLLATLHFSEVDIWK---QIREA  857 

 

Query  3045  VQKDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGG  3224 

              + D  +  + ++  D    H   T    +L ++G++V+ A      KLL E   S +GG 

Sbjct  858   FKSDSYVQLLGKKAGD--PPHGNLTWHDGLLLYKGKVVVPADHSLRAKLLYEVHDSKVGG  915 

 

Query  3225  HSGIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEE  3404 

             HSGI  TYRR+ Q  YW  +   +  FV  C V                        WE+ 

Sbjct  916   HSGILRTYRRLQQQFYWPKMHKAVQXFVQKCEV------------------------WED  951 

 

Query  3405  ISMNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPIS  3578 

             I+++FI G+  S G D ILV VD+LSK+ +FI + HP+ A+ +V+  ++ ++ L  +P   

Sbjct  952   ITLDFIEGLPTSHGKDTILVVVDRLSKFAHFIPLTHPFTAKVVVENFIEGVVKLHGMPRF  1011 

 

Query  3579  IVSDSDLIFMSHFLQELFK  3635 

             I+SD D IF+S F QE FK 

Sbjct  1012  IISDRDPIFISKFWQEFFK  1030 

 

 

 Score =  146 bits (368),  Expect(3) = 4e-138 

 Identities = 79/161 (49%), Positives = 106/161 (65%), Gaps = 0/161 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             EA++  P P     LRGFL LTGYY++ +  YG IARPL +LLK   F+WN+ +  A +  

Sbjct  640   EAMVAXPRPSNITELRGFLGLTGYYRKFVQGYGLIARPLTNLLKKEKFQWNDKAEAAFLA  699 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+QA+T+  TL+M +F++ F+IE DASG GIG VLTQ    IAY + AL     + S+Y  

Sbjct  700   LKQAMTSTXTLAMPNFTEPFTIETDASGNGIGAVLTQQNXPIAYMSXALGITKQTWSIYA  759 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             KE +A+V AI+ WRPYL   KF I  DQ+SL+  LDQ + T 

Sbjct  760   KEMLAIVEAIRLWRPYLLGRKFYIKTDQQSLKIFLDQHVAT  800 

 

 

>gi|115468162|ref|NP_001057680.1| Os06g0493000 [Oryza sativa (japonica cultivar-

group)] 

Length=1573 

 

 Score =  235 bits (599),  Expect(3) = 1e-137 

 Identities = 125/236 (52%), Positives = 157/236 (66%), Gaps = 7/236 (2%) 

 Frame = +3 

 

Query  1707  PKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSSYSS  1886 

             P  LPP R+ DH I +  GA P NVRPYR P+ +KN ++ LV ++L    I+ S S YSS 

Sbjct  654   PVALPPQRDCDHTIPLIPGAKPVNVRPYRLPYQKKNALEELVQQLLTSQTIQPSMSPYSS  713 
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Query  1887  PVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARYHQI  2066 

             P ILVK+KDG+ RLC+DY+ L+ +T+ +K+ IPV+++LLDEL G   FSKIDL++ YHQI 

Sbjct  714   PAILVKKKDGTWRLCVDYRQLNASTIKNKYPIPVIEDLLDELQGAQIFSKIDLRSGYHQI  773 

 

Query  2067  RM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDDILV  2231 

             RM     HK  F TH GH+E  VMPFGLTN P TFQ  MN  L P+LR++V+VFFDDIL+ 

Sbjct  774   RMHAADVHKTAFSTHLGHFEYLVMPFGLTNAPATFQALMNKILAPYLRKFVLVFFDDILI  833 

 

Query  2232  YSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             YSKS   H  HLS VL  L  H  F      KC FGQ +   LG++IS  GV   P 

Sbjct  834   YSKSATEHAQHLSLVLQLLRHHQLFAK--PSKCVFGQDQVEYLGYIISSSGVATDP  887 

 

 

 Score =  173 bits (439),  Expect(3) = 1e-137 

 Identities = 102/255 (40%), Positives = 146/255 (57%), Gaps = 5/255 (1%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQG-ISRPFWKDITKINEEVQKD  3056 

             Q   + KLL Y++ I YK G  NK  DALSR  +   L   +  P W  IT++      D 

Sbjct  1054  QHKLLIKLLSYDYKIEYKKGQENKAADALSRMQQLNALTTTVIVPQW--ITEVAASYSTD  1111 

 

Query  3057  PALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGI  3236 

             P   ++   L     SHP YTL+  IL ++  +V+ A +    +LL  F  S +GGHSG  

Sbjct  1112  PKCHELESHLHIAPQSHPPYTLKGGILRYKDHIVVGAGNTLREQLLVSFHDSALGGHSGE  1171 

 

Query  3237  YITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMN  3416 

               TY+R+ Q  YW  +K  +T+FV AC V Q++K + + PAGLLQPLP+P   W  I+M+ 

Sbjct  1172  RATYQRMKQLFYWPGMKLAVTQFVKACPVCQKNKTEHNMPAGLLQPLPLPEMAWSHITMD  1231 

 

Query  3417  FIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIVSD  3590 

             F+ G+ KS+G DVI V VD+ +KY +FI + HP+ A  I+   ++    L  +P  IVSD 

Sbjct  1232  FVEGLPKSEGKDVIWVIVDRFTKYAHFIPLSHPFTADQILTQFLEHFYKLHGLPTVIVSD  1291 

 

Query  3591  SDLIFMSHFLQELFK  3635 

              D IF S   +E+F+ 

Sbjct  1292  RDRIFTSSTWKEVFE  1306 

 

 

 Score =  131 bits (330),  Expect(3) = 1e-137 

 Identities = 68/160 (42%), Positives = 97/160 (60%), Gaps = 0/160 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +A+  WP P +   LRGFL L GYY+R I N+G I RP+ D LK  NF W E   +A    

Sbjct  891   QAVQNWPTPTSITELRGFLGLAGYYRRFIKNFGIICRPMFDALKKNNFHWQEVQQQAFDA  950 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             ++  +   P L+M DFS  F +E DASG GIG VL Q+ + +AY +KA+     + S Y+ 

Sbjct  951   IKLQLAQAPVLAMPDFSLPFILEADASGHGIGAVLMQNGRPLAYLSKAIGPKAAALSTYD  1010 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRIT  2872 

             KE++A++ A++ W+ Y       I  DQ SL+Y+ +QRIT 

Sbjct  1011  KEALAILEALKKWKHYFLGTSLIIRTDQASLKYINEQRIT  1050 

 

 

>gi|147852240|emb|CAN80132.1| hypothetical protein [Vitis vinifera] 

Length=1371 

 

 Score =  252 bits (643),  Expect(3) = 2e-136 

 Identities = 134/256 (52%), Positives = 174/256 (67%), Gaps = 11/256 (4%) 

 Frame = +3 

 

Query  1647  KEPRKLVVASTDRVCYSFSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKT  1826 

             +E +K++ A  D     F  P GLPP R+ DH+I +K  A P N RPYRY  +QK+ I+  

Sbjct  560   EELQKMLQAFAD----VFEEPTGLPPVRDYDHQIDLKDEAGPINCRPYRYAAVQKDAIEK  615 

 

Query  1827  LVVEML*LGIIRLSNSSYSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLD  2006 

             L+ EML  G+IR S S Y+SPV+LVK+KDGS RLC+DY+AL++ TV DKF IPV++ELL+ 

Sbjct  616   LIGEMLHAGVIRQSRSPYASPVVLVKKKDGSWRLCVDYRALNQVTVKDKFPIPVIEELLE  675 

 

Query  2007  ELNGPIHFSKIDLKARYHQIRMHKP-----TFRTHQGHYESPVMPFGLTNTPTTFQ*AMN  2171 

             EL G   FSKIDL++ Y QIRMH+P      F+TH+GHYE  VMPFGLTN P+TFQ  MN 

Sbjct  676   ELGGSTIFSKIDLRSGYWQIRMHEPDVPKTAFKTHEGHYEFLVMPFGLTNAPSTFQSLMN  735 

 

Query  2172  ATLKPFLRRYVVVFFDDILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKA  2351 

                +P+LR++++VFFDDIL+YS+S+  H+ HLS  L  L E+  +      KC FG     

Sbjct  736   NIFQPYLRKFILVFFDDILIYSRSFSDHIHHLSIALQVLRENLLYAK--SNKCFFGHSSI  793 

 

Query  2352  GCLGHVISKEGVLMRP  2399 

               LGHVIS  GV   P 

Sbjct  794   EYLGHVISSGGVYTDP  809 

 

 

 Score =  151 bits (382),  Expect(3) = 2e-136 

 Identities = 92/254 (36%), Positives = 141/254 (55%), Gaps = 16/254 (6%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKDITKINEEVQKDP  3059 

             QQ WVAKL+ Y+++I YK G  N   DALSR  +  EL  +S        +     + DP 

Sbjct  958   QQAWVAKLMQYDYEIRYKQGKENVAADALSRI-QPAELFVLSTTILNTQLRSLRLKEADP  1016 

 

Query  3060  ALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIY  3239 

             +             ++P+Y+   + L  +G+LV+  +     ++L  F  S  GGHSG+Y 

Sbjct  1017  S-------------AYPKYSWRGEELRRKGKLVVGVNEQLRREILNSFHDSPTGGHSGVY  1063 

 

Query  3240  ITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNF  3419 

             +T +RI+  +YW  ++  + ++V  C V QR K +    +GLLQPLP+P  ++ +I+M+F 

Sbjct  1064  VTTKRISVVVYWKGLRKFVREYVRNCSVCQRFKPENKPYSGLLQPLPVPEGVFTDITMDF  1123 

 

Query  3420  IVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISIVSDS  3593 

             I G+ KS G   I V VD+L+KY +F+++ HPY A+ +  V    +  L  +P SI  D  

Sbjct  1124  IEGLPKSNGKTEIFVVVDRLTKYGHFMLLPHPYTAKMVAQVFLDSVYKLHGLPYSITCDR  1183 

 

Query  3594  DLIFMSHFLQELFK  3635 

             D IF S F QE FK 

Sbjct  1184  DPIFTSVFWQEFFK  1197 

 

 

 Score =  132 bits (333),  Expect(3) = 2e-136 

 Identities = 74/160 (46%), Positives = 99/160 (61%), Gaps = 18/160 (11%) 

 Frame = +2 

 

Query  2396  AIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQL  2575 

             A+  WP P T K LRGFL LTGYY+R++                  F   E S +A + L 

Sbjct  814   AVRDWPTPITLKQLRGFLGLTGYYRRTL------------------FTGTEGSNQAFMAL  855 

 

Query  2576  QQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEK  2755 

             +QA+ T P L++ +FSK+F IE DASG+GIG VL Q+   IAY +KAL D   + S YEK 

Sbjct  856   KQAMITAPVLALPNFSKEFIIETDASGQGIGAVLMQEGHPIAYISKALSDRFQTLSTYEK  915 

 

Query  2756  ESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             E +A+++AI+ W  YL D  F I  D +SL+YLL+QR+TT 

Sbjct  916   EMLAILMAIKKWESYLVDRHFVIKTDHQSLKYLLEQRVTT  955 
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>gi|147837833|emb|CAN62821.1| hypothetical protein [Vitis vinifera] 

Length=1357 

 

 Score =  249 bits (635),  Expect(3) = 3e-136 

 Identities = 134/256 (52%), Positives = 173/256 (67%), Gaps = 11/256 (4%) 

 Frame = +3 

 

Query  1647  KEPRKLVVASTDRVCYSFSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKT  1826 

             +E +K++ A TD     F  P GLP  R+ DH+I +K  A P N RPYRY  +QK+ I+  

Sbjct  475   EELQKMLQAFTD----VFEEPTGLPLVRDYDHQIDLKDEAGPINCRPYRYAAVQKDAIEK  530 

 

Query  1827  LVVEML*LGIIRLSNSSYSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLD  2006 

             L+ EML  G+IR S S Y+SPV+LVK+KDGS RLC+DY+AL++ TV DKF IPV++ELL+ 

Sbjct  531   LIGEMLHAGVIRQSRSPYTSPVVLVKKKDGSWRLCVDYRALNQVTVKDKFPIPVIEELLE  590 

 

Query  2007  ELNGPIHFSKIDLKARYHQIRMHKP-----TFRTHQGHYESPVMPFGLTNTPTTFQ*AMN  2171 

             EL G   FSKIDL++ Y QIRMH+P      F+TH+GHYE  VMPFGLTN P+TFQ  MN 

Sbjct  591   ELGGSTIFSKIDLRSGYWQIRMHEPDVPKTAFKTHEGHYEFLVMPFGLTNAPSTFQSLMN  650 

 

Query  2172  ATLKPFLRRYVVVFFDDILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKA  2351 

                +P+LR+++ VFFDDIL+YS+S+  H+ HLS  L  L E+  +      KC FG     

Sbjct  651   NIFQPYLRKFIPVFFDDILIYSRSFSDHIHHLSIALQVLRENLLYAK--SNKCFFGHSSI  708 

 

Query  2352  GCLGHVISKEGVLMRP  2399 

               LGHVIS  GV   P 

Sbjct  709   EYLGHVISSGGVYTDP  724 

 

 

 Score =  166 bits (421),  Expect(3) = 3e-136 

 Identities = 86/160 (53%), Positives = 112/160 (70%), Gaps = 0/160 (0%) 

 Frame = +2 

 

Query  2396  AIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQL  2575 

             A+  WP P T K LRGFL LTGYY+R + +YGKIA+PL DLLK   F W E S +A + L 

Sbjct  729   AVRDWPTPITLKQLRGFLGLTGYYRRFVKDYGKIAKPLTDLLKKDAFHWTEGSNQAFMAL  788 

 

Query  2576  QQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEK  2755 

             +QA+ T P L++ +FSK+F IE DASG+GIG VL Q+   IAY +KAL D   + S YEK 

Sbjct  789   KQAMITAPVLALPNFSKEFIIETDASGQGIGAVLMQEGHPIAYISKALSDRFQTLSTYEK  848 

 

Query  2756  ESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             E +A+++AI+ W  YL D  F I  D +SL+YLL+QR+TT 

Sbjct  849   EMLAILMAIKKWESYLVDRHFVIKTDHQSLKYLLEQRVTT  888 

 

 

 Score =  120 bits (301),  Expect(3) = 3e-136 

 Identities = 76/223 (34%), Positives = 116/223 (52%), Gaps = 29/223 (13%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISRPFWKD--ITKINEEVQK  3053 

             QQ  VAKL+ Y+++I YK G  N   DALSR  +  EL  +S           I E     

Sbjct  891   QQALVAKLMQYDYEIRYKQGKENVAADALSRI-QPAELFVLSTTILNTQLYDLIKESWGV  949 

 

Query  3054  DPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSG  3233 

             DP L KI +  + +  ++P+Y+                           F  S  GGHSG 

Sbjct  950   DPELQKIIKAKEADPSAYPKYSC--------------------------FHDSPTGGHSG  983 

 

Query  3234  IYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISM  3413 

             +Y+T +RI+  +YW  ++  + ++V  C V QR K +    +GLLQPLP+P  ++ +I+M 

Sbjct  984   VYVTTKRISVVVYWKGLRKFVREYVRNCSVCQRFKPENKPYSGLLQPLPVPEGVFTDITM  1043 

 

Query  3414  NFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV  3542 

             +FI G+ KS G   I V VD+L+KY +F+++ HPY  + +  V 

Sbjct  1044  DFIEGLPKSNGKMTIFVVVDRLTKYGHFMLLPHPYTTKMVAQV  1086 

 

 

>gi|18568267|gb|AAL75999.1|AF466646_7 putative polyprotein [Zea mays] 

Length=2749 

 

 Score =  254 bits (650),  Expect(3) = 1e-135 

 Identities = 130/237 (54%), Positives = 166/237 (70%), Gaps = 7/237 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F+ P+GLPP+R  DH+I +  GA P  VRPYRYP LQK+E++     ML  GIIR S S  

Sbjct  912   FAEPQGLPPARPYDHRIHLLPGAAPVAVRPYRYPQLQKDELERQCSAMLAQGIIRPSTSP  971 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +S+PV+LV++ D S R C+DY+AL+  T  DKF IPV+ ELLDEL+G   F+K+DL++ Y 

Sbjct  972   FSAPVLLVRKPDNSWRFCIDYRALNAKTSKDKFPIPVVDELLDELHGAHFFTKLDLRSGY  1031 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQ+RMH     K  FRTH+GHYE  VMPFGL+N P TFQ  MN  L+P+LR+YV+VFFDD 

Sbjct  1032  HQVRMHPADVEKTAFRTHEGHYEFLVMPFGLSNAPATFQALMNDVLRPYLRKYVLVFFDD  1091 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLM  2393 

             IL+YSK+W  HL H+S VL  L +H    ++ + KCSFG      LGHVIS  GV M 

Sbjct  1092  ILIYSKTWAEHLQHISIVLHALRDHQL--HLKRSKCSFGARSVAYLGHVISAAGVAM  1146 

 

 

 Score =  145 bits (367),  Expect(3) = 1e-135 

 Identities = 74/163 (45%), Positives = 103/163 (63%), Gaps = 0/163 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             EA+  WP P + + LRGFL L GYY++ I ++G IA PL  LL+   F W++D+  A  Q 

Sbjct  1152  EAVSSWPAPHSARGLRGFLGLAGYYRKFIRDFGVIAAPLTRLLRRDAFTWDDDTQAAFQQ  1211 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+ A+TT P L M +F K F ++CDASG G G VL Q    +A+F++      L  + YE 

Sbjct  1212  LKTALTTGPVLQMPNFEKTFVVDCDASGTGFGAVLHQGAGPVAFFSRPFVTRHLKLAAYE  1271 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQP  2881 

             +E + LV A++HWRPYL    F +  D  SL+YLLDQR++T P 

Sbjct  1272  RELIGLVQAVRHWRPYLWGRHFAVRTDHYSLKYLLDQRLSTVP  1314 

 

 

 Score =  133 bits (335),  Expect(3) = 1e-135 

 Identities = 89/269 (33%), Positives = 133/269 (49%), Gaps = 25/269 (9%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDED-----------KELQGISRPFWKDI  3026 

             Q  W++KL G++F++ Y+ G  N   DALSRRD +                +S P +  + 

Sbjct  1315  QHQWLSKLFGFDFEVEYRPGRLNVAADALSRRDAELLQPSAGELGAAAALALSGPSFAFL  1374 

 

Query  3027  TKINEEVQKDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPK----LL  3194 

               I       P  +++ ++L+D   + P + LE  +L       L  S +++P        

Sbjct  1375  DDIRRATATSPDSSRLCQQLQDGTLTAP-WRLEDGLL-------LHGSRIYVPNHGDLRH  1426 

 

Query  3195  QEFQTSLMGGHSGIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQP  3374 

             Q    +   GH GI  T  R+    Y    +  +  +V  C   QR+K +   PAGLLQP 

Sbjct  1427  QAILLAHSAGHEGIQKTLHRLRAEFYVPGDRTLVADWVRTCTTCQRNKTETLQPAGLLQP  1486 
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Query  3375  LPIPNAIWEEISMNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KE  3548 

             L +P+ +W +ISM+FI G+ K  G  VIL  VD+ SKY +FI + HPY A S+        

Sbjct  1487  LQVPSQVWADISMDFIEGLPKVGGKSVILTVVDRFSKYAHFIPLGHPYTAASVARAFFDG  1546 

 

Query  3549  IIWLLEVPISIVSDSDLIFMSHFLQELFK  3635 

             I+ L   P SIVSD D +F  H  ++LFK 

Sbjct  1547  IVRLHGFPSSIVSDRDPVFTGHVWRDLFK  1575 

 

 

>gi|242093834|ref|XP_002437407.1| hypothetical protein SORBIDRAFT_10g026363 

[Sorghum bicolor] 

 gi|241915630|gb|EER88774.1| hypothetical protein SORBIDRAFT_10g026363 [Sorghum 

bicolor] 

Length=1609 

 

 Score =  246 bits (628),  Expect(3) = 1e-135 

 Identities = 130/237 (54%), Positives = 162/237 (68%), Gaps = 7/237 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F+ P GLPP+R+ DH+I +K    P  VRPYRYP LQK+E++     ML  G IR S S  

Sbjct  671   FAEPDGLPPARDCDHRIHLKPATEPVAVRPYRYPQLQKDELERQCDAMLQQGTIRASTSP  730 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +S+PV+LVK++DGS R C+DY+AL+ ATV DKF IPV++ELLDEL G   F+K+DL++ Y 

Sbjct  731   FSAPVLLVKKQDGSWRFCVDYRALNSATVKDKFPIPVVEELLDELRGARFFTKLDLRSGY  790 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIR+H     K  FRTH GH+E  VMPFGL+N P+TFQ  MN  LKPFLRR V+VFFDD 

Sbjct  791   HQIRVHPDDVAKTAFRTHHGHFEFLVMPFGLSNAPSTFQALMNTVLKPFLRRCVLVFFDD  850 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLM  2393 

             IL+YS +W  HL  L  VL  L  H    ++ + KCSF       LGHVIS  GV M 

Sbjct  851   ILIYSATWTEHLLQLRAVLDVLRTHSL--HLKRSKCSFAATSVHYLGHVISHAGVSM  905 

 

 

 Score =  147 bits (370),  Expect(3) = 1e-135 

 Identities = 91/265 (34%), Positives = 142/265 (53%), Gaps = 17/265 (6%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKEL-----------QGISRPFWKDI  3026 

             Q +W++KL+GY+F I ++ G  N V DALSRRD D  L             +S P ++   

Sbjct  1074  QNHWISKLMGYDFRIEFRPGRFNVVADALSRRDGDAPLLSTLPSAEPVLAALSTPTFQLF  1133 

 

Query  3027  TKINEEVQKDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQ  3206 

              ++ +E      L  + EE+         + L+  +L  +GR+ + ASS     +LQ    

Sbjct  1134  DELRQEFAASDELRAVCEEVAAG-GRGADWALQDGLLLHKGRVYVPASSSVFDDVLQLAH  1192 

 

Query  3207  TSLMGGHSGIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIP  3386 

             T+    H GI  T +R+    +    +  +  ++ AC   QR+K +A  PAGLLQPLP+P 

Sbjct  1193  TN---AHEGIQKTLQRLRTEFFIEHDRRTVHDYIRACATCQRNKSEAMHPAGLLQPLPVP  1249 

 

Query  3387  NAIWEEISMNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWL  3560 

             + +W +I+M+F+  + K  G  VIL  VD+ SKY +FI + HPY A S+     ++I+ L 

Sbjct  1250  SKVWADIAMDFVEALPKVHGKSVILTVVDRFSKYAHFIPLGHPYTASSVARAFFRDIVRL  1309 

 

Query  3561  LEVPISIVSDSDLIFMSHFLQELFK  3635 

                P SIVSD D +F  +  ++LFK 

Sbjct  1310  HGFPDSIVSDRDPVFTGNVWRDLFK  1334 

 

 

 Score =  140 bits (353),  Expect(3) = 1e-135 

 Identities = 69/162 (42%), Positives = 101/162 (62%), Gaps = 0/162 (0%) 

 Frame = +2 

 

Query  2396  AIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQL  2575 

             A+  WP P++ + LRGFL L GYY+R I +YG IA PL  LL+   F W  ++  A   L 

Sbjct  912   AVQSWPQPRSARGLRGFLGLAGYYRRFIKDYGAIAAPLTSLLRKNAFLWTAEAEDAFSAL  971 

 

Query  2576  QQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEK  2755 

             +QA++  P L + DF+ +F ++CDASG G G VL Q    +A+F++      L  + YE+ 

Sbjct  972   KQALSAAPVLHLPDFNLEFFVDCDASGSGFGAVLHQGEGPLAFFSRPFAVRHLKVAAYER  1031 

 

Query  2756  ESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQP  2881 

             E + LV A++HWRPYL    F +  D  +L++LLDQR++T P 

Sbjct  1032  ELIGLVQAVRHWRPYLWGRSFIVRTDHYALKFLLDQRLSTIP  1073 

 

 

>gi|38346992|emb|CAD40278.2| OSJNBb0062H02.17 [Oryza sativa (japonica cultivar-

group)] 

 gi|38347666|emb|CAE05600.2| OSJNBa0054D14.1 [Oryza sativa (japonica cultivar-

group)] 

Length=1629 

 

 Score =  248 bits (632),  Expect(3) = 2e-135 

 Identities = 167/432 (38%), Positives = 235/432 (54%), Gaps = 38/432 (8%) 

 Frame = +3 

 

Query  1164  MKLR*EL*GQEVIILIDNRASHNFISNKLVHKL-GLSIDPTKPYYMRLGDSNRKSTQGCC  1340 

             M++  ++ G+E++IL+D+ +S +FIS ++   L G+   P     M  G +       CC 

Sbjct  478   MRMLGQIQGKEILILVDSGSSASFISKRVASSLMGVLEQPVHVQVMVAGGAKLH----CC  533 

 

Query  1341  KNLKN-SWEL---IPW*DISIYlsweewt*llellswKH------WEKLR*IGGP*VCLL  1490 

               + N  W +   + + ++ +         L      +H      W     I    +    

Sbjct  534   SEILNCEWTIQGHVFFTNLKVLELNNYDMILGMDWLMQHSPMTVDWTTKSLI----IAYA  589 

 

Query  1491  STKIRIW*SRRSWFIEDNDHFENIAKNS*QGS*DDVHVVGN*KQLCGTN*FNKEPRKLVV  1670 

              T+I+++  R      D +   +I+    +   +D   V N  Q C    F  E ++ +  

Sbjct  590   GTQIQLYGVR-----SDTEQCAHISSKQLREL-NDRTAVSNLVQFCSV--FALEYQEQIP  641 

 

Query  1671  ASTDRVCYSFSG----PKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVE  1838 

                  V   FS     PKGLPP R+ DH I +  GA P NVRPYRY  +QKNEI++ V E 

Sbjct  642   EVVQTVLTEFSSVFDEPKGLPPIRQFDHTIPLLPGAGPVNVRPYRYTPIQKNEIESQVQE  701 

 

Query  1839  ML*LGIIRLSNSSYSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNG  2018 

             ML  GII+ S+S +SSPV+LVK+KDGS R C+DY+ L+  TV +K+ +PV+ ELLDEL G 

Sbjct  702   MLSKGIIQPSSSPFSSPVLLVKKKDGSWRFCVDYRHLNAITVKNKYPLPVIDELLDELAG  761 

 

Query  2019  PIHFSKIDLKARYHQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLK  2183 

                FSK+DL++ YHQIRM     HK  F+TH GH+E  V+PFGLT+ P TFQ  MN+ L  

Sbjct  762   AQWFSKLDLRSGYHQIRMHPDDEHKTAFQTHHGHFEFRVLPFGLTSAPATFQGVMNSVLA  821 

 

Query  2184  PFLRRYVVVFFDDILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLG  2363 

               LRR V+VF DDIL+YSKS E H+ HL  V   LL+H     V + KCSF Q +   LG 

Sbjct  822   TLLRRCVLVFVDDILIYSKSLEEHVQHLKTVFQILLKHQL--KVKRTKCSFAQQELAYLG  879 

 

Query  2364  HVISKEGVLMRP  2399 

             H+I   GV   P 

Sbjct  880   HIIQPNGVSTDP  891 

 

 

 Score =  150 bits (378),  Expect(3) = 2e-135 

 Identities = 87/252 (34%), Positives = 139/252 (55%), Gaps = 4/252 (1%) 

 Frame = +3 
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Query  2892  VAKLLGYEFDIVYKVGASNKVVDALSRR--DEDKELQGISRPFWKDITKINEEVQKDPAL  3065 

             + KLLG  + I++K G  N   DALSR    +  EL  +S    + I  I      DP   

Sbjct  1063  LTKLLGLRYKIIFKKGIDNSAADALSRYPGSDRVELSALSVAVPEWINDIVAGYSSDPDA  1122 

 

Query  3066  AKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIYIT  3245 

                 + L  N  + P ++L   +LYF+ RL +  +     ++L    T+ +GGHSGI +T 

Sbjct  1123  CSKVQTLCINSGAVPNFSLRNGVLYFQNRLWVGHNVDVQQRILANLHTAAVGGHSGIQVT  1182 

 

Query  3246  YRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNFIV  3425 

             Y+R+ Q   W  ++  + ++V AC V Q++K +     G+LQPLP+P+  W+ +S++F+  

Sbjct  1183  YQRVKQLFAWPRLRATVVQYVQACSVCQQAKSEHVKYPGMLQPLPVPDHAWQIVSLDFVE  1242 

 

Query  3426  GMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIVSDSDL  3599 

             G+ KS  F+ ILV VDK SKY +F+ + HP+ A  + +  ++ I  L  +P S++SD D  

Sbjct  1243  GLPKSASFNCILVVVDKFSKYSHFVPLTHPFSALDVAEAYMQHIHRLHGLPQSLISDRDR  1302 

 

Query  3600  IFMSHFLQELFK  3635 

             IF S     LF+ 

Sbjct  1303  IFTSTLWTTLFR  1314 

 

 

 Score =  135 bits (339),  Expect(3) = 2e-135 

 Identities = 70/157 (44%), Positives = 101/157 (64%), Gaps = 1/157 (0%) 

 Frame = +2 

 

Query  2408  WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GN-FKWNEDSIKASIQLQQA  2584 

             WP P + K LR FL L+GYY++ + NYG +++PL +LL+ G  + W  ++  A   L+QA 

Sbjct  900   WPAPTSVKELRSFLGLSGYYRKFVRNYGILSKPLTNLLRKGQLYIWTAETEDAFQALKQA  959 

 

Query  2585  ITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEKESM  2764 

             + T   L+M DF   F +E DAS KGIG VL Q+   +A+ ++AL       S YEKES+ 

Sbjct  960   LITALVLAMPDFQTPFVVETDASDKGIGAVLMQNNHPLAFLSRALGLRHPGLSTYEKESL  1019 

 

Query  2765  ALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             A++LA+ HWRPYL   +F I  D +SL +L +QR+TT 

Sbjct  1020  AIMLAVDHWRPYLQHDEFFIRTDHRSLAFLTEQRLTT  1056 

 

 

>gi|242085372|ref|XP_002443111.1| hypothetical protein SORBIDRAFT_08g008675 

[Sorghum bicolor] 

 gi|241943804|gb|EES16949.1| hypothetical protein SORBIDRAFT_08g008675 [Sorghum 

bicolor] 

Length=1456 

 

 Score =  249 bits (636),  Expect(3) = 3e-135 

 Identities = 128/239 (53%), Positives = 161/239 (67%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F+ P G+PP R  DH I +K+GA P  VRPYRYP   K+E++     ML  GIIR S+S+ 

Sbjct  500   FAEPHGMPPQRARDHAINLKAGAQPVAVRPYRYPAAHKDELEKQCATMLQQGIIRRSDSA  559 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPV+LVK+ D   R C+DY+AL+  TV D F IPV+ ELLDEL+G   F+K+DL++ Y 

Sbjct  560   FSSPVLLVKKADSGWRFCIDYRALNALTVKDTFPIPVVDELLDELHGACFFTKLDLRSGY  619 

 

Query  2058  HQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQ+RM     HK  FRTH G YE  VMPFGL N P TFQ  MN  L+PFLRR+V+VFFDD 

Sbjct  620   HQVRMLPADVHKTAFRTHDGLYEFLVMPFGLCNAPATFQALMNDVLRPFLRRFVLVFFDD  679 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YS++W  HL HL  V + L  H  F  + + KC+FG+     LGHV S EGV M P 

Sbjct  680   ILIYSETWADHLRHLRAVFSELRRHRLF--IKRSKCAFGEATVAYLGHVTSAEGVAMDP  736 

 

 

 Score =  158 bits (399),  Expect(3) = 3e-135 

 Identities = 92/259 (35%), Positives = 146/259 (56%), Gaps = 12/259 (4%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQG----ISRPFWKDITKINEEV  3047 

             Q +WV KLLG++F + YK G +N V DALSRRD ++E  G    +S P +  IT++ +   

Sbjct  887   QHHWVGKLLGFDFSVEYKPGVTNTVADALSRRDTEEETAGAVLALSAPRFDFITRLRQAN  946 

 

Query  3048  QKDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLM-GG  3224 

               DPA+  +RE++       P   ++ D++ + GRL +   S     LLQE   ++   G 

Sbjct  947   AGDPAMVALREDISSGARGMPWSVVD-DMVQYSGRLYIPPGS----PLLQELVLAVHEDG  1001 

 

Query  3225  HSGIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEE  3404 

             H G+  T  R+ +  ++  +K  + + +  C V QR K +   P GLL PL +P  IW + 

Sbjct  1002  HEGVQRTLHRLRRDFHFPNMKQVVQELIRVCVVCQRYKSEHLQPTGLLLPLSVPQGIWTD  1061 

 

Query  3405  ISMNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPIS  3578 

             I+++F+  + + +G  VIL  VD+ SKY +F+ + HPY A S+ +    +I+ L  VP S 

Sbjct  1062  IALDFVEALPRVRGKTVILTVVDRFSKYCHFVPLAHPYTAESVAEAFFADIVRLHGVPQS  1121 

 

Query  3579  IVSDSDLIFMSHFLQELFK  3635 

             +VSD D +F S F  EL + 

Sbjct  1122  MVSDRDPVFTSAFWCELMR  1140 

 

 

 Score =  125 bits (313),  Expect(3) = 3e-135 

 Identities = 64/163 (39%), Positives = 98/163 (60%), Gaps = 16/163 (9%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +AI  WP+P++ + LRGFL L GYY++ + NYG                  + +  A    

Sbjct  740   QAIRDWPVPRSVRALRGFLGLAGYYRKFVLNYGA----------------TDAAASAFGA  783 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+ A+T+ P L+M DF+K F++ECDAS  G G VL Q+   IA+F++ +     + + YE 

Sbjct  784   LKAAVTSAPVLTMPDFAKPFTVECDASTHGFGAVLIQEGHPIAFFSRPVAPRHRALAAYE  843 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQP  2881 

             +E + LV A++HWRPYL   +F +  D  +L+YLLDQR++T P 

Sbjct  844   RELIGLVHAVRHWRPYLWGRRFVVKTDHYNLKYLLDQRLSTIP  886 

 

 

>gi|62733109|gb|AAX95226.1| retrotransposon protein, putative, unclassified [Oryza 

sativa  

Japonica Group] 

Length=1513 

 

 Score =  243 bits (619),  Expect(3) = 6e-135 

 Identities = 122/236 (51%), Positives = 160/236 (67%), Gaps = 7/236 (2%) 

 Frame = +3 

 

Query  1707  PKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSSYSS  1886 

             PKGLPP R  DH I +K GA P N+RPYR PH QK  ++ ++ E++    I++SNS YSS 

Sbjct  621   PKGLPPQRGCDHVITLKDGAIPPNLRPYRVPHHQKEAMEKIIAELIESKEIQVSNSPYSS  680 

 

Query  1887  PVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARYHQI  2066 

             P ++V++KDGS RLC+DY+ L+  TV +KF +P++++LLDELNG   F+K+DL + YHQI 

Sbjct  681   PAVMVRKKDGSWRLCVDYRQLNAQTVKNKFPMPIIEDLLDELNGAKIFTKLDLMSGYHQI  740 
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Query  2067  RMHKP-----TFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDDILV  2231 

             RM +P      FRTH GHYE  VMPFGLTN P TFQ  MN  L PF R++V+VFFDDIL+ 

Sbjct  741   RMSRPDIPKTAFRTHLGHYEYQVMPFGLTNAPATFQSLMNQVLAPFFRKFVLVFFDDILI  800 

 

Query  2232  YSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             YSK  E H +H+  VL  L  +     +  KKC+FG      LGH+IS+ GV   P 

Sbjct  801   YSKDREEHKEHIRLVLQVLKANNLV--IKPKKCAFGLSSVSYLGHIISQNGVATDP  854 

 

 

 Score =  149 bits (376),  Expect(3) = 6e-135 

 Identities = 91/260 (35%), Positives = 134/260 (51%), Gaps = 10/260 (3%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISR------PFWKDITKINE  3041 

             Q   + KL+ Y++ I YK G  N V DALSR  +D+    I        P W  I  +   

Sbjct  1021  QHKLLLKLMEYDYIIEYKAGKDNVVADALSRLPQDQLQTEICNAITVVIPKW--IIDVQN  1078 

 

Query  3042  EVQKDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMG  3221 

               + D    KI   +  N D    Y+ E  IL F+GR+ +   +     L++++  S  G 

Sbjct  1079  SYEGDVQAHKILSMIGTNSDPDQHYSFENGILRFKGRIYVGEETSIRTNLIRDYHCSAFG  1138 

 

Query  3222  GHSGIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWE  3401 

             GHSG+  T+ RI    YW  +K  +  F+  C V Q +K +     GLL PL + +  W  

Sbjct  1139  GHSGMRATHHRIKALFYWPGLKKTVEMFIRECPVCQITKVEHIHIPGLLNPLEVLDMAWT  1198 

 

Query  3402  EISMNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPI  3575 

              I+M+FI G+ KSK  D ILV VD+L+KY +F+ + HPY    +V++    I  L  +P+ 

Sbjct  1199  HITMDFIEGLPKSKWKDAILVVVDRLTKYAHFLALSHPYSVEQVVEIFMNNIHRLHGMPM  1258 

 

Query  3576  SIVSDSDLIFMSHFLQELFK  3635 

             +I+ D D IF S   QE+FK 

Sbjct  1259  AIIIDRDRIFTSQLFQEIFK  1278 

 

 

 Score =  139 bits (350),  Expect(3) = 6e-135 

 Identities = 71/159 (44%), Positives = 105/159 (66%), Gaps = 0/159 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             E I+ WP+PK    LR FL +TGYY+R I  Y  I RPL D+LK   F+W E   +A    

Sbjct  858   EKIVSWPIPKNVTDLRKFLGMTGYYRRFIQGYVLICRPLHDMLKKEGFQWGEKQTEAFKF  917 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+Q + + P L++ DFSK+F+IE DA G GIG VL Q  + IA+++K+L     ++S+YE 

Sbjct  918   LKQKMCSSPVLTLPDFSKEFTIEADACGTGIGAVLMQGDRPIAFYSKSLGPKAAAQSIYE  977 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRI  2869 

             KE+MA++ A++ WR Y    K  I  DQ+SL+++++QR+ 

Sbjct  978   KEAMAILEALKKWRHYFLGSKLVIKTDQQSLKHMMNQRL  1016 

 

 

>gi|108864085|gb|ABA91843.2| retrotransposon protein, putative, unclassified [Oryza 

sativa  

(japonica cultivar-group)] 

Length=1411 

 

 Score =  243 bits (619),  Expect(3) = 6e-135 

 Identities = 122/236 (51%), Positives = 160/236 (67%), Gaps = 7/236 (2%) 

 Frame = +3 

 

Query  1707  PKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSSYSS  1886 

             PKGLPP R  DH I +K GA P N+RPYR PH QK  ++ ++ E++    I++SNS YSS 

Sbjct  519   PKGLPPQRGCDHVITLKDGAIPPNLRPYRVPHHQKEAMEKIIAELIESKEIQVSNSPYSS  578 

 

Query  1887  PVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARYHQI  2066 

             P ++V++KDGS RLC+DY+ L+  TV +KF +P++++LLDELNG   F+K+DL + YHQI 

Sbjct  579   PAVMVRKKDGSWRLCVDYRQLNAQTVKNKFPMPIIEDLLDELNGAKIFTKLDLMSGYHQI  638 

 

Query  2067  RMHKP-----TFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDDILV  2231 

             RM +P      FRTH GHYE  VMPFGLTN P TFQ  MN  L PF R++V+VFFDDIL+ 

Sbjct  639   RMSRPDIPKTAFRTHLGHYEYQVMPFGLTNAPATFQSLMNQVLAPFFRKFVLVFFDDILI  698 

 

Query  2232  YSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             YSK  E H +H+  VL  L  +     +  KKC+FG      LGH+IS+ GV   P 

Sbjct  699   YSKDREEHKEHIRLVLQVLKANNLV--IKPKKCAFGLSSVSYLGHIISQNGVATDP  752 

 

 

 Score =  149 bits (376),  Expect(3) = 6e-135 

 Identities = 91/260 (35%), Positives = 134/260 (51%), Gaps = 10/260 (3%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGISR------PFWKDITKINE  3041 

             Q   + KL+ Y++ I YK G  N V DALSR  +D+    I        P W  I  +   

Sbjct  919   QHKLLLKLMEYDYIIEYKAGKDNVVADALSRLPQDQLQTEICNAITVVIPKW--IIDVQN  976 

 

Query  3042  EVQKDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMG  3221 

               + D    KI   +  N D    Y+ E  IL F+GR+ +   +     L++++  S  G 

Sbjct  977   SYEGDVQAHKILSMIGTNSDPDQHYSFENGILRFKGRIYVGEETSIRTNLIRDYHCSAFG  1036 

 

Query  3222  GHSGIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWE  3401 

             GHSG+  T+ RI    YW  +K  +  F+  C V Q +K +     GLL PL + +  W  

Sbjct  1037  GHSGMRATHHRIKALFYWPGLKKTVEMFIRECPVCQITKVEHIHIPGLLNPLEVLDMAWT  1096 

 

Query  3402  EISMNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPI  3575 

              I+M+FI G+ KSK  D ILV VD+L+KY +F+ + HPY    +V++    I  L  +P+ 

Sbjct  1097  HITMDFIEGLPKSKWKDAILVVVDRLTKYAHFLALSHPYSVEQVVEIFMNNIHRLHGMPM  1156 

 

Query  3576  SIVSDSDLIFMSHFLQELFK  3635 

             +I+ D D IF S   QE+FK 

Sbjct  1157  AIIIDRDRIFTSQLFQEIFK  1176 

 

 

 Score =  139 bits (350),  Expect(3) = 6e-135 

 Identities = 71/159 (44%), Positives = 105/159 (66%), Gaps = 0/159 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             E I+ WP+PK    LR FL +TGYY+R I  Y  I RPL D+LK   F+W E   +A    

Sbjct  756   EKIVSWPIPKNVTDLRKFLGMTGYYRRFIQGYVLICRPLHDMLKKEGFQWGEKQTEAFKF  815 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+Q + + P L++ DFSK+F+IE DA G GIG VL Q  + IA+++K+L     ++S+YE 

Sbjct  816   LKQKMCSSPVLTLPDFSKEFTIEADACGTGIGAVLMQGDRPIAFYSKSLGPKAAAQSIYE  875 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRI  2869 

             KE+MA++ A++ WR Y    K  I  DQ+SL+++++QR+ 

Sbjct  876   KEAMAILEALKKWRHYFLGSKLVIKTDQQSLKHMMNQRL  914 

 

 

>gi|10140673|gb|AAG13508.1|AC068924_13 putative gag-pol polyprotein [Oryza sativa 

Japonica Group] 

Length=1608 
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 Score =  231 bits (588),  Expect(3) = 8e-135 

 Identities = 125/239 (52%), Positives = 154/239 (64%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             FS P  LPP R  DH I +  GA P N+RPYRY    K+EI+  V EML  G+I+ S+S  

Sbjct  615   FSEPTELPPKRNCDHHIPLVEGAKPVNLRPYRYKPALKDEIERQVAEMLRSGVIQPSSSP  674 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSP +LVK+KDG+ RLC+DY+ L+  TV  K+ +PV+ ELLDEL G   FSK+DL+A Y 

Sbjct  675   FSSPALLVKKKDGTWRLCIDYRQLNDVTVKSKYPVPVIDELLDELAGSKWFSKLDLRAGY  734 

 

Query  2058  HQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIRM     +K  F+TH GHYE  VM FGLT  P TF  AMN TL P LR++ +VFFDD 

Sbjct  735   HQIRMAEGDEYKTAFQTHSGHYEYKVMSFGLTGAPATFLSAMNETLSPVLRKFALVFFDD  794 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YS + E HL H+  VL  L  H +   V   KCSF Q +   LGHVI   GV   P 

Sbjct  795   ILIYSPTLELHLQHVRTVLQLLSAHQW--KVKLSKCSFAQQEISYLGHVIGAAGVATDP  851 

 

 

 Score =  152 bits (383),  Expect(3) = 8e-135 

 Identities = 78/157 (49%), Positives = 104/157 (66%), Gaps = 1/157 (0%) 

 Frame = +2 

 

Query  2408  WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*G-NFKWNEDSIKASIQLQQA  2584 

             WP P T K LRGFL L GYY++ + ++G I++PL  LLK G  FKW  +   A  QL+QA 

Sbjct  860   WPQPTTIKKLRGFLGLAGYYRKFVRHFGLISKPLTQLLKKGIPFKWTPEIESAFQQLKQA  919 

 

Query  2585  ITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEKESM  2764 

             +   P L++ DFSK F+IE DAS  GIG VL+Q++  IAY ++AL   T   S YEKE M 

Sbjct  920   LVAAPVLALPDFSKHFTIETDASDVGIGAVLSQEKHPIAYLSRALGPKTRGLSTYEKEYM  979 

 

Query  2765  ALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             A++LA++HWRPYL   +F I  D  SL +L +QR+ T 

Sbjct  980   AIILAVEHWRPYLQQGEFIILTDHHSLMHLTEQRLHT  1016 

 

 

 Score =  148 bits (373),  Expect(3) = 8e-135 

 Identities = 92/256 (35%), Positives = 142/256 (55%), Gaps = 7/256 (2%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDED-KELQGISR--PFWKDITKINEEVQ  3050 

             QQ    KLLG ++ I Y+ G SN   DALSRR+    E+  IS   P W  + ++ +  Q 

Sbjct  1019  QQKAFTKLLGLQYKICYRKGVSNAAADALSRRESPISEVAAISECIPSW--MQELMQGYQ  1076 

 

Query  3051  KDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHS  3230 

              D    ++  EL  + +S   Y L   IL ++G++ +  ++    KL+ E   + +GGHS 

Sbjct  1077  LDGQSKQLLAELAISPNSRKDYQLCQGILKYKGKIWVGNNTALQHKLVNELHATPLGGHS  1136 

 

Query  3231  GIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEIS  3410 

             G  +TYR++     W  +K  I + + +C V  ++K   +   GLLQPLP+P   W+ IS 

Sbjct  1137  GFPVTYRKVKSLFAWPGMKKLIKEQLQSCQVCLQAKPDRARYPGLLQPLPVPAGAWQTIS  1196 

 

Query  3411  MNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIV  3584 

             ++FI G+ +S  ++ ILV VDK SKY +FI + HP+ A  +    +K I  L  +P +I+ 

Sbjct  1197  LDFIEGLPRSSHYNCILVVVDKFSKYSHFIPLSHPFNAGGVAQEFMKNIYKLHGLPRAII  1256 

 

Query  3585  SDSDLIFMSHFLQELF  3632 

             SD D IF S F  +LF 

Sbjct  1257  SDRDKIFTSQFWDQLF  1272 

 

 

>gi|115486613|ref|NP_001068450.1| Os11g0677100 [Oryza sativa (japonica cultivar-

group)] 

Length=1445 

 

 Score =  229 bits (583),  Expect(3) = 2e-134 

 Identities = 124/259 (47%), Positives = 165/259 (63%), Gaps = 11/259 (4%) 

 Frame = +3 

 

Query  1650  EPRKLVVASTDRVCYSFSG----PKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNE  1817 

             E  + V A   ++   F+G    P+GLPP+R  DH+I +  GA P N+RPYRY    K+E 

Sbjct  465   EEHQNVPAPVQKILQEFAGVFAEPRGLPPTRYCDHRIPLIEGAQPVNLRPYRYNPELKDE  524 

 

Query  1818  IKTLVVEML*LGIIRLSNSSYSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKE  1997 

             I+  V EML  G+I+ S S++SSP +LV++K G+ RLC+DY+ L+  T+  K+ +P++KE 

Sbjct  525   IERQVAEMLSSGVIQPSQSTWSSPALLVRKKYGTWRLCVDYRHLNALTIKSKYPVPIIKE  584 

 

Query  1998  LLDELNGPIHFSKIDLKARYHQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*  2162 

             LLDEL+G   FSK+DL+A YHQIRM     HK  F+TH  HYE  VM FGLT  P TFQ  

Sbjct  585   LLDELSGAKWFSKLDLRAGYHQIRMVPGEEHKTAFQTHSSHYEYRVMSFGLTGAPATFQG  644 

 

Query  2163  AMNATLKPFLRRYVVVFFDDILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQ  2342 

              MN TL   LR+  +VFFDDILVYS   ++HL HL  VL  L + ++   V   KCSF Q 

Sbjct  645   VMNKTLASVLRKCALVFFDDILVYSPDLQSHLTHLKQVLQLLRQDHW--QVKMSKCSFAQ  702 

 

Query  2343  IKAGCLGHVISKEGVLMRP  2399 

              +   LGH+I  +GV   P 

Sbjct  703   PQVSYLGHIIGAQGVSTEP  721 

 

 

 Score =  153 bits (387),  Expect(3) = 2e-134 

 Identities = 93/255 (36%), Positives = 146/255 (57%), Gaps = 12/255 (4%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRD--EDKELQGISRPFWKDITKINEEVQK  3053 

             QQ    KLLG ++ I Y+ G+SN V DALSRR+  E  +L  IS        ++ +  ++ 

Sbjct  889   QQRAFTKLLGLQYKIGYRKGSSNAVADALSRREVGEGGQLSAIS--------EVTKGYEQ  940 

 

Query  3054  DPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSG  3233 

             DP  +++  EL  N  +   YTL   ++ ++GR+ +  ++    KL+ E   + +GGHSG 

Sbjct  941   DPHTSQLLAELAINSIAKEHYTLSHGLIRYKGRIWIGNNTDLQNKLIAELHHNPIGGHSG  1000 

 

Query  3234  IYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISM  3413 

               +TYRRI +   W  +K ++   +  C V  ++K +     GLLQPLP+P   W+ I+M 

Sbjct  1001  FPVTYRRIKRLFAWPGMKKQVKCQLQHCQVCIQAKPERVKYPGLLQPLPVPEGAWQTITM  1060 

 

Query  3414  NFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIVS  3587 

             +F+ G+ KS+ ++ ILV VDK SKY +F+ + HP+ A ++    +K I  L  +P  IVS 

Sbjct  1061  DFLEGLPKSERYNCILVVVDKFSKYAHFVPLTHPFTAETVATAFMKNIYKLHGMPRVIVS  1120 

 

Query  3588  DSDLIFMSHFLQELF  3632 

             D D IF S F + LF 

Sbjct  1121  DRDKIFTSQFWEYLF  1135 

 

 

 Score =  147 bits (370),  Expect(3) = 2e-134 

 Identities = 77/160 (48%), Positives = 107/160 (66%), Gaps = 1/160 (0%) 

 Frame = +2 

 

Query  2399  IL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*G-NFKWNEDSIKASIQL  2575 

             +L WP P + K LRGFL L GYY++ + N+G I++PL  LL+ G +F+W  ++  A  QL 

Sbjct  727   VLTWPTPISVKKLRGFLGLAGYYRKFVKNFGIISKPLTQLLRKGVSFRWGSEAEAAFQQL  786 
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Query  2576  QQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEK  2755 

             +QA+T+ P L + DFSKQF++E +AS  GIG VL+Q+   IAY +KAL   +   S YEK 

Sbjct  787   KQALTSAPVLGLPDFSKQFTVETNASDAGIGAVLSQEGHPIAYLSKALGPRSKGLSTYEK  846 

 

Query  2756  ESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             E MA++LA+ HWR YL   +F I  D  SL +L DQR+ T 

Sbjct  847   ECMAILLAVDHWRSYLQHQEFLILTDYHSLVHLDDQRLHT  886 

 

 

>gi|242085414|ref|XP_002443132.1| hypothetical protein SORBIDRAFT_08g010830 

[Sorghum bicolor] 

 gi|241943825|gb|EES16970.1| hypothetical protein SORBIDRAFT_08g010830 [Sorghum 

bicolor] 

Length=1462 

 

 Score =  223 bits (568),  Expect(3) = 2e-133 

 Identities = 122/237 (51%), Positives = 154/237 (64%), Gaps = 11/237 (4%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F+ P+GLPP R  DH I ++ GA P    P  +    K+E++     M+  G+IR S+S+ 

Sbjct  476   FAEPQGLPPPRSRDHGITLQPGAPPVAYGPPAH----KDELERQCAVMMQQGLIRRSSSA  531 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPV+LVK+ DGS R C+DY+AL+  TV D F IPV+ ELLDEL G   F+K+DL++ Y 

Sbjct  532   FSSPVLLVKKADGSWRFCVDYRALNAITVKDAFPIPVVDELLDELRGAKFFTKLDLRSGY  591 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQ+RM      K  FRTH G YE  VMPFGL N P TFQ  MN  L+PFLRR+V+VFFDD 

Sbjct  592   HQVRMRASDIDKTAFRTHDGLYEFLVMPFGLCNAPATFQALMNDVLRPFLRRFVLVFFDD  651 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLM  2393 

             IL+YS SW  HL HL  VL  L  H  F  V + KC+FG      LGH+IS+ GV M 

Sbjct  652   ILIYSTSWADHLRHLRAVLTVLQHHQLF--VKRSKCAFGVSSISYLGHIISEAGVAM  706 

 

 

 Score =  154 bits (389),  Expect(3) = 2e-133 

 Identities = 97/257 (37%), Positives = 140/257 (54%), Gaps = 15/257 (5%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQ-GISRPFWKDITKINEEVQKD  3056 

             Q +WV KLLGY+F + YK GA N V DALSRRD  + +   IS P +  I ++ +   +D 

Sbjct  875   QHHWVGKLLGYDFSVEYKPGAQNTVADALSRRDTPEGVVLAISAPRFDYIERLRQAQVQD  934 

 

Query  3057  PALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPK---LLQEFQTSLMG-G  3224 

             PAL  IR+EL     S P   ++         LV   S L++P    LL+E   ++   G 

Sbjct  935   PALVAIRDELTAGTRSAPWSIID--------GLVTYDSRLYVPSVSALLREIVAAVHDDG  986 

 

Query  3225  HSGIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEE  3404 

             H G+  T  R+ +  ++  +   +  FV AC   QR K +   PAGLL PLP+P  +W + 

Sbjct  987   HEGVQRTLHRLRRDFHFPDMGRVVQDFVRACPTCQRFKTEHLHPAGLLLPLPVPTGVWTD  1046 

 

Query  3405  ISMNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPIS  3578 

             I ++FI  + + KG  VIL  VD+ SKY +FI + HPYFA S+       I+ L  +P S 

Sbjct  1047  IGLDFIETLPRVKGKSVILTAVDRFSKYCHFIPLAHPYFAESVAQAFYSGIVRLHGLPQS  1106 

 

Query  3579  IVSDSDLIFMSHFLQEL  3629 

             +VSD D I+ + +   L 

Sbjct  1107  MVSDRDPIYNTAYQSSL  1123 

 

 

 Score =  149 bits (376),  Expect(3) = 2e-133 

 Identities = 73/163 (44%), Positives = 106/163 (65%), Gaps = 0/163 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +A+  WP P++ + +RGFL L GYY++ + +YG IA PL  LLK   F W +D+  A    

Sbjct  712   QAVADWPQPRSARAVRGFLGLAGYYRKFVQDYGTIAAPLTALLKKDGFAWTDDAAAAFQA  771 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+ AIT+ P L++ +F  +F +ECDAS  G G VL QD+  IA+F++ +     S + YE 

Sbjct  772   LKAAITSAPVLALPNFQLEFIVECDASTHGFGAVLLQDKHPIAFFSRPVAPRHRSLAAYE  831 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQP  2881 

             +E + LV AI+HWRPYL   +FT+  D  SL +LLDQR++T P 

Sbjct  832   RELIGLVHAIRHWRPYLWGRRFTVRTDHYSLNFLLDQRLSTIP  874 

 

 

>gi|116309424|emb|CAH66499.1| H0321H01.8 [Oryza sativa (indica cultivar-group)] 

Length=1602 

 

 Score =  225 bits (574),  Expect(3) = 6e-133 

 Identities = 121/239 (50%), Positives = 156/239 (65%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  P+GLPP R  DH I +  GA P N+RPYR+    K+EI+  + EML  G+I+ S S  

Sbjct  598   FQEPEGLPPRRACDHTINLIPGAKPINLRPYRHNPALKDEIEKQITEMLSSGVIQHSQSP  657 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSP ILVK+KDG+ RL +DY+ L+  TV  K+ +PV++ELLDEL G   F+K+DL++ Y 

Sbjct  658   FSSPAILVKKKDGTWRLVIDYRQLNNITVKTKYPVPVIEELLDELTGAKWFTKLDLRSGY  717 

 

Query  2058  HQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIRM      K  F+TH GHYE  VM FGLT  P TF  AMN TLK  LR++ +VFFDD 

Sbjct  718   HQIRMAEGEEPKTAFQTHSGHYEYKVMSFGLTGAPATFLKAMNDTLKSVLRKFALVFFDD  777 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             IL+YS +  +HL+HL  VL  L  H++   V   KCSFGQ +   LGH+I   GV   P 

Sbjct  778   ILIYSPTLSSHLEHLKQVLQLLRNHHW--KVKLSKCSFGQQQLSYLGHIIGVNGVATDP  834 

 

 

 Score =  157 bits (396),  Expect(3) = 6e-133 

 Identities = 91/249 (36%), Positives = 142/249 (57%), Gaps = 4/249 (1%) 

 Frame = +3 

 

Query  2898  KLLGYEFDIVYKVGASNKVVDALSRR--DEDKELQGISRPFWKDITKINEEVQKDPALAK  3071 

             KLLG ++ I Y+ G+SN   DALSR+  D + E+  IS    + + ++ +  +KD   AK 

Sbjct  1008  KLLGLQYKICYRKGSSNAAADALSRKFQDSNSEIFAISSSVPQWLMEVTQGYEKDAQAAK  1067 

 

Query  3072  IREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIYITYR  3251 

             +   L  + + H  Y L+  I+ ++ R+ +  +     KL++E   S +GGHSG  +TYR 

Sbjct  1068  LLSTLAIHPEKHIHYFLDNGIIRYKNRIWVGNNPELQLKLIRELHASPVGGHSGFPVTYR  1127 

 

Query  3252  RITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNFIVGM  3431 

             +I Q   W  +K  I + V  C V  ++K       GLLQPLP+P   W+ +S++FI G+ 

Sbjct  1128  KIKQLFAWPNMKKMIKESVQRCQVCLQAKPDRLKYPGLLQPLPVPEGSWQAVSLDFIEGL  1187 

 

Query  3432  LKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIVSDSDLIF  3605 

              KS G++ ILV VD+ SKY +F+ +KHP+ A  +    +  I  L  +P +IVSD D IF 

Sbjct  1188  PKSAGYNCILVVVDRFSKYAHFVALKHPFTAIDVAQAYMFHIYKLHGLPQTIVSDRDKIF  1247 

 

Query  3606  MSHFLQELF  3632 



      

Monsanto Company Regulatory Product Characterization Center Page 72 of 75 

 RAR-10-071  

              S   ++LF 

Sbjct  1248  TSQLWEQLF  1256 

 

 

 Score =  142 bits (358),  Expect(3) = 6e-133 

 Identities = 75/160 (46%), Positives = 103/160 (64%), Gaps = 1/160 (0%) 

 Frame = +2 

 

Query  2399  IL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*G-NFKWNEDSIKASIQL  2575 

             +L W +P + K LRGFL L GYY++ + N+G I++PL  LL+ G  + W  ++  A   L 

Sbjct  840   VLDWAVPVSTKKLRGFLGLAGYYRKFVKNFGIISKPLTQLLRKGVPYVWTTETDNAFHTL  899 

 

Query  2576  QQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEK  2755 

             +QA+ + P LS+ DF K F++E DAS  GIG VL+QD+  IAY +KAL   T   S YEK 

Sbjct  900   KQALASAPVLSLPDFQKTFTVETDASDCGIGAVLSQDKHPIAYVSKALGPRTRGLSTYEK  959 

 

Query  2756  ESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             E MA++LA+ HWR YL   +F I  D  SL +L DQR+ T 

Sbjct  960   ECMAILLAVDHWRSYLQHGEFIILTDHHSLMHLSDQRLHT  999 

 

 

>gi|78183243|emb|CAJ00274.1| hypothetical protein [Lotus japonicus] 

Length=1508 

 

 Score =  232 bits (591),  Expect(3) = 2e-132 

 Identities = 125/236 (52%), Positives = 162/236 (68%), Gaps = 8/236 (3%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREV-DHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNS  1874 

             F  P  LPP R + DHKI +K G+ P ++RPYRYP  QK+ I  +V E+L  G+I+ S+S 

Sbjct  572   FEEPAQLPPFRGIHDHKIILKDGSNPVSLRPYRYPPAQKDVIDKMVKELLESGVIQPSSS  631 

 

Query  1875  SYSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKAR  2054 

              ++SP++LVK+KDGS R+C+DY+ L+  TV  KF IP++++LLDEL G   FSK+DL+A  

Sbjct  632   PFASPIVLVKKKDGSWRMCVDYRKLNDMTVKAKFPIPLVEDLLDELGGAKIFSKLDLRAG  691 

 

Query  2055  YHQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFD  2219 

             YHQ+RM      K  F+TH G YE  VMPFGLTN P+TFQ AMNA   PFLR+ V++FFD 

Sbjct  692   YHQLRMRPEDVEKTAFQTHSGQYEYVVMPFGLTNAPSTFQGAMNAIFAPFLRKSVLIFFD  751 

 

Query  2220  DILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGV  2387 

             DILVYS + EAHL HL  V A L +H F+  V + KC+F       LGH IS  GV 

Sbjct  752   DILVYSATVEAHLQHLREVFAVLRKHSFY--VKRSKCAFFTPVIEYLGHFISASGV  805 

 

 

 Score =  149 bits (377),  Expect(3) = 2e-132 

 Identities = 91/252 (36%), Positives = 133/252 (52%), Gaps = 9/252 (3%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQ----GISRPFWKDITKINEEV  3047 

             Q  WV KL+G  + I YK G  N V DALSR    +  Q     IS   W  +T   +   

Sbjct  976   QYRWVTKLMGLSYVIQYKRGKENVVADALSRASHGELFQLSVSSISSELWGLLT---QAY  1032 

 

Query  3048  QKDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGH  3227 

               D AL ++  ++      H  Y++    L+ + RL++  +S     +L+   +S  GGH 

Sbjct  1033  AADEALQQLISQVLAQPQLHAHYSVVDGFLFRKHRLMIPNNSQVRTLILEWLHSSHQGGH  1092 

 

Query  3228  SGIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEI  3407 

             SGI  T  RI    +W  +  ++  F+  C    R KY+  +  GLLQPLPIP  +W+ I 

Sbjct  1093  SGIRATVVRIKSLFFWKGLSKDVADFIQKCETCLRCKYERVASPGLLQPLPIPAGVWQSI  1152 

 

Query  3408  SMNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISI  3581 

             +M+FI  + KS G D I V +D+LSKY +FI + HPY A ++ +  +KE+  L   P +I 

Sbjct  1153  AMDFIDKLPKSHGKDAIWVVIDRLSKYAHFIPLTHPYTASTLAEIFIKEVYRLHGAPSNI  1212 

 

Query  3582  VSDSDLIFMSHF  3617 

             VSD D +F S F 

Sbjct  1213  VSDRDPLFTSTF  1224 

 

 

 Score =  141 bits (355),  Expect(3) = 2e-132 

 Identities = 73/161 (45%), Positives = 102/161 (63%), Gaps = 0/161 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +AI  WP P T K LRGFL LTGYY+R I  Y  +A PL DLL+   F W+  +  A +Q 

Sbjct  813   KAIQDWPEPVTIKQLRGFLGLTGYYRRFIKGYSILASPLTDLLRKDGFHWSAAASAAFLQ  872 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+ A+   P L++ D  K F++E DAS  GIG VL QD+  +A+ +K L       S+Y+ 

Sbjct  873   LKNALVQAPVLAIPDLQKPFTVETDASSTGIGAVLLQDKHPVAFISKVLSPRNRLLSVYD  932 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             +E +ALV A+  W  YL   +FTI  DQ+SL++LL+QR++T 

Sbjct  933   RELLALVHAVTKWHQYLAIQQFTILTDQQSLKFLLEQRLST  973 

 

 

>gi|77555174|gb|ABA97970.1| retrotransposon protein, putative, unclassified, 

expressed [Oryza  

sativa (japonica cultivar-group)] 

Length=1548 

 

 Score =  222 bits (565),  Expect(3) = 3e-132 

 Identities = 117/235 (49%), Positives = 151/235 (64%), Gaps = 7/235 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F     LPP R +DH I++   + P N RPYRY   QK+EI+  V  ML  G+I  S S  

Sbjct  598   FQDSNTLPPHRVLDHVISLLPNSVPVNARPYRYSPAQKDEIERQVSTMLSAGLISPSCSP  657 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             ++SPV+LVK+KD S R C+DY+ L+  T+ +KF +P++ ELLDEL G   FSK+DL++ Y 

Sbjct  658   FASPVLLVKKKDNSWRFCVDYRRLNDLTIKNKFPLPIVDELLDELAGTQFFSKLDLRSGY  717 

 

Query  2058  HQIRMH-----KPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIRM      K  F+TH GH++  VMPFGLTN P TFQ  MN+   P+LR++V+VF DD 

Sbjct  718   HQIRMQESDEFKTAFKTHHGHFQFRVMPFGLTNAPATFQCLMNSIFAPYLRKFVLVFMDD  777 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGV  2387 

             ILVYSKSW  HL HL  VL  L +H     +   KCSF   +   LGH+IS  GV 

Sbjct  778   ILVYSKSWTDHLKHLRCVLQLLQQHQLCAKL--SKCSFAAPQLEYLGHIISAAGV  830 

 

 

 Score =  172 bits (437),  Expect(3) = 3e-132 

 Identities = 100/256 (39%), Positives = 147/256 (57%), Gaps = 6/256 (2%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQGIS--RPFWKDITKINEEVQK  3053 

             Q+  + KL+G ++   YK GA NK  DALSR      LQ IS  +P W  + ++       

Sbjct  1002  QRKAMTKLIGLQYKFQYKRGAENKSADALSRVGHFFSLQAISIAQPVW--VQEVVNSYVV  1059 

 

Query  3054  DPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSG  3233 

             D     +  EL     +   ++L   ++  +GR+ L A+S    K++  F  S +GGHSG 

Sbjct  1060  DNQAQSLLTELAIMSPNASGFSLVHGLIKKKGRIWLGANSALHTKIISSFHDSAIGGHSG  1119 
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Query  3234  IYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISM  3413 

             +  TY R+ +   W  +K  + +F+  C V Q++K++  S  GLLQPLPIP   W++ISM 

Sbjct  1120  VMATYHRVKKLFVWKGLKHSVEEFIQQCVVCQKAKHEHCSSPGLLQPLPIPTGAWQDISM  1179 

 

Query  3414  NFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIVS  3587 

             +FI G+  SKG DVILV VD+ +KY +F+ +KHP+ A  + D  + ++  L  +P SIVS 

Sbjct  1180  DFIEGLPLSKGSDVILVVVDRFTKYAHFLPLKHPFTAVQVADNYLSKVASLYGMPKSIVS  1239 

 

Query  3588  DSDLIFMSHFLQELFK  3635 

             D D IF SHF Q LFK 

Sbjct  1240  DRDKIFTSHFWQHLFK  1255 

 

 

 Score =  127 bits (320),  Expect(3) = 3e-132 

 Identities = 70/163 (42%), Positives = 103/163 (63%), Gaps = 1/163 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*G-NFKWNEDSIKASI  2569 

             + +L WP+P     LRGFL LTGYY++ + NYG +A+PL  LLK    F W E + KA   

Sbjct  838   KVMLQWPVPTNLTELRGFLGLTGYYRKFVKNYGILAKPLTVLLKKNVKFVWTEHTQKAFD  897 

 

Query  2570  QLQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMY  2749 

              L+ A+++ P L + +F+K F+IE DA   GIG VL+Q+   +A+++KAL       S+Y 

Sbjct  898   SLKLAMSSTPVLVLPNFAKPFTIETDACSTGIGAVLSQEGHPVAFYSKALGINNQKLSIY  957 

 

Query  2750  EKESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITTQ  2878 

             EKE +A+++AI  WRPYL    F I  D +SL +L DQ + ++ 

Sbjct  958   EKEFLAIMMAIDKWRPYLLRGPFVIRTDHQSLCHLDDQLLGSE  1000 

 

 

>gi|78183241|emb|CAJ00278.1| hypothetical protein [Lotus japonicus] 

Length=1508 

 

 Score =  232 bits (591),  Expect(3) = 3e-132 

 Identities = 125/236 (52%), Positives = 162/236 (68%), Gaps = 8/236 (3%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREV-DHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNS  1874 

             F  P  LPP R + DHKI +K G+ P ++RPYRYP  QK+ I  +V E+L  G+I+ S+S 

Sbjct  572   FEEPAQLPPFRGIHDHKIILKDGSNPVSLRPYRYPPAQKDVIDKMVKELLESGVIQPSSS  631 

 

Query  1875  SYSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKAR  2054 

              ++SP++LVK+KDGS R+C+DY+ L+  TV  KF IP++++LLDEL G   FSK+DL+A  

Sbjct  632   PFASPIVLVKKKDGSWRMCVDYRKLNDMTVKAKFPIPLVEDLLDELGGAKIFSKLDLRAG  691 

 

Query  2055  YHQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFD  2219 

             YHQ+RM      K  F+TH G YE  VMPFGLTN P+TFQ AMNA   PFLR+ V++FFD 

Sbjct  692   YHQLRMRPEDVEKTAFQTHSGQYEYVVMPFGLTNAPSTFQGAMNAIFAPFLRKSVLIFFD  751 

 

Query  2220  DILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGV  2387 

             DILVYS + EAHL HL  V A L +H F+  V + KC+F       LGH IS  GV 

Sbjct  752   DILVYSATVEAHLQHLREVFAVLRKHSFY--VKRSKCAFFTPVIEYLGHFISASGV  805 

 

 

 Score =  149 bits (376),  Expect(3) = 3e-132 

 Identities = 90/252 (35%), Positives = 133/252 (52%), Gaps = 9/252 (3%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQ----GISRPFWKDITKINEEV  3047 

             Q  WV KL+G  + I YK G  N V DALSR    +  Q     +S   W  +T   +   

Sbjct  976   QYRWVTKLMGLSYVIQYKRGKENVVADALSRASHGELFQLSVSSVSSELWGLLT---QAY  1032 

 

Query  3048  QKDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGH  3227 

               D AL ++  ++      H  Y++    L+ + RL++  +S     +L+   +S  GGH 

Sbjct  1033  AADEALQQLISQVLAQPQLHAHYSVVDGFLFRKHRLMIPNNSQVRTLILEWLHSSHQGGH  1092 

 

Query  3228  SGIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEI  3407 

             SGI  T  RI    +W  +  ++  F+  C    R KY+  +  GLLQPLPIP  +W+ I 

Sbjct  1093  SGIRATVVRIKSLFFWKGLSKDVADFIQKCETCLRCKYERVASPGLLQPLPIPAGVWQSI  1152 

 

Query  3408  SMNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISI  3581 

             +M+FI  + KS G D I V +D+LSKY +FI + HPY A ++ +  +KE+  L   P +I 

Sbjct  1153  AMDFIDKLPKSHGKDAIWVVIDRLSKYAHFIPLTHPYTASTLAEIFIKEVYRLHGAPSNI  1212 

 

Query  3582  VSDSDLIFMSHF  3617 

             VSD D +F S F 

Sbjct  1213  VSDRDPLFTSTF  1224 

 

 

 Score =  141 bits (355),  Expect(3) = 3e-132 

 Identities = 73/161 (45%), Positives = 102/161 (63%), Gaps = 0/161 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQ  2572 

             +AI  WP P T K LRGFL LTGYY+R I  Y  +A PL DLL+   F W+  +  A +Q 

Sbjct  813   KAIQDWPEPVTIKQLRGFLGLTGYYRRFIKGYSILASPLTDLLRKDGFHWSAAASAAFLQ  872 

 

Query  2573  LQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYE  2752 

             L+ A+   P L++ D  K F++E DAS  GIG VL QD+  +A+ +K L       S+Y+ 

Sbjct  873   LKNALVQAPVLAIPDLQKPFTVETDASSTGIGAVLLQDKHPVAFISKVLSPRNRLLSVYD  932 

 

Query  2753  KESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             +E +ALV A+  W  YL   +FTI  DQ+SL++LL+QR++T 

Sbjct  933   RELLALVHAVTKWHQYLAIQQFTILTDQQSLKFLLEQRLST  973 

 

 

>gi|115482042|ref|NP_001064614.1| Os10g0419000 [Oryza sativa (japonica cultivar-

group)] 

 gi|31432119|gb|AAP53789.1| retrotransposon protein, putative, unclassified [Oryza 

sativa  

(japonica cultivar-group)] 

Length=1611 

 

 Score =  238 bits (607),  Expect(3) = 1e-131 

 Identities = 119/236 (50%), Positives = 159/236 (67%), Gaps = 7/236 (2%) 

 Frame = +3 

 

Query  1707  PKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSSYSS  1886 

             PKGLPP R  DH I +K G+ P N+RPYR PH QK  ++ ++ E+     IR+S+S Y S 

Sbjct  689   PKGLPPRRSCDHVINLKVGSEPPNLRPYRVPHFQKGAMEDIITELFRTQEIRISDSPYVS  748 

 

Query  1887  PVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARYHQI  2066 

             P ++V++KDGS RLC+DY+ L+  T+ +KF +P++++LLDEL+G   FSK+DL++ YHQI 

Sbjct  749   PAVMVRKKDGSWRLCVDYRQLNAQTIKNKFPMPIIEDLLDELHGAKVFSKLDLRSGYHQI  808 

 

Query  2067  RM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDDILV  2231 

             RM      K  FRTH GHYE  VMPFGLTN P TFQ  MN  L PFLR++V+VFF DIL+ 

Sbjct  809   RMAEGDIPKTAFRTHLGHYEYNVMPFGLTNAPATFQALMNQVLAPFLRKFVLVFFADILI  868 

 

Query  2232  YSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             YSK+   HL+H+  V+  L  +     +  KKC FG  +   LGH+IS EGV   P 

Sbjct  869   YSKTQSEHLEHIKLVMQALSANQLVVRL--KKCEFGLDRVSYLGHIISSEGVSTDP  922 
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 Score =  157 bits (397),  Expect(3) = 1e-131 

 Identities = 94/258 (36%), Positives = 141/258 (54%), Gaps = 8/258 (3%) 

 Frame = +3 

 

Query  2880  QQYWVAKLLGYEFDIVYKVGASNKVVDALSRRDEDKELQ----GISRPFWKDITKINEEV  3047 

             Q   + KL+ +++ I YK G  N V DALSR    KE Q     +  P W  +  I     

Sbjct  1089  QHKLLLKLMEFDYVIEYKSGKENLVADALSRSPNLKEEQCLPITVVVPEW--VQDIKRSY  1146 

 

Query  3048  QKDPALAKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGH  3227 

             ++D    KI   ++ + D    Y LE  +L ++GR+ +  ++     LL+ +  S  GGH 

Sbjct  1147  EEDIFAHKILSLIETDGDPERHYKLESGLLKYKGRIYVGETTEIRMLLLEAYHASYFGGH  1206 

 

Query  3228  SGIYITYRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEI  3407 

             SGI  TY RI Q  YW  +K ++  ++  C   Q +K +     GLL PL +P+  W  I 

Sbjct  1207  SGIRATYHRIKQLFYWPGLKKQVEHYIRECPTCQITKAEHIHIPGLLNPLEVPDMAWTHI  1266 

 

Query  3408  SMNFIVGMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVDV--KEIIWLLEVPISI  3581 

             +M+FI G+ KS+G DVILV VD+L+KY +F+ + HPY    +V +    I  L  +P+ I 

Sbjct  1267  TMDFIEGLPKSQGKDVILVVVDRLTKYAHFLALSHPYTVEQVVQIFMDNIHKLHGMPMVI  1326 

 

Query  3582  VSDSDLIFMSHFLQELFK  3635 

             V+D D +F S+F QE+FK 

Sbjct  1327  VTDRDRVFTSNFFQEIFK  1344 

 

 

 Score =  125 bits (313),  Expect(3) = 1e-131 

 Identities = 65/151 (43%), Positives = 95/151 (62%), Gaps = 0/151 (0%) 

 Frame = +2 

 

Query  2417  PKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*GNFKWNEDSIKASIQLQQAITTI  2596 

             PK    +R FL + GYY+R I  YG I RPL DLLK   FKW +   +A   L++ +    

Sbjct  934   PKNVTEVREFLGMAGYYRRFIKGYGVICRPLHDLLKKDGFKWGDTQQEAFELLKEKMCNS  993 

 

Query  2597  PTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMYEKESMALVL  2776 

             P L++ DFS+ F IE DA G GIG VL Q  + +AYF+KAL     ++S+YEKE++A++  

Sbjct  994   PVLALPDFSQPFVIETDACGIGIGAVLMQKGRPLAYFSKALGPKAAAQSVYEKEAIAILE  1053 

 

Query  2777  AIQHWRPYLPD*KFTIYIDQKSLRYLLDQRI  2869 

             A++ WR Y+      I  DQ+SL++++ QR+ 

Sbjct  1054  ALKKWRHYILGGSLIIKTDQQSLKFMMSQRL  1084 

 

 

>gi|77554308|gb|ABA97104.1| retrotransposon protein, putative, unclassified [Oryza 

sativa  

(japonica cultivar-group)] 

Length=1412 

 

 Score =  236 bits (601),  Expect(3) = 4e-131 

 Identities = 127/239 (53%), Positives = 161/239 (67%), Gaps = 7/239 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  P+GLPP R  DH I +KS A P  +RPYR+   +K+EI+  V EML  G+I+ SNS+ 

Sbjct  507   FDDPQGLPPKRACDHSIPLKSHAKPVFLRPYRHNPARKDEIEKQVKEMLLSGVIQPSNSA  566 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSP +LVK+KDG+ RLC+DY+ L+  T+  KF +PV+ ELLDEL+G   FSK+DL+A Y 

Sbjct  567   FSSPALLVKKKDGTWRLCIDYRQLNSITMKGKFPMPVIDELLDELSGSKVFSKLDLRAGY  626 

 

Query  2058  HQIRM-----HKPTFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             HQIR+     HK TF+TH GHYE  VM FGLT  P TFQ AMN TL P LR++ +VFFDD 

Sbjct  627   HQIRLVEGEEHKTTFQTHSGHYEYRVMSFGLTGAPATFQGAMNDTLAPVLRKFALVFFDD  686 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGVLMRP  2399 

             ILVYS    +H+ HL  VL  L EH +   V   KCSF Q +   LGH+IS + V   P 

Sbjct  687   ILVYSPDLVSHVHHLRQVLQLLTEHQW--KVKLSKCSFAQHQLSYLGHIISDQRVTTDP  743 

 

 

 Score =  149 bits (377),  Expect(3) = 4e-131 

 Identities = 90/251 (35%), Positives = 142/251 (56%), Gaps = 8/251 (3%) 

 Frame = +3 

 

Query  2898  KLLGYEFDIVYKVGASNKVVDALSRR--DEDKELQGISR--PFWKDITKINEEVQKDPAL  3065 

             KLLG +F I Y+ G+SN   +ALSR+  +E  EL  +S   P W  + ++++   +D    

Sbjct  917   KLLGLQFKICYRKGSSNAAANALSRKYPEELSELHVVSSCSPVW--LQEVSDGYLQDVFS  974 

 

Query  3066  AKIREELKDNLDSHPQYTLECDILYFRGRLVLLASSLWIPKLLQEFQTSLMGGHSGIYIT  3245 

             A++  +L  N +S P ++L   +L F+GR+ +  +     K++    +S +GGHSG  +T 

Sbjct  975   AQLLTDLTLNAESRPNFSLCNGVLRFKGRVWIDNNPSVQDKIISALHSSPLGGHSGFPVT  1034 

 

Query  3246  YRRITQSLYWIPIKGEITKFVVACHVGQRSKYQASSPAGLLQPLPIPNAIWEEISMNFIV  3425 

             Y +I     W  +K +I   V  C +  ++K   S   GLLQPLP+P+  W+ I+M+FI  

Sbjct  1035  YSKIKSLFAWPKMKKQIHTAVKTCGICMQAKPDHSKYPGLLQPLPVPDGAWQIITMDFIE  1094 

 

Query  3426  GMLKSKGFDVILVEVDKLSKYRYFIVIKHPYFARSIVD--VKEIIWLLEVPISIVSDSDL  3599 

             G+ KS  F+ ILV VDK SKY +F  + HP+ A  +    +  +  L  +P  I+SD D  

Sbjct  1095  GLPKSGQFNCILVVVDKFSKYSHFFPLSHPFSAIDVAQSFMVNVYKLHGLPKFIISDRDK  1154 

 

Query  3600  IFMSHFLQELF  3632 

             I  SHF ++LF 

Sbjct  1155  ILTSHFWEQLF  1165 

 

 

 Score =  133 bits (334),  Expect(3) = 4e-131 

 Identities = 73/162 (45%), Positives = 103/162 (63%), Gaps = 1/162 (0%) 

 Frame = +2 

 

Query  2393  EAIL*WPMPKTPKTLRGFLELTGYYKRSICNYGKIARPLIDLLK*G-NFKWNEDSIKASI  2569 

             E ++ W +PK  K LRGFL L GYY++ +  +G + RPL +LLK    F W+ ++ +A   

Sbjct  747   EEVVNWAVPKFVKKLRGFLGLAGYYRKFVKQFGILCRPLTNLLKKDVPFVWSVEADQAFK  806 

 

Query  2570  QLQQAITTIPTLSMLDFSKQFSIECDASGKGIGVVLTQDRKQIAYFNKALKDLTLSKSMY  2749 

              L+QA+ + P LS+ DFS  F+IE DAS +GIG VL+Q    IA+ +KAL   T   S Y 

Sbjct  807   ALKQALVSAPVLSLPDFSLPFTIETDASDEGIGAVLSQCGHPIAFLSKALGVKTKGLSTY  866 

 

Query  2750  EKESMALVLAIQHWRPYLPD*KFTIYIDQKSLRYLLDQRITT  2875 

             EKE +A++LA+ HWR YL   +F I  D  SL +L +QR+ T 

Sbjct  867   EKEYLAILLAVDHWRSYLQQQEFVILTDHHSLMHLNEQRLHT  908 

 

 

>gi|147775005|emb|CAN70471.1| hypothetical protein [Vitis vinifera] 

Length=1122 

 

 Score =  246 bits (629),  Expect(3) = 7e-131 

 Identities = 117/235 (49%), Positives = 163/235 (69%), Gaps = 7/235 (2%) 

 Frame = +3 

 

Query  1698  FSGPKGLPPSREVDHKIAIKSGAYPDNVRPYRYPHLQKNEIKTLVVEML*LGIIRLSNSS  1877 

             F  P  LPP+RE+DH+I +K G  P NVRPYRY + QK EI+  V +ML LG+I+ S S  

Sbjct  175   FQKPNQLPPAREIDHRITLKEGTEPVNVRPYRYAYFQKAEIEKQVCDMLKLGLIKASTSL  234 

 

Query  1878  YSSPVILVKRKDGS*RLCMDYQALSKATVPDKFLIPVMKELLDELNGPIHFSKIDLKARY  2057 

             +SSPV+LVK+KDG+ R C DY+AL+  T+ D+F IP + ++LDEL+G  +F+K+DL+A Y 
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Sbjct  235   FSSPVLLVKKKDGTWRFCTDYRALNAVTIKDRFPIPTVDDMLDELHGATYFTKLDLRAGY  294 

 

Query  2058  HQIRMHKP-----TFRTHQGHYESPVMPFGLTNTPTTFQ*AMNATLKPFLRRYVVVFFDD  2222 

             H +R+H P      FRTH GHYE  VMPFGL+N P+TFQ  MN+  +P+L ++V+VFF D 

Sbjct  295   HYVRVHPPDIPKTAFRTHNGHYEYLVMPFGLSNAPSTFQAIMNSIFRPYLGKFVLVFFXD  354 

 

Query  2223  ILVYSKSWEAHLDHLS*VLARLLEHYFFTNVFKKKCSFGQIKAGCLGHVISKEGV  2387 

             IL+YS +   HL+H+      L +H FF  +   KC+FGQ +   LGH+++  GV 

Sbjct  355   ILIYSPNXNMHLEHVKQAFEILRQHQFFVKI--SKCAFGQXELEYLGHIVTXXGV  407 

 

 

 

Lambda     K      H 

   0.318    0.134    0.401  

 

Gapped 

Lambda     K      H 

   0.267   0.0410    0.140  

 

Effective search space used: 2097114074532 

 

 

  Database: All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF 

excluding environmental samples from WGS projects 

    Posted date:  Dec 31, 2009  5:42 PM 

  Number of letters in database: 3,505,279,183 

  Number of sequences in database:  10,272,453 

 

 

 

Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Neighboring words threshold: 12 

Window for multiple hits: 40 

 

 

 


