BLASTN Search Outputs of the 3’ Border Sequencesin Maize Event DAS-40278-9 against GenBank
Nucleotide Collection (nt/nr)

BLASTN 2.2.21 [Jun—14-2009]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
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

Query= Region 4
(1868 letters)

Database: /usr/local/blast/db/blastlibs/nt
11, 350, 961 sequences; 30, 878, 341, 354 total letters

SearChIng. vt e e done

Score E
Sequences producing significant alignments: (bits) Value
gh |EF468501. 1| Zea mays clone pBK118-2 retrotransposons GrandeB, . .. 912 0.0
gh |EU952187. 1| Zea mays clone 1218827 hypothetical protein mRN4, . .. 648 0.0
gb|AC152494. 1| Zea mays BAC clone Z418K17, complete sequence 240  2e-59
gb|AC160211. 1| Genomic seqeunce for Zea mays BAC clone ZMMBBbO44. .. 240  2e-59
gb |AF466932. 1| Zea mays clone BAC 206C17, complete sequence 240  2e-59
gb|AC230040. 3| Zea mays BAC clone CH201-122P19 from chromosome 7. .. 232  6e-5H7
gb|AC211313. 4| Zea mays BAC clone CH201-9J2 from chromosome 5, c... 224  le—b54
gb|AC210997. 6| Zea mays BAC clone CH201-545A13 from chromosome 5. .. 224  le—b4
gb|AY325816. 1| Zea mays BAC clone Z013105, complete sequence 224  le—b4
gb |AF546188. 1| Contiguous genomic DNA sequence comprising the 19... 224 le—54
gb|AC206303. 5| Zea mays BAC clone CH201-328A17 from chromosome 5. .. 220  2e-53
gb|AC185486. 5| Zea mays BAC clone CH201-162J17 from chromosome 5. .. 216 4e-52
gh|AC229879. 2| Zea mays BAC clone CH201-103M12 from chromosome 8. .. 216 4e-52
gb|AC203072. 5| Zea mays BAC clone CH201-26J18 from chromosome 6, . .. 216 4e-52
gb|EU952110. 1| Zea mays clone 1165529 hypothetical protein mRNA,. .. 216 4e-52
gh|AC165174. 2| Zea mays clone ZMMBBb-127F19, complete sequence 214 le-b1
gh|AC231746. 2| Zea mays BAC clone CH201-98H14 from chromosome 6, . .. 208  9e-50
gh |EF190061. 1| Zea mays clone FS2 19 chromosome B, genomic sequence 208  9e-50
gh|DQ493649. 1| Zea mays cultivar Coroico bz locus region 208  9e-50
gh |AY664415. 1| Zea mays cultivar B73 locus 9009, complete sequence 208  9e-50
gh|AC217319. 3| Zea mays BAC clone ZMMBBb—86E19 from chromosome 5. .. 206 3e-49
gh|AC198320.5| Zea mays BAC clone ZMMBBb—334D6 from chromosome 5. . . 206 3e-49
emb|X97605. 1| Z.diploperennis DNA for Grandel-6 retrotransposon 206 3e—49
gh|DQ493647. 1| Zea mays cultivar NalTel bz locus region 204 1le—48
gh|AC203284. 4| Zea mays BAC clone CH201-504M1 from chromosome 5, . .. 200  2e—47

gh|DQ002407. 1| Zea mays copia retrotransposon opiel, gypsy retro... 200 2e-47



gb | AC206691.
gb | DQ493650.
gb |DQ493646.
gh | AF448416.
gb |AY664416.
gb | AC209386.

gb|AC203533.
gb|AY883559.
gb|AC225631.
gb |EF190062.
gb|AC196084.
gb|AC194844.
gb|AC226723.
gb|AC194842.
gb |EF468511.
gb|AC229878.
gb |EF468503.
gb |EU940901.
gb|AF090447.
gb|AC204225.
gb|AY574035.
gh|AY555142.
gb |EF468504.
gb | EF468502.
gb|FJ386419.
gb |EF190065.
gb |EF190066.
gb|DQ183073.
gb |EF468507.
gb|AC209754.
gb|EF190051.
gb |EF190049.
gb|FJ386423.
gb|EF190053.
gb |EF190052.
gb |EF190050.
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BAC clone CH201-149B20 from chromosome 1. .
cultivar A188 bz locus region

cultivar CML258 bz locus region

B73 chromosome 9S bz genomic region

cultivar Mol7 locus bz, complete sequence
BAC clone CH201-98J13 from chromosome 5, ..
emb|X97604. 1| Z.diploperennis DNA for Grandel-4 retrotransposon
BAC clone CH201-452L5 from chromosome b, ..
cultivar inbred line B73 teosinte glume ...
BAC clone CH201-111A2 from chromosome 8§, ..

clone

FS2 20 chromosome B, genomic sequence

BAC clone CH201-52A17 from chromosome b, ..
BAC clone CH201-463C23 from chromosome 5. .
BAC clone CH201-110120 from chromosome 6. .
BAC clone CH201-514N20 from chromosome 4. .

clone

pBS-2 LL repeat sequence

BAC clone CH201-108P8 from chromosome 9, ..

clone
clone

pBK118-4 retrotransposon GrandeB, ...
1168199 mRNA sequence

22 kDa alpha zein gene cluster, complete..
BAC clone CH201-427P14 from chromosome 5. .
rust resistance protein rp3-1 (rp3-1) ge..

BAC clone ¢573F08, complete sequence

clone
clone
clone
clone
clone
clone
clone

pBK118-5 LL repeat sequence

pBK118-3 LL repeat sequence

R4-b StarkB element, partial sequence
PS52 chromosome B, genomic sequence
PS53 chromosome B, genomic sequence
A-RGA5 resistance gene analog-like..
pBK118-8 LL repeat sequence

BAC clone CH201-23E16 from chromosome 5, ..

clone
clone
clone
clone
clone
clone

gb|U68403. 1|ZMU68403 Zea mays

gb |DQ183088.
gb|AC165175
gb|EF190048.
gb|EU949251.
gb|EF190064.
gb|AC229874.
gb|GU235996.
gb|AC226722.
gb|AC186565
gb|AC194974.
gb | AC237090.

Zea mays
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Zea mays
Zea mays
Zea mays
Zea mays

clone
clone
clone
clone
clone

46F3FF5Rm5 chromosome B, genomic s..
46F3FF5Rm3 chromosome B, genomic s..
R6-b StarkB element, partial sequence
46F3FF5Rs2 chromosome B, genomic s..
46F3FF5Rs1 chromosome B, genomic s..
46F3FF5Rm4 chromosome B, genomic s..
retrotransposon Grande—-Zm 5 LTR a...
A-RGA20 resistance gene analog—lik..
ZMMBBb-136N21, complete sequence
46F3FF5Rm1 chromosome B, genomic s..
400160 mRNA sequence

pStarkb. 5 chromosome B, genomic se..

BAC clone CH201-314N3 from chromosome 3, ..
Coix lacryma—jobi 22-kDa prolamin gene cluster, c..
Zea mays BAC clone CH201-146D18 from chromosome 1..
Zea mays BAC clone ZMMBBb—610A7 from chromosome 5..
Zea mays BAC clone CH201-115G11 from chromosome 5..
Oryza granulata clone 0G ABa0119F03, complete seq..

198
196
196
196
196
194
192
184
180
178
176
174
174
170
165
159
157
157
155
151
145
145
145
135
135
129
129
127
121
111
101
101
101
98
90
90
86
80
78
70
68
64
62
54
54
54
54
54
54

8e—47
3e—46
3e—46
3e—46
3e—46
le-45
5e—45
le—42
2e—41
8e—41
3e—40
1e—39
1e—39
2e-38
1le—36
Te-35
3e-34
3e-34
1e—33
2e-32
1e—30
1e-30
1e-30
le-27
le-27
Te—26
Te—26
3e—25
2e-23
2e-20
le-17
le-17
le-17
2e-16
6e—14
6e-14
9e-13
5e-11
2e-10
5e-08
2e-07
3e-06
1le—05
0. 003
0. 003
0. 003
0. 003
0. 003
0. 003



gh|AC231756. 2| Zea mays BAC clone CH201-111G11 from chromosome 1... 54  0.003
gh|AC233030. 1| Oryza minuta clone OM  Ba0022H02, complete sequence 54  0.003
gh|AC231332. 1| Oryza minuta clone OM  Ba0219N21, complete sequence 54  0.003
gh|AC196829. 2| Sorghum bicolor clone SB BBcO050H06, complete seq.. . 54 0.003
gh|AC196818. 2| Sorghum bicolor clone SB BBc0005H14, complete seq.. . 54 0.003
gh|AC165173. 2| Zea mays clone ZMMBBb-125019, complete sequence 54  0.003
gh|AY455286. 1| Zea mays chloroplast phytoene synthase (Y1) gene,... 54 0.003
gh|GU080322. 1| Saccharum hybrid cultivar R570 clone BAC 086H20, 52 0.012
gb|AC231130. 2| Oryza minuta clone OM Ba0135C17, complete sequence 52 0.012
gb|AC213133. 1| Oryza glaberrima clone 0G BBa0042C22, complete se. .. 52 0.012
gb |EF659468. 1| Zea mays clone BAC b0288K09 AP2 domain transcript. .. 52 0.012
gb |EF659467. 1| Zea mays clone BAC m. pk066. 114 AP2 domain transcr. .. 52 0.012
emb |CR855170. 1| Oryza sativa genomic DNA, chromosome 4, BAC clon. .. 52 0.012
gb|AC105320. 2| Oryza sativa Japonica Group chromosome 5 clone 0J. .. 52 0.012
gb|AC117264. 2| Oryza sativa Japonica Group chromosome 5 clone 0J. .. 52 0.012
gb|AC135924. 2| Oryza sativa Japonica Group chromosome 5 clone PO... 52 0.012
gb|AC130598. 2| Oryza sativa Japonica Group chromosome 5 clone O0S... 52 0.012
gb|AC145127. 1| Oryza sativa Japonica Group chromosome 10 clone P... 52 0.012
gb|AC092388. 5| Oryza sativa chromosome 10 BAC 0SJNBa0011L09 geno. .. 52  0.012
gb|AC068654. 2| Genomic Sequence For Oryza sativa (japonica culti. .. 52 0.012
dbj|AP006233. 3| Oryza sativa Japonica Group genomic DNA, chromos. .. 52 0.012
dbj|AP005460. 3| Oryza sativa Japonica Group genomic DNA, chromos. . . 52  0.012
dbj|AP004729. 3| Oryza sativa Japonica Group genomic DNA, chromos. . . 52  0.012
dbj|AP003458. 4| Oryza sativa Japonica Group genomic DNA, chromos. . . 52  0.012
dbj|AP005684. 3| Oryza sativa Japonica Group genomic DNA, chromos. . . 52  0.012
dbj|AP005834. 4| Oryza sativa Japonica Group genomic DNA, chromos. . . 52 0.012
dbj|AP006556. 2| Oryza sativa Japonica Group genomic DNA, chromos. . . 52  0.012
dbj|AP005414. 3| Oryza sativa Japonica Group genomic DNA, chromos. .. 52  0.012
dbj|AP004229. 3| Oryza sativa Japonica Group genomic DNA, chromos. . . 52  0.012
dbj|AP003988. 3| Oryza sativa Japonica Group genomic DNA, chromos. . . 52  0.012
dbj|AP005563. 3| Oryza sativa Japonica Group genomic DNA, chromos. . . 52  0.012
dbj|AP003525. 2| Oryza sativa Japonica Group genomic DNA, chromos. . . 52  0.012
dbj|AP006062. 2| Oryza sativa Japonica Group genomic DNA, chromos. . . 52  0.012
dbj|AP005795. 3| Oryza sativa Japonica Group genomic DNA, chromos. . . 52  0.012
dbj|AP005512. 3| Oryza sativa Japonica Group genomic DNA, chromos. . . 52  0.012
dbj|AP004645. 3| Oryza sativa Japonica Group genomic DNA, chromos. .. 52 0.012
dbj|AP004375. 3| Oryza sativa Japonica Group genomic DNA, chromos. .. 52 0.012
dbj|AP006237. 3| Oryza sativa Japonica Group genomic DNA, chromos. .. 52 0.012
emb |AL731605. 3| Oryza sativa genomic DNA, chromosome 4, BAC clon. .. 52 0.012
dbj|AP004611. 3| Oryza sativa Japonica Group genomic DNA, chromos. .. 52 0.012
dbj|AP004821. 4| Oryza sativa Japonica Group genomic DNA, chromos. .. 52 0.012
emb |AL606634. 2| Oryza sativa genomic DNA, chromosome 4, BAC clon. .. 52 0.012
dbj|AP003760. 4| Oryza sativa Japonica Group genomic DNA, chromos. .. 52 0.012
dbj|AP004194. 3| Oryza sativa Japonica Group genomic DNA, chromos. .. 52 0.012
dbj|AP002482. 1| Oryza sativa Japonica Group genomic DNA, chromos. .. 52 0.012
emb |AL713941. 3| Oryza sativa chromosome 12, . BAC 0SJNBaOOOGMOS ... 52 0.012
emb |AL731592. 2| Oryza sativa genomic DNA, chromosome 4, BAC clon. .. 52 0.012
gb|GQ407104. 1| Oryza granulata chromosome 6 clone BAC a0186L08/a. .. 50 0.048
gh|AC231811.1| Oryza minuta clone OM Ba0091E17, complete sequence 50  0.048



gh|EU338354. 1|
gb|AF391808. 3|
emb | CR855225. 1|
gb|AC083945. 3|
gb|AC135929. 2|
gh |AC136226. 2|
gb|AC108498. 2|
gb|AC134348. 2|
emb | AL606649. 4 |
gb|AY530950. 1|
dbj|AP005866. 2 |
dbj|AP003435. 2|
gb|AC229780. 2|
gb|AC231887. 2|
gb|AC225222. 3|
gb|FJ266023. 1|
gb|AC231882. 1|
gb|AC229741. 1|
gb|AC223439. 1|
gb|AC097176. 3|
gb|AC078839. 4|
gb|AC130602. 5|
gh|AC087552. 3|
dbj|AP005458. 3|
dbj|AP005456. 3|
dbj|AP005570. 3|
dbj|AP005424. 3|
dbj|AP005774. 5]
dbj|AP003991. 3|
dbj|AP003977. 3|
dbj|AP003974. 3|
dbj|AP003724. 2|
dbj|AP005628. 3|
emb | AL606615. 4|
dbj|AP004030. 2|
emb |AL731618. 3|
emb |AL663012. 3|
dbj|AP005464. 3|
dbj|AP003204. 3|
dbj|AP002968. 2 |
dbj|AP002525. 1|
gb|AC208340. 4|
gb|AC216353. 5|
gb|AC205514. 6|
gb|AC207417. 4|
gb|AC204937. 4|
gb|AC210260. 5|
gb|AC190571. 5|
gb|AC216070. 4|

Zea mays cultivar W22 bz gene locus, complete seq..

Zea mays cultivar McC bz locus region

Oryza sativa genomic DNA, chromosome 4, BAC clon..

Oryza sativa Japonica Group chromosome X clone OS..
Oryza sativa Japonica Group chromosome 5 clone PO..
Oryza sativa Japonica Group chromosome 5 clone OS..
Oryza sativa Japonica Group chromosome 5 clone 0]..

Oryza sativa Japonica Group chromosome 5 clone PO..
Oryza sativa genomic DNA, chromosome 4, BAC clon..
Zea mays putative zinc finger protein (Z438D03.1)...
Oryza sativa Japonica Group genomic DNA, chromos. .
Oryza sativa Japonica Group genomic DNA, chromos. .

Oryza minuta clone OM_ Ba0081J07, complete sequence
Oryza minuta clone OM_ Ba0018L21, complete sequence

Zea mays BAC clone CH201-123112 from chromosome 1..
Oryza granulata clone 0G ABa077F15 032P05, comple..

Oryza minuta clone OM_ Ba0091G05, complete sequence
Oryza minuta clone OM_ Ba0230E13, complete sequence
Oryza brachyantha, complete sequence

Oryza sativa Japonica Group chromosome

Oryza sativa Japonica Group chromosome
Oryza sativa Japonica Group chromosome

Oryza sativa Japonica Group genomic DNA, chromos..
Oryza sativa Japonica Group genomic DNA, chromos..
Oryza sativa Japonica Group genomic DNA, chromos..
Oryza sativa Japonica Group genomic DNA, chromos..
Oryza sativa Japonica Group genomic DNA, chromos. .
Oryza sativa Japonica Group genomic DNA, chromos..
Oryza sativa Japonica Group genomic DNA, chromos..
Oryza sativa Japonica Group genomic DNA, chromos..
Oryza sativa Japonica Group genomic DNA, chromos..
Oryza sativa genomic DNA, chromosome 4, BAC clon..
Oryza sativa Japonica Group genomic DNA, chromos..
Oryza sativa genomic DNA, chromosome 4, BAC clon..
Oryza sativa genomic DNA, chromosome 4, BAC clon..
Oryza sativa Japonica Group genomic DNA, chromos. .
Oryza sativa Japonica Group genomic DNA, chromos. .
Oryza sativa Japonica Group genomic DNA, chromos. .
Oryza sativa Japonica Group genomic DNA, chromos. .
Zea mays BAC clone CH201-53J11 from chromosome 5, ..
Zea mays BAC clone CH201-194K18 from chromosome 5..
Zea mays BAC clone CH201-227F5 from chromosome 5, ..
Zea mays BAC clone CH201-186N18 from chromosome 5..
Zea mays BAC clone CH201-488A19 from chromosome 5..

Zea mays BAC clone CH201-44F4 from chromosome 5,

Zea mays BAC clone CH201-151G9 from chromosome 5, ..
Zea mays BAC clone CH201-459P15 from chromosome b. .

5 clone 0]...
Oryza sativa Japonica Group chromosome X clone OS..
5 clone BI1..
5 clone PO..
Oryza sativa Japonica Group genomic DNA, chromos..
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gh|AC226721.
gb|AC213983.
gh|AC225944.
gb|AC214043.
gb|AC196472.
gb|AC185472.
gb|AC201762.
gb|AC203071.
gb|AC203365.
gb|AC196774.
gb|AC203430.
gb|AC186011.
gb|AC210188.
gb|AC195458.
gb|AC191361.
gb|AC190647.
gb|AC215174.
gb|AC211535.
gb|AC237089.
gb|AC237088.
gb|AC237087.
gb|AC229873.

Zea mays BAC clone CH201-150M20 from chromosome 1. .
Zea mays BAC clone CH201-326E16 from chromosome b. .
Zea mays BAC clone CH201-127G5 from chromosome 10. .
Zea mays BAC clone CH201-299G22 from chromosome b. .
Zea mays BAC clone ZMMBBb-235B12 from chromosome ...

Zea mays BAC clone CH201-257N23 from chromosome
Zea mays BAC clone CH201-479M22 from chromosome
Zea mays BAC clone CH201-184N10 from chromosome
Zea mays BAC clone ZMMBBb—196K7 from chromosome
Zea mays BAC clone CH201-435B12 from chromosome
Zea mays BAC clone CH201-142M10 from chromosome
Zea mays BAC clone CH201-417E17 from chromosome
Zea mays BAC clone CH201-257L10 from chromosome

Zea mays BAC clone CH201-47808 from chromosome 5, ..
Zea mays BAC clone CH201-21609 from chromosome 5, ..
Zea mays BAC clone ZMMBBb—216G14 from chromosome ...

Zea mays BAC clone CH201-70P8 from chromosome 5,

Zea mays BAC clone ZMMBBb—223D21 from chromosome ...
complete seq..
complete seq..
complete seq..
Zea mays BAC clone CH201-387D15 from chromosome 2. .

Oryza granulata clone 0G_ABa0096023,
Oryza granulata clone 0G_ABa0089G14,
Oryza granulata clone 0G _ABa0028G18,

ref | XM 002442558. 1| Sorghum bicolor hypothetical protein, mRNA
ref | XM 002465520. 1| Sorghum bicolor hypothetical protein, mRNA

gb|FJ614806.
gh|AC213848.
gh|AC232337
gh|AC213131.
gh | AC229876.
gh|AC217961.
gh|AC187050.
gh|AC231617
gh|AC229877
gb|FJ032637.
gb | EU940899.
gb |AC229778.
gb |AC225785
gb | AC196850.
gb |AC196847
gb |AC196837
gb|DQ493648.
emb |CR855167. 1| Oryza sativa genomic DNA, chromosome 4, BAC clon. .
Zea mays B73 pathogenesis—related protein 2 and G...
complete seq..

gb|DQ417752
gb|AC169378.
gb|AC165172
gb|AC157319.
gb|AC152495
gb|AF528565
gb|AC147925

Zea mays cultivar B73 p cluster, complete sequence

Zea mays BAC clone CH201-495D12 from chromosome b. .
Oryza minuta clone OM_ Ba0147P17, complete sequence
Oryza glaberrima clone 0G_BBa0031E23, complete se..
Zea mays BAC clone CH201-115J9 from chromosome 8, ..
Zea mays BAC clone ZMMBBb-353K3 from chromosome 6. .
Zea mays BAC clone ZMMBBb-293C24 from chromosome ...
Zea mays BAC clone CH201-190G15 from chromosome 8. .
Zea mays BAC clone CH201-11105 from chromosome 9, ..
Oryza ridleyi clone a0301G20 Monoculml and Mlo fa..

Zea mays clone 1168123 mRNA sequence
Oryza minuta clone OM_ Ba0085P10,

Oryza granulata, complete sequence
Sorghum bicolor clone SB BBc0140005,
Sorghum bicolor clone SB BBc0109L12,
Sorghum bicolor clone SB BBc0073F19,
Zea mays cultivar I137TN bz locus region

Sorghum bicolor clone SB BBc0007L02,
Zea mays clone CH201-171E16, complete sequence
Zea mays clone ZMMBBb-136E2, complete sequence
Zea mays BAC clone Z486N13, complete sequence

Zea mays cultivar BSSS53 chromosome 4 clone BAC O..
Oryza sativa Japonica Group chromosome 11 clone O...

5
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5...
5
5
5

complete sequence

complete seq..
complete seq..
complete seq..

46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46
46

[eNeoleolBoNooBoBolNoBoNoNeoNoBRoBReoNo oo o BRoNoNoNeo oo BNo oo oo oo oo NoNo oo No oo BoBRo BRo BRo Bo e Ne e

.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76
.76



gb|AC108761.
gh|BT018612.
gb|BT017984.
gb|AC135502.
gb|AC121364.
gb|AC135418.
gb|AC120991.
gb|AC112159.
gb|AY078063.
gb |DQ002408.
gb|AC145386.
gb|AC169373.
gb|AC165267.
gb|AC137992.
gb|AC165171.
gb|AC165176.
gb|AC122147.
gb|AC092553.
gb|AC163004.

Oryza sativa (japonica cultivar—group) chromosome. .

Zea mays clone ELOIN0501CO03.d mRNA sequence
Zea mays clone ELOIN0525E01.c mRNA sequence

Oryza sativa chromosome 3 BAC OSJNBb0O085A04 genom. .
Oryza sativa Japonica Group chromosome 5 clone OS..
Oryza sativa Japonica Group chromosome 5 clone OS..
Oryza sativa Japonica Group chromosome 5 clone OS..
Oryza sativa Japonica Group chromosome 5 clone 0]...
Zea mays B transcriptional activator (bl) gene, b..
Zea mays gypsy retrotransposon huck, and copia re..
Oryza sativa chromosome 3 BAC OSJNBb0028K20 genom. .
Sorghum bicolor clone SB BBc0188M0S8, complete seq..

Zea mays clone ZMMBBb-151F20, complete sequence

Oryza sativa chromosome 3 BAC OSJNBb0056B16 genom. .

Zea mays clone CH201-145P10, complete sequence
Zea mays clone ZMMBBb-177G21, complete sequence

Oryza sativa Japonica Group chromosome 10 clone O...
Oryza sativa Japonica Group chromosome 10 clone O...
Gap filling sequence from Zea mays clone ZMMBBbO3..

dbj|AP006849. 2| Oryza sativa Japonica Group genomic DNA, chromos. .
dbj|AP003874. 5| Oryza sativa Japonica Group genomic DNA, chromos. .
dbj|AP005820. 3| Oryza sativa Japonica Group genomic DNA, chromos. .
gh|AY530951. 1| Zea mays putative growth-regulating factor 1 (Z21..

gh|AY555143. 1| Zea may BAC clone c¢573L14, complete sequence

gh |AF466202. 2| Zea mays putative pol protein gene, partial cds; ...
dbj|AP003911. 3| Oryza sativa Japonica Group genomic DNA, chromos. .
dbj|AP004705. 3| Oryza sativa Japonica Group genomic DNA, chromos. .
emb |BX842604. 1| Oryza sativa genomic DNA, chromosome 4, BAC clon..
gh|AY144442. 1| Sorghum bicolor BAC 95A23/98N8.1 Rph region, part..
gh|AC137696. 2| Genomic sequence for Oryza sativa, Nipponbare str..
gh|AC134229. 2| Oryza sativa Japonica Group chromosome 3 clone 0J..
gh |AF546189. 1| Contiguous genomic DNA sequence comprising the 19..
dbj|AP005244. 3| Oryza sativa Japonica Group genomic DNA, chromos. .

gb |AF369906. 1| Sorghum bicolor clone BAC10J22 Sbb3766 sequence

gb |AF466204. 1| Sorghum bicolor clone SBTXS 0045119, partial sequ..

gb |AF466203. 1| Zea mays clone ZMBBb 0092E12, partial sequence

gb |U68404. 1|ZMU68404 Zea mays retrotransposon Huck-2 5 LTR and ..
gb|AC157977. 1| Genomic sequence for Zea mays chromosome 8 BAC cl..
gb|AC157487. 1| Genomic sequence for Zea mays clone ZMMBBb0O614J24. .
gb|AY664419. 1| Zea mays cultivar Mol7 locus 9009, complete sequence
gb|AY664418. 1| Zea mays cultivar Mol7 locus 9008, complete sequence
gb|AY664417. 1| Zea mays cultivar Mol7 locus 9002, complete sequence
gb|AY664414. 1| Zea mays cultivar B73 locus 9008, complete sequence
gb|AY691949. 1| Zea mays alcohol dehydrogenase 1 (adhlA) gene, co..
. BAC OSJNBbO119N22 ...
gb|AF123535. 1| Zea mays alcohol dehydrogenase 1 (adhl) gene, adh..

emb |AL732380. 4| Oryza sativa chromosome 12,

gh|GU080321. 1| Saccharum hybrid cultivar R570 clone BAC 095F04,

gb|GQ845073. 1| Zea mays chromosome 4 PCR sequence AGI. 995 genomi. .
gh |AC226365. 2| Oryza minuta clone OM  Ba0223P12, complete sequence
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gb|FJ032628.
gb | CP000932.
gb | CP001364.
gh|FJ266020.
gb|AC226816.
gb|AC226776.
gb|AC229748.
gb|AC223438.
gb | CP000909.
gb | EF059989.

gb|AC157320.
gb|CP000284.
gb|AF488416.
gb|AC135956.
gb|AC092387
gb|AC151537
gb|AC097175
gb|AC093952.
gb|AC135919.
gb|AC119747

1
1
1

Oryza punctata clone a0082]J04 subtilisin—like pro..
Campylobacter lari RM2100
Chloroflexus sp. Y-400-f1,
Oryza australiensis clone 0A CBa062H21, complete ...
Oryza minuta clone OM_ Ba0145I21, complete sequence
Oryza minuta clone OM__ Ba0084A05, complete sequence
Oryza minuta clone OM__ Ba0197P05, complete sequence
Oryza brachyantha,
Chloroflexus aurantiacus J—-10-f1,
Brachypodium sylvaticum hypothetical protein (57h..
emb |CR855106. 1| Oryza sativa genomic DNA, chromosome 4, BAC clon. .

Zea mays clone ZMMBBb-7C14,

Methylobacillus flagellatus KT,

complete genome
complete genome

complete sequence

complete genome

complete sequence

complete genome

Zea mays chromosome 9 BAC 9C20 complete sequence

Oryza
Oryza
Oryza
Oryza
Oryza
Oryza

Oryza
Oryza
Oryza
Oryza
Oryza
Oryza
Oryza
Oryza
Oryza
Oryza
Oryza

Oryza
Oryza
Oryza
Oryza
Oryza
Oryza
Oryza
Oryza
Oryza
Oryza
Oryza
Oryza

sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica

sativa genomic

sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica

sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa genomic

sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica

Group chromosome 3 clone O0S..

Group
Group
Group
Group

DNA,
Group
Group
Group
Group
Group
Group
Group
Group
Group
Group

Group
Group
Group
Group
Group
DNA,
Group
Group
Group
Group
Group
Group

chromosome 10 clone O...
chromosome 3 clone O0S..

chromosome 5 clone 0]. ..
chromosome 5 clone 0]. ..
sativa (japonica cultivar—group)
Genomic sequence for Oryza sativa, Nipponbare str..

gh|AC068924. 11| Oryza sativa chromosome 10 BAC 0SJNBaQ026L12 gen. .

gh|AC092172. 3| Oryza sativa Japonica Group chromosome 10 clone O..

emb | AL606658.
dbj|AP005912.
dbj|AP003574.
dbj|AP005127
dbj|AP005261.
dbj|AP005199.
dbj|AP005798.
dbj|AP005698.
dbj|AP004156.
dbj|AP004870.
dbj|AP004092.
gh|AY530952. 1| Zea mays unknown (Z576C20.2),
dbj|AP004023.
dbj|AP003528.
dbj|AP005319.
dbj|AP005312.
dbj|AP003877.
emb | BX842606.
dbj|AP006523.
dbj|AP005067.
dbj|AP003846.
dbj|AP004308.
dbj|AP004309.
dbj|AP003253.
gb|AF466199. 1| Sorghum bicolor putative receptor protein
gh |AC084404. 8 |AC084404 Oryza sativa chromosome 3 BAC 0SJNBaQO026A. .

DNA,
DNA,
DNA,
DNA,
DNA,
DNA,
DNA,
DNA,
DNA,
DNA,

genomic
genomic
genomic
genomic
genomic
genomic
genomic
genomic
genomic
genomic

genomic DNA,
genomic DNA,
genomic DNA,
genomic DNA,
genomic DNA,

genomic DNA,
genomic DNA,
genomic DNA,
genomic DNA,
genomic DNA,
genomic DNA,

chromosome. .

chromosome 4, BAC clon..
chromos. . .
chromos. .
chromos. . .
chromos. . .
chromos. .
chromos. . .
chromos. . .
chromos. .
chromos. . .
chromos. . .
putative heme oxyge..
chromos. . .
chromos. . .
chromos. . .
chromos. . .
chromos. . .
chromosome 4, BAC clon..
chromos. . .
chromos. . .
chromos. . .
chromos. . .
chromos. . .
chromos. . .
kinase, ...
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44

44
44
44
44
44
44
44
44
44
44
44
44
44
44
44
44
44
44
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44
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44
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44
44
44
44
44
44
44
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44
44
44
44
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dbj|AP002855. 2| Oryza sativa Japonica Group genomic DNA, chromos. . . 44 3.0
emb|AL844880. 3| Oryza sativa chromosome 12, . BAC 0SJNBb0O049H14 ... 44 3.0

>gb|EF468501. 1| Zea mays clone pBK118-2 retrotransposons GrandeB, complete sequence
Length = 15217

Score = 912 bits (460), Expect = 0.0
Tdentities = 1161/1388 (83%), Gaps = 5/1388 (0%)
Strand = Plus / Minus

Query: 2 tacccaaaagcaccgcaaggggtagecctgggtgtgeggacggactctaaacaccgacag 61

Sbjct: 5388 tacccaaaagcaccgcaaagg—taaccctaggtgtgeggteggactetaaacaccgacag 5330

Query: 62  ctggcgegecaggtagggggtgtgtetttgatetgagetagetcaatgaccattacctee 121

Sbjct: 5329 ccggcacgeccaggtagggggtgtgtegttgatcatagetaactcaatggecatcacctee 5270

Query: 122 aaatgcaagatcgcccttecgeccegggactatgttttgetttggaaccatetcatecata 181

Sbjct: 5269 aagtgcaagatcgcccttcaccccggaactatgttectgetttggaactatectettecata 5210

Query: 182 gcagatgaagagggaactctgcaccgcatagcagatctattggagaagaagectttectea 241

Sbjct: 5209 gtggatgaagaggggactctgecaccacgtggaagatecgactgagaagaagetttectga 5150

Query: 242 gaaatctcgaggggagccagggcagaacagegggtggeaccatcaccegeacctcaageg 301

Sbjct: 5149 gaaatcctgagggaatccaaagcagaatagegggtggtgccaccaccegeatcetegaggg 5090

Query: 302 aagatgacctcttacaaaccgaaagtcgggagctcacctacccgaa—aaactccegetgte 360

Sbjct: 5089 aagatgacccctcataaaccgaaggttgggatctcacttaccecgaagaaactccactgtt 5030

Query: 361 cacttcgcccacaaaggagtggacacggattactcgaaagaaggaagegagtgtecegag 420

Sbjct: 5029 cacctcgeccacaaaggagtgcacacggatcactcgaaagaaagaagcaaatgtecegag 4970

Query: 421 tcaggggacgggaacacgccaagecatctttececgacgecttegecctcaaatgaggatgg 480

Sbjct: 4969 tcaggggacgagaacacgccgagecat—tttectgacgecttegecttcaaagtagaatgg 4911



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

481

4910

541

4850

601

4791

661

4731

721

4671

781

4611

841

4551

901

4491

961

4431

1021

aaagaagagcgccatcgegetggetectttetaccecgacgtectettcatcagggggag

aaataagagcgccatcacgecggetectttetaccecgacgtectettcatcggggggaa

attggagttagcacccgtcttcaacgatgageccaaccatgcaaggggaagagectecceca

attggagtcatcacccatctccgatgatgaacctaccatgcaaggggaagaaccteecc—a

gegtgaggegegacgacggaggaatagaagecagaacgtgeggegacatecacgaggetgg
R A A N e e R R e R A RN A RN A

gtgtgaagcgcgacaacggaggaacaaatgecgaaacatacggtgacatcacgaagetag

ggaacgggatccggegecaaccegtateececgggacgaagetttagaagtaggaaaaactee

ggaacgggatccgacatagectgtatcccaagacgaggectcataagtgggagaaactee

cgacgagtgggtacaccgagaaaggcggaactctegecgeecgtgatecgecgacaagetta
CECEEEE 00 FEEEE T PEEEE T PE TR PR |

cgacgagcgagtgcaccgggaaatgtggaactctcaccaccgtgattgecgacaageteca

ggaccgagaacgagagcaagccgagcaaggtgecaaggetgegecgagagaatgetetett
CECEE TR PEEEEEEEEEEEEE TR TR EEEE T P

ggaccaagagcaggaacaagccgagcaaggtgcaaggetgtgecgagagaaccetetett

tgctecggaacctgtacccecgacttegetegtgecaatgaacacgecgagtgaagteggagg

cgcteggaacctgtateccgactttgetcatgcaatgaacacgecgagtgaattcecggagg

ggtactggeccagatagetgacggecteccgegaacectagacacggaaggetaceggeg

ggtactgtcccagatagctgacagcatcctgcaaacccaagatgectgaaggetaceggeg

gctgettactcgagecagttaatcaccttetacccatcactaatectecaagegacctacg

actgcttgctcaagtagctaatcaccttctacccategetecatectgecaaacaacctacg

ccatgccatcaacagccggegagacacgeggagetceccatcaacgettegegegacegatg

540

4851

600

4792

660

4732

720

4672

780

4612

840

4552

900

4492

960

4432

1020

4372

1080



Sbjct: 4371 tcccaccatcaatagccggegagacgegtagagetccatcaacgettegegegaceggeg 4312

Query: 1081 acacgaaagtgagatagggaaccgagaggagtatgtccgagatcatgecatcctggeatg 1140

Sbjct: 4311 gcacaaaaatgagataaggcgccgggaggagtatgaccgagatcactatgtateggeacg 4252

Query: 1141 aagtcatgccacccgagetgagteggttgeggectegaccagtgtecegttecagggacg 1200

Sbjct: 4251 aagtcgcacgacccgtgttgagtcggecgecaacctegactagtgggecattetagggacg 4192

Query: 1201 atcaagatgacacacaactggctcccectecttgggaccgacctcacgaacgecgacatga 1260

Sbjct: 4191 gtcgagatggcatactaccgactccecectecctgggaccgacaacacgaacaccgactgga 4132

Query: 1261 agacacgtgcggagtcttcgecacttactcegtgtetecgggecatecagtg—gecectaa 1319

Sbjct: 4131 acacacatgtggagtctectgtggttactcegegteteegggecatecagtgeececccaa 4072

Query: 1320 cttcaaggtctccaacgtcagcaagtatgagcgcaagecaggacctgggtggetggttage 1379

Sbjct: 4071 cttcaaggtctccaacgtcgacaagtacgagcccaagecaggaccegggeggetggttgge 4012

Query: 1380 catctaca 1387

Sbjct: 4011 cgtctaca 4004

Score = 244 bits (123), Expect = 2e-60
Tdentities = 459/567 (80%), Gaps = 3/567 (0%)
Strand = Plus / Plus

Query: 1259 gaagacacgtgcggagtcttcgecacttactcecegtgtetecgggecatecagtggee—cet 1317

Sbjct: 12615 gaagacacatgtggagtatccgecacttacttecgegtettagggecgtecagtggeateca 12674

Query: 1318 aacttcaaggtctccaacgtcagcaagtatgagcgcaagecaggacctgggtggetggtta 1377

Sbjct: 12675 aacttcaaggtctccaacgtcaacaaatacgagccaaagcaggaccegagaggetggttg 12734



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

1378

12735

1438

12795

1498

12854

1558

12914

1618

12974

1678

13034

1738

13094

1798

13153

gccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgacagtgtat

gcecgtcectatacaactgecgettgggecgetagggcaactgaagatgtgatgactgeatat

tttcccattgtcctagggcaagacgcaatgecagtggetecgacatetacceccaacattge

ttgccgatcatc—tecgggcaagatgegttgcaatggetttgacacctacctecageactge

atagacaattggagcgacttcagttggtgecttcategecaacttecagtecctetttgac

atcgacgattggaacgacttcagtcggegettcategecaactteccaatecctetecgac

aagccggegeagecatgggacctaaaatecattgggecatcagggegatgaaacgeteegg

aaactggcgcagecatgggacctcaaatccattaggegecggggggacgaaacacttegg

ttgtacctcaagaggttttagaccatgaggaaccacacccccgaagtcecgeecgaggeggsg

tcgtacctcaaaaggttttagaccatgaggaactggatccccaaagtcattgaggeggea

gtgattgaagacttctaccgaggatccaatgactcggetttcgtecgagecatactccag

gtgaatgaggacttctaccgggggtctaatgactcggetttcecgtecgagecatactacag

aaaagcgtcggecacctccgaacacttgttecgggaggecagacctetacatcaccacgga

—aaagtgccgaccacctccgagecaactgtttcgagaagcagacctctacattaccattga

ttaacgggcccaggacctcatcggagg 1824

cgagcgggeccaggacctcatcagagg 13179

228 bits (115), Expect = 9e-56

Tdentities = 302/363 (83%), Gaps = 1/363 (0%)
Strand = Plus / Minus

1437

12794

1497

12853

1557

12913

1617

12973

1677

13033

1737

13093

1797

13152

Query: 1505 attggagcgacttcagttggtgcttcatcgecaacttecagtecctetttgacaageegg 1564

Sbjct: 3920 attggagcgactttagtcggegtttcateccccaatttecagteectectetaacaagecgg 3861



Query: 1565 cgcagccatgggacctaaaatccattgggecatcagggegatgaaacgeteeggttgtace 1624

Sbjct: 3860 cgcagcecgtgggacctcaaatccatcaggegetagaacaatgaaaccctecggtegtace 3801

Query: 1625 tcaagaggttttagaccatgaggaaccacacccccgaagtcgecgaggegggggtgattg 1684

Sbjct: 3800 tcaagagttttcagatagtgaggaaccgcatccccaaagtcgttgaggtggaggegattg 3741

Query: 1685 aagacttctaccgaggatccaatgactcggetttegtecgagecatactccagaaaageg 1744

Sbjct: 3740 aagacgtctacctaggatccaatgactcggacttcatctgagecatacatcagaaa—geca 3682

Query: 1745 tcggccacctccgaacacttgttccgggaggecagacctetacatcaccacggattaacgg 1804

Sbjct: 3681 ccggccacctctgaataattatttcggaaggeagacctetacatcactgeggatgaacgg 3622

Query: 1805 gcccaggacctcatcggaggecacgaaagecgegecacacgegeecacggtgtgacacgaac 1864

Sbjct: 3621 gcccatgacctcttcggaggecacgaaaaccacgecacacgegecatggegagacgegaac 3562

Query: 1865 cag 1867

]
Sbjct: 3561 cag 3559

Score = 87.7 bits (44), Expect = 2e-13
Identities = 95/111 (85%), Gaps = 2/111 (1%)
Strand = Plus / Plus

Query: 820  gcgccgagagaatgctctetttgeteggaacctgtaccecgacttegetegtgecaatgaa 879

Sbjct: 12178 gcgccgagagaaccctettttcactegaaacctgaaccetgactttgetegtgecaatgaa 12237

Query: 880 cacgccgagtgaagtcggaggggtactggeccagatagetgacggectece 930

Sbjct: 12238 cac——caagtgaagtcggaggagtattggectcagatagetgatggectece 12286



Score

Query:

Sbjct:

Query:

Sbjct:

= 79.8 bits (40), Expect = He-11
Identities = 67/76 (88%)
Strand = Plus / Plus

6

11446

66

11506

caaaagcaccgcaaggggtageecctgggtgtgeggacggactctaaacaccgacagetgg 65

caaatgcaccgegaggggtaaccctaggtgtgcagtegggetecaaacaccgacagetgg 11505

cgegecaggtaggggg 81
LEEEETEE TIEETT

cgegecagttaggggeg 11521

Score = 65.9 bits (33), Expect = 8e-07
Tdentities = 171/217 (78%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

504

11920

564

11980

624

12040

684

12100

ctcctttetacccegacgtectettcatcagggggagattggagttageaccegtettea 563

ctcetttectaccecgacategtetttatcaaagggagattggagtegttteccatetecg 11979

acgatgagccaaccatgcaaggggaagagectcececcagegtgaggegegacgacggagga 623
AN R RN R RN RN e A RN A AR

atgacgagccaaccgtaccaggggaagaacctccccageaggaagetcagegacgaagga 12039

atagaagccagaacgtgcecggegacatcacgaggetggggaacgggatceceggegeaacceg 683

atagaagccgaaatatctggecgacatcacgaagecaggggaataggacccgacacageccg 12099

tatcccgggacgaagetttagaagtaggaaaaactee 720

tatcccgegatgaagectcagatgtaggagaaactee 12136

Score = 58.0 bits (29), Expect = 2e-04
Tdentities = 56/65 (86%)
Strand = Plus / Plus

Query:

1051

gagctccatcaacgettegegegaccgatgacacgaaagtgagatagggaaccgagagga 1110



Sbjct: 12407 gagctctatcaatgcttcgcacgaacgacgacatgaaagtgagataaggagecgagaaga 12466

Query: 1111 gtatg 1115

Shjct: 12467 gtatg 12471

>gb |EU952187. 1| Zea mays clone 1218827 hypothetical protein mRNA, complete cds
Length = 2277

Score = 648 bits (327), Expect = 0.0
Tdentities = 752/891 (84%), Gaps = 2/891 (0%)
Strand = Plus / Minus

Query: 979 taatcaccttctacccatcactaatcctccaagegacctacgecatgecatcaacageeg 1038

Sbjct: 2273 taatcaccttctgcccatcgetecateeecccgagecaacctacaccacgecatcaacageeg 2214

Query: 1039 gcgagacacgcggagctccatcaacgettegegegaccgatgacacgaaagtgagatagg 1098
CELEEE FECEEEEEEE T FEREEE PR e TR T |

Sbjct: 2213 acgagacgcgcecggagcetceccatcaatgettegegegacecgacggeacgaaagegagataag 2154

Query: 1099 gaaccgagaggagtatgtccgagatcatgeccatcctggeatgaagtcatgecaccegage 1158

Sbjct: 2153 gcgececgggaggagtatgaccgggatcatggtgteccagettgaagttgegecacecegagt 2094

Query: 1159 tgagtcggttgcggectegaccagtgteeccgttecagggacgatcaagatgacacacaac 1218

Sbjct: 2093 tgagtcggctgeggectegaccagtggeccgacceggggacggtegagacgacacaccac 2034

Query: 1219 tggctcccctecttgggaccgacctcacgaacgecgacatgaagacacgtgeggagtett 1278

Sbjct: 2033 cagctcecctecccgggaccgacctecacgaacgecgacaggaagacacatgeggggtete 1974

Query: 1279 cgcacttactccgtgtctccgggecateccagtggecect—aacttcaaggteteccaacgt 1337

Sbjet: 1973 tgcgettactcegegtetecgggecatecagtggeceeccaacttcaaagtectcaaacgt 1914

Query: 1338 cagcaagtatgagcgcaagcaggacctgggtggetggttagecatctacacgattgtecac 1397

Sbjct: 1913 cgacaagtacgagcccaagcagecacccagggggetagttggeegtetacacgacegeege 1854



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1398

1853

1458

1793

1518

1733

1578

1673

1638

1613

1698

1553

1758

1494

1818

1434

atgggccgecggagegacggaggacgtgatgacagtgtatttteccattgtecctagggea

tcgggtecgetggggegacggaagacgtaatgacagegtatttgeccategtecctagggea

agacgcaatgcagtggectceccgacatctaccccaacattgecatagacaattggagegactt

agacgcactgcagtggettcgacatctgecacgacactgecatecgacggttggggegactt

cagttggtgcttcatcgeccaacttccagtececctetttgacaageecggegeagecatggga

tagtcggegtttcatcgecaacttccagteecctetetgacaagecgecgeagecatggta

cctaaaatccattgggcatcagggegatgaaacgetecggttgtacctcaagaggtttta

cctcaaatccatcaggegecagggegatgaaacactectggtcatacctcaagaggttteca

gaccatgaggaaccacacccccgaagtcgecgaggegggggtgattgaagacttctaceg

gaccatgaggaaccgcatccccgaagtcgtcaaggecagegatgattgaagatttctaceg

aggatccaatgactcggetttcgtcecgagecatactccagaaaagegteggecaccteeg

gggatccaatgactcggceccttegtecggagecatactacag—aaagegtecgecaccteeg

aacacttgttccgggaggcagacctctacatcaccacggattaacgggeccaggacctea

agcaactgtttcgagaggcagacctctacatcaccatagatgagegggeccaggacctea

tcggaggecacgaaagecgegecacacgegecacggtgtgacacgaaccage 1868

tcggaggtactaaacccgecaccaccegeaccacgacgegatacgaaccage 1384

>gb|AC152494. 1| Zea mays BAC clone Z418K17, complete sequence
Length = 195448

Score =

240 bits (121), Expect = 2e-59

Tdentities = 462/573 (80%), Gaps = 2/573 (0%)
Strand = Plus / Plus

1457

1794

1517

1734

1577

1674

1637

1614

1697

1554

1757

1495

1817

1435



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1253

112730

1313

112790

1372

112850

1432

112910

1492

112970

1552

113030

1612

113090

1672

113150

1732

113210

1792

113269

cgacatgaagacacgtgcggagtcecttcgecacttactcegtgtetecgggecatccagtgg

cgacaggaggacacgtgcggagtatccgeccttactcegegecttagggecatccaatgg

cc—cctaacttcaaggtctccaacgtcagcaagtatgagecgcaagcaggacctgggtgge

cctcccaacttcaaggtatccaatgtecgacaaatatgaacctaagcaggatcegggggge

tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca

tggttagccgtctacaccaccgetgetegggecgetggggecatetgaggacgtecatgact

gtgtattttcccattgtcctagggcaagacgcaatgecagtggetcegacatctacececaa

gcgtatcectgeccategtectecgggecaagacgegetgeagtggetacgacatetaceecga

cattgcatagacaattggagcgacttcagttggtgettcatcgecaacttecagtececte

cactgcatcgacgactggggagacttcagtcgacgtttcaccgeccaacttecagtetete

tttgacaagccggegcagecatgggacctaaaatccattgggecatcagggegatgaaacg

tccgacaagecggegcaaccatgggacctcaaatccatcaagegecggggggatgagact

ctcecggttgtacctcaagaggttttagaccatgaggaaccacacceccgaagtegecgag

ctcaggtcgtaccttaaaaggttccagaccatgagaaaccgcatccccgaggtcacggag

gcgggggtgattgaagacttctaccgaggatccaatgacteggetttegtecgagecata

gcggecgtaatcgaggacttctacagaggatctaacgacteggetttegtecgagecata

ctccagaaaagcgtceggecacctecgaacacttgttcecegggaggecagacctcetacatceac

ctgca—aaaggcgecgactacctecgaggagetgttcegggaagecgacctcetacatcac

cacggattaacgggcccaggacctcatcggagg 1824

cgctgacgagegageccaggacctcateggagg 113301

1312

112789

1371

112849

1431

112909

1491

112969

1551

113029

1611

113089

1671

113149

1731

113209

1791

113268



Score = 93.7 bits (47), Expect = 4e-15
Identities = 71/79 (89%)
Strand = Plus / Plus

Query: 31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

Sbjct: 111556 gggtgtgecggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 111615

Query: 91 gatctgagctagectcaatg 109

Sbjct: 111616 gatccaagctagctcaatg 111634

Score = 69.9 bits (35), Expect = 5e-08
Tdentities = 107/131 (81%)
Strand = Plus / Plus

Query: 794 gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 853
R A A e A R e RN A IR A

Sbjct: 112271 gagcaggccgagcaagatgcaaggcaacgacgegagaatceegetettegggegecaacttg 112330

Query: 854 taccccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactggeccag 913

Sbjct: 112331 aaccccgacttcgecccgagecgtgaatacaccgagegaagteggaggegttetggeeegg 112390

Query: 914 atagctgacgg 924

HEETTEEET
Sbjct: 112391 atagctgacgg 112401

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 509 ttctacccecgacgtectettecate 532

Sbjct: 112001 ttctaccccgacgtecctcettecate 112024



>gb|AC160211. 1| Genomic seqeunce for Zea mays BAC clone ZMMBBb0448F23, complete sequence
Length = 132549

Score = 240 bits (121), Expect = 2e-59
Identities = 462/573 (80%), Gaps = 2/573 (0%)
Strand = Plus / Minus

Query: 1253 cgacatgaagacacgtgcggagtcttegecacttacteegtgtetecgggecatecagtgg 1312

Sbjct: 114166 cgacaggaggacacgtgcggagtatctgetettactecgegecttagggecateccaatgg 114107

Query: 1313 cc—cctaacttcaaggtctccaacgtcagcaagtatgagegcaagecaggacctgggtgge 1371

Sbjct: 114106 cctccaaacttcaaggtatccaatgtcgacaaatatgaacctaagcaggacccaggggge 114047

Query: 1372  tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca 1431

Sbjct: 114046 tggttagccgtctacaccaccgecgetegggetgeeggggeatetgaggacgtecatgact 113987

Query: 1432 gtgtattttcccattgtcctagggcaagacgcaatgecagtggetecgacatctaccccaa 1491

Sbjct: 113986 gcgtatctgeccatecgtectegggecaagacgecactgeagtggetacggeatetacceega 113927

Query: 1492 cattgcatagacaattggagcgacttcagttggtgcttcategecaactteccagteccte 1551

Sbjct: 113926 cactgcatcgacgactggggagacttcageecgacgattcaccgecaacttecagtectete 113867

Query: 1552  tttgacaagccggcgcagecatgggacctaaaatccattgggeatcagggegatgaaacg 1611

Sbjct: 113866 tccgacaagccagecgecaaccatgggacctcaaatccatcaagegeecggggagatgagact 113807

Query: 1612 ctccggttgtacctcaagaggttttagaccatgaggaaccacacccccgaagtegeegag 1671

Sbjct: 113806 ctccggtcataccttaaaaggttccagaccatgagaaaccgeatccecgaggtcacggag 113747

Query: 1672  gcgggggtgattgaagacttctaccgaggatccaatgactecggetttegtecgagecata 1731

Sbjet: 113746 gcggecgtgatcgaggacttectacagaggatctaatgacteggetttegtecgaaccata 113687



Query:

Sbjct:

Query:

Sbjct:

1732

113686

1792

113627

Score = 200
Identities =
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1253

128593

1313

128653

1372

128713

1432

128773

1492

128833

1552

128893

1612

128953

ctccagaaaagcgtcggcecacctecgaacacttgttcecgggaggecagacctctacatceac

ctgca—aaaggcgccaaccacctecgaggagetgttcecgggaagecgacctctacatcac

cacggattaacgggcccaggacctcatcggagg 1824

cgctgacgagegggeccaggaccteateggagg 113595

bits (101), Expect = 2e-47
457/573 (79%), Gaps = 2/573 (0%)

cgacatgaagacacgtgcggagtcttecgeacttactcegtgtetecgggecateccagtgg

cgacaggaagacacgtgcggagtgtcececgetettacteegegecttagggecatecagtgg

cc—cctaacttcaaggtctccaacgtcagcaagtatgagecgcaagcaggacctgggtgge

cctcccaacttcaaggtatccaatgtcgacaaatatgaacctaagcaggatccagggggt

tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca

tggctagecgtctacaccaccgetgetecgagetgecggggecatetgaggacgttatgace

gtgtattttcccattgtcctagggcaagacgcaatgecagtggetcegacatctaceccaa

gegtatttgeccategtecttgggcaagatgegetacagtggetacgacatctaceecga

cattgcatagacaattggagcgacttcagttggtgettcatecgecaacttecagteccte

cactgcatcgacgactggggagacttcagtcgacgtttcaccgecaacttcecagteccte

tttgacaagccggegecagecatgggacctaaaatccattgggecatcagggegatgaaacg

tccgacaagecagegeaaccgtgggacctcaaateccatcaagegecggggggatgagact

ctcecggttgtacctcaagaggttttagaccatgaggaaccacaccecccgaagtegecgag

ctcecggtcgtacctcaaaaggttccagaccatgagaaatcgecatteccgaggtcacggag

1791

113628

1312

128652

1371

128712

1431

128772

1491

128832

1551

128892

1611

128952

1671

129012



Query: 1672  gcgggggtgattgaagacttctaccgaggatccaatgacteggetttegtecgagecata 1731

Sbjct: 129013 gcggecgtgatcgaggacttectacaggggatccaacgacteggettttgteecgagecata 129072

Query: 1732  ctccagaaaagcgtcggecacctecgaacacttgttecgggaggecagacctetacatcac 1791

Sbjct: 129073 ctacagaaa—gcgccgactacttcecgaggagetgttecgggaageecgacctetacatcac 129131

Query: 1792  cacggattaacgggcccaggacctcatcggagg 1824

Sbjct: 129132 cgccgacgagegagetcaggacctecatecggagg 129164

Score = 93.7 bits (47), Expect = 4e-15
Tdentities = 110/131 (83%)
Strand = Plus / Minus

Query: 794 gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 853
R R AN A A A R A e e R A e A AR

Sbjct: 114625 gagcaagccgagcaagatgcaaggcaacgacgegagaatcegetettegggegecaacctg 114566

Query: 854 taccccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactggeccag 913

Sbjct: 114565 aaccccgacttcgecccgagetatgaatacgecgagegaagteggaggegttetggeecegg 114506

Query: 914 atagctgacgg 924

Sbjct: 114505 atagccgacgg 114495

Score = 93.7 bits (47), Expect = 4e-15
Tdentities = 71/79 (89%)
Strand = Plus / Minus

Query: 31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

Sbjet: 115340 gggtgtgecggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegaec 115281



Query: 91 gatctgagctagctcaatg 109

Sbjct: 115280 gatccaagctagctcaatg 115262

Score = 85.7 bits (43), Expect = 9e-13
Tdentities = 70/79 (88%)
Strand = Plus / Plus

Query: 31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

Sbjet: 127419 gggtgtgcggteggacccaaaacaccgacagetggegegetaggtagggggtgtgtegae 127478

Query: 91 gatctgagctagectcaatg 109

Sbjct: 127479 gatccaagctagctcaatg 127497

Score = 67.9 bits (34), Expect = 2e-07
Identities = 64/74 (86%)
Strand = Plus / Plus

Query: 848 aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactg 907

Sbjct: 128188 aacctgaatcccgacttcgeccgagetatgaacacgecaagegaagteggaggggtacta 128247

Query: 908 gcccagatagetga 921

Sbjct: 128248 gctcggatagetga 128261

Score = 61.9 bits (31), Expect = 1le-05
Tdentities = 52/59 (88%)
Strand = Plus / Plus

Query: 1016 ctacgccatgccatcaacagecggegagacacgeggagetecatcaacgettegegega 1074

Sbjct: 128356 ctacgacacgccatcaacagtcgecgagacgegegaagetecatcaatgettegegega 128414



Score = 52.0 bits (26), Expect = 0.012
Identities = 29/30 (96%)
Strand = Plus / Plus

Query: 503 gctectttetaccecgacgtectetteate 532

Sbjct: 127858 gctccattctaccecegacgtectettcate 127887

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 85948 aaacgccgacagttggegegecaggtagggeg 85918

Score = 46.1 bits (23), Expect = 0.76
Identities = 23/23 (100%)
Strand = Plus / Minus

Query: 509 ttctaccccgacgtectetteat 531

Sbjct: 114895 ttctaccccgacgtecctettcat 114873

Score = 44.1 bits (22), Expect = 3.0
Identities = 25/26 (96%)
Strand = Plus / Minus

Query: 55 ccgacagctggegegecaggtagggg 80

Sbjct: 24644 ccgacagttggcgegecaggtagggg 24619

Score = 44.1 bits (22), Expect = 3.0
Tdentities = 43/50 (86%)
Strand = Plus / Plus



Query:

341

acccgaaaaactccgetgtccacttecgeccacaaaggagtggacacggat 390

Sbject: 127717 acccggaagactccgetgtctacttccccgacaaaagaatggacacggat 127766

>gb|AF466932. 1| Zea mays clone BAC 206C17, complete sequence
Length = 99156

Score =

240 bits (121), Expect = 2e-59

Tdentities = 462/573 (80%), Gaps = 2/573 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

1253

86996

1313

87056

1372

87116

1432

87176

1492

87236

1552

87296

1612

87356

1672

cgacatgaagacacgtgcggagtcttcgecacttactecegtgtetecgggecateccagtgg

cgacaggaggacacgtgcggagtatccgeccttacteegegecttagggecatccaatgg

cc—cctaacttcaaggtctccaacgtcagcaagtatgagegecaagecaggacctgggtgge

cctcccaacttcaaggtatccaatgtcgacaaatatgaacctaagcaggatcecgggggge

tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca

tggttagccgtctacaccaccgetgetegggecgetggggecatetgaggacgteatgact

gtgtattttcccattgtcctagggcaagacgcaatgecagtggetcecgacatctaceccaa

gcgtatetgeccategtectegggecaagacgegetgecagtggetacgacatctacececga

cattgcatagacaattggagcgacttcagttggtgettcatcgecaactteccagteecte

cactgcatcgacgactggggagacttcagtcgacgtttcaccgecaacttecagtetete

tttgacaagccggegecagecatgggacctaaaatccattgggecatcagggegatgaaacg

tccgacaagecggegecaaccatgggacctcaaatccatcaagegeeggggggatgagact

ctcecggttgtacctcaagaggttttagaccatgaggaaccacacccccgaagtegecgag

ctcaggtcgtaccttaaaaggttccagaccatgagaaaccgcatccccgaggtcacggag

gcgggggtgattgaagacttctaccgaggatccaatgacteggetttegtecgagecata

1312

87055

1371

87115

1431

87175

1491

87235

1551

87295

1611

87355

1671

87415

1731



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

87416

1732

87476

1792

87535

gcggeecgtaatecgaggacttctacagaggatctaacgacteggetttegtecgagecata 87475

ctccagaaaagcegtcggecacctecgaacacttgttecegggaggeagacctetacatcae 1791

ctgca—aaaggcgecgactaccteccgaggagetgttecgggaagecgacctetacatcac 87534

cacggattaacgggcccaggacctcatcggagg 1824

cgctgacgagegageccaggacctecatcecggagg 87567

Score = 93.7 bits (47), Expect = 4e-15
Tdentities = 71/79 (89%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

31

85822

91

85882

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtegtgtettt 90

gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 85881

gatctgagctagctcaatg 109

gatccaagctagctcaatg 85900

Score = 85.7 bits (43), Expect = 9e-13
Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

794

109/131 (83%)

gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 853

86537 gagcaggccgagcaagatgcaaggecaacgacgegagaateegetetttgggegeaacttg 86596

854

taccccgacttegetegtgecaatgaacacgecgagtgaagteggaggggtactggeccag 913

86597 aaccccgacttcgeccgagecgtgaatacgecgagegaagteggaggegttetggeecegg 86656

914

atagctgacgg 924

86657 atagctgacgg 86667



Score = 48.1 bits (24), Expect = 0.19
Identities = 24/24 (100%)
Strand = Plus / Plus

Query: 509

ttctacccecgacgtectettecate 532

Sbjct: 86267 ttctaccccgacgtcctettecate 86290

>gb |AC230040. 3| Zea mays BAC clone CH201-122P19 from chromosome 7, complete sequence

Score =

Length = 173182

232 bits (117), Expect = 6e—57

Tdentities = 461/573 (80%), Gaps = 2/573 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1253

19271

1313

19331

1372

19391

1432

19451

1492

19511

1552

19571

cgacatgaagacacgtgcggagtcttcgecacttactcegtgtetecgggecatccagtgg

cgacaggaggacacgtgcggagtatccgetettactcegegecttagggecatccaatgg

cc—cctaacttcaaggtctccaacgtcagcaagtatgagecgcaagcaggacctgggtgge

cctcccaacttcaaggtatccaatgtcgacaaatatgaacctaagcaggatccagggggt

tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca

tggttagccgtctacaccaccgetgetegggetgecggageatecgaagacgteatgace

gtgtattttcccattgtcctagggcaagacgcaatgecagtggetceccegacatectaceccaa

gcgtatcectgeccategtecttgggecaagacgtgetgeagtggetacgacatetaceecga

cattgcatagacaattggagcgacttcagttggtgettcatcgecaacttecagtececte

cactgcatcgacgactagggagacttcagtcgacgtttcaccgecaacttecagtetete

tttgacaagccggegecagecatgggacctaaaatccattgggecatcagggegatgaaacg

tccgacaagccagcegcaaccatgggacctcaaatccatcaagegeecggggggatgagact

1312

19330

1371

19390

1431

19450

1491

19510

1551

19570

1611

19630



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

1612

19631

1672

19691

1732

19751

1792

19810

ctcecggttgtacctcaagaggttttagaccatgaggaaccacacccccgaagtcegecgag

cttcggtcatacctcaaaaggttccagaccatgagaaaccgcatccccgaagtcacggag

gcgggggtgattgaagacttctaccgaggatccaatgacteggetttegtecgagecata

gcggecgtgattgaggacttctacagaggatccaatgacteggetttegtecgagecata

ctccagaaaagcgtcggecacctecgaacacttgttcegggaggecagacctcectacatcac

ctgca—aaaggcgccaactacctecgaggagetgttcegggaagecgacctectacatcac

cacggattaacgggcccaggacctcatcggagg 1824

cgecgacgagegggeccaggatctcatecggagg 19842

232 bits (117), Expect = 6e-57

Identities = 461/573 (80%), Gaps = 2/573 (0%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

1253

96729

1313

96669

1372

96609

1432

96549

1492

cgacatgaagacacgtgcggagtcttcgecacttactcegtgtetecgggecatccagtgg

cgacaggaggacacgtgcggagtatctgetettactcegegecttagggecatccaatgg

cc—cctaacttcaaggtctccaacgtcagcaagtatgagecgcaagcaggacctgggtgge

cctccaaacttcaaggtatccaatgtcgacaaatatgaacctaagcaggacccaggggge

tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca

tggttagccgtctacaccaccgeegetegggetgecggggeatetgaggatgteatgact

gtgtattttcccattgtcctagggcaagacgcaatgecagtggeteccegacatetacceccaa

gcgtatcectgeccategtectegggecaagacgecactgeagtggetacggeatcetaceecga

cattgcatagacaattggagcgacttcagttggtgettcatcgecaacttccagteecte

1671

19690

1731

19750

1791

19809

1312

96670

1371

96610

1431

96550

1491

96490

1551



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

96489

1552

96429

1612

96369

1672

96309

1732

96249

1792

96190

cactgcatcgacgactggggagacttcagecgacgattcaccgeccaacttceccagtetete

tttgacaagccggegecagecatgggacctaaaatccattgggecatcagggegatgaaacg

tccgacaageccagcegcaaccatgggacctcaaatccatcaagegecggggagatgagact

ctcecggttgtacctcaagaggttttagaccatgaggaaccacacccccgaagtegecgag

ctcecggtcataccttaaaaggttccagaccatgagaaaccgecatceccccgaggtcacggag

gcgggggtgattgaagacttctaccgaggatccaatgacteggetttegtecgagecata

gcggecgtgatecgaggacttctacagaggatctaatgacteggetttegtecgaaccata

ctccagaaaagcgtcggecacctecgaacacttgttecegggaggecagacctectacatcac

ctgca—aaaggcgccaaccacctcecgaggagetgttcegggaagecgacctctacatcac

cacggattaacgggcccaggacctcatcggagg 1824

cgctgacgagegggeccaggacctcateggagg 96158

Score = 97.6 bits (49), Expect = 2e-16
Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

31

18097

91

18157

151

18217

154/189 (81%)

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggtecggacccaaaacaccgacagetggegegecaggtagggggtgtgtegac

gatctgagctagctcaatgaccattacctccaaatgcaagategeccttegeeccegggac

gatccaagctagctcaatggecgtcacttteccacagcaagategecgtacgteceggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

tgtattctgettecgggacaatectegtecgtageggatgaagaaggaattctacacegecet

96430

1611

96370

1671

96310

1731

96250

1791

96191

90

18156

150

18216

210

18276



Query:

Sbjct:

211  agcagatct 219

18277 cgcagatct 18285

Score = 93.7 bits (47), Expect = 4e-15
Tdentities = 110/131 (83%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

794  gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 853

97188 gagcaagccgagcaagatgcaaggecaacgacgegagaatcegetettegggegeaacetg 97129

854  taccccgacttcgctecgtgecaatgaacacgecgagtgaagteggaggggtactggeeccag 913

97128 aaccccgacttcgeccgagetatgaatacgecgagegaagteggaggegttetggeecegg 97069

914 atagctgacgg 924

97068 atagccgacgg 97058

Score = 93.7 bits (47), Expect = 4e-15
Identities = 71/79 (89%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

97903 gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 97844

91 gatctgagctagetcaatg 109

97843 gatccaagctagctcaatg 97825

Score = 77.8 bits (39), Expect = 2e-10
Tdentities = 108/131 (82%)
Strand = Plus / Plus



Query: 794  gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 853
R A AR A R A R A e R A A e A AR

Sbjct: 18812 gagcaggccgagcaagatgcaaggcaacgacgegagaatccgetettegggegeaacctg 18871

Query: 854  taccccgacttcgetcgtgcaatgaacacgecgagtgaagtcecggaggggtactggeeccag 913

Sbjct: 18872 aaccccgactttgeccecgagetatgaacacgecgagegaagteggaggegttetagetegg 18931

Query: 914 atagctgacgg 924

LEETEETETT
Sbjct: 18932 atagctgacgg 18942

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 509  ttctaccccgacgtcctettecate 532

Sbjct: 18542 ttctaccccgacgtcctettecate 18565

Score = 46.1 bits (23), Expect = 0.76
Identities = 23/23 (100%)
Strand = Plus / Minus

Query: 509  ttctaccccgacgtcctettcat 531

Sbjct: 97458 ttctaccccgacgtcctettcat 97436

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 120842 aaacgccgacagttggegegecaggtagggg 120812

>gb|AC211313. 4| Zea mays BAC clone CH201-9J2 from chromosome 5, complete sequence



Score

Length = 202568

= 224

bits (113), Expect = le-54

Identities = 460/573 (80%), Gaps = 2/573 (0%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

1253

152277

1313

152217

1372

152157

1432

152097

1492

152037

1552

151977

1612

151917

1672

151857

1732

cgacatgaagacacgtgcggagtcttecgeacttactecegtgtetecgggecatecagtgg

cgacaggaggacacgtgcggagtatctgecacttactcecgegecttagggecatccaatgg

cc—cctaacttcaaggtctccaacgtcagcaagtatgagecgcaagcaggacctgggtgge

cctcccaacttcaaggtatccaatgtecgacaaatatgaacctaagcaggatccagggggt

tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca

tggttagccgtctacaccactgecgetcgagetgecggageatecgaagatgtecatgace

gtgtattttcccattgtcctagggcaagacgcaatgecagtggetcegacatctaceccaa

gcatatctgeccategtccttgggcaagatgegetgecagtggetgegacatectaceecga

cattgcatagacaattggagcgacttcagttggtgettcatcgecaacttecagteecte

cactgcatcgacgactggggagacttcagtcgacgtttcatcgecaacttecagtececte

tttgacaagccggegcagecatgggacctaaaatccattgggecatcagggegatgaaacg

tccgacaagecggegcaaccatgggacctcaaatccatcaagegecggggggatgagact

ctcecggttgtacctcaagaggttttagaccatgaggaaccacaccecccgaagtegecgag

ctcecggtcataccttaaaaggttccagaccatgagaaaccgecatccececgaggtcatggag

gcgggggtgattgaagacttctaccgaggatccaatgacteggetttegtecgagecata

gcggecgtgatecgaggacttctacagaggatccaatgacteggttttegtecgagecata

ctccagaaaagcgtceggecacctecgaacacttgttcegggaggecagacctcetacatcac

1312

152218

1371

152158

1431

152098

1491

152038

1551

151978

1611

151918

1671

151858

1731

151798

1791



Sbjct: 151797 ctaca—aaaggcgccgactacttccgaggagetgttecgggaageecgacctetacatecac 151739

Query: 1792  cacggattaacgggcccaggacctcatcggagg 1824

Sbjct: 151738 cgccgacgagegggeccaggatctecatecggagg 151706

Score = 93.7 bits (47), Expect = 4e-15
Tdentities = 71/79 (89%)
Strand = Plus / Minus

Query: 31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

Sbjct: 153451 gggtgtgecggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 153392

Query: 91 gatctgagctagectcaatg 109

Sbjct: 153391 gatccaagctagctcaatg 153373

Score = 85.7 bits (43), Expect = 9e-13
Identities = 91/107 (85%)
Strand = Plus / Minus

Query: 794 gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 853
R A N A A A e e R A e N AR A

Sbjct: 152736 gagcaagccgagcaagatgcaaggcaacgacgegagaatcegetettegggegecaacttg 152677

Query: 854 taccccgacttegetegtgecaatgaacacgecgagtgaagteggagg 900

Sbjct: 152676 aaccccgacttcgectecgagetatgaacacgecgagegaagteggagg 152630

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 509 ttctacccecgacgtectettecate 532

Sbjct: 153006 ttctaccccgacgtecctcttecate 152983



Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 21334 aaacgccgacagttggegegecaggtagggeg 21304

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 90226 aaacgccgacagttggegegecaggtagggg 90256

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 139072 aaacgccgacagttggegegecaggtagggg 139102

>gb|AC210997. 6| Zea mays BAC clone CH201-545A13 from chromosome 5, complete sequence
Length = 157790

Score = 224 bits (113), Expect = le-54
Tdentities = 460/573 (80%), Gaps = 2/573 (0%)
Strand = Plus / Minus

Query: 1253 cgacatgaagacacgtgcggagtecttegeacttacteegtgtetecgggecatecagtgg 1312

Sbjct: 21744 cgacaggaggacacgtgecggagtatctgecacttactecgegecttagggecateccaatgg 21685

Query: 1313 cc—cctaacttcaaggtctccaacgtcagcaagtatgagegecaagecaggacctgggtgge 1371



Sbjct: 21684

Query: 1372

Sbjct: 21624

Query: 1432

Sbjct: 21564

Query: 1492

Sbjct: 21504

Query: 1552

Sbjct: 21444

Query: 1612

Sbjct: 21384

Query: 1672

Sbjct: 21324

Query: 1732

Sbjct: 21264

Query: 1792

Sbjct: 21205

cctcccaacttcaaggtatccaatgtcgacaaatatgaacctaagcaggatccagggggt

tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca

tggttagccgtctacaccactgeecgetcgagetgecggageatecgaagatgteatgace

gtgtattttcccattgtcctagggcaagacgcaatgecagtggetcecegacatctaccccaa

gcatatctgeccategteccttgggecaagatgegetgeagtggetgegacatetaceecga

cattgcatagacaattggagcgacttcagttggtgettcatcgecaacttecagtececte

cactgcatcgacgactggggagacttcagtcgacgtttcatcgecaacttecagteccte

tttgacaagccggegecagecatgggacctaaaatccattgggecatcagggegatgaaacg

tccgacaagecggegcaaccatgggacctcaaatccatcaagegeecggggggatgagact

ctcecggttgtacctcaagaggttttagaccatgaggaaccacaccecccgaagtcgecgag

ctcecggtcataccttaaaaggttccagaccatgagaaaccgecatcccecgaggtcatggag

gcgggggtgattgaagacttctaccgaggatccaatgacteggetttegtecgagecata

gcggecgtgatcegaggacttctacagaggatccaatgacteggttttegtecgagecata

ctccagaaaagcgtcggecacctecgaacacttgttcegggaggecagacctctacatcac

ctaca—aaaggcgccgactacttccgaggagetgttcegggaagecgacctectacatcac

cacggattaacgggcccaggacctcatcggagg 1824

cgecgacgagegggeccaggatctcateggagg 21173

Score = 184 bits (93), Expect = le—42
Tdentities = 455/573 (79%), Gaps = 2/573 (0%)
Strand = Plus / Minus

21625

1431

21565

1491

21505

1551

21445

1611

21385

1671

21325

1731

21265

1791

21206



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1253

155717

1313

155657

1372

155597

1432

155537

1492

155477

1552

155417

1612

155357

1672

155297

1732

155237

1792

155178

cgacatgaagacacgtgcggagtcecttcgecacttactcegtgtetecgggecatccagtgg

cgacaggaggacacgtgcggagtatccgeccttactcegegecttagggecatccaatgg

cccct—aacttcaaggtctccaacgtcagcaagtatgagegcaagcaggacctgggtgge

cctctcaacttcaaggtatccaatgtcgacaaatatgaacccaagcaggatccagggggt

tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca

tggttagccgtctacaccaccgetgetegggetgecggggecatecgaagacgtecatgace

gtgtattttcccattgtcctagggcaagacgcaatgecagtggetcegacatctacccecaa

gcgtatcectgetcategtecttggacaagatgegetgeagtggetacgacatetaceecga

cattgcatagacaattggagcgacttcagttggtgettcatcgecaacttecagtececte

cactgcatcaacaactggggagacttcagtcgacgtttcaccgccaacttecagtetete

tttgacaagccggegcagecatgggacctaaaatccattgggecatcagggegatgaaacg

ttcgacaagccagcgcaaccatgggacctcaaatccatcaagegeecggggggatgagact

ctcecggttgtacctcaagaggttttagaccatgaggaaccacaccecccgaagtegecgag

ctcecggtcataccttaaaaggttccagaccatgagaaaccgecatccecccgaggtcacagag

gcgggggtgattgaagacttctaccgaggatccaatgacteggetttegtecgagecata

gcggecgtggtetaggacttctacagaggatctaacgacteggetttegtecgagecata

ctccagaaaagcgtceggecacctecgaacacttgttcecegggaggecagacctcetacatceac

ctaca—aaaggcgccgactacctceccgaggagetgttcegggaagecgacctectacattac

cacggattaacgggcccaggacctcatcggagg 1824

cgcecgacgagegggeccaggatctcateggagg 155146

1312

155658

1371

155598

1431

155538

1491

155478

1551

155418

1611

155358

1671

155298

1731

155238

1791

155179



Score = 111
Identities =
Strand = Plu

Query: 32

Sbjct: 156890

Query: 92

Sbjct: 156830

Query: 152

Sbjct: 156770

Query: 212

Sbjct: 156710

Score = 93.7
Identities =
Strand = Plu

Query: 31

Sbjct: 22918

Query: 91

Sbjct: 22858

Score = 93.7
Identities =
Strand = Plu

bits (56), Expect = 2e-20
155/188 (82%)
s / Minus

ggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtetttg 91

ggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegacg 156831

atctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegeccegggact 151

atccaagctagctcaatggecgtcaccttceccacagcaagategecgtgegteceggatet 156771

atgttttgctttggaaccatctcatccatagecagatgaagagggaactctgecaccgeata 211

gtattctgecttecgggacaatctcatctgtageggatgaagagggaattctacaccgeete 156711

gcagatct 219

gcagatct 156703

bits (47), Expect = 4e-15

71/79 (89%)

s / Minus
gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 22859

gatctgagctagetcaatg 109

gatccaagctagctcaatg 22840

bits (47), Expect = 4e-15
110/131 (83%)
s / Minus



Query: 794

Sbjct: 156176

Query: 854

Sbjct: 156116

Query: 914

Sbjct: 156056

Score = 85.7
Identities =
Strand = Plu

Query: 794

Sbjct: 22203

Query: 854

Sbjct: 22143

Score = 48.1
Identities =
Strand = Plu

Query: 509

Sbjct: 22473

Score = 46.1
Identities =
Strand = Plu

gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 853

gagcaagccgagecaagatgcaaggecaacgacgegagaateccgetettegggegeaacctg 156117

taccccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactggeccag 913

aaccccgacttcgeccgagetatgaacacgecgagegaagteggaggegttetagetegg 156057

atagctgacgg 924

atagctgacgg 156046

bits (43), Expect = 9e-13

91/107 (85%)

s / Minus
gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 853

gagcaagccgagcaagatgcaaggecaacgacgegagaatcecegetettegggegeaacttg 22144

taccccgacttegetegtgecaatgaacacgecgagtgaagteggagg 900

aaccccgacttecgetcgagetatgaacacgecgagegaagteggagg 22097

bits (24), Expect = 0.19
24/24 (100%)
s / Minus

ttctacccegacgtectettecate 532

ttctacccegacgtectettecate 22450

bits (23), Expect = 0.76
29/31 (93%)
s / Plus



Query:

50

aaacaccgacagctggegegecaggtagggg 80

Sbjct: 8539 aaacgccgacagttggegegecaggtagggg 8569

Score

Query:

= 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

50

aaacaccgacagctggegegecaggtagggg 80

Sbjct: 134065 aaacgccgacagttggegegecaggtagggg 134095

>gb|AY325816. 1| Zea mays BAC clone Z013105, complete sequence
Length = 152337

Score

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

= 224 bits (113), Expect = le-54
Tdentities = 309/373 (82%), Gaps = 1/373 (0%)
Strand = Plus / Minus

1420

29955

1480

29895

1540

29835

1600

29775

1660

29715

gacgtgatgacagtgtattttcccattgtcctagggcaagacgcaatgecagtggeteega

gacgtcatgaccgcgtatctacccatcgtcctecgggcaagacgegetgecagtggetacga

catctaccccaacattgcatagacaattggagecgacttcagttggtgettcatcgecaac

catctaccccgacactgecatcgacgactggggagacttcagtegacgtttcatcgecaac

ttccagtcecctetttgacaagecggegecagecatgggacctaaaatccattgggeatcag

ttccagtcecccteteccgacaagecggegecaaccatgggacctcaaatecatcaagegecegg

ggcgatgaaacgctcecggttgtacctcaagaggttttagaccatgaggaaccacacccce

ggggatgagactctcecggtcataccttaaaaggttccagaccatgagaaaccgecatcecce

gaagtcgccgaggegggggtgattgaagacttcetaccgaggatccaatgacteggettte

gaggtcacggaggcggecgtgatecgaggacttctacagaggatccaatgacteggettte

1479

29896

1539

29836

1599

29776

1659

29716

1719

29656



Query: 1720 gtccgagccatactccagaaaagegtcggecacctecgaacacttgtteegggaggeaga 1779

Sbjct: 29655 gtccgagccatactaca—aaaggggecgactacctecgaggagetgttecgggaageega 29597

Query: 1780 cctctacatcacc 1792

Sbjct: 29596 cctctacatcacc 29584

Score = 89.7 bits (45), Expect = 6e-14
Tdentities = 54/57 (94%)
Strand = Plus / Minus

Query: 31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtegtgte 87

Sbjet: 31297 gggtgtgecggteggacccaaaacaccgacagetggegegecaggtagggggtgtgte 31241

Score = 77.8 bits (39), Expect = 2e-10
Identities = 90/107 (84%)
Strand = Plus / Minus

Query: 794  gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 853
R A A A R A R A e e R A e e N IR A A

Sbjct: 30582 gagcaagccgagcaagatgecgaggcaacgacgegagaatccgetettegggegeaacttg 30523

Query: 854  taccccgacttcgetcgtgcaatgaacacgecgagtgaagteggagg 900

Sbjct: 30522 aaccccgacttcgectcgagetatgaacacgecgagegaagteggagg 30476

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 509 ttctaccccgacgtcctecttcate 532

Sbjct: 30852 ttctaccccgacgtectettecate 30829

>gb|AF546188. 1| Contiguous genomic DNA sequence comprising the 19-kDa—zein gene family



from Zea mays, complete sequence

Length = 203363

Score = 224 bits (113), Expect = le-54

Identities =

330/401 (82%), Gaps = 1/401 (0%)

Strand = Plus / Minus

Query: 1424

Sbjct: 27412

Query: 1484

Sbjct: 27352

Query: 1544

Sbjct: 27292

Query: 1604

Sbjct: 27232

Query: 1664

Sbjct: 27172

Query: 1724

Sbjct: 27112

Query: 1784

Sbjct: 27053

tgatgacagtgtattttcccattgtcctagggcaagacgcaatgecagtggetcecegacatce

tgatgaccgcgtacttacccattgtcctegggecaagacacgetgecaatggetgegacate

taccccaacattgcatagacaattggagegacttcagttggtgettcatcgecaacttee

taccccgacactgcatcgacgactggggegacttcagtegatgettcaccaccaatttee

agtccctctttgacaagecggegecagecatgggacctaaaateccattgggeatcagggeg

agtccctctecgacaaaccggegcecaaccgtgggacctcaaateccatcaagegtegggggg

atgaaacgctccggttgtacctcaagaggttttagaccatgaggaaccacacccccgaag

acgaaactctccggtcgtacctcaaaaggttccagaccatgagaaatcgtatccecgagg

tcgecegaggegggggtgattgaagacttetaccgaggatccaatgacteggetttegtee

tcacggaggeggecgtgatcgaggacttctacagaggatccaatgacteggetttegtee

gagccatactccagaaaagcgtcggecacctccgaacacttgttecgggaggecagaccte

gagccatattacag—aaggcgecgactacctccecgaggagetgttecgggaagecgaccte

tacatcaccacggattaacgggcccaggacctcateggagg 1824

tacatcaccgtcgacgagegggeccaggacctcateggagg 27013

Score = 143 bits (72), Expect = 4e-30
Tdentities = 159/188 (84%)
Strand = Plus / Minus

1483

27353

1543

27293

1603

27233

1663

27173

1723

27113

1783

27054



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

31

28758

91

28698

151

28638

211

28578

Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

848

54934

908

54994

968

55054

1028

55114

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegac

gatctgagctagctcaatgaccattacctccaaatgcaagatcecgeccttegeecegggac

gatccaagctagctcaatggecgtcacctteccacagecaagatcacccteegteceggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

cgtattctgettcggaacaatctcatccgtagcagatgaagagggaactctacaccgeat

agcagatc 218

tgcagatc 28571

133 bits (67), Expect = 4e-27

196/239 (82%)

aacctgtaccccgacttcgetegtgcaatgaacacgecgagtgaagteggaggggtactg

aacctgaaccccgactttgecctgagecatgaacacgecgagtgaagteggaggggtgetg

gcccagatagetgacggecteccgegaaccctagacacggaaggetaccggeggetgett

gctcggatagetgatggectecctecggactecggacgecgagggetateggeggetgtte

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee

actcaagcagccaatcaccttctaccecctegetecacctgecgaacgatctacgacacgee

90

28699

150

28639

210

28579

907

54993

967

55053

1027

55113

atcaacagccggegagacacgeggagetcecatcaacgettegegegaccgatgacacga 1086

atcaacagtcgtcgggacgegeggagetecatcaatgettcacgtgaacgatgacacga 55172

127 bits (64), Expect = 3e-25

Identities = 217/268 (80%)



Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1447

55534

1507

55594

1567

55654

1627

55714

1687

55774

gtcctagggcaagacgcaatgcagtggetccgacatctaccccaacattgecatagacaat

gtcctecgggcaagacgegetgecaatggetgegacacctacccecgacactgeatcaacgac

tggagcgacttcagttggtgettcategecaactteccagteecctectttgacaageeggeg

tggagcgacttcagtcggegettcaccgecaactttcagtetectectecgataagteggeg

cagccatgggacctaaaatccattgggecatcagggegatgaaacgeteeggttgtaccte

caaccatgggacctcaaatccatcaaacaccgaggggactaaactcteecggtcataccte

aagaggttttagaccatgaggaaccacacccccgaagtcgecgaggegggggtgattgaa

aaaaggttccagaccatgagaaatcgtatcccecgaggtecgecaaggeggecagtgategag

gacttctaccgaggatccaatgactcgg 1714

gacttctacagaggatccaatgactcgg 55801

Score = 99.6 bits (50), Expect = 6e-17
Identities = 185/230 (80%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

20

54142

80

54202

140

54262

ggggtagceectgggtgtgeggacggactectaaacaccgacagetggegegecaggtaggg

ggggtaaccetgggtgeacggteggaccegaaacaccgacagetggegegecaggtaggg

ggtgtgtctttgatctgagctagetcaatgaccattacctccaaatgcaagatcegecectt

ggtgtgtcatcgatccaagctatctcaatggeecgtcaccttceccagegecaagatcatecte

cgceecgggactatgttttgetttggaaccatetcatecatagecagatgaagagggaact

caccccggatccatattctgetteggtactatectcatetgtageggatgaggagggaact

1506

55593

1566

55653

1626

55713

1686

55773

79

54201

139

54261

199

54321



Query: 200 ctgcaccgcatagcagatctattggagaagaagctttcctcagaaatcte 249

Sbjct: 54322 ctgcatcgecttgeggatecegecggagaaaaagecttectcaggaatete 54371

Score = 67.9 bits (34), Expect = 2e-07
Tdentities = 109/134 (81%)
Strand = Plus / Minus

Query: 797 caagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctgtac 856

Sbjct: 28040 caagccgagcaagatgcaaggcaacaccgggagaatccattettegggegeaacctgaat 27981

Query: 857 cccgacttcgetecgtgecaatgaacacgecgagtgaagteggaggggtactggeccagata 916

Sbjct: 27980 cccgacttcgeccgagecatgaacacgecgagegaagttggaggagtactageteggata 27921

Query: 917  gctgacggecteee 930

Sbjct: 27920 gctgatggactcce 27907

Score = 54.0 bits (27), Expect = 0.003
Identities = 42/47 (89%)
Strand = Plus / Minus

Query: 1025 gccatcaacagccggegagacacgeggagetccatcaacgettegeg 1071

Sbjct: 27812 gccatcaacagtcgeccgagacgegegaagetcecatcaatgettegeg 27766

Score = 50.1 bits (25), Expect = 0.048
Tdentities = 28/29 (96%)
Strand = Plus / Plus

Query: 504 ctcctttctaccccgacgtectettecate 532

Sbjct: 54605 ctccattctacccecgacgtectettecate 54633



Score = 46.1 bits (23), Expect = 0.76
Identities = 47/55 (85%)
Strand = Plus / Minus

Query: 642  ggcgacatcacgaggctggggaacgggatceccggegeaaccegtateccecgggacga 696

Sbjct: 28183 ggcgacatcacgeggecagagaacgggateeggageaacctgtetegegggacga 28129

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 131970 aaacgccgacagttggegegecaggtagggg 131940

>gb|AC206303. 5| Zea mays BAC clone CH201-328A17 from chromosome 5, complete sequence
Length = 168620

Score = 220 bits (111), Expect = 2e-53
Identities = 425/527 (80%), Gaps = 2/527 (0%)
Strand = Plus / Minus

Query: 1299 gggccatccagtggeccc—taacttcaaggtctccaacgtcagcaagtatgagegecaage 1357

Sbjct: 165974 gggccattcagtggecccctaacttcaaggtctccaacatcgacaaatatgaacctaage 165915

Query: 1358 aggacctgggtggctggttagecatctacacgattgtcacatgggeecgecggagegacgg 1417

Sbjct: 165914 aagatctgggaggctggetggecatcetacaccactgetgeecegageegetggggecaaccg 165855

Query: 1418 aggacgtgatgacagtgtattttcccattgtcctagggcaagacgecaatgecagtggetee 1477

Sbjct: 165854 aagacgtgatgaccgegtacttgectatcgtecttgggecaggacgeactgecaatggetge 165795

Query: 1478 gacatctaccccaacattgcatagacaattggagegacttcagttggtgettecategeca 1537

Sbjct: 165794 gacacctaccccgacactgecatcgacgactggagegacttcagtegacgettcaccgeca 165735



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1538

165734

1598

165674

1658

165614

1718

165554

1778

165495

acttccagtccctetttgacaagecggegecagecatgggacctaaaatccattgggeate

acttccaatccctcecteccgacaaaccggegecagecatgggacctcaaatccatcaagegece

agggcgatgaaacgectecggttgtacctcaagaggttttagaccatgaggaaccacacce

gaggggatgagactctcecggtcatacctcaaaagattttagaccatgaggaatcgtatece

ccgaagtcgecgaggegggggtgattgaagacttctaccgaggatccaatgacteggett

ccgaggtcgeggaagecagecagtgategaggacttctaccggggatctaatgacteggecet

tcgtcececgagecatactceccagaaaagegteggecacctecgaacacttgttecgggaggea

tcgtececgegecatactgecag—aaagcaccgactacctacgagecagetatteccaggaagece

gacctctacatcaccacggattaacgggeccaggacctcateggagg 1824

gacctctacatcaccaccgatgaacgagctcaagacctcatcggagg 165449

Score = 87.7 bits (44), Expect = 2e-13
Identities = 77/88 (87%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

27

167218

87

167158

1597

165675

1657

165615

1717

165555

1777

165496

ccectgggtgtgeggacggactctaaacaccgacagetggegegecaggtagggggtgtgt 86

ccctgggtgegeggteggacccaaaacaccgacagetagtgegecaggtagggggtgtgt

ctttgatctgagctagetcaatgaccat 114

cactgatccaagctagectcaatggecat 167131

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 39/44 (88%)
Strand = Plus / Minus

Query: 644

cgacatcacgaggetggggaacgggatccggegecaaccegtate 687

167159



Sbjct: 166617 cgacatcacgaggccgaggaacgggacccggtgecageccgtate 166574

Score = 48.1 bits (24), Expect = 0.19
Identities = 24/24 (100%)
Strand = Plus / Minus

Query: 509 ttctaccccgacgtectettcate 532

Sbjct: 166749 ttctaccccgacgtecctcttcate 166726

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggcgegecaggtagggg 80

Sbjct: 2981 aaacgccgacagttggegegecaggtagggeg 3011

>gb|AC185486. 5| Zea mays BAC clone CH201-162J17 from chromosome 5, complete sequence
Length = 151524

Score = 216 bits (109), Expect = 4e-52
Identities = 332/405 (81%), Gaps = 1/405 (0%)
Strand = Plus / Minus

Query: 1417 gaggacgtgatgacagtgtattttcccattgtcctagggcaagacgecaatgeagtggete 1476

Sbjct: 109752 gaggacgtcatgaccgegtatcectgeccategtecttgggecaagatgegetgeagtggeta 109693

Query: 1477 cgacatctaccccaacattgcatagacaattggagegacttcagttggtgettcategee 1536

Sbjct: 109692 cgacatctaccccgacactgecatcgacgactggggagacttcagtegacgtttcaccgee 109633

Query: 1537 aacttccagtccctctttgacaagecggegecagecatgggacctaaaatccattgggeat 1596

Sbjct: 109632 aacttccagtccctecteccgacaaaccagegecaaccatgggacctcaaatcecatcaagege 109573

Query: 1597  cagggcgatgaaacgctccggttgtacctcaagaggttttagaccatgaggaaccacace 1656



Sbjct: 109572

Query: 1657

Sbjct: 109512

Query: 1717

Sbjct: 109452

Query: 1777

Sbjct: 109393

Score = 109
Identities =

cggggggacgagactctceggtecgtacctcaaaaggttccagaccatgagaaaccgtatce

cccgaagtcecgecgaggegggggtgattgaagacttetaccgaggatccaatgactegget

cccgaggtcacggaggeggecgtgatecgaggacttetacagaggatccaatgactegget

ttcgtccgagecatactccagaaaagegteggecacctecgaacacttgttecgggagge

ttcgtccgagecatactaca—aaaggegecgactacctecgaggagetgttecgggaage

agacctctacatcaccacggattaacgggcccaggacctcategg 1821

cgacctctacatcaccgecgacgagegggeccaggatcetcecategg 109349

bits (55), Expect = 6e-20
163/199 (81%)

Strand = Plus / Minus

Query: 21

Sbjct: 111101

Query: 81

Sbjct: 111041

Query: 141

Sbjct: 110981

Query: 201

Sbjct: 110921

Score = 87.7
Identities =

gggtagecctgggtgtgecggacggactctaaacaccgacagetggegegecaggtagggg

gggtaacccecgggtgtgeggtecggacccaaaacaccgacagetggegegecaggtagggg

gtgtgtctttgatctgagetagetcaatgaccattacctccaaatgcaagategeectte

gtgtgtcgacgatccaagetagetcaatggecgtcaccttecacagecaagatecategtge

gceecgggactatgttttgetttggaaccatectecatccatagecagatgaagagggaactce

gtccecggatetgtattetgettecgggacaatctecatctgtageggatgaagagggaatte

tgcaccgcatagcagatct 219

tacaccgcatcgcagatct 110903

bits (44), Expect = 2e-13
107/128 (83%)

Strand = Plus / Minus

109513

1716

109453

1776

109394

80

111042

140

110982

200

110922



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

794

110376

854

110316

914

110256

gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 853
CECEEEEEEEET PR T PEEEE PR e 1E PP

gagcaagccgagcaagatgegaggecaacgecgggagaatecgetettegggegeaacctg 110317

taccccgacttegetegtgecaatgaacacgecgagtgaagteggaggggtactggeeccag 913

aaccccgacttcgeccgagetatgaacacgecaagegaagteggaggegtactagetegg 110257

atagctga 921

atagctga 110249

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query:

509

ttctaccccgacgtectetteate 532

Sbjct: 110646 ttctaccccgacgtcctcttecate 110623

Score = 46.1 bits (23), Expect = 0.76
Identities = 38/43 (88%)
Strand = Plus / Minus

Query:

19

aggggtagecctgggtgtgcggacggactectaaacaccgacag 61

Sbjct: 97503 aggggtaacccecgggtgtgecggteggacccaaaacaccgacag 97461

>gb|AC229879. 2| Zea mays BAC clone CH201-103M12 from chromosome 8, complete sequence

Length = 175468

Score = 216
Tdentities = 450/561 (80%), Gaps = 2/561 (0%)
Strand = Plus / Minus

bits (109), Expect = 4e-52

Query: 1265 acgtgcggagtcttcgecacttactecegtgtetecgggecatecagtggee—cctaactte 1323



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

37341

1324

37281

1384

37221

1444

37161

1504

37101

1564

37041

1624

36981

1684

36921

1744

36862

1804

36802

acgtgcggagtatccgetettactcegegecttagggecatccaatggecteccaactte

aaggtctccaacgtcagcaagtatgagcgcaagcaggacctgggtggetggttagecate

aaggtatccaatgtcgacaaatatgaacctaagcaggatccagggggttggttagecegte

tacacgattgtcacatgggeccgeecggagegacggaggacgtgatgacagtgtattttece

tacaccaccgctgetcgggetgecggageatecgaagacgtecatgaccgegtatetgecece

attgtcctagggcaagacgcaatgcagtggetecgacatctaccccaacattgeatagac

atcgtccttgggcaagacgegetgecagtggetacgacatctaccecgacactgeatcegac

aattggagcgacttcagttggtgettcatcgecaacttccagtecctetttgacaageeg

gactggggagacttcagtcgacgtttcaccgecaacttecagtecteteteccgacaageca

gcgecagecatgggacctaaaatccattgggecatcagggegatgaaacgetecggttgtac

gcgcaaccatgggacctcaaatccatcaagegegggggggatgagactetecggteatac

ctcaagaggttttagaccatgaggaaccacacccccgaagtcgecgaggegggggtgatt

ctcaaaaggttccagaccatgagaaaccgcatccccgaggtcacggaggeggecgtgate

gaagacttctaccgaggatccaatgactcggetttegteccgagecatactccagaaaage

gaggacttctacagaggatccaatgactcggetttegteccgagecatactaca—aaagge

gtcggccacctecgaacacttgttececgggaggecagacctcectacatcaccacggattaacg

gccecgattacctecgaggagetgttecegggaagecgacatctacatcaccgecgacgageg

ggcccaggacctcateggagg 1824

ggcccaggatctcatecggagg 36782

37282

1383

37222

1443

37162

1503

37102

1563

37042

1623

36982

1683

36922

1743

36863

1803

36803



Score = 93.7 bits (47), Expect = 4e-15
Identities = 110/131 (83%)
Strand = Plus / Minus

Query: 794  gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 853
AR A AR R R A R e e R A e A AR

Sbjct: 37812 gagcaagccgagcaagatgcaaggcaacgeegggagaatceecgetettegggegeaacctg 37753

Query: 854  taccccgacttcgetcgtgecaatgaacacgecgagtgaagteggaggggtactggeeccag 913

Sbjct: 37752 aaccccgacttcgececgagetatgaacacgeecgagegaggteggaggegttetagetegg 37693

Query: 914  atagctgacgg 924

Sbjct: 37692 atagctgacgg 37682

Score = 93.7 bits (47), Expect = 4e-15
Identities = 71/79 (89%)
Strand = Plus / Minus

Query: 31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

Sbjct: 38527 gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegac 38468

Query: 91 gatctgagctagctcaatg 109

Sbjct: 38467 gatccaagctagctcaatg 38449

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 509 ttctaccccgacgtcctecttcate 532

Sbjct: 38082 ttctaccccgacgtectettecate 38059

Score = 46.1 bits (23), Expect = 0.76



Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggecgegecaggtagggg 80

Sbjct: 68664 aaacgccgacagttggecgegecaggtagggeg 68694

>gb|AC203072.5| Zea mays BAC clone CH201-26J18 from chromosome 6, complete sequence
Length = 184681

Score = 216 bits (109), Expect = 4e-52
Tdentities = 459/573 (80%), Gaps = 2/573 (0%)
Strand = Plus / Minus

Query: 1253 cgacatgaagacacgtgcggagtcttegeacttacteegtgtetecgggecatecagtgg 1312

Sbjct: 60922 cgacaggaggacacgtgeggagtatetgececttacteecgegecttagggecatecaatgg 60863

Query: 1313 cc—cctaacttcaaggtctccaacgtcagcaagtatgagegecaagecaggacctgggtgge 1371

Sbjct: 60862 cctcccaacttcaaggtatccaatgtcgacaaatatgaacctaagcaggatccaggggge 60803

Query: 1372 tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca 1431

Sbjct: 60802 tggttggccgtectacaccaccgetgetegggetgeecggggecatecgaggacatecatgact 60743

Query: 1432 gtgtattttcccattgtcctagggecaagacgecaatgeagtggetecgacatctacceccaa 1491

Sbjct: 60742 gcgtatttgeccatecgtectegggecaagacgegetacagtggetacgacatectaccececga 60683

Query: 1492 cattgcatagacaattggagcgacttcagttggtgettcatcgecaacttecagteecte 15561

Sbjct: 60682 cactgcatcgacgactggggagacttcagtcgacgtttcaccgecaacttecagtetete 60623

Query: 1552 tttgacaagccggcecgecagecatgggacctaaaatccattgggecatcagggegatgaaacg 1611

Sbjct: 60622 tccgacaagccagecgecaaccatgggacctcaaatccatcaagegeecggggggatgagact 60563

Query: 1612 ctccggttgtacctcaagaggttttagaccatgaggaaccacacccccgaagtcecgeegag 1671



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

60562

1672

60502

1732

60442

1792

60383

Score = 200
Tdentities = 457/573 (79%), Gaps = 2/573 (0%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1253

113645

1313

113585

1372

113525

1432

113465

1492

113405

ctcecggtcataccttaaaaggttccagaccatgagaaaccgecatcccecgaggtcacggag

gcgggggtgattgaagacttctaccgaggatccaatgacteggetttegtecgagecata

gcggecgtgatcegaggacttctacagaggatctaacgacteggetttegtecgagecata

ctccagaaaagcgtcggecacctecgaacacttgttcegggaggecagacctectacatcac

ctaca—aaaggcgccgactacctecgaggagetgttcegggaagecgacctectacatcac

cacggattaacgggcccaggacctcatcggagg 1824

cgctgacgagegggeccaggacctecateggagg 60351

bits (101), Expect = 2e-47

cgacatgaagacacgtgcggagtcecttcgecacttactcegtgtetecgggecatccagtgg

cgacaggaggacacgtgcggagtgtceccgetettactecegegecttagggecatccaatgg

cc—cctaacttcaaggtctccaacgtcagcaagtatgagecgcaagcaggacctgggtgge

cctcccaacttcaaggtatccaatgtcgacaaatatgaacctaagcaggatccagggggt

tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca

tggctagecgtctacaccaccgetgetegggetgecggageatetgaggacgttatgace

gtgtattttcccattgtcctagggcaagacgcaatgecagtggetecegacatctacececaa

gcgtatcectgeccategtecttgggecaagatgegetacagtggetacgacatetaceecga

cattgcatagacaattggagcgacttcagttggtgettcatecgecaacttecagteccte

cactgcatcgacgactggggagacttcagtcgacgtttcaccgecaacttecagtececte

60503

1731

60443

1791

60384

1312

113586

1371

113526

1431

113466

1491

113406

1551

113346



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1552

113345

1612

113285

1672

113225

1732

113165

1792

113106

Score = 167

Identities =

tttgacaagccggegcagecatgggacctaaaatccattgggecatcagggegatgaaacg

tccgacaagccagcegcaaccatgggacctcaaatccatcaagegeecggggggatgagact

ctcecggttgtacctcaagaggttttagaccatgaggaaccacaccecccgaagtegecgag

ctcecggtecgtacctcaaaaggttccagaccatgagaaatcgecatcecceccgaggtcatggag

gcgggggtgattgaagacttctaccgaggatccaatgacteggetttegtecgagecata

gcggtcgtgattgaggacttctacagaggatccaacgacteggtttttgtecgagecata

ctccagaaaagcgtcecggecacctecgaacacttgttcecegggaggecagacctcetacatceac

ctacag—aaggcgccgactacttccgaggagetgttcegggaagecgacctcetacatcac

cacggattaacgggcccaggacctcatcggagg 1824

cgcecgacgagegagetcaggacctecateggagg 113074

bits (84), Expect = 3e-37
328/408 (80%), Gaps = 1/408 (0%)

Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1417

29401

1477

29461

1537

29521

1597

29581

gaggacgtgatgacagtgtattttcccattgtcctagggcaagacgcaatgecagtggete

gaggacgttatgaccgegtatttgeccatcgtecttgggcaagatgegetacagtggeta

cgacatctaccccaacattgcatagacaattggagegacttcagttggtgettcategee

cgacatctaccccgacactgecatcgacgactggggagacttcagtegacgtttcaccgee

aacttccagtccctctttgacaagecggegecagecatgggacctaaaatccattgggeat

aacttccagtccctctecgacaagtcagegecaaccgtgggacctcaaatceccatcaagege

cagggcgatgaaacgctccggttgtacctcaagaggttttagaccatgaggaaccacacce

cggggggatgagactctcecgatcgtacctcaaaaggttccagaccatgagaaatcegeate

1611

113286

1671

113226

1731

113166

1791

113107

1476

29460

1536

29520

1596

29580

1656

29640



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1657

29641

1717

29701

1777

29760

Score = 165
Tdentities = 264/323 (81%), Gaps = 1/323 (0%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

1417

122753

1477

122693

1537

122633

1597

122574

1657

122514

1717

cccgaagtegecgaggeggggegtgattgaagacttectaccgaggatccaatgactegget 1716

cctgaggtcacggaggecagecgtgatcgaggacttectacagaggatccaacgactegget 29700

ttcgtccgagecatactccagaaaagegteggecacctecgaacacttgtteecgggagge 1776

tttgtccgagecatactgecag—aaggegecgactacttecgaggagetgttecgggaage 29759

agacctctacatcaccacggattaacgggcccaggacctcateggagg 1824

cgacctctacatcaccgecgacgagegagetcaggacctcateggagg 29807

bits (83), Expect = le-36

gaggacgtgatgacagtgtattttcccattgtcctagggcaagacgcaatgecagtggete

gaggacgttatgaccgegtatttgeccatecgteccttgggcaagatgegetacagtggeta

cgacatctaccccaacattgcatagacaattggagegacttcagttggtgettcategee

cgacatctaccccgacactgecatcgacgactggggagacttcagtegacgtttcaccgee

aacttccagtccctctttgacaagececggegecagecatgggacctaaaatccattgggeat

aacttccagtccctctecgacaagecagegcaaccgtgggacctcaaatceccatcaage—g

cagggcgatgaaacgetccggttgtacctcaagaggttttagaccatgaggaaccacacce

ccgggggatgagactctcecgatcgtacctcaaaaggttccagaccatgagaaatcegeatce

cccgaagtecgecgaggegggggtgattgaagacttetaccgaggatccaatgactegget

cccgaggtcacggaggeggecatgategaggacttctacagaggatccaacgactegget

ttcgtccgagecatactccagaa 1739

1476

122694

1536

122634

1596

122575

1656

122515

1716

122455



Sbjct: 122454 tttgtccgagccatactgcagaa 122432

Score

=97.6

Identities =
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

31

114818

91

114758

151

114698

bits (49), Expect = 2e-16
145/177 (81%)

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

gggtgtgeggteggacccaaaacactgacagetggegegecaggtagggggtgtgtegae 114759

gatctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegeccegggae 150

gatccaagctagctcaatggecgacaccttcaacagcaagatcaccatgegteceggate 114699

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactetgeaccg 207

cgtattctgetttgggacaatctcatcegtageggatgaagagggaattctacaceg 114642

Score = 93.7 bits (47), Expect = 4e-15
Identities =
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

848

28831

908

28891

968

28951

1028

29011

182/227 (80%)

aacctgtaccccgacttegetegtgecaatgaacacgecgagtgaagteggaggggtactg 907

aacctgaatcccgacttcgeccgagetatgaacacgecgagtgaagtceggaggggtacta 28890

gcccagatagetgacggectecegegaaccctagacacggaaggetaceggeggetgett 967

gctecggatagetgacggacttectegaactecccgacgecgagggataccgacgectgtte 28950

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 1027

acccaggcagccaaccatcttctaccgetegetcaccegecgaacgatcectacgacacgee 29010

atcaacagccggegagacacgeggagetccatcaacgettegegega 1074

atcaacagtcgccgagacgegegaagetcecatcaatgettegegega 29057



Score = 93.7 bits (47), Expect = 4e-15
Identities = 71/79 (89%)
Strand = Plus / Minus

Query: 31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtegtgtettt 90

Sbjct: 62096 gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegaec 62037

Query: 91 gatctgagctagetcaatg 109

Sbjct: 62036 gatccaagctagctcaatg 62018

Score = 89.7 bits (45), Expect = 6e-14
Tdentities = 69/77 (89%)
Strand = Plus / Minus

Query: 848 aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactg 907

Sbjct: 123323 aacctgaatcccgacttcgeccgagetatgaacacgecgagtgaagteggaggggtacta 123264

Query: 908 gcccagatagetgacgg 924

Sbjct: 123263 gctcggatagectgacgg 123247

Score = 85.7 bits (43), Expect = 9e-13
Tdentities = 70/79 (88%)
Strand = Plus / Plus

Query: 31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

Sbjct: 28062 gggtgtgcggteggacccaaaacaccgacagetggegtgecaggtagggggtgtgtegae 28121

Query: 91 gatctgagctagetcaatg 109

Sbjct: 28122 gatccaagctagctcaatg 28140



Score = 81.8 bits (41), Expect = le-11
Identities = 104/125 (83%)
Strand = Plus / Minus

Query: 797 caagccgagecaaggtgecaaggetgegecgagagaatgetetetttgeteggaacctgtac 856

Sbjct: 114101 caagccgagcaagatgcaaggcaacgecgggagaatcecgetettegggegeaacctgaat 114042

Query: 857 cccgacttegetegtgecaatgaacacgecgagtgaagteggaggggtactggeccagata 916

Sbjct: 114041 cccgacttcgeccgagetataaacacgecaagegaagtecggaggggtactageteggata 113982

Query: 917 gctga 921

nn
Sbjet: 113981 gctga 113977

Score = 81.8 bits (41), Expect = le-11
Identities = 143/177 (80%)
Strand = Plus / Minus

Query: 31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

Sbjct: 124092 gggtgtgecggteggacccaaaacaccgacagetggeacgecaggtagggggtgtategae 124033

Query: 91 gatctgagctagctcaatgaccattacctccaaatgecaagatcgeccttegeceegggae 150

Sbjct: 124032 gatccaagctagctcaatggecgtcaccttcaacagcaagatcaccatgegteceggate 123973

Query: 151 tatgttttgetttggaaccatctcatccatagcagatgaagagggaactetgeaceg 207

Sbjet: 123972 cgtattctgetttgggacaatctcatctgtageggatgaagggggaattcectacacecg 123916

Score = 60.0 bits (30), Expect = 5e-05
Tdentities = 45/50 (90%)
Strand = Plus / Minus



Query:

1025 gccatcaacagccggegagacacgeggagetcecatcaacgettegegega 1074

Sbjct: 61150 gccatcaacagtcgccgagacgegeggagetcetatcaatgettegegega 61101

Score = 58.0 bits (29), Expect = 2e-04
Tdentities = 104/129 (80%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

794  gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 853
AR RN A R A e R A N R R N AR A N IR A

61381 gagcaagccgaacaagatgcaaggecaacgacgegagaatcegetettegggtgtaacttg 61322

854  taccccgacttcgectecgtgecaatgaacacgecgagtgaagteggaggggtactggeccag 913

61321 aaccctgacttcgcccgagetatgaacacgecgagegaggteggaggegttetageeegg 61262

914 atagctgac 922

61261 atagctgac 61253

Score = 48.1 bits (24), Expect = 0.19
Identities = 24/24 (100%)
Strand = Plus / Plus

Query: 509  ttctaccccgacgtcctettcate 532

Sbjct:

28507 ttctaccccgacgtcctettecate 28530

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 509 ttctaccccgacgtcctecttcate 532

Sbjct: 61651 ttctaccccgacgtectettcate 61628



Score = 48.1 bits (24), Expect = 0.19
Identities = 24/24 (100%)
Strand = Plus / Minus

Query: 509 ttctaccccgacgtectetteate 532

Sbjct: 114374 ttctaccccgacgtectettecate 114351

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 509 ttctacccecgacgtectettecate 532

Sbjct: 123647 ttctaccccgacgtecctettecate 123624

Score = 44.1 bits (22), Expect = 3.0
Identities = 43/50 (86%)
Strand = Plus / Minus

Query: 341 acccgaaaaactccgetgtccacttecgeccacaaaggagtggacacggat 390

Sbjct: 114521 acccggaagactccgetgtctacttccccgacaaaagaatggacacggat 114472

>gb|EU952110. 1| Zea mays clone 1165529 hypothetical protein mRNA, complete cds
Length = 1837

Score = 216 bits (109), Expect = 4e-52
Tdentities = 332/405 (81%), Gaps = 1/405 (0%)
Strand = Plus / Minus

Query: 1420 gacgtgatgacagtgtattttcccattgtcctagggecaagacgecaatgecagtggetecga 1479

Sbjct: 1820 gacgtgatgaccgegtatttacccattgtccttgggecaagatgegttgcaatggetgega 1761

Query: 1480 catctaccccaacattgcatagacaattggagcgacttcagttggtgcttcategecaac 1539

Sbjct: 1760 catctaccccgacattgecatcgacgactggggegacttcagtegacgettcaccgecaat 1701



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1540 ttccagtccctctttgacaageecggegeagecatgggacctaaaatccattgggeatcag 1599

1700 ttctagtccctctecgacaaaccggecacaaccatgggacctcaaatccatcaagegeegg 1641

1600 ggcgatgaaacgctccggttgtacctcaagaggttttagaccatgaggaaccacaccece 1659

1640 ggggacaaaactctccggtcatacctcaaaaggttccagaccatgagaaatcgtatecce 1581

1660 gaagtcgccgaggegggggtgattgaagacttectaccgaggatecaatgacteggettte 1719

1580 gaggtcacggaggecggecgtgatcgaggacttctacagaggatecaacgacteggettte 1521

1720 gtccgageccatactccagaaaagegteggecacctecgaacacttgttecgggaggeaga 1779

1520 gtccgageccatattaca—aaaggegecgactacctceccgaggagetgttecgggaageega 1462

1780 cctctacatcaccacggattaacgggcccaggacctcatcggagg 1824

1461 cctctacatcaccgecgacgagegggeccaggacctcateggagg 1417

>gb|AC165174. 2| Zea mays clone ZMMBBb-127F19, complete sequence

Length = 187659

Score = 214 bits (108), Expect = le-51
Identities = 316/384 (82%), Gaps = 1/384 (0%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1441  cccattgtcctagggcaagacgcaatgcagtggetecgacatctacceccaacattgeata

158997 cccatcgtcctegggecaagacgegetgeagtggetacgacatetaccececgacactgeate

1501 gacaattggagcgacttcagttggtgettcatecgecaacttecagtecctetttgacaag

158937 gacgactggggagacttcagtcgacgtttcaccgecaactteccagtetetetecgacaag

1561 ccggegeagecatgggacctaaaatccattgggecatcagggegatgaaacgeteeggtty

158877 ccagcgcaaccatgggacctcaaatccatcaagegeecggggggatgagactetecaggteg

1500

158938

1560

158878

1620

158818



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1621

158817

1681

158757

1741

158698

1801

158638

tacctcaagaggttttagaccatgaggaaccacacccccgaagtcgecgaggegggggty

taccttaagaggttccagaccatgagaaaccgcatcccecgaggtcacggaggeggeegta

attgaagacttctaccgaggatccaatgactcggetttegtccgagecatactccagaaa

atcgaggacttctacagaggatctaacgactcggetttcgteccgagecatactgeca—aaa

agcgtcggecacctecgaacacttgttcecegggaggecagacctctacatcaccacggatta

ggcgecgactacctecgaggagttgttcececgggaagecgacctcectacatcaccgetgacga

acgggcccaggacctcatcggagg 1824

gcgageccaggacctcatcggagg 158615

Score = 93.7 bits (47), Expect = 4e-15
Identities = 71/79 (89%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

31

1680

158758

1740

158699

1800

158639

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

160360 gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 160301

91

160300

gatctgagctagctcaatg 109

gatccaagctagctcaatg 160282

Score = 73.8 bits (37), Expect = 3e-09
Tdentities = 220/281 (78%)
Strand = Plus / Minus

Query:

794

gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetg 853

Sbjct: 159645 gagcaagccgagcaagacgcaaggcaacgacgegagaateegetettegggegecaacttg 159586

Query: 854

taccccgacttcecgetcgtgecaatgaacacgecgagtgaagtecggaggggtactggeecag

913



Sbjct: 159585 aaccctgacttcgcccgagegatgaacacgecgagegaggteggaggegttetageeegg 159526

Query: 914 atagctgacggectccegegaaccctagacacggaaggetaccggeggetgettactega 973

Sbjct: 159525 atagctgacggacttcctcggaccececgacgecgagggataccggegeetgttcactecag 159466

Query: 974 gcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgecatcaac 1033

Sbjct: 159465 gcagccaaccatcttctaccgetegetcaccegecgaacgatetgegacacgecatcaac 159406

Query: 1034 agccggcgagacacgeggagetccatcaacgettegegega 1074

Sbjct: 159405 agtcgccgagacgegegaagetctatcaatgettegegega 159365

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 42/48 (87%)
Strand = Plus / Minus

Query: 634 gaacgtgcggegacatcacgaggetggggaacgggatecggegeaace 681

Sbjct: 159793 gaacgttcgacgacatcacgcagectggagaacgggatccggageaace 159746

Score = 48.1 bits (24), Expect = 0.19
Identities = 24/24 (100%)
Strand = Plus / Minus

Query: 509 ttctacccecgacgtectettecate 532

Sbjct: 159915 ttctacccecgacgtectettecate 159892
>gb|AC231746.2| Zea mays BAC clone CH201-98H14 from chromosome 6, complete sequence
Length = 189380
Score = 208 bits (105), Expect = 9e-50

Tdentities = 346/425 (81%), Gaps = 1/425 (0%)
Strand = Plus / Plus

Query: 1400 gggccgecggagegacggaggacgtgatgacagtgtatttteccattgtectagggeaag 1459



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

186291

1460

186351

1520

186411

1580

186471

1640

186531

1700

186591

1760

186650

1820

186710

gggctgecggagcecatceccgaggacgtcatgaccgegtatetgeccategtecttgggeaag

acgcaatgcagtggctcecgacatctaccccaacattgecatagacaattggagegacttca

atgcgctgecagtggetacgacatctaccecgacactgecatecgacgactggggagacttca

gttggtgcttcatecgecaacttceccagteectetttgacaageecggegeagecatgggacce

gtcgacgcttcaccgecaacttceccagtectectectecgacaagecagegecaaccatgggacce

taaaatccattgggcatcagggcgatgaaacgetecggttgtacctcaagaggttttaga

tcaaatccatcaagcgecggggagacgagactctecggtcataccttaaaaggttceccaga

ccatgaggaaccacacccccegaagtegeegaggegggggtgattgaagacttetacegag

ccatgagaaaccgcatccccgaggtcacggaggeggecgtgatcgaggacttetacagag

gatccaatgactcggectttcgtccgagecatactccagaaaagegteggecacctecgaa

gatctaacgactcggttttcgtccgageccatactaca—aaaggegecgactacctecgag

cacttgttccgggaggcagacctcectacatcaccacggattaacgggeccaggacctcecatce

gagctgttccgggaagecgacctetacatcaccgeecgacgagegggeccaggaccteate

ggagg 1824

nn
ggagg 186714

Score = 93.7 bits (47), Expect = 4e-15

Identities =
Strand = Plus / Plus

Query: 794

110/131 (83%)

186350

1519

186410

1579

186470

1639

186530

1699

186590

1759

186649

1819

186709

gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetg 853

Sbjct: 185684 gagcaagccgagcaagatgcaaggcaacgeegggagaateegetettegggegecaacctg 185743



Query: 854 taccccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactggeccag 913

Sbjct: 185744 aaccccgacttcgecccgagetatgaacacgecgagtgaggtcagaggegttetagetegg 185803

Query: 914 atagctgacgg 924

HEETTEEET
Sbjct: 185804 atagctgacgg 185814

Score = 85.7 bits (43), Expect = 9e-13
Tdentities = 70/79 (88%)
Strand = Plus / Plus

Query: 31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

Sbjct: 184969 gggtgtgcggteggacccaaaacategacagetggegegecaggtagggggtgtgtegaec 185028

Query: 91 gatctgagctagctcaatg 109

Sbjct: 185029 gatccaagctagctcaatg 185047

Score = 50.1 bits (25), Expect = 0.048
Identities = 52/61 (85%)
Strand = Plus / Plus

Query: 614 cgacggaggaatagaagccagaacgtgeggegacatcacgaggetggggaacgggateeg 673

Sbjct: 185516 cgacggaggaaccgacgcaggaacgttcgacgacatcacgeggetggagaacgggatecg 185575

Query: 674 g 674

|
Sbjct: 185576 g 185576

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Plus



Query: 509

ttctaccccgacgtectetteate 532

Sbjct: 185414 ttctaccccgacgtecctcttecate 185437

>gb|EF190061. 1| Zea mays clone FS2 19 chromosome B, genomic sequence
Length = 39598

Score =

208 bits (105), Expect = 9e-50

Tdentities = 458/573 (79%), Gaps = 2/573 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

1253

17079

1313

17139

1372

17199

1432

17259

1492

17319

1552

17379

1612

17439

1672

cgacatgaagacacgtgcggagtcttcgecacttactecegtgtetecgggecateccagtgg

cgacaggaggacacgtctggagtattggegettactccatgtetcagggecattcagtgg

ccce—taacttcaaggtctccaacgtcagcaagtatgagegecaagecaggacctgggtgge

cccectaacttcaaggtctccaacgtecgacaagtacgageccaagecaggacccaggagge

tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca

tggttggetgtctataccactactgeecgggecgetggggcaactgaatatgtgatgact

gtgtattttcccattgtcctagggcaagacgcaatgcagtggetcecgacatctaceccaa

gegtatttgectategtectteggecacgatgegetgecaatggetacgacacctgeeccega

cattgcatagacaattggagcgacttcagttggtgettcatcgecaacttcecagtececte

cactgcatcgacgattggagegatttcagteggtgttttatcgecaacttecaatececte

tttgacaagccggegecagecatgggacctaaaatccattgggecatcagggegatgaaacg

tctgacaagccggcegecaaccatgggacctcaaatccatcaggegecgaggggatgaaact

ctcecggttgtacctcaagaggttttagaccatgaggaaccacacccccgaagtcegecgag

ctcecggtcatacctcaaaagatttcagaccatgagaaatcgtatccccgaggttgtggaa

gcgggggtgattgaagacttctaccgaggatccaatgacteggetttegtecgagecata

1312

17138

1371

17198

1431

17258

1491

17318

1551

17378

1611

17438

1671

17498

1731



Sbjct: 17499

Query: 1732

Sbjct: 17559

Query: 1792

Sbjct: 17618

Score = 11
Identities
Strand = P1

Query: 5

Sbjct: 9015

Query: 65

Sbjct: 9075

Query: 125

Sbjct: 9135

Query: 185

Sbjct: 9195

Score = 46.
Identities
Strand = P1

Query: 848

Sbjct: 16694

gcagcggtgatcgaggacttctaccggggatctaatgacteggeectttgtecgagecata 17558

ctccagaaaagcegtcggecacctecgaacacttgtteegggaggeagacctetacatcae 1791

ctgca—agaggcegecgactacctecgageagetattcagggaagecaaacctectacatcac 17617

cacggattaacgggcccaggacctcatcggagg 1824

cgctgatgaacaggetcaggacctecattggagg 17650

5 bits (58), Expect = le-21
= 175/214 (81%)
us / Plus

ccaaaagcaccgcaaggggtageecctgggtgtgcggacggactetaaacaccgacagetg 64

ccaaaaacacctcaaggggcaacccecgggtgegtggteggacccaaaacaccgacagetg 9074

gcgegecaggtagggggtgtgtetttgatectgagetagetcaatgaccattaccteccaaa 124

gcgegecaagtagggggtgtgtcactggteccaagetagetcaatggecattacttteccag 9134

tgcaagatcgeccttegeccegggactatgttttgetttggaaccatetcatecatagea 184

cacaagatcgctctcegecctggateegtgttetgetteggaaccatetcatecatggta 9194

gatgaagagggaactctgcaccgecatagecagate 218

gacgaagaaggaactctacatcgcatageggate 9228

1 bits (23), Expect = 0.76
= 32/35 (91%)
us / Plus

aacctgtaccccgacttegetegtgecaatgaacac 882

aacctgaaccccgacttcgetcgagecatgaacac 16728



Score = 44.1 bits (22), Expect = 3.0
Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

950

16796

1010

16856

1070

16916

= 106/134 (79%)

ggctaccggeggetgettactecgagecagttaatcaccttctacccatcactaatecteca

ggctatcggeggetgetcactegggecagetaaccatettetgecteteggtecatecteeg

agcgacctacgecatgecatcaacagecggegagacacgeggagetecatcaacgetteg

agcgatctacaacatgccatcaatagtcaacgggacgcacggagcecccatcaatgettea

cgcgaccgatgaca 1083

cgcgaacgacgaca 16929

>gb|DQ493649. 1| Zea mays cultivar Coroico bz locus region

Le

Score = 20
Tdentities = 332/405 (81%), Gaps = 2/405 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1420

81990

1480

82050

1540

82110

1600

82169

ngth = 159340

8 bits (105), Expect = 9e-50

gacgtgatgacagtgtattttcccattgtcctagggcaagacgcaatgecagtggeteega

gacgtgatgaccgtgtacttacccatcgtccttgggcaagacgegetgcaatggatgega

catctaccccaacattgcatagacaattggagegacttcagttggtgettcatcegecaac

catctaccccaacactgcatcgacgactggggtgacttcagtegacgettcaccgecaat

ttccagtccctetttgacaagecggegeagecatgggacctaaaateccattgggeatcag

ttccagtcecccteteccgacaaaccggtgecaaccgtgggatctcaaateccatcaagegte—g

ggcgatgaaacgctcecggttgtacctcaagaggttttagaccatgaggaaccacacccce

ggggaagaaactctcecggtcgtacctcaaaaggttccagaccatgagaaatcgtatcecece

1009

16855

1069

16915

1479

82049

1539

82109

1599

82168

1659

82228



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

1660

82229

1720

82289

1780

82348

Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

31

80649

91

80709

151

80769

gaagtcgccgaggegggggtgattgaagacttetaccgaggatccaatgacteggettte

gaggtcacggaggcggecatgatcgaggacttctaccgaggatccaatgacteggettte

gtccgagceccatactccagaaaagegteggecacctecgaacacttgttececgggaggeaga

gtccgagceccatattacag—aaggegecgactacttecgaggagetgtteccgggaageega

cctctacatcaccacggattaacgggeccaggacctcateggagg 1824

cctctacatcaccgecgacgagegggeccaggacctecateggagg 82392

135 bits (68), Expect = le—-27

152/180 (84%)

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegac

gatctgagctagctcaatgaccattacctccaaatgcaagatcecgeccttegeecegggac

gatccaagctagctcaatggecgtcacctttcacagcaagatcacccteecgteceggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

cgtattctgettcggaacaatctcatccgtagcagatgaagagggaactcectgecaccgeat

Score = 83.8 bits (42), Expect = 3e-12
Tdentities = 93/110 (84%)
Strand = Plus / Plus

Query:

797

caagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetgtac

Sbjct: 81367 caagccgagcaagatgcaaggcaacgecaggagaatccattettegggegeaacctgaac

1719

82288

1779

82347

90

80708

150

80768

210

80828

856

81426



Query: 857

ccecgacttegetegtgecaatgaacacgecgagtgaagteggaggggtact 906

Sbjct: 81427 cccgacttcgeccgagecatgaacacgecgagtgaagtceggaggagtact 81476

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 509

ttctacccegacgtectettcate 532

Sbjct: 81094 ttctaccccgacgtectettecate 81117

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50

aaacaccgacagctggegegecaggtagggg 80

Sbjct: 133339 aaacgccgacagttggcgegecaggtagggg 133369

>gb|AY664415. 1| Zea mays cultivar B73 locus 9009, complete sequence
Length = 323584

Score = 208
Identities = 458/573 (79%), Gaps = 2/573 (0%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1253

109470

1313

109410

1372

109350

bits (105), Expect = 9e-50

cgacatgaagacacgtgcggagtcttecgeacttactcegtgtetecgggecatecagtgg

cgacaggaggacacgtgcggagtatcecgeccttacteegegecttagggecateccaatgg

cc—cctaacttcaaggtctccaacgtcagcaagtatgagecgcaagcaggacctgggtgge

cctcccaacttcaaggtatccaatgtecgacaaatatgaacctaagcaggatccaggggge

tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca

tggttagccgtctacaccaccgetgetegggetgecggggeatecgaagacgtecatgact

1312

109411

1371

109351

1431

109291



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1432

109290

1492

109230

1552

109170

1612

109110

1672

109050

1732

108990

1792

108931

Score = 105
Identities =
Strand = Plus / Minus

Query:

794

gtgtattttcccattgtcctagggcaagacgcaatgecagtggetcegacatctaceccaa

gcgtatcectgeccategtectecgggecaagacgegetgecagtggetacgacatctaceecga

cattgcatagacaattggagcgacttcagttggtgettcatcgecaacttecagtececte

cactgcatcgacgactggggagacttcagtcgacgtttcaccgecaacttceccaatetete

tttgacaagccggegecagecatgggacctaaaatccattgggecatcagggegatgaaacg

tccgacaagecagegeaaccatgggacctcaaatccatcaagegecgaggggatgagact

ctcecggttgtacctcaagaggttttagaccatgaggaaccacaccecccgaagtegecgag

ctcecggtcataccttaaaaggttccagaccatgagaaaccgecatccctgaggtcacggag

gcgggggtgattgaagacttctaccgaggatccaatgacteggetttegtecgagecata

gcggecgtgatcegaggacttctacagaggatctaacgacteggetttegtecgagecata

ctccagaaaagcgtcggcecacctecgaacacttgttcecgggaggecagacctctacatceac

ctgca—aaaggcgecgactacctecgaggagetgttcecgggaagecgacctctacatceac

cacggattaacgggcccaggacctcatcggagg 1824

cgctgacgagegggeccaggacctcateggagg 108899

bits (53), Expect = 9e-19
224/281 (79%)

gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgetecggaacctg

Sbjct: 109929 gagcaagccgagcaagatgcaaggcaacgacgegagaateegetettegggegeaacetg

Query: 854

taccccgacttcecgetcgtgecaatgaacacgecgagtgaagtecggaggggtactggeecag

1491

109231

1551

109171

1611

109111

1671

109051

1731

108991

1791

108932

853

109870

913



Sbjct: 109869

Query: 914

Sbjct: 109809

Query: 974

Sbjct: 109749

Query: 1034

Sbjct: 109689

Score = 91.7
Identities =

aaccccgacttegeccgagecatgaatacgecgagegaagteggaggegttetagecegg 109810

atagctgacggectccegegaaccctagacacggaaggetaccggeggetgettactega 973

atagctgacggacttccteggaccecegacgeecgagggataccggegeetgtteactecag 109750

gcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgecatcaac 1033

gcagccaaccatcttetaccgetegetecatecgecgaacgacctgegacacgecatcaac 109690

agccggegagacacgeggagetccatcaacgettegegega 1074

agtcgtcgagacgcacgaagetctatcaatgettegegega 109649

bits (46), Expect = le-14
70/78 (89%)

Strand = Plus / Minus

Query: 32

Sbjct: 110643

Query: 92

Sbjct: 110583

Score = 48.1
Identities =

ggtgtgeggacggactctaaacaccgacagetggegegecaggtagggggtgtgtetttg 91

ggtgtgeggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegacg 110584

atctgagctagctcaatg 109

atccaagctagctcaatg 110566

bits (24), Expect = 0.19
24/24 (100%)

Strand = Plus / Minus

Query: 509

Sbjct: 110199

Score = 46.1
Identities =

ttctacccecgacgtectettecate 532

ttctacccecgacgtectettcate 110176

bits (23), Expect = 0.76
41/47 (87%)

Strand = Plus / Minus



Query: 635 aacgtgcggecgacatcacgaggetggggaacgggatceggegeaace 681

Sbjct: 110076 aacgttcgacgacatcacgcagctggagaacgggatccggagcaace 110030

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 196004 aaacgccgacagttggegegecaggtagggg 195974

>gb|AC217319. 3| Zea mays BAC clone ZMMBBb—86E19 from chromosome 5, complete sequence
Length = 118973

Score = 206 bits (104), Expect = 3e-49
Identities = 291/352 (82%), Gaps = 1/352 (0%)
Strand = Plus / Minus

Query: 1441 cccattgtcctagggcaagacgcaatgecagtggetecgacatetaccccaacattgeata 1500

Sbjct: 16534 cccatcgtccttgggecaagacgegetgecagtggetacgacatctacececgacactgeate 16475

Query: 1501 gacaattggagcgacttcagttggtgecttcatecgecaactteccagteccctetttgacaag 1560

Sbjct: 16474 gacgactggggagacttcagtcgacgtttcaccgecaacttecagtetetetecgacaag 16415

Query: 1561 ccggecgecagecatgggacctaaaatccattgggecatcagggegatgaaacgeteeggttg 1620

Sbjct: 16414 ccagcgcaaccatgggacctcaaatccatcaagegeegaggggatgaaacteteeggteg 16355

Query: 1621 tacctcaagaggttttagaccatgaggaaccacacccccgaagtcgecgaggegggggtg 1680

Sbjct: 16354 tacctcaaaaggttccagaccatgagaaaccgcatccccgaggtcacggaggeggeegtg 16295

Query: 1681 attgaagacttctaccgaggatccaatgactcggetttegtecgagecatactecagaaa 1740

Sbjct: 16294 atcgaggacttctacagaggatctaatgactcggetttcgtecgagecatactaca—aaa 16236



Query:

1741

agcgtcggecacctecgaacacttgttecgggaggecagacctetacatecace 1792

Sbjct: 16235 ggcgecgactaccteccgaggagetgtteccgagaagecgacctetacatcace 16184

Score = 97.6 bits (49), Expect = 2e-16
Identities
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

31

17897

91

17837

151

17777

211

17717

= 154/189 (81%)

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggtecggacccaaagecaccgacagetggegegecaggtagggggtgtgtegac

gatctgagctagctcaatgaccattacctccaaatgcaagategeccttegeeccegggac

aatccaagctagctcaatggecgtcaccttccacagcaagategecgtgegteteggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

tatattccgettcgggacaatttcatccatageggatgaagagggaattctacaccegecet

agcagatct 219

cgcagatct 17709

Score = 81.8 bits (41), Expect = le-11
Tdentities = 107/129 (82%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

794

17182

854

17122

gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg
NAERR RN AN R AN n e R R R R A A A RO N R A AN

gagcaagccgaacaagatgecaaggeaacgecgggagaatecegetettegggegeaacetg

taccccgacttcecgetcgtgecaatgaacacgecgagtgaagtecggaggggtactggeccag

aaccccgacttcgeccgagetatgaacacgecgagegaggtcecggaggegttcectagetegg

90

17838

150

17778

210

17718

853

17123

913

17063



Query: 914  atagctgac 922

Sbjct: 17062 atagctgac 17054

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 44/50 (88%)
Strand = Plus / Minus

Query: 1025 gccatcaacagccggegagacacgeggagetcecatcaacgettegegega 1074

Sbjct: 16951 gccatcaacagtcgeccgagacgegegaagetcetatcaatgettegegega 16902

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 57/68 (83%)
Strand = Plus / Minus

Query: 614 cgacggaggaatagaagccagaacgtgeggegacatcacgaggetggggaacgggateeg 673

Sbject: 17350 cgacggaggaatcgacgcaggaacgttcgacgacatcacgecagecggggagegggateeg 17291

Query: 674  gcgcaacc 681

Sbjct: 17290 gagcaacc 17283

Score = 46.1 bits (23), Expect = 0.76
Identities = 23/23 (100%)
Strand = Plus / Minus

Query: 509  ttctaccccgacgtcctcttcat 531

Sbjet: 17452 ttctaccccgacgtcctettecat 17430

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus



Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 42263 aaacgccgacagttggegegecaggtagggeg 42293

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 109561 aaacgccgacagttggegegecaggtagggg 109531

>gb|AC198320.5| Zea mays BAC clone ZMMBBb—334D6 from chromosome 5, complete sequence
Length = 142632

Score = 206 bits (104), Expect = 3e-49
Tdentities = 291/352 (82%), Gaps = 1/352 (0%)
Strand = Plus / Plus

Query: 1441 cccattgtcctagggcaagacgcaatgecagtggetecgacatetaccccaacattgeata 1500

Sbjct: 69408 cccatcgtccttgggecaagacgegetgecagtggetacgacatectaccecgacactgeate 69467

Query: 1501 gacaattggagcgacttcagttggtgcttcatcgecaactteccagteccctetttgacaag 1560

Sbjct: 69468 gacgactggggagacttcagtcgacgtttcaccgecaacttecagtetetectecgacaag 69527

Query: 1561 ccggcgecageccatgggacctaaaatccattgggeatcagggegatgaaacgeteeggttg 1620

Sbjct: 69528 ccagcgcaaccatgggacctcaaatccatcaagegecgaggggatgaaactetecggteg 69587

Query: 1621 tacctcaagaggttttagaccatgaggaaccacacccccgaagtcgecgaggegggggtg 1680

Sbjct: 69588 tacctcaaaaggttccagaccatgagaaaccgcatccccgaggtcacggaggeggeegtg 69647

Query: 1681 attgaagacttctaccgaggatccaatgactcggetttegtecgagecatacteccagaaa 1740

Sbjct: 69648 atcgaggacttctacagaggatctaatgactcggetttegtecgagecatactaca—aaa 69706



Query:

1741

agcgtcggecacctecgaacacttgttecgggaggecagacctetacatecace 1792

Sbjct: 69707 ggcgecgactacctececgaggagetgttecgagaageecgacctetacatcace 69758

Score

= 97.

Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

31

68045

91

68105

151

68165

211

68225

6 bits (49), Expect = 2e-16
= 154/189 (81%)

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggtecggacccaaagecaccgacagetggegegecaggtagggggtgtgtegac

gatctgagctagctcaatgaccattacctccaaatgcaagategeccttegeeccegggac

aatccaagctagctcaatggecgtcaccttccacagcaagategeecgtgegteteggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

tatattccgettcgggacaatttcatccatageggatgaagagggaattctacaccegecet

agcagatct 219

cgcagatct 68233

Score = 81.8 bits (41), Expect = le-11
Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

794

68760

854

68820

914

= 107/129 (82%)

gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg
NAERR RN AN R AN n e R R R R A A A RO N R A AN

gagcaagccgaacaagatgecaaggeaacgecgggagaatecegetettegggegeaacetg

taccccgacttcecgetcgtgecaatgaacacgecgagtgaagtecggaggggtactggeccag

aaccccgacttcecgeccgagetatgaacacgecgagegaggtcecggaggegttectagetegg

atagctgac 922

90

68104

150

68164

210

68224

853

68819

913

68879



Sbjct: 68880 atagctgac 68888

Score = 52.0 bits (26), Expect = 0.012
Identities = 44/50 (88%)
Strand = Plus / Plus

Query: 1025 gccatcaacagccggecgagacacgeggagetcecatcaacgettegegega 1074

Sbjct: 68991 gccatcaacagtcgeccgagacgegegaagetetatcaatgettegegega 69040

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 57/68 (83%)
Strand = Plus / Plus

Query: 614 cgacggaggaatagaagccagaacgtgeggegacatcacgaggetggggaacgggateeg 673

Sbjct: 68592 cgacggaggaatcgacgcaggaacgttcgacgacatcacgecageecggggagegggateeg 68651

Query: 674  gcgcaacc 681

LTI
Sbjct: 68652 gagcaacc 68659

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 43679 aaacgccgacagttggegegecaggtaggge 43649

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 23/23 (100%)
Strand = Plus / Plus

Query: 509  ttctaccccgacgtcctcttcat 531



Sbjct: 68490 ttctaccccgacgtcctcttcat 68512

>emb|X97605. 1| Z.diploperennis DNA for Grandel-6 retrotransposon
Length = 2533

Score

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

= 206 bits (104), Expect = 3e—49
Tdentities = 333/408 (81%), Gaps = 1/408 (0%)
Strand = Plus / Plus

1417

637

1477

697

1537

757

1597

817

1657

877

1717

937

1777

996

gaggacgtgatgacagtgtattttcccattgtcctagggcaagacgecaatgecagtggete

gaggacgtgatgaccgegtacttacccattgtcctegggcaagacgeattgecaatggetg

cgacatctaccccaacattgcatagacaattggagecgacttcagttggtgettecategee

cgacatgtaggggcagagtgcatcgacaactggggegacttcagtegacgettcecaccgee

aacttccagtccctctttgacaageccggegecagecatgggacctaaaateccattgggeat

aactttcagtccctctecgacaagecggegecaaccatgggacctcaaateccatcaagege

cagggcgatgaaacgctcecggttgtacctcaagaggttttagaccatgaggaaccacacce

cggggggacgaaactctcecgtcatacctcaagaggtttcaaaccatgagaaaccgtate

cccgaagtcgecgaggegggggtgattgaagacttetaccgaggatccaatgactegget

cccgaggtcacggaggeggecgtgatecgaggacttctacagaggaaccaatgacteggtt

ttcgtcecgagecatactccagaaaagegteggecacctecgaacacttgtteccgggagge

ttcgtcecgagcecatactgecag—aaggecaccgactacctecgaggagetgttcecgggaage

agacctctacatcaccacggattaacgggcccaggacctcateggagg 1824

cgacctctacatcaccgecgacgagegageccaggacctcateggagg 1043

Score = 69.9 bits (35), Expect = 5e-08
Identities

= 71/83 (85%)

1476

696

1536

756

1596

816

1656

876

1716

936

1776

995



Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

848 aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagtceggaggggtactg 907

63 aacctgaaccccgacttcgeccgagecgtgaacacgecgagegaggteggaggagtactg 122

908 gcccagatagetgacggectece 930

123 gctcggatagetgagggactcee 145

>gb|DQ493647. 1| Zea mays cultivar NalTel bz locus region
Length = 79183

Score =

204 bits (103), Expect = le—48

Tdentities = 332/407 (81%), Gaps = 1/407 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1418

47964

1478

48024

1538

48084

1598

48144

1658

48204

1718

48264

aggacgtgatgacagtgtattttcccattgtcctagggcaagacgcaatgecagtggetcee

aggacgtgatgaccgcatacttgeccattgtcectecgggcaagacgegetgecaatggetge

gacatctaccccaacattgcatagacaattggagcgacttcagttggtgettcategeca

gacatctaccccgacactgcatcgacgactggagegacttcagtcgacgtttcacecgeca

acttccagtccctetttgacaagecggegecagecatgggacctaaaatccattgggeate

actttcagtccctecteccgacaaaccagegcaaccatgggacctcaagtccatcaagegece

agggcgatgaaacgctecggttgtacctcaagaggttttagaccatgaggaaccacacce

agggggacgaaactctecggtegtacctcaaaaggttccagaccatgagaaatcgtatcece

ccgaagtcgecgaggegggggtgattgaagacttctaccgaggatccaatgacteggett

ccgaggtcacggaggeggecgtgatecgaggatttctacagaggatccaacgacteggett

tcgtceccgagecatactceccagaaaagegteggecacctecgaacacttgttecgggaggea

tcgtctgagceccatattacag—aaggcecgecgactacctcecgagcaactgttecgggaagee

1477

48023

1537

48083

1597

48143

1657

48203

1717

48263

1777

48322



Query: 1778 gacctctacatcaccacggattaacgggcccaggacctcatcggagg 1824

Sbjct: 48323 gacctctacatcaccgeccgacgagegagetcaggacctcateggagg 48369

Score = 95.6 bits (48), Expect = 9e-16
Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

31

46602

91

46662

151

46722

211

46782

= 153/188 (81%)

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggtecggacccaaaacaccgacageecggegegecaaggtagggggtgtgtagee

gatctgagctagctcaatgaccattacctccaaatgcaagategeccttegeeccegggac

gatctaagctagctcaatggtegtcacctteccagegecaagatcaccceteegeeceggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

cgtgttctgettcggaactatctecatctgtagecgatgaggaaggaactctacategeat

agcagatc 218

tgcagatc 46789

Score = 87.7 bits (44), Expect = 2e-13
Tdentities = 179/224 (79%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

848

47393

908

47453

aacctgtaccccgacttcgetegtgcaatgaacacgecgagtgaagtcggaggggtactg

aacctgaaccccgacttcgeccgagecatgaatacgecaagtgaagtcggaggagtactg

gcccagatagetgacggectecegegaaccctagacacggaaggetaceggeggetgett

gctecggatagetgatgggeteecteggactececgacgtecgagggetatecgacgactgtte

90

46661

150

46721

210

46781

907

47452

967

47512



Query:

Sbjct:

Query:

Sbjct:

968

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee

1027

47513 actcaagcagccaaccatcttctacctctegetecaccegecgaacgacctacgacatgee 47572

1028

47573

atcaacagccggegagacacgeggagetccatcaacgettegeg 1071

atcaacagtcgeccgggacgegeggagetecatcaatgectegeg 47616

Score = 54.0 bits (27), Expect = 0.003
Tdentities = 27/27 (100%)
Strand = Plus / Plus

Query:

509

ttctacccegacgtectettecatcagg 535

Sbjct: 47069 ttctaccccgacgtcctettcatcagg 47095

>gb|AC203284. 4| Zea mays BAC clone CH201-504M1 from chromosome 5, complete sequence

Score =

Length = 179214

200 bits (101), Expect = 2e—47

Identities = 330/405 (81%), Gaps = 1/405 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1420

96082

1480

96142

1540

96202

1600

96262

gacgtgatgacagtgtattttcccattgtcctagggcaagacgcaatgecagtggeteega

gacgtcatgaccgecgtatctgeccattgtcattgggcaagatgegetgecagtggetacga

catctaccccaacattgcatagacaattggagecgacttcagttggtgettcatcgecaac

catctaccccecgacactgecatcgacgactggggagacttcagtegacgtttcaccgecaac

ttccagtccctetttgacaagecggegeagecatgggacctaaaateccattgggeatcag

ttccagtcecccteteccgacaaaccagegecaaccatgggacctcaaatccatcaagegecegg

ggcgatgaaacgctcecggttgtacctcaagaggttttagaccatgaggaaccacacccce

ggggacgagactctcecggtcgtacctcaaaaggttccagaccatgagaaaccgtatcecce

1479

96141

1539

96201

1599

96261

1659

96321



Query: 1660 gaagtcgccgaggegggggtgattgaagacttetaccgaggatccaatgacteggettte 1719

Sbjct: 96322 gaggtcacagaggcggecgtgatcgaggacttctacagaggatccaatgacteggettte 96381

Query: 1720 gtccgagccatactccagaaaagegtcggecacctecgaacacttgtteegggaggeaga 1779

Sbjct: 96382 gtccgagccatactaca—aaaggcaccgactacctecgaggagetgttecgggaageecga 96440

Query: 1780 cctctacatcaccacggattaacgggcccaggacctcatcggagg 1824

Sbjct: 96441 cctctacatcaccgeccgacgagegggeccaggatetecattggagg 96485

Score = 97.6 bits (49), Expect = 2e-16
Tdentities = 163/201 (81%)
Strand = Plus / Plus

Query: 19 aggggtagecctgggtgtgcggacggactcectaaacaccgacagetggegegecaggtagg 78

Sbjct: 94728 aggggtaaccccaggtgtgecggteggacccaaaacaccgacagetggeacgecaggtagg 94787

Query: 79 gggtgtgtectttgatctgagetagetcaatgaccattacctccaaatgeaagategeecet 138

Sbjct: 94788 gggtgtgtcgacgatccaagetagetcaatggecgtecacctteccacagecaagatcacegt 94847

Query: 139  tcgccccgggactatgttttgetttggaaccatctcatecatagecagatgaagagggaac 198

Sbjct: 94848 gcgtcccggatetgtattectgettegggacaatctecatectgtageggatgaagagggaat 94907

Query: 199  tctgcaccgcatagcagatct 219

Sbjct: 94908 tctacaccgcctcgecagatet 94928

Score = 85.7 bits (43), Expect = 9e-13
Tdentities = 109/131 (83%)
Strand = Plus / Plus

Query: 794  gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetg 853



Sbjct: 95455 gagcaagccgagcaagatgcaaggecaacgetgggagaatcegetettegggegecaaccta 95514

Query: 854  taccccgacttcgetcgtgcaatgaacacgecgagtgaagtcecggaggggtactggeeccag 913

Sbjct: 95515 aaccccgactttgecccgagetatgaacacgecgagegaagteggaggegtactagetegg 95574

Query: 914  atagctgacgg 924

EETEETETT
Sbjct: 95575 atagctgacgg 95585

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 509 ttctaccccgacgtcctecttcate 532

Sbjct: 95185 ttctaccccgacgtectettecate 95208

Score = 44.1 bits (22), Expect = 3.0
Identities = 43/50 (86%)
Strand = Plus / Plus

Query: 341 acccgaaaaactccgectgtccacttcgeccacaaaggagtggacacggat 390

Sbjct: 95038 acccggaagactccgetgtctacttccccaacaaaagaatggacacggat 95087

>gb|DQ002407. 1| Zea mays copia retrotransposon opiel, gypsy retrotransposon grandel,
xilonl retrotransposon, helitron B73 14578, gypsy
retrotransposon huckl and ruda retrotransposon, complete
sequence
Length = 152384

Score = 200 bits (101), Expect = 2e-47
Tdentities = 331/405 (81%), Gaps = 2/405 (0%)
Strand = Plus / Minus

Query: 1420 gacgtgatgacagtgtattttcccattgtcctagggcaagacgecaatgecagtggeteega 1479

Sbjct: 88641 gacgtgatgaccgecgtatttgeccategtecttgggecaagacgegetgtagtggetgega 88582



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

1480

88581

1540

88521

1600

88462

1660

88402

1720

88342

1780

88283

Identities
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

31

89981

91

89921

151

catctaccccaacattgcatagacaattggagecgacttcagttggtgettcatcgecaac

catctaccccgacactgecatcgacgactggggggacttcagtegacgettcaccgecaac

ttccagtccctetttgacaagecggegeagecatgggacctaaaateccattgggeatcag

ttccagtcecccteteccgacaagecgacgecaaccgtgggacctcaaatecatcaage—getg

ggcgatgaaacgctcecggttgtacctcaagaggttttagaccatgaggaaccacacccce

ggggatgagactctcecggtcgtacctcaaaaggttccagaccatgagaaatcgeattcece

gaagtcgccgaggegggggtgattgaagacttcetaccgaggatccaatgacteggettte

gaggtcacggaggcggecgtgatcgaggaattctacagaggatccaacgacteggetttt

gtccgagccatactccagaaaagegteggecacctecgaacacttgtteccgggaggecaga

gtccgagccatactacag—aaggegecgactaccteccgaggagetgtteccgggaageega

cctctacatcaccacggattaacgggeccaggacctcatecggagg 1824

cctctacatcaccgecgacgagegagetcaggacctcatecggagg 88239

113 bits (57), Expect = 4e-21

147/177 (83%)

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggtecggacccaaaacaccgacagetggegegecaggtagggggtgtgtegac

gatctgagctagctcaatgaccattacctccaaatgcaagategeccttegeeccegggac

gatccaagctagctcaatggecgtcaccttectacagcaagatcaccetgegeeceggate

tatgttttgectttggaaccatctcatccatagecagatgaagagggaactctgeaccg 207

1539

88522

1599

88463

1659

88403

1719

88343

1779

88284

90

89922

150

89862



Sbjct: 89861 cgtattctgcttcggaaaaatctcatctgtageggatgaagagggaactctacaccg 89805

Score = 91.7 bits (46), Expect = le-14
Identities = 112/134 (83%)
Strand = Plus / Minus

Query: 797 caagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctgtac 856

Sbjct: 89265 caagccgagcaagatgcaaggcaacgecgggagaatccattettegggegeaacctgaat 89206

Query: 857 cccgacttcgetecgtgecaatgaacacgecgagtgaagteggaggggtactggeccagata 916

Sbjct: 89205 cccgacttcgeccgagetatgaacacgecgagegaagteggaggggtattggeteggata 89146

Query: 917  gctgacggecteee 930

Sbjct: 89145 gctgatggactcce 89132

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggcegegecaggtagggg 80

Sbjct: 17151 aaacgccgacagttggegegecaggtagggg 17121

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 111035 aaacgccgacagttggegegecaggtagggg 111065

>gb|AC206691.5| Zea mays BAC clone CH201-149B20 from chromosome 10, complete sequence
Length = 174429



Score = 198 bits (100), Expect = 8e—47
Tdentities = 314/384 (81%), Gaps = 1/384 (0%)
Strand = Plus / Plus

Query: 1441 cccattgtcctagggcaagacgcaatgecagtggetecgacatetaccccaacattgeata 1500

Sbjct: 26067 cccatcgtccttgggecaagatgegetgecagtggetgegacatetacececgacactgeate 26126

Query: 1501 gacaattggagcgacttcagttggtgcttcategecaacttecagtecctetttgacaag 1560

Sbjct: 26127 gacgactggggagacttcagtcgacgtttcategecaacttecagtecctetecgacaag 26186

Query: 1561 ccggecgecagecatgggacctaaaatccattgggecatcagggegatgaaacgeteeggttg 1620

Sbjct: 26187 ccggegecaaccatgggacctcaaatccatcaagegecgggaggatgagactetecggtea 26246

Query: 1621 tacctcaagaggttttagaccatgaggaaccacacccccgaagtcgecgaggegggggtg 1680

Sbjct: 26247 taccttaaaaggttccagaccatgagaaactgcatccccgaggtcacggaggeggeegtg 26306

Query: 1681 attgaagacttctaccgaggatccaatgactcggetttegtecgagecatacteccagaaa 1740

Sbjct: 26307 atcgaggacttctacagaggatccaacgactcggttttcgtecgagecatactaca—aaa 26365

Query: 1741 agcgtcggecacctccgaacacttgttecgggaggecagacctetacatcaccacggatta 1800

Sbjct: 26366 ggcgecgactacctcecgaggagetgttecgggaageegacctetacatcaccgecgacga 26425

Query: 1801 acgggcccaggacctcatcggagg 1824

Sbjct: 26426 gcgagcccaggatctcatcggagg 26449

Score = 95.6 bits (48), Expect = 9e-16
Tdentities = 108/128 (84%)
Strand = Plus / Plus

Query: 794  gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacectg 853



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

25420

854

25480

914

25540

gagcaagccgagcaagatgcaaggcaacgecgggagaatcegetettegggegecaacttg

taccccgacttcgetcgtgcaatgaacacgecgagtgaagtecggaggggtactggeccag

aaccccgacttcgetcgagectatgaacacgecgagegaagtcecggaggegttectagetegg

atagctga 921

atagctga 25547

Score = 89.7 bits (45), Expect = 6e-14
Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

31

24704

91

24764

151

24824

211

24884

153/189 (80%)

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggteggacccaagacaccgacagetggegegecaggtagggggtgtgtegac

gatctgagctagctcaatgaccattacctccaaatgcaagatcecgeeccttegeecegggac

gatccaagctagctcaatggecgtcacctteccacagcaaaategetgtgegteceggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

tgtattctgettcgggacgatectegtecgtagcagatgaagaaggaattctacaccgecet

agcagatct 219

cgcagatct 24892

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query:

509

ttctaccccgacgtectettecate 532

Sbjct: 25150 ttctaccccgacgtectettecate 25173

25479

913

25539

90

24763

150

24823

210

24883



Score

Query:

= 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

50

aaacaccgacagctggegegecaggtagggg 80

Sbjct: 116116 aaacgccgacagttggegegecaggtagggg 116146

>gb|DQ493650. 1| Zea mays cultivar A188 bz locus region
Length = 54821

Score

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

= 196 bits (99), Expect = 3e—46
Tdentities = 331/407 (81%), Gaps = 1/407 (0%)
Strand = Plus / Plus

1418

33860

1478

33920

1538

33980

1598

34040

1658

34100

1718

34160

aggacgtgatgacagtgtattttcccattgtcctagggcaagacgcaatgecagtggetcee

aggacgtgatgaccgcatacttgeccattgtcectecgggcaagacgegetgecaatggetge

gacatctaccccaacattgcatagacaattggagcgacttcagttggtgettcategeca

gacatctaccccgacactgcatcgacgactggagegacttcagtcgacgtttcaccgeca

acttccagtccctetttgacaagecggegecagecatgggacctaaaatccattgggeate

actttcagtccctecteccgacaaaccagegcaaccatgggacctcaagtccatcaagegece

agggcgatgaaacgctecggttgtacctcaagaggttttagaccatgaggaaccacacce

agggggacgaaactctecggtegtacctcaaaaggttccagaccatgagaaatcgtatcece

ccgaagtcgecgaggegggggtgattgaagacttctaccgaggatccaatgacteggett

ccgaggtcacggaggeggecgtgategaggatttctacagaggatccaacgacteggect

tcgtceccgagecatactceccagaaaagegteggecacctecgaacacttgttecgggaggea

tcgtctgagecatattacag—aaggcegecgactacctecgagcaactgtteecgggaagece

1477

33919

1537

33979

1597

34039

1657

34099

1717

34159

1777

34218



Query: 1778 gacctctacatcaccacggattaacgggcccaggacctcatcggagg 1824

Sbjct: 34219 gacctctacatcaccgeccgacgagegagetcaggacctcateggagg 34265

Score =

103 bits (52), Expect = 4e-18

Tdentities = 154/188 (81%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

31

32498

91

32558

151

32618

211

32678

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggtecggacccaaaacaccgacageeggegegecaggtagggggtgtgtagee

gatctgagctagctcaatgaccattacctccaaatgcaagategeccttegeeccegggac

gatctaagctagctcaatggtegtcacctteccagegecaagatcacccteegeecceggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

cgtgttctgettcggaactatctecatctgtagecgatgaggaaggaactctacategeat

agcagatc 218

tgcagatc 32685

Score = 87.7 bits (44), Expect = 2e-13
Identities = 179/224 (79%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

848

33289

908

33349

968

aacctgtaccccgacttcgetegtgcaatgaacacgecgagtgaagtcggaggggtactg

aacctgaaccccgacttcgeccgagecatgaatacgecaagtgaagtcggaggagtactg

gcccagatagetgacggectecegegaaccctagacacggaaggetaceggeggetgett

gctecggatagetgatgggetececteggactececgacgtegagggetategacgactgtte

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee

90

32557

150

32617

210

32677

907

33348

967

33408

1027



Sbjct: 33409 actcaagcagccaaccatcttctacctctecgetcaccecgecgaacgacctacgacatgee 33468

Query: 1028 atcaacagccggcgagacacgeggagetcecatcaacgettegeg 1071

Sbjct: 33469 atcaacagtcgccgggacgegeggagetecatcaatgectegeg 33512

Score = 54.0 bits (27), Expect = 0.003
Tdentities = 27/27 (100%)
Strand = Plus / Plus

Query: 509  ttctaccccgacgtcctcttcatcagg 535

Sbjct: 32965 ttctaccccgacgtcctettcatcagg 32991

>gb|DQ493646. 1| Zea mays cultivar CML258 bz locus region
Length = 66062

Score = 196 bits (99), Expect = 3e—46
Identities = 331/407 (81%), Gaps = 1/407 (0%)
Strand = Plus / Plus

Query: 1418 aggacgtgatgacagtgtattttcccattgtcctagggcaagacgcaatgecagtggetee 1477

Sbjct: 45102 aggacgtgatgaccgcatacttgeccattgtectegggecaagacgegetgecaatggetge 45161

Query: 1478 gacatctaccccaacattgcatagacaattggagegacttcagttggtgettecategeeca 1537

Sbjct: 45162 gacatctaccccgacactgcatcgacgactggagegacttcagtegacgtttecaccgeeca 45221

Query: 1538 acttccagtccctctttgacaagecggegecagecatgggacctaaaateccattgggeate 1597

Sbjct: 45222 actttcagtccctctecgacaaaccagegecaaccatgggacctcaagtecatcaagegee 45281

Query: 1598 agggcgatgaaacgctccggttgtacctcaagaggttttagaccatgaggaaccacacce 1657

Sbjct: 45282 agggggacgaaactctccggtegtacctcaaaaggttccagaccatgagaaategtatee 45341

Query: 1658 ccgaagtcgccgaggegggggtgattgaagacttetacecgaggatccaatgacteggett 1717



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

45342

1718

45402

1778

45461

Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

31

43740

91

43800

151

43860

211

43920

ccgaggtcacggaggeggecgtgategaggatttetacagaggatccaacgacteggeet 45401

tcgtccgagecatactccagaaaagegteggecacctecgaacacttgttecgggaggea 1777

tcgtctgagecatattacag—aaggegecgactacctecgagecaactgttecgggaagee 45460

gacctctacatcaccacggattaacgggcccaggacctcateggagg 1824

gacctctacatcaccgecgacgagegagetcaggacctecateggagg 45507

103 bits (52), Expect = 4e-18

154/188 (81%)

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

gggtgtgecggteggacccaaaacaccgacageecggegegecaggtagggggtgtgtagee 43799

gatctgagctagctcaatgaccattacctccaaatgecaagatcegeccttegeceegggae 150

gatctaagctagctcaatggtcgtcaccttccagegecaagatcacccteegecceggate 43859

tatgttttgectttggaaccatctcatccatagecagatgaagagggaactctgeaccgeat 210

cgtgttetgetteggaactatctcatctgtageecgatgaggaaggaactctacategeat 43919

agcagatc 218

tgcagatc 43927

Score = 87.7 bits (44), Expect = 2e-13
Tdentities = 179/224 (79%)
Strand = Plus / Plus

Query:

848

aacctgtaccccgacttegetegtgecaatgaacacgecgagtgaagteggaggggtactg 907

Sbjct: 44531 aacctgaaccccgacttcgecccgagecatgaatacgecaagtgaagteggaggagtactg 44590



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

908 gcccagatagctgacggectcecgegaaccctagacacggaaggetaceggeggetgett 967

44591 gctcggatagetgatgggeteccteggacteccgacgtegagggetategacgactgtte 44650

968 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 1027

44651 actcaagcagccaaccatcttctacctectegetcaccegecgaacgacctacgacatgee 44710

1028 atcaacagccggegagacacgeggagetcecatcaacgettegeg 1071

44711 atcaacagtcgeccgggacgegeggagetecatcaatgectegeg 44754

Score = 54.0 bits (27), Expect = 0.003
Tdentities = 27/27 (100%)
Strand = Plus / Plus

Query:

Sbjct:

509 ttctaccccgacgtcctettcatcagg 535

44207 ttctaccccgacgtectecttcatcagg 44233

>gb|AF448416. 1| Zea mays B73 chromosome 9S bz genomic region

Length = 106186

Score = 196 bits (99), Expect = 3e—46
Identities = 331/407 (81%), Gaps = 1/407 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1418 aggacgtgatgacagtgtattttcccattgtcctagggcaagacgecaatgecagtggetee 1477

84240 aggacgtgatgaccgcatacttgeccattgtectegggecaagacgegetgecaatggetge 84299

1478 gacatctaccccaacattgcatagacaattggagegacttcagttggtgettcategeca 1537

84300 gacatctaccccgacactgecatcgacgactggagegacttcagtegacgtttcaccgeca 84359

1538 acttccagtccctetttgacaagecggegeagecatgggacctaaaateccattgggeate 1597

84360 actttcagtccctctccgacaaaccagegecaaccatgggacctcaagtecatcaagegee 84419



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

1598

84420

1658

84480

1718

84540

1778

84599

Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

31

82878

91

82938

151

82998

211

83058

agggcgatgaaacgctecggttgtacctcaagaggttttagaccatgaggaaccacacce

agggggacgaaactctecggtegtacctcaaaaggttccagaccatgagaaatcgtatcece

ccgaagtcgecgaggegggggtgattgaagacttctaccgaggatccaatgacteggett

ccgaggtcacggaggeggecgtgatecgaggatttctacagaggatccaacgacteggect

tcgtceccgagecatactceccagaaaagegteggecacctecgaacacttgttecgggaggea

tcgtctgagecatattacag—aaggcegecgactaccteccgagcaactgtteecgggaagece

gacctctacatcaccacggattaacgggcccaggacctcateggagg 1824

gacctctacatcaccgecgacgagegagetcaggacctecateggagg 84645

103 bits (52), Expect = 4e-18

154/188 (81%)

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggteggacccaaaacaccgacagecggegegecaggtagggggtgtgtagee

gatctgagctagctcaatgaccattacctccaaatgcaagatcecgeccttegeecegggac

gatctaagctagctcaatggtegtcacctteccagegecaagatcacceteegeecceceggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

cgtgttctgettcggaactatctcatctgtagecgatgaggaaggaactctacategeat

agcagatc 218

tgcagatc 83065

1657

84479

1717

84539

1777

84598

90

82937

150

82997

210

83057



Score

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

= 87.7 bits (44), Expect = 2e-13
Identities = 179/224 (79%)
Strand = Plus / Plus

848

83669

908

83729

968

83789

1028

83849

aacctgtaccccgacttegetegtgecaatgaacacgecgagtgaagteggaggggtactg 907

aacctgaaccccgacttecgeccgagecatgaatacgecaagtgaagteggaggagtactg 83728

gcccagatagetgacggecteeecgegaaccctagacacggaaggetaccggeggetgett 967

gctecggatagetgatgggeteecteggacteccgacgtegagggetategacgactgtte 83788

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 1027

actcaagcagccaaccatcttctacctectegetcaccegecgaacgacctacgacatgee 83848

atcaacagccggegagacacgeggagetecatcaacgettegeg 1071

atcaacagtcgccgggacgegeggagetecatcaatgectegeg 83892

Score = 54.0 bits (27), Expect = 0.003
Identities = 27/27 (100%)
Strand = Plus / Plus

Query:

509

ttctaccccgacgtectettecatcagg 535

Sbjct: 83345 ttctaccccgacgtcctettcatcagg 83371

>gb|AY664416. 1| Zea mays cultivar Mol7 locus bz, complete sequence
Length = 203581

Score =

196 bits (99), Expect = 3e—46

Tdentities = 331/407 (81%), Gaps = 1/407 (0%)
Strand = Plus / Plus

Query: 1418 aggacgtgatgacagtgtattttcccattgtcctagggecaagacgcaatgecagtggetee 1477

Sbjct: 72871 aggacgtgatgaccgcatacttgeccattgtectegggecaagacgegetgecaatggetge 72930



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

1478

72931

1538

72991

1598

73051

1658

73111

1718

73171

1778

73230

Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

31

71509

91

71569

151

71629

gacatctaccccaacattgcatagacaattggagcgacttcagttggtgettcategeca

gacatctaccccgacactgcatcgacgactggagegacttcagtcgacgtttcaccgeca

acttccagtccctetttgacaagecggegecagecatgggacctaaaatccattgggeate

actttcagtccctectecgacaaaccagegcaaccatgggacctcaagtecatcaagegece

agggcgatgaaacgctecggttgtacctcaagaggttttagaccatgaggaaccacacce

agggggacgaaactctecggtegtacctcaaaaggttccagaccatgagaaatcgtatcece

ccgaagtcgecgaggegggggtgattgaagacttctaccgaggatccaatgacteggett

ccgaggtcacggaggeggecgtgategaggatttctacagaggatccaacgacteggect

tcgtceccgagecatactceccagaaaagegteggecacctecgaacacttgttecgggaggea

tcgtctgagceccatattacag—aaggcgcecgactacctcegagcaactgttecgggaagee

gacctctacatcaccacggattaacgggcccaggacctcatcggagg 1824

gacctctacatcaccgeccgacgagegagetcaggacctecatceggagg 73276

103 bits (52), Expect = 4e-18

154/188 (81%)

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggtecggacccaaaacaccgacageecggegegecaggtagggggtgtgtagee

gatctgagctagctcaatgaccattacctccaaatgcaagategeccttegeeccegggac

gatctaagctagctcaatggtegtcaccttccagegecaagatcaccceteegeeceggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

cgtgttctgettcggaactatctecatctgtagecgatgaggaaggaactctacategeat

1537

72990

1597

73050

1657

73110

1717

73170

1777

73229

90

71568

150

71628

210

71688



Query:

211

agcagatc 218

Sbjct: 71689 tgcagatc 71696

Score = 87.7 bits (44), Expect = 2e-13
Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

848

72300

908

72360

968

72420

1028

72480

179/224 (79%)

aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagtcggaggggtactg

aacctgaaccccgacttcgeccgagecatgaatacgecaagtgaagtcggaggagtactg

gcccagatagetgacggectecegegaaccctagacacggaaggetaceggeggetgett

gctecggatagetgatgggetececteggactececgacgtegagggetategacgactgtte

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee

actcaagcagccaaccatcttctacctctcgectcaccegecgaacgacctacgacatgee

atcaacagccggegagacacgeggagetccatcaacgettegeg 1071

atcaacagtcgccgggacgegeggagetecatcaatgectegeg 72523

Score = 54.0 bits (27), Expect = 0.003
Tdentities = 27/27 (100%)
Strand = Plus / Plus

Query:

509

ttctaccccgacgtectettecatcagg 535

Sbjct: 71976 ttctaccccgacgtcctcettecatcagg 72002

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

907

72359

967

72419

1027

72479



Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 29682 aaacgccgacagttggegegecaggtagggg 29652

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 121172 aaacgccgacagttggegegecaggtagggg 121142

>gb|AC209386. 4| Zea mays BAC clone CH201-98J13 from chromosome 5, complete sequence
Length = 196028

Score = 194 bits (98), Expect = le—45
Identities = 318/390 (81%), Gaps = 1/390 (0%)
Strand = Plus / Plus

Query: 1441 cccattgtcctagggcaagacgcaatgcagtggetcecgacatctacceccaacattgeata 1500

Sbjct: 162198 cccatcgtcctecgggecaagacgegetgecaatggetgegacatectaceecegacactgeate 162257

Query: 1501 gacaattggagcgacttcagttggtgcttcatecgecaacttecagteectetttgacaag 1560

Sbjct: 162258 gaagactggagcgacttcagtcgacgettcaccgecaactttcagtecctetecgacaaa 162317

Query: 1561 ccggegeagecatgggacctaaaatccattgggecatcagggegatgaaacgeteeggttg 1620

Sbjct: 162318 ccagcgcaaccatgggacctcaaatccatcaagegecggggggacaaaacteteecggteg 162377

Query: 1621 tacctcaagaggttttagaccatgaggaaccacacccccgaagtcgecgaggegggggtg 1680

Sbjct: 162378 tacctcaaaaggttccagaccatgagaaatcgtatccccgaggtcacagaggeggeegtg 162437

Query: 1681 attgaagacttctaccgaggatccaatgactcggetttegtecgagecatactccagaaa 1740

Sbjct: 162438 atcgaggacttctacagaggatccaacgactcecggecttegtecgagecatattacag—aa 162496



Query: 1741

Sbjct: 162497

Query: 1801

Sbjct: 162557

agcgtcggecacctecgaacacttgtteecgggaggeagacctetacatcaccacggatta 1800

ggcgacgactacctccgaacaactgttecgggaagecgacctetacatcaccgeecgacga 162556

acgggceccaggacctcatcggaggecacgaa 1830

gcgagctcaagacctcatcggaggaacgaa 162586

Score = 145 bits (73), Expect = 1e-30

Identities =

160/189 (84%)

Strand = Plus / Plus

Query: 30

Sbjct: 160819

Query: 90

Sbjct: 160879

Query: 150

Sbjct: 160939

Query: 210

Sbjct: 160999

Score = 95.6
Identities =

tgggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtett 89

tgggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtege 160878

tgatctgagctagctcaatgaccattacctccaaatgecaagategecettegeeceggga 149

cgatctaagctagectcaatggtcegtcaccttecaccgecaagatcaccetecgeeectggat 160938

ctatgttttgectttggaaccatctcatccatagcagatgaagagggaactctgeaccgea 209

ctgtgttctgetteggaactatctcatecgtagecagatgaagaaggaactctacatcgea 160998

tagcagatc 218

tcgcagatc 161007

bits (48), Expect = 9e-16
180/224 (80%)

Strand = Plus / Plus

Query: 848

Sbjct: 161608

Query: 908

aacctgtaccccgacttegetegtgecaatgaacacgecgagtgaagteggaggggtactg 907

aacctgaaccccgacttcgeccgagecatgaacacaccgagtgaagtcggaggggtactg 161667

gcccagatagetgacggecteccgegaaccctagacacggaaggetaceggeggetgett 967



Sbjct: 161668 gctcggatagetgatggactcccteggacteccgacgecgagggetategacgattgtte 161727

Query: 968 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 1027

Sbjct: 161728 actcaagcagccaaccatcttctacctctegetcacccgeecgaacgacctacgacacace 161787

Query: 1028 atcaacagccggcgagacacgeggagetccatcaacgettegeg 1071

Sbjct: 161788 atcaacagccgeccgggacgegegaagetecatcaacgeectegeg 161831

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 89649 aaacgccgacagttggegegecaggtagggg 89619

>emb|X97604. 1| Z.diploperennis DNA for Grandel-4 retrotransposon
Length = 13779

Score = 192 bits (97), Expect = 5e—45
Identities = 329/405 (81%), Gaps = 1/405 (0%)
Strand = Plus / Plus

Query: 1420 gacgtgatgacagtgtattttcccattgtcctagggcaagacgecaatgeagtggeteega 1479

Sbjct: 1949 gacgtgatgaccgecgtatttacccategtecttgggecaagacgegetgtagtggetgega 2008

Query: 1480 catctaccccaacattgcatagacaattggagcgacttcagttggtgcttcategecaac 1539

Sbjct: 2009 gatctaccccgacacaacatcgacgactggggagacttcagtegacgettcaccgecaac 2068

Query: 1540 ttccagtccctctttgacaagecggegeagecatgggacctaaaatccattgggeatcag 1599

Sbjct: 2069 ttccagtacctctccgacaagecggegecaaccgtgggacctcaaatecatcaagegeegg 2128

Query: 1600 ggcgatgaaacgctccggttgtacctcaagaggttttagaccatgaggaaccacacccee 1659



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

2129

1660

2189

1720

2249

1780

2308

ggggatgagactctceggtegtacctcaaaagattccagaccatgagaaatggtatcecee 2188

gaagtcgeccgaggegggggtgattgaagacttetaccgaggatccaatgacteggettte 1719

gaggtcacggaggecggecgtgatcgaggacttctacagaggatccaatgacteggettte 2248

gtccgagecatactccagaaaagegteggecaccteecgaacacttgttecgggaggecaga 1779

gtccgagecatactacagaag—gegecgactactteecgaagagetgttecgggaagecga 2307

cctctacatcaccacggattaacgggeccaggacctcatcggagg 1824

cctctacatcaccgecgatgagtgagetcaggacctcateggagg 2352

Score = 93.7 bits (47), Expect = 4e-15
Identities = 71/79 (89%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

31

607

91

667

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegaec 666

gatctgagctagctcaatg 109

gatccaagctagctcaatg 685

Score = 77.8 bits (39), Expect = 2e-10
Tdentities = 106/126 (84%), Gaps = 3/126 (2%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

797

1328

856

1386

caagccgagcaaggtgcaaggetgegecgagagaatgetetetttg—cteggaacctgta 855

caagccgagcaagatgcaaggecaacgecgggagaatccattetteggetec——aacctgaa 1385

cccegacttegetegtgecaatgaacacgecgagtgaagteggaggggtactggeccagat 915

tccecgacttegeccgagetatgaacacgecgagegaagteggaggggtactageteggat 1445



Query: 916 agctga 921

Sbjct: 1446 agctga 1451

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 509 ttctaccccgacgtcctettcate 532

Sbjct: 1055 ttctaccccgacgtectettecate 1078

>gb|AC203533. 4| Zea mays BAC clone CH201-452L5 from chromosome 5, complete sequence
Length = 196401

Score = 184
Identities = 455/573 (79%), Gaps = 2/573 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1253

165917

1313

165977

1372

166037

1432

166097

1492

166157

bits (93), Expect = le—42

cgacatgaagacacgtgcggagtcecttcgecacttactcegtgtetecgggecatccagtgg

cgacaggaggacacgtgcggagtatccgeccttactcegegecttagggecatccaatgg

cccect—aacttcaaggtctccaacgtcagcaagtatgagegcaagcaggacctgggtgge

cctctcaacttcaaggtatccaatgtcgacaaatatgaacccaagcaggatccagggggt

tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca

tggttagccgtctacaccaccgetgetegggetgecggggeatecgaagacgtecatgace

gtgtattttcccattgtcctagggcaagacgcaatgecagtggetcecgacatcetacececaa

gcgtatcectgetcategtecttggacaagatgegetgeagtggetacgacatcetaceecga

cattgcatagacaattggagcgacttcagttggtgettcatecgecaacttecagtececte

cactgcatcaacaactggggagacttcagtcgacgtttcaccgccaacttecagtetete

1312

165976

1371

166036

1431

166096

1491

166156

1551

166216



Query: 1552  tttgacaagccggcgcagecatgggacctaaaatccattgggeatcagggegatgaaacg 1611

Sbjct: 166217 ttcgacaagccagcgcaaccatgggacctcaaatccatcaagegeecggggggatgagact 166276

Query: 1612 ctccggttgtacctcaagaggttttagaccatgaggaaccacacccccgaagtegeecgag 1671

Sbjct: 166277 ctccggtcataccttaaaaggttccagaccatgagaaaccgecatccececgaggtcacagag 166336

Query: 1672  gcgggggtgattgaagacttctaccgaggatccaatgactecggetttegtecgagecata 1731

Sbjct: 166337 gcggecgtggtetaggacttetacagaggatctaacgacteggetttegtecgagecata 166396

Query: 1732 ctccagaaaagcgtcggecacctecgaacacttgttecgggaggecagacctetacatcac 1791

Sbjct: 166397 ctaca—aaaggcgccgactacctccgaggagetgttecgggaagecgacctetacattac 166455

Query: 1792  cacggattaacgggcccaggacctcatcggagg 1824

Sbjct: 166456 cgccgacgagegggeccaggatctecatecggagg 166488

Score = 111 bits (56), Expect = 2e-20
Identities = 155/188 (82%)
Strand = Plus / Plus

Query: 32 ggtgtgecggacggactctaaacaccgacagetggegegecaggtagggggtgtgtetttg 91

Sbjct: 164744 ggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegacg 164803

Query: 92 atctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegeccegggact 151

Sbjct: 164804 atccaagctagctcaatggcegtcacctteccacagecaagategeegtgegtececggatet 164863

Query: 152 atgttttgctttggaaccatctcatccatagcagatgaagagggaactctgecaccgeata 211

Sbjct: 164864 gtattctgcttcgggacaatctcatctgtageggatgaagagggaattcetacaccgeete 164923

Query: 212 gcagatct 219



Sbjct: 164924 gcagatct 164931

Score = 93.7 bits (47), Expect = 4e-15
Identities = 110/131 (83%)
Strand = Plus / Plus

Query: 794 gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetg 853
AR RN A R A R R R A R R RN I R AR RN

Sbjct: 165458 gagcaagccgagcaagatgcaaggcaacgacgegagaateegetettegggegecaacctg 165517

Query: 854 taccccgacttegetegtgecaatgaacacgecgagtgaagteggaggggtactggeccag 913

Sbjct: 165518 aaccccgacttcgeccgagetatgaacacgecgagegaagteggaggegttetagetegg 165577

Query: 914 atagctgacgg 924

Sbjct: 165578 atagctgacgg 165588

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 187569 aaacgccgacagttggcgegecaggtagggg 187539

>gb|AY883559. 2| Zea mays cultivar inbred line B73 teosinte glume architecture 1 (tgal)
gene, complete cds
Length = 169976

Score = 180 bits (91), Expect = 2e-41
Tdentities = 454/571 (79%), Gaps = 3/571 (0%)
Strand = Plus / Minus

Query: 1252  ccgacatgaagacacgtgcggagtcttegecacttactecgtgtetecgggecatecagtg 1311

Sbjct: 109879 ccgacaggaagacacgtgtggagtatctgegetcactecgtgtetecagggecattcaatg 109820



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1312

109819

1371

109759

1431

109699

1491

109639

1551

109580

1611

109520

1671

109460

1731

109400

1791

109341

Score = 113
Identities =

gccectaa—cttcaaggteteccaacgtcagcaagtatgagegcaagecaggacetgggtgg

gccecceccaaacttcaaggteteccaacgtcaacaaatacgagectaagecaggaccegggagg

ctggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgac

ctggttggecgtctatacaaccgetgecececggecactggggcaactaaagatgtgatgac

agtgtattttcccattgtcctagggcaagacgcaatgecagtggetecgacatcectacececa

tgtgtatttacccatcatccttgggcaagacacatttcaatggetacgacatctaccgea

acattgcatagacaattggagcgacttcagttggtgettcategeccaacttccagteeet

gcactgcattgatgattggagtgacttcagtcgacatttt—tcgeccaacttccaatcect

ctttgacaagccggecgecagcecatgggacctaaaatccattgggecatcagggegatgaaac

ctccgacaagccagcatagecgtgggacctcaaatccatcaggecaccgaggggatgagac

gcteccggttgtacctcaagaggttttagaccatgaggaaccacacccccgaagtcegececga

tcttecggtcgtacctcaagtggtttcagaccatgagaaatcgecattccecgaggecactga

ggcgggggtgattgaagacttctaccgaggatccaatgactecggetttegteegageceat

agcagcagtgatcgaggacttctaccggggatccaatgactcggecttcatcegagecat

actccagaaaagcgtcggecacctecgaacacttgttecgggaggeagacctcectacatca

actaca—aaaggcaccgaccacttccgagcagetgttcagggaggeggacctcectacatca

ccacggattaacgggcccaggacctcategg 1821

ccgeggacgaacgggetcaggaccteategg 109311

bits (57), Expect = 4e-21
191/233 (81%), Gaps = 2/233 (0%)

1370

109760

1430

109700

1490

109640

1550

109581

1610

109521

1670

109461

1730

109401

1790

109342



Strand = Plu

Query: 2

Sbjct: 94160

Query: 62

Sbjct: 94220

Query: 121

Sbjct: 94280

Query: 181

Sbjct: 94339

Score = 91.7
Identities =
Strand = Plu

Query: 947

Sbjct: 110184

Query: 1007

Sbjct: 110124

Query: 1067

Sbjct: 110064

Score = 69.9
Identities =
Strand = Plu

s / Plus

tacccaaaagcaccgcaaggggtageectgggtgtgeggacggactctaaacaccgacag 61

tacccaaaagcactgcgaggggtaacceegggtgegeggtegggtectaaacaccgacag 94219

ctggegegecaggtagggggtgtgtetttgatetgagetagetcaatgaccatta—cete 120

ctggegegetaggtagggggtgtgtegetgateccaagetagetcaatggecatcattete 94279

caaatgcaagatcgcccttegececegggactatgttttgetttggaaccatectcatecat 180

c—-aacacaagattgctctecegecctggatetgtgttetggttegggaccatetegtecat 94338

agcagatgaagagggaactctgcaccgecatagecagatctattggagaagaage 233

ggcagacgaagaaggaattctgecatcgtatageggatccatecggagaagaage 94391

bits (46), Expect = le-14

103/122 (84%)
s / Minus
gaaggctaccggeggetgettactegageagttaatcaccttetacccatcactaatect 1006

gaaggctatcggeggetgetcactegggeatcetaatcatettetacceetegeteatecee 110125

ccaagcgacctacgccatgecatcaacagecggegagacacgeggagetecatcaacget 1066

ccgagegatctacgacacgccatcaacagttggtgggacacgeagagetecatcaacget 110065

tc 1068

||
tc 110063

bits (35), Expect = 5e-08
140/175 (80%)
s / Plus



Query: 504 ctcctttctaccccgacgtectettcatcagggggagattggagttageaccegtettea 563

Sbjct: 94650 ctcctttctaccctgacgtecttttecatcgagggaagagtggagtecateteeccateteecg 94709

Query: 564  acgatgagccaaccatgcaaggggaagagectccccagegtgaggegegacgacggagga 623

Sbjct: 94710 atgatgagccaaccatgcctggggaagaacctectecagegagaagetegecgatggagga 94769

Query: 624  atagaagccagaacgtgcggegacatcacgaggetggggaacgggatecggegea 678

Sbjct: 94770 accaacgccgaaatattcggegacatcacgaagcaggggaacgggacteggegea 94824

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 67172 aaacgccgacagttggegegecaggtagggg 67202

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 131516 aaacgccgacagttggegegecaggtagggg 131546

>gb|AC225631. 3| Zea mays BAC clone CH201-111A2 from chromosome 8, complete sequence
Length = 200661

Score = 178 bits (90), Expect = 8e-41
Tdentities = 325/402 (80%), Gaps = 1/402 (0%)
Strand = Plus / Plus

Query: 1423 gtgatgacagtgtattttcccattgtcctagggcaagacgcaatgecagtggetecgacat 1482

Sbjct: 179623 gtgatgactgtgtatttgcccategtecttgggecaggatgegetgecaatggetacgacac 179682



Query: 1483

Sbjct: 179683

Query: 1543

Sbjct: 179743

Query: 1603

Sbjct: 179803

Query: 1663

Sbjct: 179863

Query: 1723

Sbjct: 179923

Query: 1783

Sbjct: 179982

Score = 113
Identities =

ctaccccaacattgcatagacaattggagcgacttcagttggtgettcategecaactte

ctgcctegacactgecatcgacgattggagegacttcagtcggeattttategecaactte

cagtccctetttgacaagecggegeagecatgggacctaaaatccattgggeatcaggge

caatccctectecgacaageeggegeagecatgagacctcaaatecatecagacgecgaggg

gatgaaacgctccggttgtacctcaagaggttttagaccatgaggaaccacacccecgaa

gatgagactctccggtcatacctcaaaaggttttagaccatgagacatcgtatcccecgag

gtcgecgaggegggggtgattgaagacttctaccgaggateccaatgacteggetttegte

gttgcggaagcageggtgatcgaagacttctaccggggatctaatgacteggectteate

cgagccatactccagaaaagcgteggecacctceccgaacacttgttecgggaggeagacct

cgagccatactgca—aaaggtgeccgacaacctccgagecagetattcagggaagcecagacct

ctacatcaccacggattaacgggcccaggacctcatcggagg 1824

ctacatcaccggcgacgaacgggctcagaacctcatcggagg 180023

bits (57), Expect = 4e-21
141/169 (83%)

Strand = Plus / Plus

Query: 50

Sbjct: 178334

Query: 110

Sbjct: 178394

Query: 170

aaacaccgacagctggegegecaggtagggggtgtgtetttgatetgagetagetcaatg

aaacaccgacagctggcecacgccaggtagggggtgtgtcactgatccaagetagetcaatg

accattacctccaaatgcaagatcgeccttegeccegggactatgttttgetttggaacce

gccatcactttccagcacaagategetcectecegeectagatetgtgttetgettcagaacce

atctcatccatagcagatgaagagggaactctgecaccgecatagecagate 218

1542

179742

1602

179802

1662

179862

1722

179922

1782

179981

109

178393

169

178453



Sbjct: 178454 atctcatccatggcagatgaagaaggaactctacatcgecatageggate 178502

Score = 85.7 bits (43), Expect = 9e-13
Tdentities = 119/143 (83%), Gaps = 1/143 (0%)
Strand = Plus / Plus

Query: 1222 ctccectecttgggaccgacctecacgaacgecgacatgaagacacgtgeggagtettege 1281

Sbjet: 179472 ctccectececgggaccgacaccacaaccgtegacaggaagacacgtgtggagtategge 179531

Query: 1282 acttactccgtgtctccgggecatccagtgg—ccectaacttcaaggtcecteccaacgtecag 1340

Sbjct: 179532 gcttactccacgtctcagggecatccagtggececectaacttcaaggtetetaacatega 179591

Query: 1341 caagtatgagcgcaagcaggacc 1363

Sbjct: 179592 caagtacgagcctaagcaggacc 179614

Score = 52.0 bits (26), Expect = 0.012
Identities = 35/38 (92%)
Strand = Plus / Plus

Query: 509 ttctaccccgacgtectettecatcagggggagattgga 546

Sbjet: 178772 ttctaccccgacgtecctetttatcggggggagagtgga 178809

Score = 44.1 bits (22), Expect = 3.0
Tdentities = 25/26 (96%)
Strand = Plus / Plus

Query: 55 ccgacagctggegegecaggtagggg 80

Sbjct: 56887 ccgacagttggcgegecaggtagggg 56912

>gb|EF190062. 1| Zea mays clone FS2 20 chromosome B, genomic sequence
Length = 39210



Score

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

= 176 bits (89), Expect = 3e-40
Identities = 450/569 (79%), Gaps = 1/569 (0%)
Strand = Plus / Minus

1262

8187

1322

8127

1382

8067

1442

8007

1502

7947

1562

7887

1622

7827

1682

7767

1742

7708

gacacgtgcggagtcttcgeacttactcegtgtetecgggecatccagtggeecectaact

gacacgtgtggagtattggegettactccacgtettagggecattcagtgececectaact

tcaaggtctccaacgtcagcaagtatgagecgcaagecaggacctgggtggetggttageca

tcaaggtctccaacatcgacaagtacgagcccaagecagaacccgggaggetggttggetg

tctacacgattgtcacatgggecgecggagegacggaggacgtgatgacagtgtatttte

tctataccactgetgectgggecgetggggcaactgaagatttgatgactgegtatttge

ccattgtcctagggcaagacgcaatgcagtggetcecgacatctaccccaacattgeatag

ccatcgtccttaagcaagatgegetgcaatggetacgacacctgecccgacactacateg

acaattggagcgacttcagttggtgettcatcgecaacttecagtecctetttgacaage

acgattggagcgatttcagtcgatgttttatcgeccaacttccaatecccteteccgacaage

cggcgcagecatgggacctaaaatccattgggecatcagggegatgaaacgeteeggttgt

cggcgcaaccatgggacctcaaatccatcaggegecgaggggatgaaactcaceggtceat

acctcaagaggttttagaccatgaggaaccacacccccgaagtecgecgaggegggggtga

acctcaaaagatttcaaaccttgagaaatcatatccccgaggttgetgaagecagegatga

ttgaagacttctaccgaggatccaatgactcggetttcgtecgagecatactccagaaaa

tcgaggacttctaccggggatctaatgactcecggecttecgtecgagecatactgeca—aaag

gcgteggecacctecgaacacttgttecgggaggeagacctetacatcaccacggattaa

gcgccaactacctccgagecagetattcagggaagegaacctetacatcacecgecgacgaa

1321

8128

1381

8068

1441

8008

1501

7948

1561

7888

1621

7828

1681

7768

1741

7709

1801

7649



Query: 1802 cgggcccaggacctcatcggaggecacgaa 1830

Sbjct: 7648 tgggctcaggacctcattggaggaacgaa 7620

Score =

Identities
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

9408

67

9348

127

9288

187

9228

119 bits (60), Expect = 6e-23

= 174/212 (82%)

aaaagcaccgcaaggggtagecctgggtgtgecggacggactctaaacaccgacagetgge

aaaagcacctcgaggggcaacceegggtgtgeggteggacccaaaacaccgacagetggt

gcgecaggtagggggtgtgtectttgatctgagetagetcaatgaccattacctecaaatg

gcgecaggtagggggtgtgtcactgatccaagetagetcaatggeegtecactttcecagea

caagatcgcccttcgeccecgggactatgttttgetttggaaccatetcatecatagecaga

caagatcgctctcecgeectggatecgtgttetgetttggaaccatetcatecgtggeaga

tgaagagggaactctgecaccgecatagecagate 218

cgaagaaggaactctacattgcatageggate 9197

Score = 67.9 bits (34), Expect = 2e-07
Tdentities = 184/234 (78%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

848 aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactg

8600 aacctgaatcccgacttcgetcecgagecatgaacacaccgagegaggttgatggagtgtty

908

8540

gcccagatagetgacggectececgegaaccctagacacggaaggetaceggeggetgett

gctcggatagecegatggectecececggactctagacgecgagggetateggtggetgete

66

9349

126

9289

186

9229

907

8541

967

8481



Query:

Sbjct:

Query:

Sbjct:

>gb|AC196084. 4| Zea mays BAC clone CH201-52A17 from chromosome 5, complete sequence

968

8480

1028

8420

Le

Score = 17
Tdentities = 305/376 (81%), Gaps = 1/376 (0%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

1417

91274

1477

91214

1537

91154

1597

91094

1657

91034

1717

90974

1777

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 1027

actcgggcagctaaccatcttetgecteccgeteatectecgagegatcetacaacacgee 8421

atcaacagccggegagacacgeggagetccatcaacgettegegegaccgatga 1081

atcaatagtcgacgggacgcacagagctccatcaatgettegegegaacgatga 8367

ngth = 187208

4 bits (88), Expect = le—-39

gaggacgtgatgacagtgtattttcccattgtectagggcaagacgcaatgecagtggete

gaggacgtaatgaccgtgtacttgectatcgtectegggcaagacgegetgecaatggetg

cgacatctaccccaacattgcatagacaattggagegacttcagttggtgettcategee

cgacacctaccctgagactgcatcgacgactggagecacttcagteggegettcaccegee

aacttccagtccctctttgacaagececggegecagecatgggacctaaaatccattgggeat

aactttcagtctctctccgacaaaccggegcaaccatgggacctcaaatccatcaagegt

cagggcgatgaaacgctcecggttgtacctcaagaggttttagaccatgaggaaccacacce

cggggggatgaaactctccggtcatacctcaaaaggttccagaccatgagaaatcatate

cccgaagtecgecgaggegggggtgattgaagacttetaccgaggatccaatgactegget

cccgaggtecgecagatgeggecagtgatcgaggacttctacagaggatccaatgactegace

ttcgtccgagcecatactccagaaaagegteggecacctecgaacacttgttecgggagge

tttgtccgaaccatattaca—aaaggtgecgactacctcecgagcaactgtteccgggaage

agacctctacatcacc 1792

1476

91215

1536

91155

1596

91095

1656

91035

1716

90975

1776

90916



Sbjct: 90915

Score = 101
Identities =
Strand = Plu

Query: 848

Sbjct: 91844

Query: 908

Sbjct: 91784

Query: 968

Sbjct: 91724

Query: 1028

Sbjct: 91664

Score = 93.7
Identities =
Strand = Plu

Query: 7

Sbjct: 102107

Query: 67

Sbjct: 102047

Score = 50.1
Identities =

cgacctctacatcacc 90900

bits (51), Expect = le-17
192/239 (80%)
s / Minus

aacctgtaccccgacttegetegtgecaatgaacacgecgagtgaagteggaggggtactg 907

aacctgaaccccgacttecgeccgagecatgaacacgecgagtgaagttggaggggtgttg 91785

gcccagatagetgacggectecegegaaccctagacacggaaggetaceggeggetgett 967

gcteggatggatgatggecteecteggacteccgacaccgaggggtateggeggetatte 91725

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 1027

actcaagcagccaatcaccttctacccectegetcaccegecgaacgatctatgacacace 91665

atcaacagccggecgagacacgeggagetceccatcaacgettegegegaccgatgacacga 1086

atcaacagtcgccgagacgegeggagetecatcaatgectegegtgaacgacgacacga 91606

bits (47), Expect = 4e-15
89/103 (86%)
s / Minus

aaaagcaccgcaaggggtagecetgggtgtgeggacggactetaaacaccgacagetgge 66

aaaagcacctcggggggtaaccetgggtgegeggteggaccegaaacactgacagetgge 102048

gcgecaggtagggggtgtgtetttgatetgagetagetcaatg 109

gcgecaggtagggggtgtgtecategacccaagetagetcaatg 102005

bits (25), Expect = 0.048
28/29 (96%)



Strand = Plus / Minus

Query: 503  gctcctttectacceccgacgtectetteat 531

Sbject: 92174 gctccattctacccecgacgtectettecat 92146

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 45/52 (86%)
Strand = Plus / Minus

Query: 645  gacatcacgaggctggggaacgggatccggegecaaccegtatececgggacga 696

Sbjct: 92035 gacatcacgaggccggggagegggacccagegeaacccatatcacgagacga 91984

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 110714 aaacgccgacagttggegegecaggtagggg 110744

>gb|AC194844. 5| Zea mays BAC clone CH201-463C23 from chromosome 5, complete sequence
Length = 153983

Score = 174 bits (88), Expect = 1e-39
Identities = 305/376 (81%), Gaps = 1/376 (0%)
Strand = Plus / Plus

Query: 1417 gaggacgtgatgacagtgtattttcccattgtcctagggecaagacgecaatgecagtggete 1476

Sbjct: 57608 gaggacgtaatgaccgtgtacttgecctategtectegggecaagacgegetgecaatggetg 57667

Query: 1477 cgacatctaccccaacattgcatagacaattggagegacttcagttggtgettcategee 1536

Sbjct: 57668 cgacacctaccctgagactgecatcgacgactggagecacttcagteggegettecacegee 57727

Query: 1537 aacttccagtccctctttgacaagecggegeagecatgggacctaaaatecattgggeat 1596



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

57728

1597

57788

1657

57848

1717

57908

1777

57967

Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

848

57038

908

57098

968

57158

1028

57218

aactttcagtctctctccgacaaaccggegcaaccatgggacctcaaatccatcaagegt

cagggcgatgaaacgctcecggttgtacctcaagaggttttagaccatgaggaaccacacce

cggggggatgaaactctceggtcatacctcaaaaggttccagaccatgagaaatcatate

cccgaagtecgecgaggegggggtgattgaagacttectaccgaggatccaatgactegget

cccgaggtcecgecagatgeggecagtgatcgaggacttctacagaggatccaatgactegacce

ttcgtccgagecatactccagaaaagegteggecacctecgaacacttgttecgggagge

tttgtccgaaccatattaca—aaaggtgecgactacctecgagcaactgtteccgggaage

agacctctacatcacc 1792

cgacctctacatcacc 57982

101 bits (51), Expect = le-17

192/239 (80%)

aacctgtaccccgacttcgetegtgcaatgaacacgecgagtgaagteggaggggtactg

aacctgaaccccgacttcgeccgagecatgaacacgecgagtgaagttggaggggtgttg

gcccagatagetgacggectecegegaaccctagacacggaaggetaceggeggetgett

gctecggatggatgatggecteecteggacteccgacaccgaggggtateggeggetatte

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee

actcaagcagccaatcaccttctacccecctegetecaccegecgaacgatectatgacacace

57787

1656

57847

1716

57907

1776

57966

907

57097

967

57157

1027

57217

atcaacagccggegagacacgeggagetcecatcaacgettegegegaccgatgacacga 1086

atcaacagtcgccgagacgegeggagetecatcaatgectegegtgaacgacgacacga 57276



Score = 93.7 bits (47), Expect = 4e-15
Identities = 89/103 (86%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

7 aaaagcaccgcaaggggtageecctgggtgtgcggacggactctaaacaccgacagetgge 66

46775 aaaagcacctcggggggtaaccetgggtgegeggteggaccegaaacactgacagetgge 46834

67 gcgecaggtagggggtgtgtetttgatetgagetagetcaatg 109

46835 gcgecaggtagggggtgtgtcategacccaagetagetcaatg 46877

Score = 50.1 bits (25), Expect = 0.048
Tdentities = 28/29 (96%)
Strand = Plus / Plus

Query:

Sbjct:

503 gctcctttectacccecgacgtectetteat 531

56708 gctccattctaccccgacgtectettecat 56736

Score = 48.1 bits (24), Expect = 0.19
Identities = 45/52 (86%)
Strand = Plus / Plus

Query:

Sbjct:

645 gacatcacgaggctggggaacgggatcecggegecaaccegtateeccgggacga 696

56847 gacatcacgaggccggggagegggacccagegeaacccatatcacgagacga 56898

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query:

Sbjct:

50 aaacaccgacagctggegegecaggtagggg 80

38168 aaacgccgacagttggegegecaggtagggg 38138



>gb|AC226723. 4| Zea mays BAC clone CH201-110120 from chromosome 6, complete sequence
Length = 190394

Score = 170
Identities =

bits (86), Expect = 2e-38
288/354 (81%), Gaps = 1/354 (0%)

Strand = Plus / Plus

Query: 1471

Sbjct: 153054

Query: 1531

Sbjct: 153114

Query: 1591

Sbjct: 153174

Query: 1651

Sbjct: 153234

Query: 1711

Sbjct: 153294

Query: 1771

Sbjct: 153353

Score = 81.8
Identities =

tggctccgacatctaccccaacattgecatagacaattggagegacttcagttggtgette 1530

tggctacgacacctacccegaccetgeatecgacgactggagegacttcagteggtgette 153113

atcgccaacttccagtccctetttgacaagecggegeagecatgggacctaaaateccatt 1590

accgccaacttccaatccctetecgacaagecggegecagecatgggacctcaaateccate 153173

gggcatcagggegatgaaacgeteecggttgtacctcaagaggttttagaccatgaggaac 1650

aagcgccaaggggatgagactcteccggtegtacctcaaaagatttcagacaatgaggaat 153233

cacacccccgaagtcgecgaggegggggtgattgaagacttectaccgaggatcecaatgae 1710

cgaatccccgaggtegtggaageatcgatgategaggacttetaccggggatecaatgae 153293

tcggetttegtecgagecatactccagaaaagegteggecacctecgaacacttgtteeg 1770

tcggecttegtecggaccatactgecagaaga—cgecatetacctecgageagetgttecg 153352

ggaggcagacctctacatcaccacggattaacgggeccaggacctcateggagg 1824

ggaagccgacctctacaacactactgatgaacgagetcaagacctcattggagg 153406

bits (41), Expect = le-11
152/189 (80%)

Strand = Plus / Plus

Query: 31

Sbjct: 151640

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

gggtgegeggteggacccaaaacaccgacagttggegeaccaggtagggggtgtgtecact 151699



Query: 91 gatctgagctagctcaatgaccattacctccaaatgecaagatcgeccttegeceegggae 150

Sbjct: 151700 gatccaagctagatcaatggccgtcacttttcagecacaagatcttectetgecccaggte 151759

Query: 151 tatgttttgctttggaaccatctcatccatagecagatgaagagggaactctgeaccgeat 210

Sbjct: 151760 catgttctgettecggaaccatctcatececgtggecagacgaagaaggaactcectacaccgeat 151819

Query: 211 agcagatct 219

LTI
Sbjct: 151820 cgcggatct 151828

Score = 77.8 bits (39), Expect = 2e-10
Tdentities = 144/179 (80%)
Strand = Plus / Plus

Query: 812 gcaaggctgegecgagagaatgetetetttgeteggaacctgtaccecgacttegetegt 871

Sbjct: 152394 gcaaggcaacgccgagagaatcctcttcectegggeggaacctaaaccecgacttegeeega 152453

Query: 872 gcaatgaacacgccgagtgaagtcggaggggtactggeccagatagetgacggecteceg 931

Sbjct: 152454 gccatgaacacgccgagtgaggteggtgaagtgttggeteggatagecgacggtettece 152513

Query: 932 cgaaccctagacacggaaggctaccggeggetgettactegageagttaatcaccttet 990

Sbjct: 152514 cgaactccagacgctgaaggctatcggeggetgetecactegggeagetaaccatettet 152572

Score = 56.0 bits (28), Expect = 8e-04
Tdentities = 31/32 (96%)
Strand = Plus / Plus

Query: 504 ctecctttetaccecgacgtectettecatcagg 535

Sbjct: 152101 ctccattctacccecgacgtectettecatcagg 152132



Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggcecgegecaggtagggg 80

Sbjct: 14604 aaacgccgacagttggegegecaggtagggeg 14634

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 134363 aaacgccgacagttggegegecaggtagggg 134393

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 135467 aaacgccgacagttggcgegecaggtagggg 135497

>gb|AC194842. 4| Zea mays BAC clone CH201-514N20 from chromosome 4, complete sequence
Length = 156840

Score = 165 bits (83), Expect = le-36
Tdentities = 314/390 (80%), Gaps = 2/390 (0%)
Strand = Plus / Plus

Query: 1441 cccattgtcctagggecaagacgcaatgecagtggetecgacatctaccccaacattgeata 1500

Sbjct: 150396 cccattgtcctcgggecaagatgecactgecaatggetacgacacctacceecggeactgeate 150455

Query: 1501 gacaattggagcgacttcagttggtgettcatecgecaacttecagtecctetttgacaag 1560

Sbjct: 150456 gacgattggagcgatttcagttggecattttatcgecaaattecaatecctetecgacaag 150515



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1561

150516

1621

150576

1681

150636

1741

150694

1801

150754

Score = 103
Identities =
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

50

149027

110

149087

170

149147

230

ccggegeagecatgggacctaaaatccattgggecatcagggegatgaaacgeteeggttg

ccagcgcagecgtgagatctccgatccattagacgecgaggggatgagactetteggtea

tacctcaagaggttttagaccatgaggaaccacacccccgaagtcgecgaggegggggtg

tacctcaagaggtttcaggccatgagaaatcatattcccgaggtcgetgaagecageagtg

attgaagacttctaccgaggatccaatgactcggetttcgteccgagecatacteccagaaa

atcgatgacttctaccggggatccaatgacttagecttegteccgagecatactaca—aa

agcgtcggecacctecgaacacttgttcececgggaggecagacctctacatcaccacggatta

ggcgecgaccacttecgagecagetgttcaaggaggecagacctctacatcaccaccgacaa

acgggceccaggacctcatcggaggecacgaa 1830

acgggctcaggacctcatcgggggaacgaa 150783

bits (52), Expect = 4e-18
163/200 (81%)

aaacaccgacagctggegegecaggtagggggtgtgtetttgatectgagetagetcaatg

aaacaccgacagctggegegecaggtagggggtgtgtegetgatccaagttagetcaatg

accattacctccaaatgcaagatcgeccttegeccegggactatgttttgetttggaacce

accatcactttccaacacaagattgectctcecgeectggatecgtgttettetttgggacce

atctcatccatagcagatgaagagggaactctgcaccgecatagcagatctattggagaag

atctcatccgtggcagacgaagaaggaattctacatcatatageggatccaccggagaag

aagctttcctcagaaatcte 249

1620

150575

1680

150635

1740

150693

1800

150753

109

149086

169

149146

229

149206



Sbjct: 149207 aagccttcctcaaaaatcte 149226

Score = 85.7 bits (43), Expect = 9e-13
Identities =
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

948

149902

1008

149962

1068

150022

106/127 (83%)

aaggctaccggeggetgettactegagecagttaatcaccttectacccatcactaatecte

aaggctatcggtggetgetcactegggegactaatcatettectacctetegeteatecte

caagcgacctacgecatgecatcaacagecggegagacacgeggagetecatcaacgett

cgagcgatctacggcacgecatcaacagtcggegggacgegeagagetcecatcaacgett

cgegega 1074

T
cacgcga 150028

Score = 50.1 bits (25), Expect = 0.048
Identities = 97/121 (80%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

504

149470

564

ctcetttctacccecgacgtectecttcatcagggggagattggagttagecaccegtettea

ctccattctacccecgacgtectecttcattgggggaagagtggaatcateteccateteeg

acgatgagccaaccatgcaaggggaagagectecccagegtgaggegegacgacggagga

149530 acgacgagccaaccgtgectggggaagaaccecctcagtgagaagetegecgacggagga

624

a 624
|

149590 a 149590

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

1007

149961

1067

150021

563

149529

623

149589



Query:

50

aaacaccgacagctggegegecaggtagggg 80

Sbjct: 43416 aaacgccgacagttggegegecaggtagggg 43386

>gb |EF468511. 1| Zea mays clone pBS—-2 LL repeat sequence
Length = 13423

Score =

159 bits (80), Expect = 7e-35

Tdentities = 360/452 (79%), Gaps = 1/452 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1283

7181

1342

7241

1402

7301

1462

7361

1522

7421

1582

7481

1642

7541

cttactccgtgtetecgggecateccagtggecce—taacttcaaggtcectccaacgtcecage

cttactccatgtcttagggeccatccagtggeccegtaacttcaaggtctccaacategac

aagtatgagcgcaagcaggacctgggtggetggttagecatctacacgattgtcacatgg

aagtacgagcccaagcaggatctaggaggetggttggetgtctataccactgetgecteg

gcecgecggagegacggaggacgtgatgacagtgtattttcececcattgtectagggecaagac

gccgetggggcaactgaagatgtgattactgeatatttgeccatecgtecttaggecaagat

gcaatgcagtggcectceccgacatctaccccaacattgecatagacaattggagegacttcagt

gtgttgcaatggctacgacacctgecccgacacttcatecgactattggagegattttagt

tggtgcttcatecgeccaacttccagteecctetttgacaageeggegeagecatgggaccta

cggegttttatcecgeccaacttccaatcectetecgacaageecggegecaaccatgggaccete

aaatccattgggcatcagggecgatgaaacgetecggttgtacctcaagaggttttagacce

aaatccatcacgcgcecgaggggatgaaactctecggtcatacctcaaaggatttcagacce

atgaggaaccacacccccgaagtcgecgaggegggggtgattgaagacttectaccgagga

atgagaaatcgtatccccgaggttgeggaagecageggtgatcgaggacttetaccgggga

1341

7240

1401

7300

1461

7360

1521

7420

1581

7480

1641

7540

1701

7600



Query: 1702 tccaatgactcggctttcgtccgagecatact 1733

Sbjct: 7601 tctaatgactcggccttcgtcecgagecatact 7632

Score = 73.8 bits (37), Expect = 3e-09
Tdentities = 136/169 (80%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

50

5981

110

6041

170

6101

aaacaccgacagctggegegecaggtagggggtgtgtetttgatectgagetagetcaatg

aaacaccgacaactagcgecgecaggtagggggtgtgtcactgatccaagetagettaatg

accattacctccaaatgcaagatcgeccttegeccegggactatgttttgetttggaace

gcegtcactttetagecacaagategetetecgeectggatecgtgttetgettecagaace

atctcatccatagcagatgaagagggaactctgcaccgecatageagate 218

atctcatccatggcagacgaagaaggaactctacatctcatageggate 6149

Score = 61.9 bits (31), Expect = 1le-05
Identities = 136/171 (79%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

913

6811

973

6871

1033

6931

gatagctgacggectceccgegaaccctagacacggaaggetaceggeggetgettacteg

gatagccgatggectcceccecggactccagacgecgagggetateggeggetgetcacteg

agcagttaatcaccttctacccatcactaatcctccaagecgacctacgecatgecatcaa

ggcagctaaccatattctgectctegetecatectecgagegatectacgacacgecattaa

cagccggegagacacgeggagetecatcaacgettegegegaccgatgaca 1083

tagtcgacgggacgcacggagetcecatcaatgettegetegaacgatgaca 6981

109

6040

169

6100

972

6870

1032

6930



Score = 46.1 bits (23), Expect = 0.76
Identities = 38/43 (88%)
Strand = Plus / Plus

Query: 504 ctcctttctaccccgacgtectettcatcagggggagattgga 546

Sbjct: 6414 ctccgttctaccccgacgtectetttategaggggagagtgga 6456

>gb|AC229878. 2| Zea mays BAC clone CH201-108P8 from chromosome 9, complete sequence
Length = 171809

Score = 157 bits (79), Expect = 3e-34
Tdentities = 154/179 (86%)
Strand = Plus / Minus

Query: 1411 gcgacggaggacgtgatgacagtgtattttcccattgtectagggcaagacgecaatgeag 1470

Sbjct: 54735 gcgaccgaggacgtaatgaccgegtacttacccattgtectegggecaagacgtgetgecaa 54676

Query: 1471 tggctccgacatctaccccaacattgecatagacaattggagegacttcagttggtgette 1530

Sbjct: 54675 tggctgecgacatctacctcgacactgecatcgacgactggagegacttcagteggtgette 54616

Query: 1531 atcgccaacttccagtccctctttgacaageecggegeagecatgggacctaaaatccat 1589

Sbjct: 54615 accgccaactttcagtccctectetgacaaaccggegecaaccatgggacctcaaatccat 54557

Score = 103 bits (52), Expect = 4e-18
Tdentities = 148/180 (82%)
Strand = Plus / Minus

Query: 31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

Sbjct: 56090 gggtgcgeggteggacccaaaacactgacagetggegegecaggtagggggtgtgtecate 56031

Query: 91 gatctgagctagectcaatgaccattacctccaaatgcaagatcegeccttegeccegggae 150

Sbjct: 56030 gatccaagctagctcaatgaccgtcacctteectgecacaagategecttecgeeectgggte 55971



Query: 151 tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

Sbjct: 55970 cacattatgcttcggaaccatctcatctgtageggataaggagggaactetgeategeat

Score = 101 bits (51), Expect = le-17
Tdentities = 192/239 (80%)
Strand = Plus / Minus

Query: 848 aacctgtaccccgacttcgetegtgcaatgaacacgecgagtgaagtcggaggggtactg

Sbjct: 55299 aacctgaaccccgacttcgeccgagecatgaacacgecgagtgaagteggaggggtgetg

Query: 908 gcccagatagetgacggectecegegaaccctagacacggaaggetaceggeggetgett

Sbjct: 55239 gctcggatagetgatgggeteccteggactecacgacgecgagggetategacggetgtte

Query: 968 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgece

Sbjct: 55179 actcaggcagccaatcaccttctacctctegetcaccegecgaacaatctacgacacace

210

55911

907

55240

967

55180

1027

55120

Query: 1028 atcaacagccggecgagacacgeggagetccatcaacgettegegegaccgatgacacga 1086

Sbjct: 55119 atcaacagtcgtcgggacgcgeggagetcecatcaatgectegegtgaacgacgacacga 55061

Score = 48.1 bits (24), Expect = 0.19
Identities = 24/24 (100%)
Strand = Plus / Minus

Query: 509  ttctaccccgacgtcctettcate 532

Sbjct: 55624 ttctaccccgacgtcctettecate 55601

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80



Sbjct: 36120 aaacgccgacagttggegegecaggtagggg 36090

Score = 44.1 bits (22), Expect = 3.0
Identities = 46/54 (85%)
Strand = Plus / Minus

Query: 643  gcgacatcacgaggctggggaacgggatcceggegeaaccegtatececgggacga 696

Sbjct: 55492 gcgacatcacgaggccggggageaggacceggegeageetgtategegagacga 55439

>gb |EF468503. 1| Zea mays clone pBK118-4 retrotransposon GrandeB, complete sequence
Length = 13396

Score = 157 bits (79), Expect = 3e-34
Tdentities = 426/539 (79%), Gaps = 2/539 (0%)
Strand = Plus / Plus

Query: 1293 gtctccgggecatccagtggecect—aacttcaaggtcteccaacgtcagecaagtatgage 1351

Sbjct: 3909 gtctcagggccattcagtggecccccaacttcaaggtetecaacgtegacaagtacgaac 3968

Query: 1352 gcaagcaggacctgggtggetggttagecatctacacgattgtecacatgggecgecggag 1411

Sbjct: 3969 ctaagcaggacccgggaggetggttggecgtetataccaccgetgecegggeegetgggg 4028

Query: 1412 cgacggaggacgtgatgacagtgtattttcccattgtectagggecaagacgecaatgeagt 1471

Sbjct: 4029 caattgaagatgtgatgactatgtatttgcccatcgtecttgggcaagatgetetgecaat 4088

Query: 1472 ggctccgacatctaccccaacattgecatagacaattggagegacttcagttggtgettea 1531

Sbjct: 4089 ggctacgacacctttceccgacactgecatcgacgattggagegacttcagtcagegtttta 4148

Query: 1532 tcgccaacttccagtccctectttgacaagecggegeagecatgggacctaaaatecattg 1591

Sbjct: 4149 tcgtcaacttccaaccectctecgacaagecggeacagecatgggacctcaaatecatea 4208

Query: 1592 ggcatcagggcgatgaaacgctccggttgtacctcaagaggttttagaccatgaggaace 1651



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

4209

1652

4269

1712

4329

1772

4388

ggcaccgaggggatgagactctteggtcatacctcaaaaggtttcagaccatgagaaatt 4268

acacccccgaagtcgeecgaggegggggtgattgaagacttectaccgaggatceccaatgact 1711

gtatccccgaggttgeggaageagecagtgategaggacttctaccggggatectaatgact 4328

cggetttegtecgagecatacteccagaaaagegteggecacctecgaacacttgtteegg 1771

cggeecttegtecgagecatactgeca—aaaggecaccgactacctetgageagetattcagg 4387

gaggcagacctctacatcaccacggattaacgggeccaggacctcatcggaggeacgaa 1830

gaagcggacctctatatcaccaccgacaaacgggetcagaacctcatgggaggaacgaa 4446

103 bits (52), Expect = 4e-18

Identities = 154/188 (81%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

32

2672

92

2732

152

2792

212

2852

ggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtetttg 91

ggtgcgeggteggacccaaaacaccgacagetggegeaccaggtagggggtgtgtecactg 2731

atctgagctagctcaatgaccattacctccaaatgcaagatcgeecttegeccegggact 151

atccaagctagctcaatggecatcacttttcagecacaagatcgetetetgeectggatee 2791

atgttttgctttggaaccatctcatccatagcagatgaagagggaactctgeaccgeata 211

atgttctgcttcggaaccatctcatcecgtggecagacgaagaagggactetgeategeata 2851

gcagatct 219

gcggatet 2859

Score = 65.9 bits (33), Expect = 8e-07
Tdentities = 177/225 (78%)
Strand = Plus / Plus



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

848

3464

908

3524

968

3584

1028

3644

aacctgtacccecgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactg

aacctgaaccccgacttcgeccgagecatgaaaacactgagegaggteggtggagtgttg

gcccagatagetgacggectececcgegaaccctagacacggaaggetaceggeggetgett

cceccggatagecgatggectecececggactceccagacgecgagggetateggtggetacte

actcgagcagttaatcaccttctacccatcactaatcctceccaagegacctacgecatgee

actcgggcagctaaccatcttetgectettgetecatectecgagegatectacgacatgece

atcaacagccggegagacacgeggagetcecatcaacgettegege 1072

atcaatagtcgatgggacgegeggagetecatcaatgettegege 3688

Score = 54.0 bits (27), Expect = 0.003
Identities = 39/43 (90%)
Strand = Plus / Plus

Query:

504

ctcctttetaccecgacgtectettecatcagggggagattgga 546

Sbjct: 3132 ctccattctaccctgacgtcctettcateggggggagagtgga 3174

>gb|EU940901. 1| Zea mays clone 1168199 mRNA sequence
Length = 2718

Score =

155 bits (78), Expect = 1e-33

Tdentities = 160/186 (86%), Gaps = 1/186 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

31

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

907

3523

967

3583

1027

3643

90

1380 gggtgtgcgg—cggacccaaaacaccgacagetggegegecaggtagggggtgtgtegee 1438

91

gatctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegeececgggac

150

1439 gatctaagctagctcaatggecgtcacctteccaccgecaagatcacccteegecceggate 1498



Query:

Sbjct:

Query:

Sbjct:

151 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat 210

1499 tgtgttctgetttggaactatctcatccgtagecagatgaagaaggaactctacategeat 1558

211 agcaga 216

[T
1559 cgcaga 1564

Score = 95.6 bits (48), Expect = 9e-16
Tdentities = 180/224 (80%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

848 aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactg 907

2169 aacctgaaccccgacttcgeccgagecatgaacacgecgagtgaagtceggaggggtacta 2228

908 gcccagatagectgacggectceegegaaccctagacacggaaggetaceggeggetgett 967

2229 gctcggatagetgatggactcececteggaatceccecgacgecgagggetategacgactgtte 2288

968 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 1027

2289 acccaagcagccaaccatcttctacctatcgetcaccegecgaacgacctacgacacgee 2348

1028 atcaacagccggcecgagacacgeggagetccatcaacgettegeg 1071

2349 atcaacagccgtcgggacacgtgaagetccataaatgettegeg 2392

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query:

Sbjct:

509 ttctaccccgacgtcctettecate 532

1845 ttctaccccgacgtectcttcate 1868



>gb|AF090447. 2| Zea mays 22 kDa alpha zein gene cluster, complete sequence
Length = 346296

Score = 151 bits (76), Expect = 2e-32
Identities = 426/540 (78%), Gaps = 2/540 (0%)
Strand = Plus / Minus

Query: 1283 cttactccgtgtctcecgggecateccagtggeccet—aacttcaaggtecteccaacgtecage 1341

Sbjet: 79340 cttactccatgcctcagggecattcaatggeeccccgaacttcaaggtetecaatgtegae 79281

Query: 1342 aagtatgagcgcaagcaggacctgggtggetggttagecatctacacgattgtcacatgg 1401

Sbjct: 79280 aaatatgaacctaagcaggatctgggaggetggttggecgtetacaccaccgeegeeega 79221

Query: 1402 gccgecggagegacggaggacgtgatgacagtgtatttteccattgtectagggecaagaec 1461

Sbjet: 79220 gccactggagcaaccgaggatgtgatgaccgegtacttgectategtecttgggecaagac 79161

Query: 1462 gcaatgcagtggctccgacatctaccccaacattgecatagacaattggagegacttcagt 1521

Sbjct: 79160 gcgctgecaatggetacgacacctaccacgacactgeatcgacgactggagegattttagt 79101

Query: 1522 tggtgcttcatcgecaacttccagteectetttgacaagecggegeagecatgggaccta 1581

Sbject: 79100 cggcgetttactgecaatttecagtetetetecgacaaaccagegecaaccatgggacete 79041

Query: 1582 aaatccattgggcatcagggcgatgaaacgctccggttgtacctcaagaggttttagace 1641

Sbjct: 79040 aaatccatcaagcgccggggggacgaaactctecggtegtacctcaaaagattecagace 78981

Query: 1642 atgaggaaccacacccccgaagtcgecgaggegggggtgattgaagacttetacegagga 1701

Sbjct: 78980 atgagaaatcgtatccccgaggtcgeggaggecageagtgategaggacttectaccaggga 78921

Query: 1702 tccaatgactcggctttcgteccgagecatactccagaaaagegteggecaccteecgaaca 1761

Sbjct: 78920 tccaatgactcagccttcatccgagecatactaca—aaaggegecaaccactteggaata 78862

Query: 1762 cttgttccgggaggecagacctctacatcaccacggattaacgggeccaggaccteategg 1821



Sbjct: 78861 gctattccgggaageccgacctctacatcaccgecgatgaacgggecctagacctcategg 78802

Score = 127 bits (64), Expect = 3e-25
Tdentities = 190/232 (81%)
Strand = Plus / Minus

Query: 855 accccgacttcgetcgtgecaatgaacacgecgagtgaagteggaggggtactggeccaga 914

Sbjct: 79768 accccgacttcacccgggecatgaacacgecgagtgaagtcggaggagtgttggetegga 79709

Query: 915  tagctgacggcctcccgegaaccctagacacggaaggetaccggeggetgettactegag 974

Sbjct: 79708 tagctgatggcctcceccggactecegacgecgagggetateggeggetgttecactecaag 79649

Query: 975 cagttaatcaccttctacccatcactaatcctccaagegacctacgecatgecatcaaca 1034

Sbjct: 79648 cagccaaccaccttctacccctegetcaccegecgaacgatctacgacacgecatcaaca 79589

Query: 1035 gccggegagacacgeggagetecatcaacgettegegegaccgatgacacga 1086

Sbjct: 79588 gtcggegggacgecacggagetecatcaacgettcacgegaacgacgacacga 79537

Score = 77.8 bits (39), Expect = 2e-10
Identities = 69/79 (87%)
Strand = Plus / Minus

Query: 31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 90

Sbjct: 80568 gggtgcgecggteggacccaaaacaccgacagetggegtgecaggtagegggtgtgtegte 80509

Query: 91 gatctgagctagectcaatg 109

Sbjct: 80508 gatccaagctagctcaatg 80490

Score = 54.0 bits (27), Expect = 0.003
Identities = 33/35 (94%)



Strand = Plus / Minus

Query: 503 gctcctttctaccccgacgtectettcatcagggg 537

Sbjct: 80108 gctccattctacccecgacgtectettecateggggeg 80074

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 47/54 (87%)
Strand = Plus / Minus

Query: 643 gcgacatcacgaggctggggaacgggatcecceggegeaaccegtatececgggacga 696

Sbjct: 79968 gcgacatcacgaagccggagaacgggatctggecacaaccegtategegagacga 79915

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 303154 aaacgccgacagttggegegecaggtagggg 303184

>gb|AC204225. 4| Zea mays BAC clone CH201-427P14 from chromosome 5, complete sequence
Length = 203705

Score = 145 bits (73), Expect = 1e-30
Identities = 450/573 (78%), Gaps = 2/573 (0%)
Strand = Plus / Plus

Query: 1253 cgacatgaagacacgtgcggagtcttegeacttacteegtgtetecgggecatecagtgg 1312

Sbjct: 55410 cgacaggaggacatgtgcggagtatcggecactcactccatgectcagggecattcaatgg 55469

Query: 1313 cccc—taacttcaaggtctccaacgtcagcaagtatgagegecaagecaggacctgggtgge 1371

Sbjct: 55470 ccccectaacttcaaggtctccaacgtcgataagtacgaacctaagecaggatecggaagge 55529

Query: 1372 tggttagccatctacacgattgtcacatgggecgecggagegacggaggacgtgatgaca 1431



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

55530

1432

55590

1492

55650

1552

55710

1612

55770

1672

55830

1732

55890

1792

55949

tggctggecatctacaccactgetgeccgagecagecaggggecaaccgaggacgtgatgace

gtgtattttcccattgtcctagggcaagacgcaatgecagtggetcececgacatctaceccaa

gcgtacttgectattgtecctegggcaagacgegetgecaatggetgtgacacctacecega

cattgcatagacaattggagcgacttcagttggtgettcatcgecaacttecagtececte

cactgcatcgacgactggagecgatttcagteggegettcaccgecaactttcagtetete

tttgacaagccggegecagecatgggacctaaaatccattgggecatcagggegatgaaacg

tccgacaaaccggegeaaccatgggacctcaaateccatcaagegecgaggggacgaaact

ctcecggttgtacctcaagaggttttagaccatgaggaaccacacccccgaagtegecgag

cttcggtcatacctaaaaagattccagaccatgagagattgtatccccgaggtegeggaa

gcgggggtgattgaagacttctaccgaggatccaatgacteggetttegtecgagecata

gcagcaatgatcgaggacttctataggggatccaatgactcecggecattecgttcgagecata

ctccagaaaagcgtcggecacctecgaacacttgttcegggaggecagacctctacatcac

ttacag—aaggcgtcgactacctccgagcaactattccgggaggeecgacctetatatceac

cacggattaacgggcccaggacctcatcggagg 1824

cgecggacgaacgagetcaggacctecateggagg 55981

Score = 79.8 bits (40), Expect = He-11
Tdentities = 184/232 (79%)
Strand = Plus / Plus

Query:

855

accccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactggeccaga

55589

1491

55649

1551

55709

1611

55769

1671

55829

1731

55889

1791

55948

914

Sbjct: 55013 acccecgatttegeccgagecatgaacacgeccagtgaagteggtggagtattggetegga 55072



Query: 915  tagctgacggcctccecgegaaccctagacacggaaggetaccggeggetgettactegag 974

Sbjct: 5b073 tagcagatggcctcecegtggactececgatgeecgagggetateggtggetgttecactcaag 55132

Query: 975 cagttaatcaccttctacccatcactaatcctccaagegacctacgecatgecatcaaca 1034

Sbjct: 55133 cagccaatcatctcctaccectegetecaccegecgaacgatetacgacacgecatgaaca 55192

Query: 1035 gccggegagacacgeggagetecatcaacgettegegegaccgatgacacga 1086

Sbjct: 55193 gtcggegggacgeacggagetecatcaacgettegegeaaacgacgacacga 55244

Score = 65.9 bits (33), Expect = 8e-07
Tdentities = 129/161 (80%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggggtgtgtetttgatetgagetagetcaatg 109

Sbjct: 54235 aaacactgacagctggcacgctaggtagggggtgtgtcategatccaagetagetcaatg 54294

Query: 110 accattacctccaaatgcaagatcgcccttegeccegggactatgttttgetttggaace 169

Sbjct: 54295 gccgtcaccttccagecacaagatcateccteegtectgggtecactttetgetttggaact 54354

Query: 170 atctcatccatagcagatgaagagggaactctgcaccgeat 210

Sbjct: 54355 atctcatctgtagcagatgaggaaggaactctacatcgecat 54395

>gb|AY574035. 1| Zea mays rust resistance protein rp3-1 (rp3-1) gene, complete cds; and
truncated rust resistance protein rp3-2t (rp3-2) gene
complete sequence
Length = 276326

Score = 145 bits (73), Expect = 1e-30
Tdentities = 405/513 (78%), Gaps = 2/513 (0%)
Strand = Plus / Plus

Query: 1222 ctccecctecttgggaccgacctecacgaacgecgacatgaagacacgtgeggagtettege 1281



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

44259

1282

44319

1341

44379

1401

44439

1461

44499

1521

44558

1581

44618

1641

44678

1701

44738

ctceecteectgggaccgacaccacaategtcgacaggaggacacgtgtggagtategge

acttactccgtgtcectceccgggecatccagtggeececc—taacttcaaggtctccaacgteag

gctcactccacgtctcaggtccattcagtggececcctaacttcaaggtectecaacattga

caagtatgagcgcaagcaggacctgggtggetggttagecatctacacgattgtcacatg

caagtacgagcctaagcaggacccgggaggetggttggecgtetataccaccgetgecca

ggcegecggagegacggaggacgtgatgacagtgtatttteccattgtectagggecaaga

agccgttggggcaactgaagatgtgatgactgegtatttgeccategtecttgggecaaga

cgcaatgcagtggctceccgacatctaccccaacattgecatagacaattggagegacttcag

tgcactgcaatggctacgacacctgeccecgacactgecatcaacgat—ggagegacttcag

ttggtgcttcatcgecaacttecagtecctetttgacaageecggegeagecatgggaccet

tcggegtttcatcgecaacttecaatecectetececgacaagttggegeagecatgggaccet

aaaatccattgggcatcagggcgatgaaacgcectecggttgtacctcaagaggttttagac

caaatctatcaagcgccgaggggatgaaactctecggtcatacctcaaaagatttcagge

catgaggaaccacacccccgaagtcgecgaggegggggtgattgaagacttctaccgagg

catgagaaatcgtatccccgaggttgeggaagecageggtgategaggacttctaccgagg

atccaatgactcggetttegtecgagecatact 1733

acctaatgactcggectttgtecgagecatact 44770

Score = 85.7 bits (43), Expect = 9e-13
Tdentities = 148/183 (80%)
Strand = Plus / Plus

44318

1340

44378

1400

44438

1460

44498

1520

44557

1580

44617

1640

44677

1700

44737



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

37

27626

97

27686

157

27746

217

27806

gcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtetttgatetg

gcggtcggacccaaaacatcgacagetggegegecaggtagggggtgtgtecactgateca

agctagctcaatgaccattacctccaaatgcaagatcgececttegeceecgggactatgtt

agctagctcaatggecgtcactttccagecacaagattgetetecgeecctggateegtgtt

ttgctttggaaccatctcatccatagcagatgaagagggaactctgeaccgeatageaga

ctgettegggaccatctcatecgtggecagacgaagaaggaactctacatcgecatagegga

tet 219

n
tct 27808

Score = 52.0 bits (26), Expect = 0.012
Identities = 89/110 (80%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

950

1010

ggctaccggeggetgettactecgagecagttaatcaccttctacccatcactaatecteca

agcgacctacgccatgcecatcaacagecggegagacacgeggagetcecat 1059

44047 agcgatctacgacacgccatcaatagtcgatgggacacacggagetceccat 44096

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query:

50

aaacaccgacagctggegegecaggtagggg 80

Sbjct: 249165 aaacgccgacagttggegegecaggtagggg 249135

>gb|AY555142. 1| Zea mays BAC clone ¢573F08, complete sequence
Length = 181627

96

27685

156

27745

216

27805

1009

43987 ggctatcgacggetgettactecgggecagetaaccaccttetgectetegetecategtecg 44046



Score = 145 bits (73), Expect = 1e-30
Identities = 323/405 (79%), Gaps = 1/405 (0%)
Strand = Plus / Minus

Query: 1417 gaggacgtgatgacagtgtattttcccattgtcctagggcaagacgecaatgecagtggete 1476

Sbjct: 15503 gaggacgtaatgaccgegtacttgectategtectegggecaagacgegetgecaatggetg 15444

Query: 1477 cgacatctaccccaacattgcatagacaattggagegacttcagttggtgettcategee 1536

Sbjct: 15443 cgacacctaccccgacactgecatcaacgactggagegacttcagteggtgettecacegee 15384

Query: 1537 aacttccagtccctctttgacaagecggegecagecatgggacctaaaatccattgggeat 1596

Sbjct: 15383 aactttcagtctctctectgacaaaccggegecaaccatgggacctcaaatccatcaageac 15324

Query: 1597 cagggcgatgaaacgctccggttgtacctcaagaggttttagaccatgaggaaccacace 1656

Sbjct: 15323 cgaggggacgaaactctttggeccatacctcaaaagattccagaccatgagaaatcgtate 15264

Query: 1657 cccgaagtcgeccgaggegggggtgattgaagacttctaccgaggatccaatgactegget 1716

Sbjct: 15263 cccgaggtcgeggaggeageagtgategaggatttttacaggggatecaatgacteggee 15204

Query: 1717 ttcgtccgagecatactccagaaaagegteggecacctecgaacacttgttecgggagge 1776

Sbjct: 15203 ttcgtccgaaccatactacag—aaggegecgacaacctecgageagetgttecggtaage 15145

Query: 1777 agacctctacatcaccacggattaacgggcccaggacctcategg 1821

Sbjct: 15144 cgatctctacatcaccatcgacgaacgagctcaggacctcategg 15100

Score = 109 bits (55), Expect = 6e-20
Tdentities = 184/227 (81%)
Strand = Plus / Minus

Query: 848 aacctgtaccccgacttcgetecgtgcaatgaacacgecgagtgaagteggaggggtactg 907



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

25162 aacctgaaccccgacttcgececgagecatgaagacgecgagtgaagteggaggagtattg 25103

908 gcccagatagctgacggectcecgegaaccctagacacggaaggetaceggeggetgett 967

25102 gctcggatagetgatggecteececggacteececgacgetgagggetateggeggetatte 25043

968 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 1027

25042 actcaagcagccaatcatcttctaccectegetcaccegecgaacgatetacgacacace 24983

1028 atcaacagccggecgagacacgeggagetccatcaacgettegegega 1074

24982 atcaacagtcggcgggacgecacagagetccatcaacgettegtgega 24936

Score = 93.7 bits (47), Expect = 4e-15
Tdentities = 80/91 (87%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

19 aggggtagecctgggtgtgcggacggactcectaaacaccgacagetggegegecaggtagg 78

25954 aggggtaaccccgggtgegeggteggacccaaaacaccgacagetggegegecaggtage 25895

79 gggtgtgtctttgatctgagetagetcaatg 109

25894 gggtgtgtcatcgatccaagctagetcaatg 25864

Score = 56.0 bits (28), Expect = 8e-04
Tdentities = 49/56 (87%)
Strand = Plus / Minus

Query:

Sbjct:

641 cggcgacatcacgaggctggggaacgggatceceggegeaaccegtatececgggacga 696

25357 cggecgacatcacgaggecggagagegggacceggegeaacctgtategegagacga 25302

Score = 50.1 bits (25), Expect = 0.048
Tdentities = 28/29 (96%)
Strand = Plus / Minus



Query:

504

ctcetttetaccecgacgtectettcate 532

Sbjct: 25491 ctccattctaccccgacgtectettecate 25463

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query:

50

aaacaccgacagctggegegecaggtagggg 80

Sbjct: 106752 aaacgccgacagttggegegecaggtagggg 106782

>gb |EF468504. 1| Zea mays clone pBK118-5 LL repeat sequence
Length = 14585

Score =

135 bits (68), Expect = 1e—27

Identities = 324/408 (79%), Gaps = 1/408 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1423

4118

1483

4178

1543

4238

1603

4298

1663

4358

gtgatgacagtgtattttcccattgtecctagggcaagacgcaatgecagtggetecgacat

gtgatgactgcgtatttgeccatcateccttgggecaagatgegetacaatggetacgacac

ctaccccaacattgcatagacaattggagcgacttcagttggtgettcategecaactte

ctgccccgacactgecatcgacgattggagegatttcagtcecggegttttategecaacatce

cagtccctctttgacaagecggegeagecatgggacctaaaateccattgggeatcaggge

caatccctctccgacaagecggegcecaaccatgggacctcaaateccatcaggegecgaggg

gatgaaacgctccggttgtacctcaagaggttttagaccatgaggaaccacaccceccgaa

gatgaaactttccgatcatacctcaaaagattttagaccatgagaaatcgtatccttgag

gtcgecgaggegggggtgattgaagacttectaccgaggateccaatgacteggetttegte

gttgtggaagcagcggtgatcgaggacttctacecggggatctaatgactecggeettegte

1482

4177

1542

4237

1602

4297

1662

4357

1722

4417



Query: 1723 cgagccatactccagaaaagcgtcggecaccteecgaacacttgtteccgggaggecagacct 1782

Sbjct: 4418 cgagccatactgca—aaaggcaccgactacctccgageagetattcagggaagtggacet 4476

Query: 1783 ctacatcaccacggattaacgggcccaggacctcatcggaggecacgaa 1830

Sbjct: 4477 ctacatcaccgectgacgaacgggetcaggacctcattggaggaacgaa 4524

Score = 93.7 bits (47), Expect = 4e-15
Tdentities = 89/103 (86%)
Strand = Plus / Plus

Query: 7 aaaagcaccgcaaggggtagecectgggtgtgeggacggactctaaacaccgacagetgge 66

Sbjct: 2751 aaaagcacctcgaggggcaaccecgggtgegeggteggacccaaaacactgacagetgge 2810

Query: 67  gcgccaggtagggggtgtgtectttgatetgagetagetcaatg 109

Sbjct: 2811 gcgccaggtagggggtgtgtcactgatccaagetagetcaatg 2853

Score = 54.0 bits (27), Expect = 0.003
Identities = 39/43 (90%)
Strand = Plus / Plus

Query: 504 ctcctttctaccccgacgtectettcatcagggggagattgga 546

Sbjet: 3211 ctccgttectaccccgacgtectetttateggggggagagtgga 3253

Score = 50.1 bits (25), Expect = 0.048
Tdentities = 145/185 (78%)
Strand = Plus / Plus

Query: 848 aacctgtaccccgacttcgetegtgcaatgaacacgecgagtgaagtecggaggggtactg 907

Sbjct: 3543 aacctgaaccccgacttegtcegatccatgaacacaccgagegaggteggtggagtgttg 3602



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

908

3603

968

3663

1028

3723

gcccagatagetgacggecteccgegaaccctagacacggaaggetaceggeggetgett 967

gctcggatagecaatggectcececceggactecagacgecgagggetateggeggetgete 3662

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 1027

actcgggcagectaaccatcttetgectetegetecatectecaagegatetatgacacgee 3722

atcaa 1032

[
atcaa 3727

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 45/52 (86%)
Strand = Plus / Plus

Query:

341

acccgaaaaactccgetgtecacttegeccacaaaggagtggacacggatta 392

Sbjct: 3069 acccgaagaaccccgttgtccacctcatccacaaaagagtggacacggatta 3120

>gb|EF468502. 1| Zea mays clone pBK118-3 LL repeat sequence

Le

Score = 13
Identities = 324/408 (79%), Gaps = 1/408 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1423

11447

1483

11507

1543

11567

ngth = 14929

5 bits (68), Expect = le-27

gtgatgacagtgtattttcccattgtectagggcaagacgcaatgecagtggetecgacat 1482

gtgatgactgegtatttgeccatcatecttgggecaagatgegetacaatggetacgacac 11506

ctaccccaacattgcatagacaattggagegacttcagttggtgettecategecaactte 1542

ctgeeccgacactgecatcecgacgattggagegatttcagteggegttttategecaacate 11566

cagtccctetttgacaagecggegeagecatgggacctaaaatecattgggeatcaggge 1602

caatccctectecgacaagecggegeaaccatgggacctcaaatecatcaggegecgaggeg 11626



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1603

11627

1663

11687

1723

11747

1783

11806

gatgaaacgctccggttgtacctcaagaggttttagaccatgaggaaccacacccecgaa

gatgaaactttccgatcatacctcaaaagattttagaccatgagaaatcgtatccttgag

gtcgeccgaggegggggtgattgaagacttctaccgaggatccaatgacteggetttegte

gttgtggaagcageggtgatcgaggacttctaccggggatctaatgacteggecttegte

cgagccatactccagaaaagegtceggecacctecgaacacttgttecgggaggeagacct

cgagccatactgca—aaaggcaccgactacctccgagecagetattcagggaagtggacct

ctacatcaccacggattaacgggcccaggacctcatcggaggecacgaa 1830

ctacatcaccgectgacgaacgggetcaggacctcattggaggaacgaa 11853

Score = 93.7 bits (47), Expect = 4e-15
Identities = 89/103 (86%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

7

aaaagcaccgcaaggggtagecctgggtgtgecggacggactctaaacaccgacagetgge

1662

11686

1722

11746

1782

11805

66

10080 aaaagcacctcgaggggcaacccegggtgegeggteggacccaaaacactgacagetgge 10139

67

10140

gcgecaggtagggggtgtgtetttgatetgagetagetcaatg 109

gcgecaggtagggggtgtgtcactgateccaagetagetcaatg 10182

Score = 54.0 bits (27), Expect = 0.003
Tdentities = 39/43 (90%)
Strand = Plus / Plus

Query:

504

ctcetttetaccecgacgtectettecatcagggggagattgga 546

Sbjct: 10540 ctccgttctacccegacgtectetttatecggggggagagtgga 10582



Score

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

= 50.1 bits (25), Expect = 0.048
Identities = 145/185 (78%)
Strand = Plus / Plus

848

10872

908

10932

968

10992

1028

11052

aacctgtaccccgacttcgetecgtgcaatgaacacgecgagtgaagteggaggggtactg

aacctgaaccccgacttcgtceccgatccatgaacacaccgagegaggteggtggagtgttg

gcccagatagetgacggectececgegaaccctagacacggaaggetacecggeggetgett

gctecggatagecaatggecteececcggacteccagacgecgagggetateggeggetgete

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee

actcgggcagctaaccatcttetgectetegetecatecteccaagegatectatgacacgee

atcaa 1032

atcaa 11056

Score = 48.1 bits (24), Expect = 0.19
Identities = 45/52 (86%)
Strand = Plus / Plus

Query:

341

acccgaaaaactccgetgtecacttecgeccacaaaggagtggacacggatta 392

Sbjct: 10398 acccgaagaaccccgttgtccacctcatccacaaaagagtggacacggatta 10449

>gb|FJ386419. 1| Zea mays clone R4-b StarkB element, partial sequence
Length = 6783

Score =

129 bits (65), Expect = 7e—26

Tdentities = 418/533 (78%), Gaps = 2/533 (0%)
Strand = Plus / Plus

907

10931

967

10991

1027

11051

Query: 1293 gtctccgggecatccagtggecce—taacttcaaggtcetecaacgtcagecaagtatgage 1351

Sbjct: 3074 gtctcagggccattcattggecccctaacttcaaggtetceccaacgtegacaagtacgaac 3133



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1352

3134

1412

3194

1472

3254

1532

3314

1592

3374

1652

3434

1712

3494

1772

3553

gcaagcaggacctgggtggetggttagecatctacacgattgtcacatgggeecgeeggag

ccaagcaggacccgagaggetggttggetgtetataccactactgececgggeegttgggg

cgacggaggacgtgatgacagtgtattttcccattgtcctagggcaagacgcaatgeagt

caactgaagatgtgatgactgcgaatttgecaatcgtccttgggcaagatgecactgecaat

ggctccgacatctaccccaacattgecatagacaattggagegacttcagttggtgettea

ggctacgacacatgeccccgacactgecattgacgattggagegatttcagteggegttttg

tcgeccaacttccagtceectetttgacaagecggegecagecatgggacctaaaatecattg

tcgctaacttccaatcectetetgacaagecagegecaaccatgggacctcaaatccatea

ggcatcagggcgatgaaacgectceggttgtacctcaagaggttttagaccatgaggaacce

ggcgecgaggggatgaaactcectetggtcatacctcaaaagatttcagaccatgagaaatce

acacccccgaagtecgecgaggegggggtgattgaagacttectaccgaggatccaatgact

gtatccccaaggttgcagaagcagcagtgatcaaggacttctaccggggatctaatgact

cggetttegtececgagecatactccagaaaagegteggecacctecgaacacttgtteegg

cggecttegttegagecatactgeca—aaaggegecaactacctecgageagetattcagg

gaggcagacctctacatcaccacggattaacgggeccaggacctcatcggagg 1824

gaagcggacctctacatcaccgecgacgaacgggetcaggacctecattggagg 3605

Score = 97.6 bits (49), Expect = 2e-16
Tdentities = 139/169 (82%)
Strand = Plus / Plus

Query:

50

aaacaccgacagctggegegecaggtagggggtgtgtetttgatectgagetagetcaatg

1411

3193

1471

3253

1531

3313

1591

3373

1651

3433

1711

3493

1771

3552

109

Sbjct: 1864 aaacaccgacagctggecgegecaggtagggggtgtgtcactgatccaagetagetcaatg 1923



Query: 110 accattacctccaaatgcaagatcgcccttegeecccgggactatgttttgetttggaace 169

Sbjct: 1924 gacatcactttccagcacaagatcgctctectecctggateegtgttetgetteggaace 1983

Query: 170 atctcatccatagcagatgaagagggaactctgcaccgcatagecagate 218

Sbjct: 1984 atctcatccgtggcagacgaagaaggaactctacatcgecatageggate 2032

Score = 44.1 bits (22), Expect = 3.0
Tdentities = 43/50 (86%)
Strand = Plus / Plus

Query: 848 aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagtegg 897

Sbjct: 2629 aacctgaaccccgacttegececgagecatgaacacaccgagegaggtegg 2678

Score = 44.1 bits (22), Expect = 3.0
Identities = 31/34 (91%)
Strand = Plus / Plus

Query: 1050 ggagctccatcaacgcttcgegegaccgatgaca 1083

Sbjct: 2831 ggagctccatcaatgcttcgegegaacgacgaca 2864

>gb|EF190065. 1| Zea mays clone PS52 chromosome B, genomic sequence
Length = 14530

Score = 129 bits (65), Expect = Te—26
Tdentities = 421/537 (78%), Gaps = 2/537 (0%)
Strand = Plus / Plus

Query: 1283 cttactccgtgtctccgggecateccagtggecce—taacttcaaggtecteccaacgtecage 1341

Sbjct: 4027 cttactccacgtctcagggecattcagtggeccectaacttcaaggtetecaacatecgac 4086

Query: 1342 aagtatgagcgcaagcaggacctgggtggetggttagecatctacacgattgtcacatgg 1401



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

4087

1402

4147

1462

4207

1522

4267

1582

4327

1642

4387

1702

4447

1762

4506

aagtatgagcccaagcaaaacctgggaggetggttgactgtctataccactgetgectat

gcecgecggagegacggaggacgtgatgacagtgtattttcececcattgtectagggecaagac

gccgetggggcaactgaagatgtgatgactgegtatttgeccatecgtecttgggecaagat

gcaatgcagtggcectccgacatctaccccaacattgecatagacaattggagegacttcagt

gcgttgecaatggetacgacacctgecccgacacaacatcgatgactggagegatttcagt

tggtgcttcatecgeccaacttccagtecctetttgacaageeggegeagecatgggaccta

cggtgttttatcgeccaacttcccatecectetecgacaagteggegecaaccatgggaccete

aaatccattgggcatcagggegatgaaacgetecggttgtacctcaagaggttttagacce

aaatccatcaggcgecgagggggtgaaactcatecggtcatacctcaaaagatttcagacce

atgaggaaccacacccccgaagtcecgecgaggegggggtgattgaagacttetaccgagga

atgagaaatcgtatcctcgaggttgcagaagcageggtgatcgaggacttetategggga

tccaatgactcggetttcgtccgagecatactccagaaaagegtecggecacctecgaaca

tctaatgactcggecttcgtccgagecatactgeca—aaaggegecaaatacctecgagea

4146

1461

4206

1521

4266

1581

4326

1641

4386

1701

4446

1761

4505

cttgttccgggaggecagacctetacatcaccacggattaacgggeccaggacctcat 1818

gctattcagggaagcagacctcectacttcaccgecgatgaatgggetcaggacctecat 4562

Score = 89.7 bits (45), Expect = 6e-14
Tdentities = 183/229 (79%)
Strand = Plus / Plus

Query: 855 accccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactggeccaga 914

Sbjct: 3599 accccgacttecgectgagecatgaacacaccgagegaggteggtggagtgttggetcaga 3658



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

915

3659

975

3719

1035

3779

tagctgacggectceegegaaccctagacacggaaggetaceggeggetgettactegag 974

tagccgatggectcecectggactetagacgeegagggetateggeggetgeteacteggg 3718

cagttaatcaccttctacccatcactaatcctccaagegacctacgecatgecatcaaca 1034

cagctaaccatcttctgectetegetcatecttegagegatetacgacacgecatcaata 3778

gceggegagacacgeggagetecatcaacgettegegegacegatgaca 1083

gtcgacgggacgcacggagetecatcaatgettegegegaacgacgaca 3827

Score = 67.9 bits (34), Expect = 2e-07
Tdentities = 82/98 (83%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

7

2786

67

2846

aaaagcaccgcaaggggtagecctgggtgtgcggacggactctaaacaccgacagetgge 66

aaaagcacctcgaggggcaacceegggtgegeggtcagacccaaaacaccgaaageegge 2845

gcgeccaggtagggggtgtgtetttgatetgagetaget 104

gcgeccaggtagggggtgtgtcactaatctaagetaget 2883

>gb|EF190066. 1| Zea mays clone PS53 chromosome B, genomic sequence
Length = 16207

Score =

127 bits (64), Expect = 3e—-25

Tdentities = 323/408 (79%), Gaps = 1/408 (0%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

1423

8545

1483

8485

gtgatgacagtgtattttcccattgtcctagggcaagacgecaatgecagtggetecgacat 1482

gtgatgactgtgtatttgeccategtecttgggecaagatgegeteccaatggetacgacac 8486

ctaccccaacattgcatagacaattggagegacttcagttggtgcttcategecaactte 1542

ctgceccgacactacatcgatgattggagegatttcagteggtgttttatcaccaactte 8426



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

1543

8425

1603

8365

1663

8305

1723

8245

1783

8186

Identities
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

7

9929

67

9869

127

9809

187

9749

cagtccctctttgacaagecggegecagecatgggacctaaaatecattgggeatcaggge

caatccctctccgacaagecggegecaaccataggacctcaaatccatcaggegeecgaggsg

gatgaaacgctccggttgtacctcaagaggttttagaccatgaggaaccacacccecgaa

gatgaaactctccggtcatacctcaaaagatttcagaccatgagaaatcgtatccctgag

gtcgecgaggegggggtgattgaagacttectaccgaggateccaatgacteggetttegte

gttgtggaagtagcggtgatcgaggacttataccagggatctaatgactcggeecttegte

cgagccatactccagaaaagcgtcecggecacctecgaacacttgtteecgggaggeagaccet

cgagccatactgca—aaaggtgeccgactaactccgagecagetattcagggaageggaccet

ctacatcaccacggattaacgggcccaggacctcatcggaggeacgaa 1830

ctacatcaccgccgacaaacgggetcaggacctcattggaggaacgaa 8139

105 bits (53), Expect = 9e-19

= 179/221 (80%)

aaaagcaccgcaaggggtagecctgggtgtgecggacggactctaaacaccgacagetgge

aaaagcacctcgaggggcaacceegggtgegeggteggacccaaaacaccgacagetgge

gcgecaggtagggggtgtgtectttgatctgagetagetcaatgaccattacctecaaatg

gcgecaggtagggggtgtgtcactgatccaagetagetcaatggeegtecactttcecagea

caagatcgcccttcecgeccegggactatgttttgetttggaaccatetcatecatagecaga

caagatcactctccgeectggatecgtgttetacttecggaaccatectcatecatggeaga

tgaagagggaactctgcaccgecatagcagatctattggaga 227

cgaagaaagaactctacatcgcgtagcagatccatcggaga 9709

1602

8366

1662

8306

1722

8246

1782

8187

66

9870

126

9810

186

9750



Score = 56.0 bits (28), Expect = 8e-04
Identities = 184/236 (77%)
Strand = Plus / Minus

Query: 848 aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactg 907

Sbjct: 9121 aacctgaaccccgacttegectgagecatgaacacaccgagegaggteggtggagtgttg 9062

Query: 908 gcccagatagectgacggecteccgegaaccctagacacggaaggetaceggeggetgett 967

Sbjct: 9061 gctcggatageegatggectececcctgactecagacgetgagggetateggeggetgete 9002

Query: 968 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 1027

Sbjct: 9001 actcgggcagctaacaatcttetgectetegetecatectecgagegatetatgacacace 8942

Query: 1028 atcaacagccggcgagacacgecggagetccatcaacgettegegegaccgatgaca 1083

Sbjct: 8941 atcaatagtcgacgggacgcacagagctccatcaatgettcgegegaacgacgaca 8886

>gb|DQ183073. 1| Zea mays clone A-RGA5 resistance gene analog-like gene, partial
sequence
Length = 489

Score = 121 bits (61), Expect = 2e-23
Identities = 290/365 (79%), Gaps = 1/365 (0%)
Strand = Plus / Minus

Query: 1283 cttactccgtgtctccgggecateccagtggec—cctaacttcaaggtecteccaacgtecage 1341

Sbjct: 470 cttactccgecatctcagggecatccagtggectecaaacttcaaagtectecaatgtcaac 411

Query: 1342 aagtatgagcgcaagcaggacctgggtggetggttagecatctacacgattgtcacatgg 1401

Sbjct: 410 aaatacgagcctaagcaagacccgggaggetggttggtegtetatacgacegecacacag 351

Query: 1402 gccgecggagegacggaggacgtgatgacagtgtatttteccattgtectagggecaagaec 1461



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

350

1462

290

1522

230

1582

170

1642

110

gccgetggggcaatcgaagacgtgatgacagecatagttgeccatecgtecttaggecaagat

gcaatgcagtggctccgacatctaccccaacattgecatagacaattggagegacttcagt

gcattacagtggctgegacatctgecgtggecactgecategatgattggagegacttcagt

tggtgcttcatecgeccaacttccagteecctetttgacaageecggegeagecatgggaccta

cggcatttcattgccaacttctagtcecctetecgacaagecagegeatecatgggaccete

aaatccattgggcatcagggegatgaaacgetecggttgtacctcaagaggttttagace

aaacccataaggcgceccgaggegatgaaagectteggtcatatectcaagaggtttcagacce

atgag 1646

atgag 106

>gb|EF468507. 1| Zea mays clone pBK118-8 LL repeat sequence
Length = 13598

Score =

111 bits (56), Expect = 2e-20

Tdentities = 182/224 (81%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1423

8417

1483

8477

1543

8537

1603

8597

gtgatgacagtgtattttcccattgtcctagggcaagacgcaatgecagtggetecgacat

gtgatgactgcgtatttgeccategtecttgggecaagatgegetgecaatggetacgacac

ctaccccaacattgcatagacaattggagcegacttcagttggtgettcategecaactte

ctgccccgacactgecattgacgattggagegatttcagtegecgttttgtegecaactte

cagtccctctttgacaagecggegeagecatgggacctaaaateccattgggeatcaggge

caatccctctccgacaagecggegecaaccatgggacctcaaatccataaggegecgaggg

gatgaaacgctccggttgtacctcaagaggttttagaccatgag 1646

gatgaaactctccgatcatacctcaaaagatttcagaccatgag 8640

291

1521

231

1581

171

1641

111

1482

8476

1542

8536

1602

8596



Score = 95.6 bits (48), Expect = 9e-16
Identities = 207/260 (79%)
Strand = Plus / Plus

Query: 824 cgagagaatgctctctttgetecggaacctgtaccececgacttegetegtgecaatgaacacg 883

Sbjct: 7909 cgagagaatcctctccttggacgaaacctgaacccecgacttegeccgagecatgaacaca 7968

Query: 884 ccgagtgaagtcggaggggtactggeccagatagetgacggecteccgegaaccetagae 943

Sbjct: 7969 ccgagcaaggtcggtggagtgttggeteggatageecgatggectececeeggactecagaec 8028

Query: 944 acggaaggctaccggceggetgettactecgagecagttaatcaccttcectacccatcactaat 1003

Sbjct: 8029 accaagggctatcggeggetgetcactegggeagetaaccatettetgectetecactecat 8088

Query: 1004 cctccaagcgacctacgccatgecatcaacagecggegagacacgeggagetcecatcaac 1063

Sbjct: 8089 cctccgagecgatctatgacacgeccatcaatagtcgacgggacgecacggagetecatcaat 8148

Query: 1064 gcttcgcgegaccgatgaca 1083

Sbjct: 8149 gcttcacgcgaacgacgaca 8168

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 38/43 (88%)
Strand = Plus / Plus

Query: 504 ctcctttctacccecgacgtectettcatcagggggagattgga 546

Sbject: 7603 ctccgttctaccccgacgtectetttategaggggagagtgga 7645
>gb|AC209754. 5| Zea mays BAC clone CH201-23E16 from chromosome 5, complete sequence
Length = 188133

Score = 101 bits (51), Expect = le-17
Identities = 90/103 (87%)



Strand = Plus / Minus

Query: 7 aaaagcaccgcaaggggtageecctgggtgtgeggacggactctaaacaccgacagetgge 66

Sbjct: 109028 aaaagcaccgtgaggggcaacccecgggtgtgeggteggacccaaaacaccgacagetgge 108969

Query: 67 gcgecaggtagggggtgtgtetttgatetgagetagetcaatg 109

Sbjct: 108968 gcgccaggtagggggtgtgtegacgatccaagetagetcaatg 108926

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 30117 aaacgccgacagttggegegecaggtagggg 30087

Score = 46.1 bits (23), Expect = 0.76
Identities = 23/23 (100%)
Strand = Plus / Minus

Query: 510 tctaccccgacgtectettecate 532

Sbjct: 108558 tctaccccgacgtcctettecate 108536

>gb|EF190051. 1| Zea mays clone 46F3FF5Rm5 chromosome B, genomic sequence
Length = 582

Score = 101 bits (51), Expect = le-17
Tdentities = 90/103 (87%)
Strand = Plus / Plus

Query: 7 aaaagcaccgcaaggggtagcecctgggtgtgeggacggactetaaacaccgacagetgge 66

Sbjct: 416 aaaagcacctcgaggggcaacceegggtgegeggteggacccaaaacaccgacagetgge 475

Query: 67 gcgccaggtagggggtgtgtetttgatectgagetagetcaatg 109



Sbjct: 476 gcgeccaggtagggggtgtgtcactgatccaagetagetcaatg 518

>gb|EF190049. 1| Zea mays clone 46F3FF5Rm3 chromosome B, genomic sequence
Length = 585

Score = 101 bits (51), Expect = le-17
Tdentities = 90/103 (87%)
Strand = Plus / Plus

Query: 7 aaaagcaccgcaaggggtagecctgggtgtgecggacggactctaaacaccgacagetgge 66

Sbjct: 419 aaaagcacctcgaggggcaacceegggtgtgeggteggacccaaaacaccgacagetggt 478

Query: 67 gcgccaggtagggggtgtgtetttgatectgagetagetcaatg 109

Sbjct: 479 gcgeccaggtagggggtgtgtecactgatecaagetagetcaatg 521

>gb|FJ386423. 1| Zea mays clone R6-b StarkB element, partial sequence
Length = 3194

Score = 97.6 bits (49), Expect = 2e-16
Identities = 139/169 (82%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggcgegeccaggtagggggtgtgtetttgatetgagetagetcaatg 109

Sbjct: 1920 aaacaccgacagctggecgegecaggtaggeggtgtgtecactgateccaagetagetcaatg 1979

Query: 110 accattacctccaaatgcaagatcgeccttegeccegggactatgttttgetttggaace 169

Sbjct: 1980 gtcatcactttccagcacaagattgecteteegeectggateegtgttetgetteggaace 2039

Query: 170 atctcatccatagcagatgaagagggaactctgcaccgcatagecagate 218

Sbjct: 2040 atctcatccgtggcagacgaagaaggaactctacatcgecatagecagate 2088

Score = 58.0 bits (29), Expect = 2e-04
Tdentities = 47/53 (88%)
Strand = Plus / Plus



Query: 31

Sbjct: 1796

Score = b58.

Identities

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtg 83

gggtgegeggteggacccaaaacaccggeagetggegegecaggtaggtggtg 1848

0 bits (29), Expect = 2e—04
= 173/221 (78%)

Strand = Plus / Plus

Query: 848

Sbjct: 2685

Query: 908

Sbjct: 2745

Query: 968

Sbjct: 2805

Query: 1028

Sbjct: 2865

aacctgtacccecgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactg

aacctgaaccccgacttcgeccgagecatgaacacaccgagegaggteggtggagtgttg

gceccagatagetgacggecteecgegaaccetagacacggaaggetaceggeggetgett

gctcggatagecegatggectecececggactceccagatgecgagggetateggeggetgete

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgece

actcgggcaactaaccatcttctgectectagectcatccteccaagegatctacgacacage

atcaacagccggegagacacgeggagetcecatcaacgette 1068

atcaatagtcgacgggacgcacggagctccatcaatgette 2905

Score = 54.0 bits (27), Expect = 0.003

Identities

= 39/43 (90%)

Strand = Plus / Plus

Query: 504

ctcetttetacceecgacgtectettcatcagggggagattgga 546

Sbjet: 2353 ctcecgttetaccccgacgtectetttateggggggagagtgga 2395

>gb |EF190053. 1| Zea mays clone 46F3FF5Rs2 chromosome B, genomic sequence

Length = 452

Score = 89.7 bits (45), Expect = 6e-14
Identities = 96/113 (84%)

907

2744

967

2804

1027

2864



Strand = Plus / Plus

Query: 5 ccaaaagcaccgcaaggggtagecctgggtgtgeggacggactctaaacaccgacagetg 64

Sbjct: 284 ccaaaaacacctcaaggggcaaccccgggtgegtggteggacccaaaacaccgacagetg 343

Query: 65 gcgcgecaggtagggggtgtgtetttgatectgagetagetcaatgaccattac 117

Sbjct: 344 gcgegecaagtagggggtgtgtecactggtecaagetagetcaatggecattac 396

>gb |EF190052. 1| Zea mays clone 46F3FF5Rsl chromosome B, genomic sequence
Length = 452

Score = 89.7 bits (45), Expect = 6e-14
Tdentities = 96/113 (84%)
Strand = Plus / Plus

Query: 5 ccaaaagcaccgcaaggggtagecctgggtgtgeggacggactctaaacaccgacagetg 64

Sbjct: 284 ccaaaaacacctcaaggggcaaccccgggtgegtggteggacccaaaacaccgacagetg 343

Query: 65 gcgcgeccaggtagggggtgtgtetttgatetgagetagetcaatgaccattac 117

Sbjct: 344 gcgecgecaagtagggggtgtgtecactggteccaagetagetcaatggecattac 396

>gb|EF190050. 1| Zea mays clone 46F3FF5Rm4 chromosome B, genomic sequence
Length = 582

Score = 85.7 bits (43), Expect = 9e-13
Tdentities = 88/103 (85%)
Strand = Plus / Plus

Query: 7 aaaagcaccgcaaggggtagcecctgggtgtgeggacggactetaaacaccgacagetgge 66

Sbjct: 416 aaaagcacctctaggggcaacccegggtgegeggteggacccaaaacaccgacagetgge 475

Query: 67 gcgccaggtagggggtgtgtetttgatectgagetagetcaatg 109

Sbjct: 476 gcgccaggaagggggtgtgttactgatccaagetagetcaatg 518



>gb|U68403. 1]|ZMU68403 Zea mays retrotransposon Grande—Zm 5 LTR and and primer binding
site DNA sequence
Length = 645

Score = 79.8 bits (40), Expect = 5e-11
Identities = 49/52 (94%)
Strand = Plus / Plus

Query: 31 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggt 82

Sbjct: 594 gggtgtgeggteggacccaaaacaccgacagetggegegecaggtagggggt 645

>gb|DQ183088. 1| Zea mays clone A-RGA20 resistance gene analog-like gene, partial
sequence
Length = 433

Score = 77.8 bits (39), Expect = 2e-10
Tdentities = 93/111 (83%)
Strand = Plus / Minus

Query: 1614 ccggttgtacctcaagaggttttagaccatgaggaaccacaccceccgaagtcgecgagge 1673

Sbjct: 433 ccggtecgtacctcaaaaggttccagaccatgagaaatcgtatcecccgaggtegeggagge 374

Query: 1674 gggggtgattgaagacttctaccgaggatccaatgactcggetttegteeg 1724

Sbjet: 373 ggcagtgatcgaggacttctatagaggatccaatgactcggecttegtecg 323

>gb|AC165175. 2| Zea mays clone ZMMBBb—136N21, complete sequence
Length = 129274

Score = 69.9 bits (35), Expect
Tdentities = 54/59 (91%), Gaps
Strand = Plus / Minus

5e-08
1/59 (1%)

Query: 2 tacccaaaagcaccgcaaggggtagecctgggtgtgeggacggactctaaacaccgaca 60

Sbjct: 46259 tacccaatagcaccgcaaggg—taaccctaggtgtgeggteggactcetaaacaccgaca 46202

>gb |EF190048. 1| Zea mays clone 46F3FF5Rml chromosome B, genomic sequence
Length = 581



Score = 67.9 bits (34), Expect = 2e-07
Identities = 68/78 (87%), Gaps = 1/78 (1%)
Strand = Plus / Plus

Query: 37 gcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtetttgatetg 96

Sbjct: 446 gcggtcggacccaaaacaccgacagetggegegecaggta—ggggtgtgtecactgateca 504

Query: 97 agctagctcaatgaccat 114

Sbjct: 505 agttagctcaatggccat 522

>gb|EU949251. 1| Zea mays clone 400160 mRNA sequence
Length = 709

Score = 63.9 bits (32), Expect = 3e-06
Tdentities = 53/60 (88%)
Strand = Plus / Minus

Query: 2 tacccaaaagcaccgcaaggggtageectgggtgtgeggacggactctaaacaccgacag 61

Sbjct: 389 tacccaaaagcactgcgaggggtaacccegggtgtgeggtegggetecaaacaccgacag 330

>gb|EF190064. 1| Zea mays clone pStarkb5.5 chromosome B, genomic sequence
Length = 5542

Score = 61.9 bits (31), Expect = 1le-05
Identities = 85/103 (82%)
Strand = Plus / Plus

Query: 7 aaaagcaccgcaaggggtagecctgggtgtgecggacggactctaaacaccgacagetgge 66

Sbjct: 5330 aaaagcacctcgaggggcaaccccgagtgtgeagteggacccaaaacaccgacagettgt 5389

Query: 67  gcgccaggtagggggtgtgtetttgatctgagetagetcaatg 109

Sbjct: 5390 gcgccaagtaggtggtgtgtcactgatccaagetagetcaatg 5432

Score = 61.9 bits (31), Expect = 1le-05
Identities = 58/67 (86%)



Strand = Plus / Plus

Query: 152 atgttttgctttggaaccatctcatccatagcagatgaagagggaactctgecaccgeata 211

Sbjct: b475 atgttctgcttcggaaccatctcatcecgtggeagacgaagaaggaactctacategecata 5534

Query: 212 gcagatc 218

T
Sbjct: 5535 gcggate 5541

>gb|AC229874. 3| Zea mays BAC clone CH201-314N3 from chromosome 3, complete sequence
Length = 159830

Score = 54.0 bits (27), Expect = 0.003
Tdentities = 30/31 (96%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 129148 aaacaccgacagttggcgcgecaggtagggg 129118

Score = 44.1 bits (22), Expect = 3.0
Identities = 25/26 (96%)
Strand = Plus / Plus

Query: 55 ccgacagetggegegecaggtagggg 80

Sbjct: 103455 ccgacagttggcgegecaggtagggg 103480

>gb|GU235996. 1| Coix lacryma—jobi 22-kDa prolamin gene cluster, complete sequence
Length = 283037

Score = 54.0 bits (27), Expect = 0.003
Tdentities = 30/31 (96%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 189303 aaacaccgacagttggcgcgecaggtagggg 189333



>gb|AC226722. 2| Zea mays BAC clone CH201-146D18 from chromosome 1, complete sequence
Length = 194152

Score = 54.0 bits (27), Expect = 0.003
Identities = 30/31 (96%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 29283 aaacaccgacagttggecgegecaggtagggeg 29253

Score = 44.1 bits (22), Expect = 3.0
Tdentities = 25/26 (96%)
Strand = Plus / Minus

Query: 55 ccgacagetggegegecaggtagggg 80

Sbjct: 165564 ccgacagttggcgegecaggtagggg 165539

>gb|AC186565. 4| Zea mays BAC clone ZMMBBb—610A7 from chromosome 5, complete sequence
Length = 160080

Score = 54.0 bits (27), Expect = 0.003
Identities = 30/31 (96%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 48261 aaacaccgacagttggcgegecaggtagggg 48291

>gb|AC194974. 4| Zea mays BAC clone CH201-115G11 from chromosome 5, complete sequence
Length = 152901

Score = 54.0 bits (27), Expect = 0.003
Tdentities = 30/31 (96%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 49821 aaacaccgacagttggcgecgecaggtagggg 49791



>gb|AC237090. 1| Oryza granulata clone 0G ABa0119F03, complete sequence
Length = 162698

Score = 54.0 bits (27), Expect = 0.003
Identities = 30/31 (96%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 91452 aaacatcgacagctggegegecaggtaggge 91482

>gb|AC231756. 2| Zea mays BAC clone CH201-111G11 from chromosome 10, complete sequence
Length = 195704

Score = 54.0 bits (27), Expect = 0.003
Tdentities = 30/31 (96%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 168287 aaacaccgacagttggcgcgeccaggtagggg 168257

>gb|AC233030. 1| Oryza minuta clone OM Ba0022H02, complete sequence
Length = 127011

Score = 54.0 bits (27), Expect = 0.003
Identities = 27/27 (100%)
Strand = Plus / Minus

Query: 55 ccgacagctggegegecaggtaggggg 81

Sbjct: 53099 ccgacagctggegegecaggtaggggg 53073

>gb|AC231332. 1| Oryza minuta clone OM Ba0219N21, complete sequence
Length = 107464

Score = 54.0 bits (27), Expect = 0.003
Tdentities = 27/27 (100%)
Strand = Plus / Plus



Query: 55 ccgacagctggegegecaggtaggggg 81

Sbjct: 77098 ccgacagctggegegecaggtaggggg 77124

>gb|AC196829. 2| Sorghum bicolor clone SB BBc0O050H06, complete sequence
Length = 115915

Score = 54.0 bits (27), Expect = 0.003
Tdentities = 30/31 (96%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 115212 aaacaccgacagttggecgecgecaggtagggg 115182

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 23/23 (100%)
Strand = Plus / Minus

Query: 63 tggcgegecaggtagggggtgtg 85
LEETEEEEETEETFETEET LT

Sbjct: 27029 tggcgegecaggtagggggtgtg 27007

>gb|AC196818. 2| Sorghum bicolor clone SB BBcO005H14, complete sequence
Length = 123072

Score = 54.0 bits (27), Expect = 0.003
Identities = 30/31 (96%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 23883 aaacaccgacagttggecgegecaggtagggeg 23913

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 23/23 (100%)
Strand = Plus / Plus

Query: 63 tggcgegecaggtagggggtgtg 85



Sbject: 77890 tggcgecgeccaggtagggggtgtg 77912

>gb|AC165173. 2| Zea mays clone ZMMBBb—125019, complete sequence
Length = 157660

Score = 54.0 bits (27), Expect = 0.003
Tdentities = 30/31 (96%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 19157 aaacaccgacagttggegegecaggtagggeg 19127

Score = 54.0 bits (27), Expect = 0.003
Tdentities = 30/31 (96%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 141998 aaacaccgacagttggcgecgecaggtagggg 142028

>gb|AY455286. 1| Zea mays chloroplast phytoene synthase (Y1) gene, complete cds; nuclear
gene for chloroplast product
Length = 94829

Score = 54.0 bits (27), Expect = 0.003
Identities = 30/31 (96%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 61604 aaacaccgacagttggegegecaggtagggeg 61634

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 30/32 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggcgegecaggtaggggg 81



Sbjct: 3482 aaacgccgacagttggegegecaggtaggggg 3451

Score = 48.1 bits (24), Expect = 0.19
Identities = 30/32 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtaggggg 81

Sbjct: 22781 aaacgccgacagttggegegecaggtaggggg 22750

>gb |GU080322. 1| Saccharum hybrid cultivar R570 clone BAC 086H20, partial sequence
Length = 143827

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 29/30 (96%)
Strand = Plus / Plus

Query: 51 aacaccgacagctggecgegecaggtagggg 80

Sbjct: 131948 aacaccgacagttggcgegecaggtagggg 131977

Score = 46.1 bits (23), Expect = 0.76
Identities = 26/27 (96%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggecgegecaggta 76

Sbjct: 44092 aaacaccgatagctggegegecaggta 44066

>gb|AC231130. 2| Oryza minuta clone OM Ba0135C17, complete sequence
Length = 89171

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 55 ccgacagctggegegecaggtagggg 80



Sbjct: 44219 ccgacagctggegegecaggtagggg 44194

>gb|AC213133. 1| Oryza glaberrima clone 0G BBa0042C22, complete sequence
Length = 112632

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 79649 cgacagctggegegecaggtaggggeg 79624

Score = 44.1 bits (22), Expect = 3.0
Tdentities = 25/26 (96%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 67240 cgacagctggegegecaggtaagggg 67265

>gb|EF659468. 1| Zea mays clone BAC b0288K09 AP2 domain transcription factor (Rap2.7)
gene, partial cds
Length = 151668

Score = 52.0 bits (26), Expect = 0.012
Identities = 32/34 (94%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggggtg 83

Sbjct: 73626 aaacaccgacagctggegecaccatgtagggggtg 73593

>gb |EF659467. 1| Zea mays clone BAC m. pk066.114 AP2 domain transcription factor (Rap2.7)
gene, partial cds
Length = 133964

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 32/34 (94%)
Strand = Plus / Minus



Query: 50 aaacaccgacagctggegegecaggtagggggtg 83

Sbjct: 61954 aaacaccgacagctggegcaccatgtagggggtg 61921

>emb|CR855170. 1| Oryza sativa genomic DNA, chromosome 4, BAC clone: HO818E04, complete
sequence
Length = 146307

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 141993 cgacagctggegegecaggtaggggg 142018

>gb|AC105320. 2| Oryza sativa Japonica Group chromosome 5 clone 0J1675 HO7, complete
sequence
Length = 135294

Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 105195 cgacagctggegegecaggtaggggg 105220

>gb|AC117264. 2| Oryza sativa Japonica Group chromosome 5 clone 0J1005 D04, complete
sequence
Length = 168424

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81
NARRRARRRRARRNARRRARRRNA

Sbjct: 56260 cgacagctggegegecaggtaggggg 56285

>gb|AC135924. 2| Oryza sativa Japonica Group chromosome 5 clone P0486C01, complete



sequence
Length = 146432

Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81
NARRRARRRRARRNARRRARRRNA

Sbjct: 55487 cgacagctggegegecaggtaggggs 55462

>gb|AC130598. 2| Oryza sativa Japonica Group chromosome 5 clone 0SJNBa0056111,
complete sequence
Length = 145796

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 56  cgacagctggcgegecaggtaggggg 81

Sbjct: 4119 cgacagctggegegecaggtaggggg 4094

>gb|AC145127. 1| Oryza sativa Japonica Group chromosome 10 clone PseudolOp0.0-10p4. 4,
complete sequence
Length = 2331000

Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 588003 cgacagctggegegecaggtaggggg 587978

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 26/27 (96%)
Strand = Plus / Plus

Query: 55 ccgacagetggegegecaggtaggggg 81



Sbjct: 1793581 ccgacatctggecgegecaggtaggggg 1793607

>gb|AC092388. 5| Oryza sativa chromosome 10 BAC 0SJNBa0011L09 genomic sequence, complete
sequence
Length = 177565

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 86800 cgacagctggegegecaggtaggggg 86775

>gb |AC068654. 2| Genomic Sequence For Oryza sativa (japonica cultivar—group) cultivar
Nipponbare Clone OSJNBa0015022 From Chromosome 10,
complete sequence
Length = 189349

Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 5b611 cgacagctggegegecaggtaggggeg 55586

>db j| AP006233. 3| Oryza sativa Japonica Group genomic DNA, chromosome 1, BAC
clone:B1249E06
Length = 126534

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 59441 cgacagctggegegecaggtaggggeg 59416

>db j|AP005460. 3| Oryza sativa Japonica Group genomic DNA, chromosome 6, PAC
clone:P0610D01
Length = 146418



Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 73246 cgacagctggegegecaggtagggegg 73271

>dbj|AP004729. 3| Oryza sativa Japonica Group genomic DNA, chromosome 6, BAC
clone:0SJNBa0006A22
Length = 190690

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 37650 cgacagctggegegecaggtaggggg 37675

>db j|AP003458. 4| Oryza sativa Japonica Group genomic DNA, chromosome 6, PAC clone:P0701E03
Length = 183245

Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 153905 cgacagctggegegecaggtaggggg 153880

>db j|AP005684. 3| Oryza sativa Japonica Group genomic DNA, chromosome 9, BAC
clone:0J1742 GO1
Length = 154912

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81



Sbjct: 81368 cgacagctggegegecaggtaggggsg 81393

>db j|AP005834. 4| Oryza sativa Japonica Group genomic DNA, chromosome 7, BAC
clone:0SJNBa0005C24
Length = 168151

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 104930 cgacagctggegegecaggtaggggg 104905

>db j|AP006556. 2| Oryza sativa Japonica Group genomic DNA, chromosome 7, BAC
clone:B1010G04a
Length = 61450

Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 25639 cgacagctggegegecaggtaggggsg 25664

>dbj|AP005414. 3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC
clone:0SJNBa0073G17
Length = 162391

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 128075 cgacagctggegegecaggtaggggg 128100

>db j|AP004229. 3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC
clone:0J1124 E11
Length = 133524



Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 117613 cgacagctggegegecaggtaggggg 117638

>db j|AP003988. 3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC
clone:0J1057 D08
Length = 119557

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81
NARRRARRRRARRNARRRARRRNA

Sbjct: 54098 cgacagctggegegecaggtaggggg 54123

>db j| AP005563. 3| Oryza sativa Japonica Group genomic DNA, chromosome 9, BAC
clone:0J1227 DO7
Length = 118358

Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 16748 cgacagctggegegecaggtaggggg 16773

>dbj|AP003525. 2| Oryza sativa Japonica Group genomic DNA, chromosome 6, PAC
clone:P0537F07
Length = 147724

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81



Sbjct: 39151 cgacagctggegegecaggtaggggeg 39126

>db j| AP006062. 2| Oryza sativa Japonica Group genomic DNA, chromosome 9, PAC clone:P0415D04
Length = 176627

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 164658 cgacagctggegegecaggtaggggg 164683

>dbj|AP005795. 3| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC
clone :B1090H08
Length = 200720

Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 75026 cgacagctggegegecaggtaggggg 75001

>dbj|AP005512. 3| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC
clone:0SJNBa0012003
Length = 141860

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 134937 cgacagctggegegecaggtaggggg 134962

>db j|AP004645. 3| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC
clone:0J1119 B10
Length = 148508

Score = 52.0 bits (26), Expect = 0.012



Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 82803 cgacagctggegegecaggtaggggg 82778

>dbj|AP004375. 3| Oryza sativa Japonica Group genomic DNA, chromosome 8, PAC
clone:P0475C12
Length = 140863

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81
NARRRARRRRARRNARRRARRRNA

Sbjct: 26933 cgacagctggegegecaggtaggggg 26958

>db j| AP006237. 3| Oryza sativa Japonica Group genomic DNA, chromosome 1, BAC
clone:0SJNBb0008DO7
Length = 156874

Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 56  cgacagctggcgegecaggtaggggg 81

Sbject: 1391 cgacagctggegegecaggtagggegg 1416

>emb |AL731605. 3| Oryza sativa genomic DNA, chromosome 4, BAC clone: 0SJNBa0042F21,
complete sequence
Length = 167113

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 110588 cgacagctggegegecaggtaggggg 110563



>dbj|AP004611. 3| Oryza sativa Japonica Group genomic DNA, chromosome 1, BAC
clone:0J1005 B10
Length = 142680

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 125370 cgacagctggegegecaggtaggggg 125345

>dbj|AP004821. 4| Oryza sativa Japonica Group genomic DNA, chromosome 1, PAC clone:P0676G08
Length = 153154

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 115721 cgacagctggegegecaggtaggggg 115746

>emb|AL606634. 2| Oryza sativa genomic DNA, chromosome 4, BAC clone: OSJNBbOO72N21,
complete sequence
Length = 130433

Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjet: 127992 cgacagctggegegecaggtaggggg 127967

>dbj|AP003760. 4| Oryza sativa Japonica Group genomic DNA, chromosome 1, BAC
clone:0SJNBb0063G05
Length = 182681

Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)



Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 167523 cgacagctggegegecaggtaggggg 167548

>dbj|AP004194. 3| Oryza sativa Japonica Group genomic DNA, chromosome 1, PAC
clone:PO014E08
Length = 144219

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 69901 cgacagctggegegecaggtaggggeg 69926

>db j| AP002482. 1| Oryza sativa Japonica Group genomic DNA, chromosome 1, clone:P0706B05
Length = 187835

Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 40167 cgacagctggegegecaggtaggggg 40142

>emb|AL713941. 3| Oryza sativa chromosome 12, . BAC 0SJNBa0OO6MO8 of library O0SJNBa from
chromosome 12 of cultivar Nipponbare of ssp. japonica of
Oryza sativa (rice), complete sequence
Length = 136254

Score = 52.0 bits (26), Expect = 0.012
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 62956 cgacagctggegegecaggtaggggg 62931



>emb|AL731592. 2| Oryza sativa genomic DNA, chromosome 4, BAC clone: 0SJNBa0036B17,
complete sequence
Length = 99093

Score = 52.0 bits (26), Expect = 0.012
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 30047 cgacagctggegegecaggtaggggg 30022

>gb|GQ407104. 1| Oryza granulata chromosome 6 clone BAC a0186L08/a0076A15, complete
sequence
Length = 242758

Score = 50.1 bits (25), Expect = 0.048
Tdentities = 25/25 (100%)
Strand = Plus / Plus

Query: 57 gacagctggecgegecaggtaggggg 81

Sbjct: 182050 gacagctggcgegecaggtaggggg 182074

>gb|AC231811. 1] Oryza minuta clone OM Ba0091E17, complete sequence
Length = 115162

Score = 50.1 bits (25), Expect = 0.048
Identities = 25/25 (100%)
Strand = Plus / Plus

Query: 59 cagctggegegecaggtagggggtg 83

Sbjct: 113939 cagctggcgegecaggtagggggtg 113963

>gb|EU338354. 1| Zea mays cultivar W22 bz gene locus, complete sequence
Length = 238141

Score = 50.1 bits (25), Expect = 0.048
Tdentities = 31/33 (93%)
Strand = Plus / Minus



Query: 50 aaacaccgacagctggegegecaggtagggggt 82

Sbjct: 39149 aaacatcgacagttggcgecgecaggtagggggt 39117

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 58988 aaacgccgacagttggegegecaggtagggeg 59018

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 179323 aaacaccgacagttggcgecgetaggtagggg 179293

>gb|AF391808. 3| Zea mays cultivar McC bz locus region
Length = 225984

Score = 50.1 bits (25), Expect = 0.048
Identities = 31/33 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggggt 82

Sbjct: 38172 aaacatcgacagttggcgegecaggtagggggt 38140

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80



Sbjct: 58012 aaacgccgacagttggegegecaggtagggg 58042

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 179665 aaacaccgacagttggecgecgetaggtagggg 179635

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 202313 aaacgccgacagttggegegecaggtagggg 202343

>emb|CR855225. 1| Oryza sativa genomic DNA, chromosome 4, BAC clone:
0SIGBa0138H21-0SIGBa0138E01, complete sequence
Length = 129321

Score = 50.1 bits (25), Expect = 0.048
Identities = 25/25 (100%)
Strand = Plus / Plus

Query: 56  cgacagctggcgegecaggtagggg 80
NRRNRRRARRARRARRAER AN

Sbjct: 8725 cgacagctggegegecaggtagggg 8749

>gb|AC083945. 3| Oryza sativa Japonica Group chromosome X clone 0SJNBaOO058E19, complete

sequence
Length = 147706

Score = 50.1 bits (25), Expect = 0.048

Tdentities = 28/29 (96%)
Strand = Plus / Minus

Query: 55 ccgacagctggegegecaggtagggggtg 83



Sbjct: 28946 ccgacatctggecgegecaggtagggggtg 28918

>gb|AC135929. 2| Oryza sativa Japonica Group chromosome 5 clone P0692D12, complete
sequence
Length = 164064

Score = 50.1 bits (25), Expect = 0.048
Tdentities = 25/25 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtagggg 80

Sbjct: 33780 cgacagctggegegecaggtagggeg 33756

>gb|AC136226. 2| Oryza sativa Japonica Group chromosome 5 clone 0SJNBbOO67HL5, complete
sequence
Length = 184316

Score = 50.1 bits (25), Expect = 0.048
Identities = 28/29 (96%)
Strand = Plus / Plus

Query: 52 acaccgacagctggecgegecaggtagggg 80

Sbjct: 180861 acaccgacagttggcgegecaggtagggg 180889

>gb|AC108498. 2| Oryza sativa Japonica Group chromosome 5 clone 0J1076 HO8, complete
sequence
Length = 148348

Score = 50.1 bits (25), Expect = 0.048
Tdentities = 28/29 (96%)
Strand = Plus / Plus

Query: 52 acaccgacagctggegegecaggtagggg 80

Sbjct: 10787 acaccgacagttggcgegecaggtagggg 10815

>gb|AC134348. 2| Oryza sativa Japonica Group chromosome 5 clone P0530H10, complete
sequence
Length = 148373



Score = 50.1 bits (25), Expect = 0.048
Identities = 25/25 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtagggg 80
RRARRRARRARRARRA AN

Sbjct: 83012 cgacagctggegegecaggtaggge 82988

>emb |AL606649. 4| Oryza sativa genomic DNA, chromosome 4, BAC clone: OSJNBb0003BOL,
complete sequence
Length = 153643

Score = 50.1 bits (25), Expect = 0.048
Tdentities = 25/25 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtagggg 80

Sbjct: 40302 cgacagctggegegecaggtagggg 40326

>gb|AY530950. 1| Zea mays putative zinc finger protein (Z438D03.1), unknown (Z438D03.5),
epsilon—COP (Z438D03.6), putative kinase (Z438D03.7),
unknown (Z438D03.25), and C1-B73 (Z438D03.27) genes
complete cds
Length = 185988

Score = 50.1 bits (25), Expect = 0.048
Identities = 31/33 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggggt 82

Sbjct: 111324 aaacgccgacagttggegegecaggtagggggt 111292

>db j|AP005866. 2| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC
clone:0SJNBb0076003
Length = 140823

Score = 50.1 bits (25), Expect = 0.048
Tdentities = 25/25 (100%)
Strand = Plus / Minus



Query: 56 cgacagctggegegecaggtagggg 80
RN RARRARRRA AR

Sbjct: 46297 cgacagctggegegecaggtagggg 46273

>db j|AP003435. 2| Oryza sativa Japonica Group genomic DNA, chromosome 1, PAC
clone:P0455H03
Length = 175947

Score = 50.1 bits (25), Expect = 0.048
Tdentities = 25/25 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtagggg 80
NARRNARRRARRRARRRARREAN

Sbjct: 18120 cgacagctggegegecaggtaggge 18144

>gb|AC229780. 2| Oryza minuta clone OM Ba0081J07, complete sequence
Length = 103110

Score = 48.1 bits (24), Expect = 0.19
Identities = 27/28 (96%)
Strand = Plus / Minus

Query: 53 caccgacagctggegegecaggtagggg 80

Sbjct: 94501 caccgacagctggecgegetaggtagggg 94474

>gb|AC231887. 2| Oryza minuta clone OM Ba0018L21, complete sequence
Length = 97902

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggg 79
NARRRARRRANRRARRRAARR

Sbjct: 88007 cgacagctggegegecaggtaggg 88030

>gb|AC225222. 3| Zea mays BAC clone CH201-123112 from chromosome 1, complete sequence
Length = 178957



Score = 48.1 bits (24), Expect = 0.19
Identities = 33/36 (91%)
Strand = Plus / Minus

Query: 48 ctaaacaccgacagctggegegecaggtagggggtg 83

Sbjct: 83102 ctaaacatcgacagctggcacgccaagtagggggte 83067

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 177040 aaacgccgacagttggegegecaggtagggg 177070

>gb|FJ266023. 1| Oryza granulata clone 0G ABaO77F15 032P05, complete sequence
Length = 285707

Score = 48.1 bits (24), Expect = 0.19
Identities = 24/24 (100%)
Strand = Plus / Minus

Query: 55 ccgacagctggegegecaggtagg 78
R

Sbjct: 28434 ccgacagctggegegecaggtagg 28411

>gb|AC231882. 1| Oryza minuta clone OM Ba0091G05, complete sequence
Length = 123139

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtaggg 79
NARRRARRRANRRARRRAARR

Sbjct: 32770 cgacagctggegegecaggtaggg 32793

>gb|AC229741. 1| Oryza minuta clone OM Ba0230E13, complete sequence
Length = 130811



Score = 48.1 bits (24), Expect = 0.19
Identities = 27/28 (96%)
Strand = Plus / Minus

Query: 53 caccgacagctggegegecaggtagggg 80

Sbjct: 37301 caccgacagctggegegetaggtagggg 37274

>gb|AC223439. 1| Oryza brachyantha, complete sequence
Length = 163153

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 27/28 (96%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtagggggtg 83
AR RARR AR ARy

Sbjct: 121233 cgacagttggecgegecaggtagggggteg 121206

>gb|AC097176. 3| Oryza sativa Japonica Group chromosome 5 clone 0J1576 FO1, complete
sequence
Length = 119525

Score = 48.1 bits (24), Expect = 0.19
Identities = 24/24 (100%)
Strand = Plus / Minus

Query: 58 acagctggegegecaggtaggggg 81

Sbjct: 12190 acagctggcgegecaggtaggggg 12167

>gb|AC078839. 4| Oryza sativa Japonica Group chromosome X clone 0SJNBa0094J09, complete
sequence
Length = 168192

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 30/32 (93%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtagggggtgtgte 87



Sbjct: 12916 cgacagttggcgegecaggtaggggttgtgte 12947

>gb|AC130602. 5| Oryza sativa Japonica Group chromosome 5 clone B1122D01, complete
sequence
Length = 126532

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 58 acagctggegegecaggtaggggg 81

Sbjct: 82918 acagctggcgegecaggtaggggeg 82895

>gb|AC087552. 3| Oryza sativa Japonica Group chromosome 5 clone P0519E07, complete
sequence
Length = 151399

Score = 48.1 bits (24), Expect = 0.19
Identities = 27/28 (96%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtagggggtg 83
LEELEE FEETEETEET P TEET T

Sbjct: 65303 cgacagttggcgegecaggtagggggtg 65330

>db j| AP005458. 3| Oryza sativa Japonica Group genomic DNA, chromosome 6, PAC
clone:P0567G03
Length = 196834

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 27/28 (96%)
Strand = Plus / Minus

Query: 56  cgacagctggcgegcecaggtagggggtg 83
CEEEEE FEEEEEEEETEEE LT

Sbjct: 6508 cgacagttggecgegecaggtaggggety 6481

>db j|AP005456. 3| Oryza sativa Japonica Group genomic DNA, chromosome 6, PAC
clone:P0513E02
Length = 141477



Score = 48.1 bits (24), Expect = 0.19
Identities = 27/28 (96%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtagggggtg 83
LEELEE FEETEETEET P TEET T

Sbjct: 83824 cgacagttggecgegecaggtagggggtg 83797

>db j|AP005570. 3| Oryza sativa Japonica Group genomic DNA, chromosome 9, BAC
clone:0J1344 BO1
Length = 170912

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 30/32 (93%)
Strand = Plus / Plus

Query: 56  cgacagctggcgegecaggtagggggtgtgte 87
CEEEEE TEREEEEEEEEEEETEEE FEET

Sbjct: 3402 cgacagttggcgegecaggtaggggttgtgte 3433

>db j|AP005424. 3| Oryza sativa Japonica Group genomic DNA, chromosome 9, PAC
clone:P0556H01
Length = 149800

Score = 48.1 bits (24), Expect = 0.19
Identities = 30/32 (93%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtagggggtgtgte 87
CEELEE FEEEEEEEET TR P

Sbjct: 91487 cgacagttggegegecaggtaggggttgtgte 91518

>dbj|AP005774. 5| Oryza sativa Japonica Group genomic DNA, chromosome 7, BAC
clone:0SJNBaO0O86NO5
Length = 163670

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 27/28 (96%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtagggggtg 83



Sbjct: 36560 cgacagttggcgegecaggtagggggtg 36587

>dbj|AP003991. 3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC
clone:0J1077 A12
Length = 149089

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 27/28 (96%)
Strand = Plus / Plus

Query: 56  cgacagctggcgegcecaggtagggggtg 83

Sbjct: 3663 cgacagttggcgegecaggtagggggtg 3690

Score = 44.1 bits (22), Expect = 3.0
Tdentities = 25/26 (96%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtaggggg 81

Sbjct: 129955 cgacagctggagcgecaggtaggggg 129930

>dbj|AP003977. 3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC
clone:0J1006 A02
Length = 175153

Score = 48.1 bits (24), Expect = 0.19
Identities = 30/32 (93%)
Strand = Plus / Minus

Query: 55 ccgacagctggegegecaggtagggggtgtgt 86
CEPEEE FECEEEEEEE TR EEE FEEr T

Sbjct: 66521 ccgacatctggegegecaggtagggtgtgtgt 66490

>dbj|AP003974. 3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC
clone:0J1003 FO5
Length = 147472

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 30/32 (93%)
Strand = Plus / Minus



Query: 55 ccgacagetggegegecaggtagggggtgtgt 86
CEELEE EEEEEEEET PP TEET

Sbjct: 121878 ccgacatctggegegecaggtagggtgtgtgt 121847

>dbj|AP003724. 2| Oryza sativa Japonica Group genomic DNA, chromosome 6, PAC
clone:P0498C03
Length = 146394

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 27/28 (96%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtagggggte 83
AR RARR AR ARy

Sbjct: 54023 cgacagttggegegecaggtagggggtg 53996

>db j| AP005628. 3| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC
clone:0J1014 EO02
Length = 159669

Score = 48.1 bits (24), Expect = 0.19
Identities = 30/32 (93%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtagggggtgtgte 87
CEELEE PP TEE

Sbjct: 146215 cgacagttggcgegecaggtaggggttgtgte 146184

>emb |AL606615. 4| Oryza sativa genomic DNA, chromosome 4, BAC clone: 0SJNBa0086B14,
complete sequence
Length = 175698

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 58 acagctggegegecaggtaggggg 81

Sbjct: 66981 acagctggcgegecaggtaggggg 67004



>db j| AP004030. 2| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC
clone:0J1145 E05
Length = 101333

Score = 48.1 bits (24), Expect = 0.19
Identities = 27/28 (96%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtagggggte 83
AR RARR AR ARy

Sbjct: 84158 cgacagttggegegecaggtagggggtg 84185

>emb|AL731618. 3| Oryza sativa genomic DNA, chromosome 4, BAC clone: OSJNBbOO12A12,
complete sequence
Length = 122766

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 27/28 (96%)
Strand = Plus / Plus

Query: 56  cgacagctggcgegecaggtagggggtg 83
CEEEEE FEEEETEEETEEETEEE T

Sbjct: 8706 cgacagttggcgegecaggtagggggtg 8733

>emb|AL663012. 3| Oryza sativa genomic DNA, chromosome 4, BAC clone: OSJNBbOO69INO1,
complete sequence
Length = 180264

Score = 48.1 bits (24), Expect = 0.19
Identities = 27/28 (96%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtagggggtg 83
CEEEEE FEEEEETEEE TP

Sbjct: 156114 cgacagttggcgegecaggtagggggtg 156141

>db j|AP005464. 3| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC
clone:B1027A11
Length = 169506

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 30/32 (93%)
Strand = Plus / Minus



Query: 56 cgacagctggegegecaggtagggggtgtgte 87
CEEEEE FEEEEEEEE PR EEE TR

Sbjct: 50301 cgacagttggcgecgecaggtaggggttgtgte 50270

>dbj|AP003204. 3| Oryza sativa Japonica Group genomic DNA, chromosome 1, BAC clone:B1111C09
Length = 156393

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 27/28 (96%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtagggggtg 83
CEEEEE FEEEEETEEE TP

Sbjct: 144424 cgacagttggcgecgecaggtagggggte 144397

>dbj|AP002968. 2| Oryza sativa Japonica Group genomic DNA, chromosome 1, PAC
clone:P0416G11
Length = 138858

Score = 48.1 bits (24), Expect = 0.19
Identities = 27/28 (96%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtagggggtg 83
CEEEEE PEREEETE TP

Sbjct: 24812 cgacagttggcgegecaggtagggggtg 24785

>dbj|AP002525. 1| Oryza sativa Japonica Group genomic DNA, chromosome 1, PAC
clone:P0462H08
Length = 139152

Score = 48.1 bits (24), Expect = 0.19
Tdentities = 27/28 (96%)
Strand = Plus / Plus

Query: 56 cgacagctggegegecaggtagggggte 83
AR RARR AR ARy

Sbjct: 35648 cgacagttggcgegecaggtagggggtg 35675

>gb|AC208340. 4| Zea mays BAC clone CH201-53J11 from chromosome 5, complete sequence



Length = 187725

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggcgegecaggtagggg 80

Sbjct: 4170 aaacgccgacagttggegegecaggtagggg 4140

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 49380 aaacgccgacagttggegegecaggtagggeg 49410

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 161929 aaacgccgacagttggegegecaggtagggg 161959

>gb|AC216353. 5| Zea mays BAC clone CH201-194K18 from chromosome 5, complete sequence
Length = 176200

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 57575 aaacgccgacagttggegegecaggtagggeg 57545

Score = 46.1 bits (23), Expect = 0.76



Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggecgegecaggtagggg 80

Sbjct: 82787 aaacgccgacagttggegegecaggtagggg 82817

Score = 44.1 bits (22), Expect = 3.0
Tdentities = 25/26 (96%)
Strand = Plus / Minus

Query: 55 ccgacagctggegegecaggtagggg 80

Sbjct: 69916 ccgacagttggegegecaggtagggg 69891

>gb|AC205514. 6| Zea mays BAC clone CH201-227F5 from chromosome 5, complete sequence
Length = 168591

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 52277 aaacgccgacagttggegegecaggtagggg 52307

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 94136 aaacgccgacagttggegegecaggtagggeg 94106
>gb|AC207417. 4| Zea mays BAC clone CH201-186N18 from chromosome 5, complete sequence
Length = 180967

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)



Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 27051 aaacgccgacagttggegegecaggtagggg 27021

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 97256 aaacgccgacagttggegegecaggtagggeg 97226

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 103145 aaacgccgacagttggegegecaggtagggg 103115

>gb|AC204937. 4| Zea mays BAC clone CH201-488A19 from chromosome 5, complete sequence
Length = 152162

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 81522 aaacgccgacagttggegegecaggtagggeg 81552

Score = 44.1 bits (22), Expect = 3.0
Tdentities = 25/26 (96%)
Strand = Plus / Plus



Query: 55 ccgacagctggegegecaggtagggg 80

Sbjct: 45119 ccgacagttggegegecaggtagggg 45144

>gb|AC210260. 5| Zea mays BAC clone CH201-44F4 from chromosome 5, complete sequence
Length = 188949

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 112762 aaacgccgacagttggegegecaggtagggg 112792

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 158316 aaacgccgacagttggegegecaggtagggg 158346

>gb|AC190571. 5| Zea mays BAC clone CH201-151G9 from chromosome 5, complete sequence
Length = 190522

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 57140 aaacgccgacagttggegegecaggtagggeg 57110

>gb|AC216070. 4| Zea mays BAC clone CH201-459P15 from chromosome 5, complete sequence
Length = 226532

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus



Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 77633 aaacgccgacagttggegegecaggtagggg 77603

>gb|AC226721. 2| Zea mays BAC clone CH201-150M20 from chromosome 10, complete sequence
Length = 207605

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 148376 aaacgccgacagttggegegecaggtagggg 148346

>gb|AC213983.4| Zea mays BAC clone CH201-326E16 from chromosome 5, complete sequence
Length = 180103

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggcgegecaggtagggg 80

Sbjct: 6768 aaacgccgacagttggegegecaggtagggg 6738

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 126670 aaacgccgacagttggegegecaggtagggg 126640

>gb|AC225944. 3| Zea mays BAC clone CH201-127G5 from chromosome 10, complete sequence
Length = 216347

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus



Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 107278 aaacgccgacagttggecgegecaggtagggg 107308

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 160565 aaacgccgacagttggegegecaggtagggg 160535

Score = 44.1 bits (22), Expect = 3.0
Tdentities = 25/26 (96%)
Strand = Plus / Minus

Query: 55 ccgacagctggegegecaggtagggg 80

Sbjct: 26505 ccgacagttggegegecaggtagggg 26480

>gb|AC214043. 4| Zea mays BAC clone CH201-299G22 from chromosome 5, complete sequence
Length = 166124

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 23565 aaacgccgacagttggegegecaggtagggeg 23595

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80



Sbjct: 58049 aaacgccgacagttggegegecaggtagggg 58079

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 81733 aaacgccgacagttggegegecaggtagggeg 81703

>gb|AC196472. 3| Zea mays BAC clone ZMMBBb—235B12 from chromosome 5, complete sequence
Length = 126719

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 107458 aaacgccgacagttggegegecaggtagggg 107428

>gb|AC185472. 4| Zea mays BAC clone CH201-257N23 from chromosome 5, complete sequence
Length = 185919

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 19944 aaacgccgacagttggegegecaggtagggeg 19974

>gb|AC201762.5| Zea mays BAC clone CH201-479M22 from chromosome 5, complete sequence
Length = 179408

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus



Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 95001 aaacgccgacagttggegegecaggtagggg 95031

>gb|AC203071. 4| Zea mays BAC clone CH201-184N10 from chromosome 5, complete sequence
Length = 194840

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 21578 aaacgccgacagttggegegecaggtagggeg 21608

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 45262 aaacgccgacagttggegegecaggtagggg 45232

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 79745 aaacgccgacagttggegegecaggtagggeg 79715

>gb|AC203365. 4| Zea mays BAC clone ZMMBBb—196K7 from chromosome 5, complete sequence
Length = 138785

Score = 46.1 bits (23), Expect = 0.76

Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80



Sbjct: 31631 aaacgccgacagttggegegecaggtagggg 31601

>gb|AC196774. 5| Zea mays BAC clone CH201-435B12 from chromosome 5, complete sequence
Length = 208481

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 42913 aaacgccgacagttggegegecaggtaggge 42943

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 149647 aaacgccgacagttggecgegecaggtagggg 149677

>gb|AC203430. 5| Zea mays BAC clone CH201-142M10 from chromosome 5, complete sequence
Length = 195985

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 56936 aaacgccgacagttggegegecaggtagggeg 56906

>gb|AC186011.4| Zea mays BAC clone CH201-417E17 from chromosome 5, complete sequence
Length = 174321

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus



Query: 50 aaacaccgacagctggcgegecaggtagggg 80

Sbjct: 1307 aaacgccgacagttggegegecaggtagggg 1277

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 156005 aaacgccgacagttggegegecaggtagggg 156035

>gb|AC210188. 4| Zea mays BAC clone CH201-257L10 from chromosome 5, complete sequence
Length = 181384

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 87495 aaacgccgacagttggegegecaggtagggg 87465

>gb|AC195458. 4| Zea mays BAC clone CH201-47808 from chromosome 5, complete sequence
Length = 200301

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 21244 aaacgccgacagttggegegecaggtagggeg 21274

>gb|AC191361.5| Zea mays BAC clone CH201-21609 from chromosome 5, complete sequence
Length = 182607

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus



Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 73957 aaacgccgacagttggegegecaggtagggg 73987

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 180691 aaacgccgacagttggegegecaggtagggg 180721

>gb|AC190647. 4| Zea mays BAC clone ZMMBBb-216G14 from chromosome 5, complete sequence
Length = 148198

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 43908 aaacgccgacagttggegegecaggtagggg 43878

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 98402 aaacgccgacagttggegegecaggtagggeg 98372

>gb|AC215174.5| Zea mays BAC clone CH201-70P8 from chromosome 5, complete sequence
Length = 184384

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus



Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 28715 aaacgccgacagttggegegecaggtagggeg 28685

>gb|AC211535. 5| Zea mays BAC clone ZMMBBb—223D21 from chromosome 5, complete sequence
Length = 175907

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 156086 aaacgccgacagttggegegecaggtagggg 156056

>gb|AC237089. 1| Oryza granulata clone 0G ABa0096023, complete sequence
Length = 145921

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 13212 aaacatcgacagttggcgecgecaggtagggg 13242

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 19723 aaacatcgacagttggegegecaggtagggeg 19693

>gb|AC237088. 1| Oryza granulata clone 0G ABa0089G14, complete sequence
Length = 118754

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus



Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 39396 aaacatcgacagttggcgegecaggtagggeg 39426

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 97242 aaacatcgacagttggecgegecaggtagggg 97272

>gb|AC237087. 1| Oryza granulata clone 0G ABa0028G18, complete sequence
Length = 124143

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 115132 aaacatcgacagttggcgcgecaggtagggg 115102

>gb|AC229873. 2| Zea mays BAC clone CH201-387D15 from chromosome 2, complete sequence
Length = 150685

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 51769 aaacgccgacagttggegegecaggtagggeg 51799

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus



Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 131072 aaacaccgacagttggcacgccaggtagggg 131102

>ref|XM 002442558. 1| Sorghum bicolor hypothetical protein, mRNA
Length = 654

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 23/23 (100%)
Strand = Plus / Plus

Query: 63 tggcgcgecaggtagggggtgtg 85
NARRNRRRARRRARRA R

Sbjct: 353 tggcgcgecaggtagggggtgtg 375

>ref | XM 002465520. 1| Sorghum bicolor hypothetical protein, mRNA
Length = 3219

Score = 46.1 bits (23), Expect = 0.76
Identities = 23/23 (100%)
Strand = Plus / Plus

Query: 63 tggcgecgeccaggtagggggtgtg 85
ARRERRRERRARRIRR AR

Sbjct: 26 tggcgcgecaggtagggggtgtg 48

>gb|FJ614806. 1| Zea mays cultivar B73 p cluster, complete sequence
Length = 379557

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 317746 aaacgccgacagttggegegecaggtagggg 317716
>gb|AC213848. 4| Zea mays BAC clone CH201-495D12 from chromosome 5, complete sequence
Length = 170022

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)



Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 114757 aaacgccgacagttggecgegecaggtagggg 114727

>gb|AC232337. 2| Oryza minuta clone OM Ba0l47P17, complete sequence
Length = 111380

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 26/27 (96%)
Strand = Plus / Plus

Query: 55 ccgacagctggegegecaggtaggggg 81

Sbjct: 16560 ccgacagttggegegecaggtaggggg 16586

>gb|AC213131. 2| Oryza glaberrima clone 0G BBa0031E23, complete sequence
Length = 118417

Score = 46.1 bits (23), Expect = 0.76
Identities = 26/27 (96%)
Strand = Plus / Minus

Query: 55 ccgacagctggegegecaggtaggggg 81

Sbjct: 39516 ccgacatctggegegecaggtaggggg 39490

>gb|AC229876. 2| Zea mays BAC clone CH201-115J9 from chromosome 8, complete sequence
Length = 177725

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 113138 aaacgccgacagttggegegecaggtagggg 113168

Score = 46.1 bits (23), Expect = 0.76



Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 144830 aaacgccgacagttggegegecaggtagggg 144800

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 161365 aaacgccgacagttggegegecaggtagggg 161335

>gb|AC217961.4| Zea mays BAC clone ZMMBBb—353K3 from chromosome 6, complete sequence
Length = 130360

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 52583 aaacgccgacagttggegegecaggtagggg 52613

>gb|AC187050. 5| Zea mays BAC clone ZMMBBb—293C24 from chromosome 5, complete sequence
Length = 137364

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 43923 aaacgccgacagttggegegecaggtagggeg 43953

>gb|AC231617.2| Zea mays BAC clone CH201-190G15 from chromosome 8, complete sequence
Length = 166972



Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 19091 aaacgccgacagttggegegecaggtagggg 19121

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 108951 aaacgccgacagttggegegecaggtagggg 108921

>gb|AC229877. 2| Zea mays BAC clone CH201-11105 from chromosome 9, complete sequence
Length = 167856

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 57491 aaacgccgacagttggegegecaggtagggg 57521

>gb|FJ032637. 1| Oryza ridleyi clone a0301G20 Monoculml and Mlo family protein genes
complete cds
Length = 125771

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 26/27 (96%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtagggggt 82

Sbjct: 69320 cgacagctggegegecaggtaaggggt 69294

>gb|EU940899. 1| Zea mays clone 1168123 mRNA sequence



Length = 3007

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggcgegecaggtagggg 80

Sbjct: 1968 aaacgccgacagttggegegecaggtagggg 1998

>gb|AC229778. 1| Oryza minuta clone OM Ba0085P10, complete sequence
Length = 103044

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 23/23 (100%)
Strand = Plus / Plus

Query: 59 cagctggegegecaggtaggggg 81

Sbjct: 47518 cagctggcgegecaggtaggggg 47540

>gb|AC225785. 1| Oryza granulata, complete sequence
Length = 117123

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 36202 aaacatcgacagttggecgegecaggtagggeg 36172

>gb|AC196850. 2| Sorghum bicolor clone SB BBc0140005, complete sequence
Length = 112839

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 23/23 (100%)
Strand = Plus / Minus

Query: 63  tggcgcgccaggtagggggtgtg 85
NARRRARRRARRRARRRNARRY

Sbjct: 6943 tggcgegecaggtagggggtgtg 6921



>gb|AC196847. 2| Sorghum bicolor clone SB BBc0109L12, complete sequence
Length = 112916

Score = 46.1 bits (23), Expect = 0.76
Identities = 23/23 (100%)
Strand = Plus / Minus

Query: 63 tggcgegecaggtagggggtgtg 85
NARRRARRRNARRANRRA Y

Sbjct: 20035 tggcgegecaggtagggggtgtg 20013

>gb|AC196837. 2| Sorghum bicolor clone SB BBc0073F19, complete sequence
Length = 105211

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 23/23 (100%)
Strand = Plus / Plus

Query: 63 tggcgcgeccaggtaggggegtgtg 85
ARRERRRARRARR AR

Sbjct: 115 tggcgcgecaggtagggggtgtg 137

>gb|DQ493648. 1| Zea mays cultivar I137TN bz locus region
Length = 120751

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 26152 aaacaccgatagttggecgegecaggtagggeg 26182

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80



Sbjct: 94738 aaacgccgacagttggegegecaggtagggg 94768

>emb|CR855167. 1| Oryza sativa genomic DNA, chromosome 4, BAC clone: 0SIGBa0127A14,
complete sequence
Length = 81442

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 23/23 (100%)
Strand = Plus / Minus

Query: 62 ctggegegecaggtagggggtgt 84

Sbjct: 29831 ctggcgegecaggtagggggtgt 29809

>gb|DQ417752. 1| Zea mays B73 pathogenesis-related protein 2 and GASA-like protein
genes, complete cds
Length = 156772

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 73780 aaacgccgacagttggegegecaggtagggg 73810

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 109963 aaacgccgacagttggegegecaggtagggg 109933

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80



Sbjct: 136436 aaacgccgacagttggegegecaggtagggg 136406

>gb|AC169378. 2| Sorghum bicolor clone SB BBc0007L02, complete sequence
Length = 138518

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggcgegecaggtagggg 80

Sbjct: 3582 aaacaccgacagttggcgegecagatagggg 3612

>gb|AC165172. 2| Zea mays clone CH201-171E16, complete sequence
Length = 180971

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 16033 aaacgccgacagttggegegecaggtagggg 16003

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 72192 aaacaccaacagttggecgegecaggtagggg 72222

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80



Sbjct: 122060 aaacgccgacagttggegegecaggtagggg 122030

>gb|AC157319. 2| Zea mays clone ZMMBBb-136E2, complete sequence
Length = 138186

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 93286 aaacgccgacagttggegegecaggtagggeg 93316

Score = 44.1 bits (22), Expect = 3.0
Tdentities = 25/26 (96%)
Strand = Plus / Plus

Query: 55 ccgacagetggegegecaggtagggg 80

Sbjct: 47153 ccgacagttggegegecaggtagggg 47178

>gb|AC152495. 1| Zea mays BAC clone 7Z486N13, complete sequence
Length = 169348

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 152458 aaacgccgacagttggegegecaggtagggg 152428

>gb |AF528565. 1| Zea mays cultivar BSSS53 chromosome 4 clone BAC 072, complete sequence
Length = 106246

Score = 46.1 bits (23), Expect = 0.76

Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80



Sbjct: 86878 aaacgccgacagttggegegecaggtagggs 86848

>gb|AC147925. 2| Oryza sativa Japonica Group chromosome 11 clone 0SJNBa0032N11 map near
50283S, complete sequence
Length = 139217

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 26/27 (96%)
Strand = Plus / Plus

Query: 55 ccgacagctggegegecaggtaggggg 81

Sbjct: 96546 ccgacagctggegegecaggtaagggg 96572

>gb|AC108761.2| Oryza sativa (japonica cultivar—group) chromosome 9 BAC clone
0SJNBa0087J09, complete sequence
Length = 153351

Score = 46.1 bits (23), Expect = 0.76
Identities = 26/27 (96%)
Strand = Plus / Minus

Query: 55 ccgacagctggegegecaggtaggggg 81

Sbjct: 66360 ccgacatctggegegecaggtaggggg 66334

>gb|BT018612. 1| Zea mays clone ELOIN0O501C03.d mRNA sequence
Length = 1338

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggcgegecaggtagggg 80

Sbjct: 371 aaacgccgacagttggegegecaggtagggg 401

>gb|BT017984. 1| Zea mays clone ELOINO525E01. ¢ mRNA sequence
Length = 1414

Score = 46.1 bits (23), Expect = 0.76



Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggcgegecaggtagggg 80

Sbjct: 374 aaacgccgacagttggegegecaggtagggeg 404

>gb|AC135502. 4| Oryza sativa chromosome 3 BAC OSJNBb0085A04 genomic sequence, complete
sequence
Length = 132292

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 26/27 (96%)
Strand = Plus / Plus

Query: 55 ccgacagetggegegecaggtaggggg 81

Sbjct: 109246 ccgacatctggegegecaggtaggggg 109272

>gb|AC121364. 2| Oryza sativa Japonica Group chromosome 5 clone 0SJNBa0052E20
complete sequence
Length = 162434

Score = 46.1 bits (23), Expect = 0.76
Identities = 23/23 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggecgegecaggtagg 78
NARRNRRRRARRRARR AR

Sbjct: 541 cgacagctggcgegecaggtagg 519

>gb|AC135418. 3| Oryza sativa Japonica Group chromosome 5 clone 0SJNBa0035J16, complete
sequence
Length = 170233

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 26/27 (96%)
Strand = Plus / Minus

Query: 55 ccgacagetggegegecaggtaggggg 81
LEEEEE FEEEEEEEEE TR

Sbjct: 134285 ccgacatctggegegecaggtaggggg 134259



>gb|AC120991. 3| Oryza sativa Japonica Group chromosome 5 clone OSJNBb0006J12, complete
sequence
Length = 157069

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 26/27 (96%)
Strand = Plus / Minus

Query: 55 ccgacagctggegegecaggtaggggg 81

Sbjct: 31648 ccgacatctggegegecaggtaggggg 31622

>gb|AC112159. 2| Oryza sativa Japonica Group chromosome 5 clone 0J1058 CO1, complete
sequence
Length = 114236

Score = 46.1 bits (23), Expect = 0.76
Identities = 23/23 (100%)
Strand = Plus / Minus

Query: 56 cgacagctggegegecaggtagg 78
NARRRARRRAARRAERRAA Y

Sbjct: 95232 cgacagctggegegecaggtagg 95210

>gb|AY078063. 2| Zea mays B transcriptional activator (bl) gene, bl-B’ allele, exons 1
through 3 and partial cds
Length = 107840

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 30047 aaacgccgacagttggegegecaggtagggeg 30017

>gb|DQ002408. 1| Zea mays gypsy retrotransposon huck, and copia retrotransposon ji,
complete sequence; and helitron Mol7 14594, complete
sequence
Length = 57607



Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 45031 aaacgccgacagttggegegecaggtagggg 45001

>gb|AC145386. 1| Oryza sativa chromosome 3 BAC OSJNBb0028K20 genomic sequence, complete
sequence
Length = 115326

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 26/27 (96%)
Strand = Plus / Minus

Query: 55 ccgacagctggegegecaggtaggggg 81

Sbjct: 91750 ccgacatctggegegecaggtaggggg 91724

>gb|AC169373. 2| Sorghum bicolor clone SB BBc0188M08, complete sequence
Length = 137889

Score = 46.1 bits (23), Expect = 0.76
Identities = 23/23 (100%)
Strand = Plus / Minus

Query: 63 tggcgegecaggtagggggtgtg 85
NARRRARRRAARRAERRAA Y

Sbjct: 80721 tggcgegecaggtagggggtgtg 80699

>gb|AC165267. 2| Zea mays clone ZMMBBb-151F20, complete sequence
Length = 115478

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 47433 aaacgccgacagttggegegecaggtagggeg 47463



>gb|AC137992. 2| Oryza sativa chromosome 3 BAC OSJNBb0056B16 genomic sequence, complete
sequence
Length = 153247

Score = 46.1 bits (23), Expect = 0.76
Identities = 26/27 (96%)
Strand = Plus / Minus

Query: 55 ccgacagetggegegecaggtaggggg 81
LEEEEE FEEEEEEEEE TR

Sbjct: 150371 ccgacatctggegegecaggtaggggg 150345

>gb|AC165171.2| Zea mays clone CH201-145P10, complete sequence
Length = 233369

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 54647 aaacgccgacagttggegegecaggtagggg 54677

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 86382 aaacgccgacagttggegegecaggtagggeg 86412

>gb|AC165176.2| Zea mays clone ZMMBBb-177G21, complete sequence
Length = 176679

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80



Sbjct: 56859 aaacgccgacagttggegegecaggtagggg 56889

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 128798 aaacgccgacagttggegegecaggtagggg 128768

>gb|AC122147. 1| Oryza sativa Japonica Group chromosome 10 clone OSJNAbOO72F04, complete
sequence
Length = 137724

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 26/27 (96%)
Strand = Plus / Plus

Query: 55 ccgacagctggegegecaggtaggggg 81

Sbjct: 12034 ccgacatctggegegecaggtaggggg 12060

>gb|AC092553. 4| Oryza sativa Japonica Group chromosome 10 clone OSJNBbOO72F04, complete
sequence
Length = 133121

Score = 46.1 bits (23), Expect = 0.76
Identities = 26/27 (96%)
Strand = Plus / Plus

Query: 55 ccgacagctggegegecaggtaggggg 81

Sbjct: 45155 ccgacatctggegegecaggtaggggg 45181

>gb|AC163004. 1| Gap filling sequence from Zea mays clone ZMMBBb0382K21, from chromosome
8, complete sequence
Length = 21864

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Plus



Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 21321 aaacgccgacagttggegegecaggtagggg 21351

>db j|AP006849. 2| Oryza sativa Japonica Group genomic DNA, chromosome 9, BAC
clone:0SJNBa0054F02
Length = 180651

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 26/27 (96%)
Strand = Plus / Plus

Query: 55 ccgacagectggegegecaggtaggggg 81

Sbjct: 154412 ccgacatctggegegecaggtaggggg 154438

>dbj|AP003874. 5| Oryza sativa Japonica Group genomic DNA, chromosome 7, BAC
clone:0J1118 G09
Length = 115815

Score = 46.1 bits (23), Expect = 0.76
Identities = 26/27 (96%)
Strand = Plus / Plus

Query: 55 ccgacagetggegegecaggtaggggg 81

Sbjct: 103798 ccgacatctggegegecaggtaggggg 103824

>db j|AP005820. 3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC
clone:0SJNBa0091C16
Length = 162527

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 26/27 (96%)
Strand = Plus / Minus

Query: 55 ccgacagectggegegecaggtaggggg 81

Sbjct: 122622 ccgacatctggegegecaggtaggggg 122596



>gb|AY530951. 1| Zea mays putative growth-regulating factor 1 (Z214A02.12), putative 40S
ribosomal protein S8 (Z214A02.25), and putative casein
kinase I (Z214A02.27) genes, complete cds
Length = 158797

Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 101631 aaacgccgacagttggegegecaggtagggg 101601

>gb|AY555143. 1| Zea may BAC clone ¢573L14, complete sequence
Length = 144792

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 51623 aaacgccgacagttggegegecaggtagggg 51593

>gb|AF466202. 2| Zea mays putative pol protein gene, partial cds; and putative gag—pol
precursor —orf2, putative Fourf gag/pol protein, putative
NADP-dependent malic enzyme, putative argonaute protein,
putative pinhead protein, putative pol protein, putative
gag protein, putative TNP2, r1-B73 proteins, putative
genetic modifier, putative S-receptor kinase, putative
aldose reductase-related protein, putative glutathione
peroxidase, putative glycerol 3—phosphate permease,
putative response regulator, and putative 4-coumarate—CoA
ligase—like protein genes, complete cds

Length = 290350

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 50 aaacaccgacagctggcgegecaggtagggg 80

Sbjct: 8650 aaacgccgacagttggegegecaggtagggg 8620



Score = 46.1 bits (23), Expect = 0.76
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 50 aaacaccgacagctggegegecaggtagggg 80

Sbjct: 149217 aaacgccgacagttggegegecaggtagggg 149247

>dbj|AP003911. 3| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC
clone:0J1368 GO8
Length = 107074

Score = 46.1 bits (23), Expect = 0.76
Tdentities = 26/27 (96%)
Strand = Plus / Minus

Query: 55 ccgacagctggegegecaggtaggggg 81

Sbjct: 42085 ccgacatctggegegecaggtaggggg 42059

>db j| AP004705. 3| Oryza sativa Japonica Group genomic DNA, chromosome 8, PAC clone:P0682A06
Length = 142023

Score = 46.1 bits (23), Expect = 0.76
Identities = 26/27 (96%)
Strand = Plus / Plus

Query: 55 ccgacagetggegegecaggtaggggg 81

Sbjct: 109345 ccgacatctggegegecaggtaggggg 109371

>emb |BX842604. 1| Oryza sativa genomic DNA, chromosome 4, BAC clone: B1160F02, complete
sequence
Length = 139971

Score = 46.1 bits (23), Expect = 0.76

Tdentities = 23/23 (100%)
Strand = Plus / Plus

Query: 58  acagctggcgcgecaggtagggg 80



Sbjct: 1009 acagctggcgegecaggtagggg 1031

Database: /usr/local/blast/db/blastlibs/nt
Posted date: Apr 19, 2010 12:09 PM

Number of letters in database: 30, 878, 341, 354

Number of sequences in database: 11, 350,961

Lambda K H
1. 37 0.711 1.31

Gapped
Lambda K H
1.37 0.711 1.31

Matrix: blastn matrix:1 -3

Gap Penalties: Existence: 5, Extension: 2
Number of Sequences: 11350961

Number of Hits to DB: 422, 762, 834

Number of extensions: 20547858

Number of successful extensions: 370465
Number of sequences better than 10.0: 322
Number of HSP’s gapped: 370327

Number of HSP’s successfully gapped: 789
Length of query: 1868

Length of database: 30, 878, 341, 354

Length adjustment: 23

Effective length of query: 1845

Effective length of database: 30,617, 269, 251
Effective search space: 56488861768095
Effective search space used: 56488861768095
X1: 11 (21.8 bits)

X2: 15 (29.7 bits)

X3: 50 (99.1 bits)

S1: 14 (28.2 bits)

S2: 22 (44.1 bits)



