BLASTnN Search Outputs of the DNA Sequences at the Parental L ocus of 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= DAS-40278-9\Original\Locus
(2212 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,... 1031 0.0
gh|AC165175. 2| Zea mays clone ZMMBBb—136N21, complete sequence 428  e-116
ref|NM 001152615. 1| Zea mays hypothetical protein LOC100279619 (... 313 2e-81
gb|AY883559. 2| Zea mays cultivar inbred line B73 teosinte glume ... 196  4e—46
gb|EU949251. 1| Zea mays clone 400160 mRNA sequence 167  4e-37
gb|AC209386. 4| Zea mays BAC clone CH201-98J13 from chromosome 5, ... 157  3e-34
gb |EU940901. 1| Zea mays clone 1168199 mRNA sequence 155 1le-33
gb |AF546188. 1| Contiguous genomic DNA sequence comprising the 19... 143 5e-30
gb|EF190061. 1| Zea mays clone FS2 19 chromosome B, genomic sequence 137  3e-28
emb |AJ312478. 1| Zea mays Grande retrotransposon DNA, partial LTR... 137  3e-28
gb |DQ493649. 1| Zea mays cultivar Coroico bz locus region 135 1le-27
gb|AC194842. 4| Zea mays BAC clone CH201-514N20 from chromosome 4. .. 127 3e-25
gb|AF090447. 2| Zea mays 22 kDa alpha zein gene cluster, complete. .. 127 3e-25
gb |EF468504. 1| Zea mays clone pBK118-5 LL repeat sequence 123 b5e-24
gb |EF468502. 1| Zea mays clone pBK118-3 LL repeat sequence 123 be-24
gh |EU952187. 1| Zea mays clone 1218827 hypothetical protein mRN4, . . . 119  7e-23
gb |EF190066. 1| Zea mays clone PS53 chromosome B, genomic sequence 119 7e-23
gh |EF190062. 1| Zea mays clone FS2 20 chromosome B, genomic sequence 119  7e-23
gh|AC225631. 3| Zea mays BAC clone CH201-111A2 from chromosome 8, ... 117 3e-22
gh |EF190051. 1| Zea mays clone 46F3FF5Rm5 chromosome B, genomic s. .. 115 le-21
gh|AC229878. 2| Zea mays BAC clone CH201-108P8 from chromosome 9, . .. 113 5e-21
gh|DQ002407. 1| Zea mays copia retrotransposon opiel, gypsy retro... 113 5e-21
gh|AC196084. 4| Zea mays BAC clone CH201-52A17 from chromosome 5, . .. 111 2e-20
gh|AC194844. 5| Zea mays BAC clone CH201-463C23 from chromosome 5. . . 111 2e—-20
gh|AC203533. 4| Zea mays BAC clone CH201-452L5 from chromosome 5, . .. 111 2e-20

gh|AC210997. 6| Zea mays BAC clone CH201-545A13 from chromosome 5. . . 111 2e—-20



gb|EF190053
gb |EF190052
gb|AC185486
gb|FJ386419
gh |AY555142
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Zea mays
mays
mays
mays

mays

Zea
Zea
Zea
Zea

clone 46F3FF5Rs2 chromosome B, genomic s..
clone 46F3FF5Rs1 chromosome B, genomic s..
BAC clone CH201-162J17 from chromosome 5. .
clone R4-b StarkB element, partial sequence

BAC clone ¢573F08, complete sequence

emb|AJ312473. 1| Zea mays Grande retrotransposon DNA, partial LTR..

gb |DQ493650.
gb | DQ493646.
gh | AF448416.
gh |AY664416.
gh|AY664415
gb | EF468503
gh |AC209754.
gb |EF190049.
gb |EF190050.
gh|AC203284.
gh |AC203072.
gb |FI386423
gb | AC230040.
gh|AC217319.
gh | AC198320.
gh | AC229879.
gb | AC206691.
gb | EF468507
gb |DQ493647
gb | AC206303
gh|AC211313
gb | AC231746.

gh|AC165174
gh |AC152494
gh|AC160211
gb | AF466932
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Zea mays

Zea mays
Zea mays
Zea mays
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Zea mays
Zea mays
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Zea mays
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Zea mays
Zea mays
mays
mays
mays
mays
mays
mays
mays
mays

mays

Zea
Zea
Zea
Zea
Zea
Zea
Zea
Zea
Zea

cultivar A188 bz locus region

cultivar CML258 bz locus region

B73 chromosome 9S bz genomic region
cultivar Mol7 locus bz, complete sequence
cultivar B73 locus 9009, complete sequence
clone pBK118-4 retrotransposon GrandeB,

BAC clone CH201-23E16 from chromosome b, ..
clone 46F3FF5Rm3 chromosome B, genomic s..
clone 46F3FF5Rm4 chromosome B, genomic s..
BAC clone CH201-504M1 from chromosome b, ..
BAC clone CH201-26J18 from chromosome 6, ..
clone R6-b StarkB element, partial sequence
BAC clone CH201-122P19 from
BAC clone ZMMBBb-86E19 from
BAC clone ZMMBBb-334D6 from
BAC clone CH201-103M12 from
BAC clone CH201-149B20 from
clone pBK118-8 LL repeat sequence

chromosome 7. .
chromosome
chromosome
chromosome

= X oo

chromosome

cultivar NalTel bz locus region

BAC clone CH201-328A17 from chromosome 5. .
BAC clone CH201-9J2 from chromosome 5, c..
BAC clone CH201-98H14 from chromosome 6, ..
clone ZMMBBb-127F19,
BAC clone Z418K17,

complete sequence
complete sequence

Genomic seqeunce for Zea mays BAC clone ZMMBBb044. .

Zea mays

clone BAC 206C17, complete sequence

emb|X97604. 1| Z.diploperennis DNA for Grandel-4 retrotransposon
gb |EF190065. 1| Zea mays clone PS52 chromosome B, genomic sequence
gh|AY325816. 1| Zea mays BAC clone Z013105, complete sequence
gb|EF468511. 1| Zea mays clone pBS-2 LL repeat sequence
gb|AY574035. 1| Zea mays rust resistance protein rp3-1 (rp3-1) ge..
emb|AJ312503. 1| Zea mays subsp. mexicana Grande retrotransposon ..
gb|AC226723. 4| Zea mays BAC clone CH201-110120 from chromosome 6. .
gb|AC204225. 4| Zea mays BAC clone CH201-427P14 from chromosome 5. .

gb |U68403. 1| ZMU68403 Zea mays
gb|EF190048. 1| Zea mays clone
gb |EF468510. 1| Zea mays clone
gb |EF468508. 1| Zea mays clone
gb|EF190064. 1| Zea mays clone

retrotransposon Grande—-Zm 5 LTR a...
46F3FF5Rm1 chromosome B, genomic s..
pBS-1 LL repeat sequence

pB3-201 retrotransposon GrandeB, c..
pStarkb. 5 chromosome B, genomic se..

emb |AJ312504. 1| Zea mays subsp. mexicana Grande retrotransposon ..
gb|AC204937. 4| Zea mays BAC clone CH201-488A19 from chromosome 5. .
gb|AC205029. 6| Zea mays BAC clone CH201-7M14 from chromosome 5,
emb|X97605. 1| Z.diploperennis DNA for Grandel-6 retrotransposon
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gb|FJ386429.
gh |FJ386412.
gb |EF190063
gh|DQ183075
gb | EF468505
gb|AC210188.
gh|FJ386425
gb | EF468506.
gb | EF468500.

Zea mays
Zea mays
Zea mays
Zea mays
Zea mays
Zea mays
Zea mays
Zea mays
Zea mays

clone R9-b StarkB element, partial sequence
clone Lb—a StarkB element, partial sequence
clone FS3 49 chromosome B, genomic sequence
clone A-RGA7 resistance gene analog-like..
clone pBK118-6 LL repeat sequence

BAC clone CH201-257L10 from chromosome 5. .
clone R7-b StarkB element, partial sequence
clone pBK118-7 LL repeat sequence and re..
clone pBK118-1 LL repeat sequence and re..

emb |AJ312460. 1| Zea mays Grande retrotransposon DNA, partial LTR..
TSA: Zea mays contig65230, mRNA sequence

gb |EZ064107
gb |AC229874.
gb |GU235996.
gb |AC226722.
gb |AC186565
gb |AC194974.
gb |FJ386416.
gb |FJ386414.
gb |AC237090.
gb |AC231756.
gb |AC233030.
gb | EU965848.
gh|AC231332.
gh|BT043326.
gb | EU338354.
gb|EF190044.
gh|AC196829.
gh|AC196818.
gh|AC165173.
gh | AY455286.
gh|GU080322.
gh|AC231130.
gh | AC229876.
gb |BT069726.
gb | EU952061.
gh|AC213133
gb |EF659468.
gb |EF659467
emb |CR855170. 1| Oryza sativa genomic DNA, chromosome 4,
Oryza sativa Japonica Group chromosome 5 clone 0]...
Oryza sativa Japonica Group chromosome 5 clone 0]...
Oryza sativa Japonica Group chromosome 5 clone PO..

Oryza sativa Japonica Group chromosome 5 clone OS..

10 clone P...

gb|AC105320.
gb|AC117264.
gb|AC135924.
gb|AC130598.
gb|AC145127
gb|AC165267
gb|AC092388.
gb|AC068654.

Zea mays 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..

Zea mays
Zea mays

Oryza granulata clone 0G _ABa0119F03,

Zea mays

Oryza minuta clone OM_ Ba0022H02,

clone L7-a StarkB element, partial sequence
clone L6—a StarkB element, partial sequence
complete seq..
BAC clone CH201-111G11 from chromosome 1. .
complete sequence

Zea mays clone 289347 hypothetical protein mRNA,

Oryza minuta clone OM_ Ba0219N21, complete sequence
Zea mays full-length cDNA clone ZM BFc0158M15 mRN. .
complete seq..
Zea mays clone 46F3FF4R-4 chromosome B, genomic s..
complete seq..
complete seq..

Zea mays cultivar W22 bz gene locus,

Sorghum bicolor clone SB BBc0050H06,
Sorghum bicolor clone SB BBc0005H14,

Zea mays clone ZMMBBb—-125019, complete sequence

Zea mays chloroplast phytoene synthase (Y1) gene,..

Saccharum hybrid cultivar R570 clone BAC 086H20,

Oryza minuta clone OM_ Ba0135C17, complete sequence

Zea mays
Zea mays
Zea mays

Oryza glaberrima clone 0G BBa0042C22,

BAC clone CH201-115J9 from chromosome 8, ..
full-length cDNA clone ZM BFb0216P0O1 mRN. .
clone 1145983 hypothetical protein mRNA, ..
complete se..

Zea mays clone BAC b0288K09 AP2 domain transcript..
Zea mays clone BAC m. pk066. 114 AP2 domain transcr..
BAC clon..

Oryza sativa Japonica Group chromosome
Zea mays clone ZMMBBb-151F20, complete sequence

Oryza sativa chromosome 10 BAC OSJNBa0OO11L09 geno..
Genomic Sequence For Oryza sativa (japonica culti..
dbj|AP006233. 3| Oryza sativa Japonica Group genomic DNA, chromos. .
dbj|AP005460. 3| Oryza sativa Japonica Group genomic DNA, chromos. .
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dbj|AP004729. 3|
dbj|AP003458. 4|
dbj|AP005684. 3|
dbj|AP005834. 4|
dbj|AP006556. 2 |
dbj|AP005414. 3|
dbj|AP004229. 3|
dbj|AP003988. 3|
dbj|AP005563. 3|
dbj|AP003525. 2|
dbj|AP006062. 2|
dbj|AP005795. 3|
dbj|AP005512. 3|
dbj|AP004645. 3|
dbj|AP004375. 3|
dbj|AP006237. 3|
emb |AL731605. 3|
dbj|AP004611. 3|
dbj|AP004821. 4|
emb | AL606634. 2|
dbj|AP003760. 4|
dbj|AP004194. 3|
dbj|AP002482. 1|
emb |AL713941. 3|
emb|AL731592. 2|

gh|AC231811. 1|
gb|AF391808. 3|
gb|EF190043. 1|
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|AC207417. 4|
gb|AC229780. 2|
gb|AC231887. 2|
gb|AC225222. 3|
gb|FJ266023. 1|
gb|AC231882. 1|
gb|AC229741. 1|
gb|AC223439. 1|

emb |AM489152. 2| Vitis vinifera contig VV78X015348.8, whole genom. .
gh|AC097176. 3| Oryza sativa Japonica Group chromosome 5 clone 0J..

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 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 Japonica Group genomic DNA, chromos. .
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 chromosome 12, . BAC OSJNBa0006MOS ...
Oryza sativa genomic DNA, chromosome 4, BAC clon..
gh|6Q407104. 1| Oryza granulata chromosome 6 clone BAC a0186L08/a. .

Oryza minuta clone OM_ Ba0091E17, complete sequence
Zea mays cultivar McC bz locus region

Zea mays clone 46F3FF4R-3 chromosome B, genomic s..
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. .
Zea mays BAC clone CH201-186N18 from chromosome 5..

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
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gh|AC078839. 4| Oryza sativa Japonica Group chromosome X clone 0S..
gh|AC130602.5| Oryza sativa Japonica Group chromosome 5 clone BI..
gh|AC087552. 3| Oryza sativa Japonica Group chromosome 5 clone PO..

dbj|AP005458.
dbj|AP005456.
dbj|AP005570.
dbj|AP005424.
dbj|AP005774.
dbj|AP003991.
dbj|AP003977
dbj|AP003974.
dbj|AP003724.
dbj|AP005628.
emb | AL606615
dbj|AP004030.
emb |AL731618.
emb | AL663012.
dbj|AP005464.
dbj|AP003204.
dbj|AP002968.
dbj|AP002525
emb | X68678. 1] Z.
emb | X82087. 1] Z.

gb|AC208340.
gb|AC216353
gb|AC205514.
gb|AC210260.
gb|AC190571.
gb|AC216070.
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|AC195458.
gb|AC191361.
gb|AC190647
gb|AC215174.
gb|AC211535
gb|FJ386410.
gb|AC237089.
gb|AC237088.
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mays BAC
mays BAC
mays BAC
mays BAC
mays BAC
mays BAC
mays BAC
mays BAC
mays BAC
mays BAC
mays BAC
mays BAC
BAC
BAC
BAC
BAC
BAC
BAC
BAC
BAC
BAC
BAC

Zea
Zea
Zea
Zea
Zea
Zea
Zea
Zea
Zea
Zea
Zea
Zea
Zea mays
Zea mays
Zea mays
Zea mays
Zea mays
Zea mays
Zea mays
Zea mays
Zea mays
Zea mays

Zea mays

sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa Japonica
sativa genomic DNA,
sativa Japonica Group genomic DNA,
sativa genomic DNA,
sativa genomic DNA,
sativa Japonica Group genomic
sativa Japonica Group genomic
sativa Japonica Group genomic
sativa Japonica Group genomic
mays gene for cyclophilin
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DNA,
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Group genomic chromos. .
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genomic chromos. .

genomic chromos. .
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genomic
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Group genomic DNA,
Group genomic DNA,

chromosome 4, BAC clon..

chromos. . .
chromos. . .
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chromos. . .
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chromos. . .

chromos. . .
chromosome 4, BAC clon..
chromosome 4, BAC clon..
DNA,
DNA,
DNA,
DNA,

chromos. . .
chromos. . .
chromos. . .
chromos. . .

diploperennis Grandel gene

CH201-53J11 from chromosome 5, ..
CH201-194K18 from chromosome 5. .
CH201-227F5 from chromosome 5, ..
CH201-44F4 from chromosome 5, ...
CH201-151G9 from chromosome 5, ..
CH201-459P15 from chromosome 5. .
CH201-150M20 from chromosome 1..
CH201-326E16 from chromosome 5. .
CH201-127G5 from chromosome 10..
CH201-299G22 from chromosome 5. .
ZMMBBb-235B12 from chromosome ..
CH201-257N23
CH201-479M22
CH201-184N10
ZMMBBb—196K7
CH201-435B12
CH201-142M10
CH201-417E17 from chromosome 5. ..
CH201-47808 from chromosome 5, ..
CH201-21609 from chromosome 5, ..
ZMMBBb-216G14 from chromosome . .
CH201-70P8 from chromosome 5,

ZMMBBb-223D21 from chromosome . .

from chromosome

from chromosome
from chromosome
from
from chromosome

chromosome

5
5
5...
chromosome 5. .
5
from 5
5

clone L4-a StarkB element, partial sequence
Oryza granulata clone 0G_ABa0096023,
Oryza granulata clone 0G_ABa0089G14,

complete seq..
complete seq..
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gh|AC237087. 1| Oryza granulata clone 0G ABa0028G18, complete seq..
gh|AC229873. 2| Zea mays BAC clone CH201-387D15 from chromosome 2. .

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

gb|FJ614806.
gh|AC213848.
gh|AC232337.
gb|AC213131.
gb |AC217961.
gb |AC187050.
gb|AC231617
gh |AC229877
gh |FJ032637
gb |EU940899.
gb |AC229778.
gb |CP001078.
gb |AC225785
gb |EF1900486.
gb |EF190045
gb |AC196850.
gb |AC196847
gh|AC196837.
gb | DQ493648.
emb|CR855167. 1| Oryza sativa genomic DNA, chromosome 4, BAC clon..

gb|DQ417752.
gh|AC169378.
gh|AC165172.
gh|AC157319.
gh|AC152495.
gh | AF528565.
gh|AC147925.
gh|AC108761.
gh|BT018612.
gh|BT017984.
gh|AC135502.
gb |AC121364.
gb |AC135418.
gb |AC120991.
gb|AC1121509.
gb |AY078063
gb|DQ002408.
gb |AC145386.
gb|AC169373
gb |AC137992.
gb|AC165171.
gb |AC165176.
gh|AC122147
gb |AC092553
gh|AC163004.

Zea mays cultivar B73 p cluster, complete sequence

Zea mays BAC clone CH201-495D12 from chromosome b. .
Oryza minuta clone OM_ Ba0147P17, complete sequence
complete se..
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..

Oryza glaberrima clone 0G BBa0031E23,

Zea mays clone 1168123 mRNA sequence
Oryza minuta clone OM_ Ba0085P10,
Clostridium botulinum E3 str. Alaska E43,
Oryza granulata, complete sequence

Zea mays clone 46F3FF4R-H2 chromosome B, genomic ...
Zea mays clone 46F3FF4R-H1 chromosome B, genomic ...
complete seq..
complete seq..
complete seq..

Sorghum bicolor clone SB BBc0140005,
Sorghum bicolor clone SB BBc0109L12,
Sorghum bicolor clone SB BBc0073F19,
Zea mays cultivar I137TN bz locus region

Zea mays B73 pathogenesis—-related protein 2 and G...
complete seq..

Sorghum bicolor clone SB BBc0007L02,
Zea mays clone CH201-171E1®6,
Zea mays clone ZMMBBb-136E2
Zea mays BAC clone Z486N13

complete sequence
complete sequence
complete sequence

Zea mays cultivar BSSS53 chromosome 4 clone BAC O..
Oryza sativa Japonica Group chromosome 11 clone O...
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. .
complete seq..
Oryza sativa chromosome 3 BAC OSJNBb0056B16 genom. .

Sorghum bicolor clone SB BBc0188MOS,

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

complete sequence
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 ZMMBBbLO3..

complete sequence
complet. .

46
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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
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dbj|AP006849. 2| Oryza sativa Japonica Group genomic DNA, chromos. . . 46
dbj|AP003874.5| Oryza sativa Japonica Group genomic DNA, chromos. . . 46
dbj|AP005820. 3| Oryza sativa Japonica Group genomic DNA, chromos. . . 46
gh|AY530951. 1| Zea mays putative growth-regulating factor 1 (Z21... 46
gh|AY555143. 1| Zea may BAC clone c¢573L14, complete sequence 46
gh |AF466202. 2| Zea mays putative pol protein gene, partial cds; ... 46
dbj|AP003911. 3| Oryza sativa Japonica Group genomic DNA, chromos. .. 46
dbj|AP004705. 3| Oryza sativa Japonica Group genomic DNA, chromos. .. 46
emb |BX842604. 1| Oryza sativa genomic DNA, chromosome 4, BAC clon. .. 46
gb|AY144442. 1| Sorghum bicolor BAC 95A23/98N8. 1 Rph region, part... 46
gb|AC137696. 2| Genomic sequence for Oryza sativa, Nipponbare str... 46
gh|AC134229. 2| Oryza sativa Japonica Group chromosome 3 clone 0J. .. 46
gb|AF546189. 1| Contiguous genomic DNA sequence comprising the 19... 46
dbj|AP005244. 3| Oryza sativa Japonica Group genomic DNA, chromos. .. 46
gb |AF369906. 1| Sorghum bicolor clone BAC10J22 Sbb3766 sequence 46
gb |AF466204. 1| Sorghum bicolor clone SBTXS 0045119, partial sequ... 46
gb |AF466203. 1| Zea mays clone ZMBBb 0092E12, partial sequence 46
emb |AJ312444. 1| Zea mays Grande retrotransposon DNA, partial LTR... 46
gb|AF050437. 1| Zea mays retrotransposon Grande-Zml 3’ LTR, parti... 46
gb |U68404. 1|ZMU68404 Zea mays retrotransposon Huck-2 5 LTR and ... 46
gb|AC157977. 1| Genomic sequence for Zea mays chromosome 8 BAC cl... 46
gh|AC157487. 1| Genomic sequence for Zea mays clone ZMMBBb0614J24. . . 46
gh|AY664419. 1| Zea mays cultivar Mol7 locus 9009, complete sequence 46
gh|AY664418. 1| Zea mays cultivar Mol7 locus 9008, complete sequence 46
gh|AY664417. 1| Zea mays cultivar Mol7 locus 9002, complete sequence 46
gh |AY664414. 1| Zea mays cultivar B73 locus 9008, complete sequence 46
gh|AY691949. 1| Zea mays alcohol dehydrogenase 1 (adhlA) gene, co... 46
emb|AL732380. 4| Oryza sativa chromosome 12, . BAC OSJNBbO119N22 ... 46
gh|AF123535. 1| Zea mays alcohol dehydrogenase 1 (adhl) gene, adh. .. 46
gh |GU080321. 1| Saccharum hybrid cultivar R570 clone BAC 095F04, 44
gh|6Q845073. 1| Zea mays chromosome 4 PCR sequence AGI.995 genomi. . . 44
gh |AC226365. 2| Oryza minuta clone OM  Ba0223P12, complete sequence 44
gh |EZ077797. 1| TSA: Zea mays contigl3436, mRNA sequence 44
gh|FJ032628. 1| Oryza punctata clone a0082J04 subtilisin-like pro... 44
gh |CP000932. 1| Campylobacter lari RM2100, complete genome 44
gb|CP001364. 1| Chloroflexus sp. Y-400-f1l, complete genome 44
gb|FJ266020. 1| Oryza australiensis clone OA CBa062H21, complete ... 44
gb|AC226816. 1| Oryza minuta clone OM Ba0145I21, complete sequence 44
gh|AC226776. 1| Oryza minuta clone OM Ba0084A05, complete sequence 44
gh|AC229748. 1| Oryza minuta clone OM Ba0197P05, complete sequence 44
gb|AC223438. 1| Oryza brachyantha, complete sequence 44
ref|XM 001909862. 1| Podospora anserina DSM 980 hypothetical prot. .. 44
emb |CU638744. 1| Podospora anserina genomic DNA chromosome 6, sup. .. 44
gb|CP000909. 1| Chloroflexus aurantiacus J-10-f1, complete genome 44
gb|EF396164. 1| Zea mays nitrilase 2 (NIT2) gene, complete cds 44
gb|EF190047. 1| Zea mays clone 46F3FF4R-H3 chromosome B, genomic ... 44
gb|EF190042. 1| Zea mays clone 46F3FF4R-2 chromosome B, genomic s. .. 44
gb |EF059989. 1| Brachypodium sylvaticum hypothetical protein (57h... 44
emb|CR855106. 1| Oryza sativa genomic DNA, chromosome 4, BAC clon... 44
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gh|AC188446. 2| Gallus gallus BAC clone CH261-122M13 from chromos. .

gh|CP000393. 1| Trichodesmium erythraeum IMS101, complete genome
gh|AC157320. 2| Zea mays clone ZMMBBb-7C14, complete sequence
gh |CP000284. 1| Methylobacillus flagellatus KT, complete genome

gh|AC115727. 10| Mus musculus chromosome 3, clone RP23-30A13, com..
gh|AC110735. 6| Mus musculus chromosome 1, clone RP24-123P22, com..
gh|AC107851. 17| Mus musculus chromosome 9, clone RP23-451B4, com. .

gb|AF488416.
gb|AC135956.
gb|AC092387
gb|AC112971.
gb|AC151537
gb|AC137002.
gb|AC097175

gb|AC093952.
gb|AC135919.

Zea mays chromosome 9 BAC 9C20 complete sequence

Oryza sativa Japonica Group chromosome 3 clone OS..
Oryza sativa Japonica Group chromosome 10 clone O...
clone RP24-444M12, com. .
Oryza sativa Japonica Group chromosome 3 clone OS..
Oryza sativa (japonica cultivar—group) chromosome. .
Oryza sativa Japonica Group chromosome 5 clone 0]...
gb|AC137128. 17| Mus musculus chromosome 3, clone RP24-271G16, co..
Oryza sativa Japonica Group chromosome 5 clone 0]...
Oryza sativa (japonica cultivar—group) chromosome. .

Mus musculus chromosome 1,

gb|AC121523. 6| Mus musculus chromosome 18,
gb|AC161177. 4] Mus musculus chromosome 18,
gb |AC074327. 6|

emb | AL606658. 5|
dbj|AP005912. 3|
dbj|AP003574. 3|
dbj|AP005127. 5]
dbj|AP005261. 4|
dbj|AP005199. 3|
dbj|AP005798. 3|
dbj|AP005698. 3|
dbj|AP004156. 3|

Oryza sativa genomic DNA,
Oryza sativa Japonica Group genomic DNA,
Oryza sativa Japonica Group genomic DNA,
Oryza sativa Japonica Group genomic DNA,
Oryza sativa Japonica Group genomic DNA,
Oryza sativa Japonica Group genomic DNA,
Oryza sativa Japonica Group genomic DNA,
Oryza sativa Japonica Group genomic DNA,
Oryza sativa Japonica Group genomic DNA,
dbj|AP004870. 3| Oryza sativa Japonica Group genomic DNA,
dbj|AP004092. 3| Oryza sativa Japonica Group genomic DNA,
gb|AY530952. 1| Zea mays unknown (Z576C20.2),
dbj|AP004023. 3| Oryza sativa Japonica Group genomic DNA,
dbj|AP003528. 2| Oryza sativa Japonica Group genomic DNA,
dbj|AP005319. 3| Oryza sativa Japonica Group genomic DNA,
dbj|AP005312. 2| Oryza sativa Japonica Group genomic DNA,
dbj|AP003877. 3| Oryza sativa Japonica Group genomic DNA,
emb |BX842606. 1| Oryza sativa genomic DNA,
dbj|AP006523.2| Oryza sativa Japonica Group genomic DNA,

clone RP24-92N23, com..
clone RP24-131H12, co..
Homo sapiens chromosome 10 clone RP11-556E13, com..
tpg |BK000854. 1| TPA: TPA inf: Oryza sativa transposon Rim2-M255, ..
gh|AC119747. 1| Genomic sequence for Oryza sativa, Nipponbare str..
gh|AC068924. 11| Oryza sativa chromosome 10 BAC 0SJNBa0026L12 gen. .
gh|AC092172. 3| Oryza sativa Japonica Group chromosome 10 clone O..
emb | AL606923. 8| Human DNA sequence from clone RP11-361F19 on chr. .
gh |AF331854. 1|AF331854 Zea mays cultivar B 73 UDP-glucosyltransf. .
emb|AL357873. 17| Human DNA sequence from clone RP11-344F13 on ch. .
emb|AL592043. 7| Human DNA sequence from clone RP11-281B1 on chro. .
emb|AL583825. 8| Human DNA sequence from clone RP11-362H12 on chr. .
gh|AC155725. 3| Mus musculus 6 BAC RP24-231N5 (Roswell Park Cance. .
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. . .
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dbj|AP005067.2| Oryza sativa Japonica Group genomic DNA, chromos. . . 44 3.5
dbj|AP003846. 2| Oryza sativa Japonica Group genomic DNA, chromos. . . 44 3.5
dbj|AP004308. 3| Oryza sativa Japonica Group genomic DNA, chromos. . . 44 3.5
dbj|AP004309. 3| Oryza sativa Japonica Group genomic DNA, chromos. . . 44 3.5
emb|AL645990. 14| Mouse DNA sequence from clone RP23-403C12 on ch. .. 44 3.5
dbj|AP003253. 3| Oryza sativa Japonica Group genomic DNA, chromos. . . 44 3.5
dbj|AP004222. 3| Oryza sativa Japonica Group genomic DNA, chromos. . . 44 3.5
gb|AC097720. 5| Homo sapiens BAC clone RP11-1422N15 from 2, compl. .. 44 3.5
dbj|AP003563. 3| Oryza sativa Japonica Group genomic DNA, chromos. .. 44 3.5
gb|AF466199. 1| Sorghum bicolor putative receptor protein kinase, ... 44 3.5
gb |AC084404. 8| AC084404 Oryza sativa chromosome 3 BAC 0SJNBaOO026A. . . 44 3.5
emb|AJ312483. 1| Zea mays Grande retrotransposon DNA, partial LTR... 44 3.5
emb|AJ312451. 1| Zea mays Grande retrotransposon DNA, partial LTR... 44 3.5
dbj|AP002855. 2| Oryza sativa Japonica Group genomic DNA, chromos. .. 44 3.5
emb |CT025562. 10| Mouse DNA sequence from clone RP24-225012 on ch. .. 44 3.5
gb|AC155715. 24| Mus musculus 10 BAC RP24-118H2 (Roswell Park Can... 44 3.5
gb|AC153847. 7| Mus musculus 10 BAC RP23-286J11 (Roswell Park Can... 44 3.5
gb|AC132599. 3| Mus musculus BAC clone RP24-131015 from 3, comple. .. 44 3.5
gb|AC131696. 4| Mus musculus BAC clone RP23-403E5 from 1, complet... 44 3.5
gb|AC110817. 6| Mus musculus BAC clone RP23-155B20 from 13, compl... 44 3.5
emb |AL844880. 3| Oryza sativa chromosome 12, . BAC OSJNBb0049H14 ... 44 3.5
emb|AL935152. 9] Mouse DNA sequence from clone RP24-387M5 on chro. .. 44 3.5
dbj|AP001359. 4| Homo sapiens genomic DNA, chromosome 11q clone:R... 44 3.5
dbj|AP000755. 4| Homo sapiens genomic DNA, chromosome 11q clone:R... 44 3.5

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

Score = 1031 bits (520), Expect = 0.0
Identities = 1197/1413 (84%), Gaps = 11/1413 (0%)
Strand = Plus / Minus

Query: 788 ggcgtattagggatgagtcagcgagattttcggaagattagttcagtttgttcgetatta 847

Sbjct: 5721 ggcggattagggatgagtcggtgggattttggggagatcagttcagteggttecactatta 5662

Query: 848 tttaggagacatatgatcctcatgtacgtatggagtgeccccacggtegtgtatataaggt 907

Sbjct: 5661 gttaggagacatatgatcatcatgtacgtttggagtgecccacggtecgagtatataagte 5602

Query: 908 ccagagggtaccccatcatttctatcgaccatctacctatctcatcagettttetecatt 967

Sbjct: 5601 ctag—gggaaccccatcattt—tatt—accatctacctatctcattagectcteteccatt 5545

Query: 968 caggagacctcgecttgtaacccaccacatatagatccatcccaagaagtagtgtattacg 1027



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

5544

1028

5484

1084

5424

1144

5365

1204

5305

1264

5245

1324

5185

1384

5125

1444

5065

1503

5005

caggagacaccgcttgtaacaccccacatacagatccgecctaggaagtagggtaatacg

cctctctaageggeccaaacttgecagaaaaccgectatecectetecteg———tgegtceca

cctctccaagtgacccgaacttgecagaaaattgeatgtetetetectetettetgetteca

gcacgaaccattgagttacaatcaacagcaccgtecctacccaaaageaccgecaaggggta

gcatgaaccattgagctacagtcaacaacaccatcctacccaaaagcaccgcaaagg—ta

gcectgggtgtgeggacggactctaaacaccgacagetggegegecaggtagggggtgtg

accctaggtgtgeggteggactctaaacaccgacagecggeacgecaggtagggggtgtg

tctttgatctgagectagetcaatgaccattacctccaaatgecaagatcecgeecttegececee

tcgttgatcatagctaactcaatggccatcacctccaagtgcaagatcgeecttcaccecee

gggactatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeac

ggaactatgttctgectttggaactatctettccatagtggatgaagaggggactctgeac

cgcatagcagatctattggagaagaagctttcctcagaaatctecgaggggagecagggea

cacgtggaagatccgactgagaagaagctttcctgagaaatcctgagggaatccaaagea

gaacagcgggtggcaccatcaccegecacctcaagecgaagatgacctcttacaaaccgaaa

gaatagcgggtggtgccaccaccegecatetecgagggaagatgaccectcataaaccgaag

gtcgggagctcacctacccgaa—aaactecgetgtecacttegeccacaaaggagtggac

gttgggatctcacttacccgaagaaactccactgttcacctegeccacaaaggagtgeac

acggattactcgaaagaaggaagcgagtgtceecgagteaggggacgggaacacgecaage

acggatcactcgaaagaaagaagcaaatgtcccgagtecaggggacgagaacacgecgage

5485

1083

5425

1143

5366

1203

5306

1263

5246

1323

5186

1383

5126

1443

5066

1502

5006

1562

4946



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1563

4945

1623

4886

1683

4826

1743

4767

1803

4707

1863

4647

1923

4587

1983

4527

2043

4467

2103

4407

catctttccgacgecttegecctcaaatgaggatggaaagaagagegecategegetgge

cat—tttctgacgccttcgecttcaaagtagaatggaaataagagegecatcacgeegge

tcctttetaccecgacgtectettcatcagggggagattggagttageacecgtettcaa

tcetttetaccecgacgtectettecatecggggggaaattggagtcatcacccateteega

cgatgagccaaccatgcaaggggaagagectecccagegtgaggegegacgacggaggaa
CEEEE D DEEEEEEEEEEET e PR T T TR T T

tgatgaacctaccatgcaaggggaagaacctccc—agtgtgaagecgegacaacggaggaa

tagaagccagaacgtgeggegacatcacgaggetggggaacgggatecggegeaaccegt

caaatgccgaaacatacggtgacatcacgaagctagggaacgggatccgacatagectgt

atcccgggacgaagetttagaagtaggaaaaactcccgacgagtgggtacaccgagaaag

atcccaagacgaggcctcataagtgggagaaactcccgacgagegagtgecaccgggaaat

gcggaactctcgecgeecgtgatecgecgacaagettaggaccgagaacgagagecaagecga
CLEEEEEEE e PEEEEEE FEEEEEEE e FEEEE e T T

gtggaactctcaccaccgtgattgeccgacaagectcaggaccaagagcaggaacaagecga

gcaaggtgcaaggctgegecgagagaatgetetetttgeteggaacctgtaceecgactt

gcaaggtgcaaggctgtgecgagagaaccctetettegeteggaacctgtateecgactt

cgctecgtgcaatgaacacgecgagtgaagteggaggggtactggeccagatagetgacgg
CEEE TEEEEEEE R e FEEEEEEEE T TR TR EErTr |

tgctcatgcaatgaacacgecgagtgaattcggaggggtactgtcccagatagetgacag

cctceccecgegaaccctagacacggaaggetaccggeggetgettactecgageagttaatea

catcctgcaaacccaagatgctgaaggetaccggegactgettgetcaagtagetaatea

ccttctacccatcactaatcctccaagegacctacgecatgecatcaacageecggegaga

ccttctacccatcecgetcatectgecaaacaacctacgtcccaccatcaatageecggegaga

1622

4887

1682

4827

1742

4768

1802

4708

1862

4648

1922

4588

1982

4528

2042

4468

2102

4408

2162

4348



Query: 2163 cacgcggagctccatcaacgettegegegaccg 2195

Sbjct: 4347 cgcgtagagctccatcaacgettegegegaceg 4315

Score = 143 bits (72), Expect = 5e-30
Tdentities = 105/116 (90%)
Strand = Plus / Plus

Query: 1084 gcacgaaccattgagttacaatcaacagcaccgtcctacccaaaagcaccgcaaggggta 1143

Sbjct: 11406 gcacgaaccattgagttacaatcaacagcaccatcctactcaaatgcaccgegaggggta 11465

Query: 1144 gccctgggtgtgeggacggactctaaacaccgacagetggegegecaggtagggge 1199

Sbjct: 11466 accctaggtgtgcagtcgggctccaaacaccgacagetggegegecagttaggggg 11521

Score = 87.7 bits (44), Expect = 3e-13
Identities = 95/111 (85%), Gaps = 2/111 (1%)
Strand = Plus / Plus

Query: 1938 gcgccgagagaatgetetetttgeteggaacctgtaccecgacttegetegtgeaatgaa 1997

Sbjct: 12178 gcgccgagagaaccctettttcactcgaaacctgaaccetgactttgetegtgecaatgaa 12237

Query: 1998 cacgccgagtgaagtcggaggggtactggeccagatagetgacggectece 2048

Sbjct: 12238 cac——caagtgaagtcggaggagtattggctcagatagetgatggectece 12286

Score = 65.9 bits (33), Expect = 1le-06
Tdentities = 171/217 (78%)
Strand = Plus / Plus

Query: 1622 ctcctttctacccecgacgtectettcatcagggggagattggagttageaccegtettea 1681

Sbjct: 11920 ctcctttctacccecgacategtetttatcaaagggagattggagtegttteccateteeg 11979



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1682

11980

1742

12040

1802

12100

acgatgagccaaccatgcaaggggaagagectceccccagegtgaggegegacgacggagga 1741
AN R RN R RN RN e A RN A AR

atgacgagccaaccgtaccaggggaagaacctccccagecaggaagetcagegacgaagga 12039

atagaagccagaacgtgeggegacatcacgaggetggggaacgggateeggegeaacceg 1801

atagaagccgaaatatctggecgacatcacgaagecaggggaataggacccgacacageeceg 12099

tatcccgggacgaagetttagaagtaggaaaaactce 1838

tatcccgegatgaagectcagatgtaggagaaactee 12136

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 40/46 (86%)
Strand = Plus / Plus

Query:

881

agtgccccacggtegtgtatataaggtccagagggtaccccatcat 926

Sbjet: 11194 agtgccccacggtcgaatatataaggectagggggtaccctatcat 11239

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

Score =

428 bits (216), Expect = e-116

Identities = 521/617 (84%), Gaps = 8/617 (1%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

563

46811

622

46751

682

46691

tgtgggggatagatatcccecg—ggtccactagaaggegagaaggectegegtgtggecae 621

tgtgggggacagatatcccccaggtceccactagaaggegaaaggtectegegeggggeete 46752

gggccagttacccecgecaaggecateecttegtgggtegagetagaattactggtagaatg 681

gggccagttaccectgecaaggecateecectttgtgggtegggcaaaagetactggecagaatg 46692

ggctgaccgaagaaggcaacagactcgageccaaacaatccateggetegtgegetatee 741

ggccgacctaagaaggegacggactcegageccaatcagtecatcaaattgtgecactatee 46632



Query: 742  acagaaactacccgactttccggegecatggecatcctagaatatcggggegtattagggat 801

Sbjct: 46631 aaagaaaccgtccgactttcccacgeatggegecctcaaatgtcgtag———attagggat 46575

Query: 802 gagtcagcgagattttcggaagattagttcagtttgttcgectattatttaggagacatat 861

Sbjct: 46574 aagtcggcgggattttcgggagatcagttcagtcaattcactattatttaggggacatgt 46515

Query: 862  gatcctcatgtacgtatggagtgccccacggtegtgtatataaggtccagagggtaccee 921

Sbjct: 46514 gatcaatatgtacgtatggagtgccccactgtegtgtatataaggeccagggggaaccee 46455

Query: 922 atcatttctatcgaccatctacctatctcatcagecttttctccattcaggagaccteget 981

Sbjct: 46454 atcattttcattc—ccatctacttatctcattagettttctecattcaggaaacaccget 46396

Query: 982  tgtaacccaccacatatagatccatcccaagaagtagtgtattacgectctctaagegge 1041

Sbjct: 46395 tgtaacccaccatatacagctccaccctaggaagtatggtattacacctctccaagegge 46336

Query: 1042 ccaaacttgcagaaaaccgcctatccctetctegtgegteccageacgaaccattgagtta 1101

Sbjct: 46335 ccaaacatgcagaaaatcgtctgt——ctctctegtgtgtccagecacgaaccattgagtta 46278

Query: 1102 caatcaacagcaccgtcctacccaaaagcaccgcaaggggtagecctgggtgtgeggacg 1161

Sbjct: 46277 caatcaacagcattgtcctacccaatagcaccgcaa—gggtaaccctaggtgtgeggteg 46219

Query: 1162 gactctaaacaccgaca 1178

Sbjct: 46218 gactctaaacaccgaca 46202

>ref |NM 001152615. 1| Zea mays hypothetical protein LOC100279619 (L0OC100279619), mRNA
>gi| 219885622 | gb|BT054579. 1| Zea mays full-length cDNA
clone ZM BFc0162011 mRNA, complete cds
Length = 2299

Score = 313 bits (158), Expect = 2e-81
Tdentities = 467/567 (82%), Gaps = 11/567 (1%)
Strand = Plus / Minus



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

573

1708

633

1648

693

1588

753

1529

813

1469

872

1409

932

1350

992

1298

1052

1238

1112

1178

agatatccccgggtccactagaaggegagaaggectegegtgtggecacgggecagttac

agatatccctggatccactagaatgcgagaaggtctcgegtggggeectegggececggttac

cccgecaaggecatcecttegtgggtecgagetagaattactggtagaatgggetgaccgaa

ctcgcaagaccatctcctegtgagecaggcaaaagetaatggegtaatgggecgacttga

gaaggcaacagactcgagcccaaacaatccatcggetcgtgegetatccacagaaactac

gaaggcaacggcctcgaacccagacaatecc—tcgactcgtgegetatccacagaaaccac

ccgactttcecggegeatggeatcctagaatatcggggegtattagggatgagtcagegag

ccgactttcccacgecatggegtectecgaatatcggggecatgttaggattaagteggetag

attttcggaagattagttcagtttgttcgctattatttaggagacatatga—tcctcatg

gttgtagggggatcagttcagtcggttcactataatttaggagacacgtgaatcctcatg

tacgtatggagtgccccacggtcgtgtatataaggtccagagggtacceccatcattteta

tatgtattgagtgccctacggtcatatatataaggtcca—agggtacaccatcatttteca

tcgaccatctacctatctcatcagettttctecattcaggagacctegettgtaaccceac

tcgaccatttacctatctcattagecttttcteccattcaggaaacttecgettg————"-

cacatatagatccatcccaagaagtagtgtattacgectctctaageggeccaaacttge

cacttatagatccaccacaagaagtagggtattacgecctctctaageggeccaaacctac

agaaaaccgcctatcectetetegtgegteccageacgaaccattgagttacaatcaacag

agaaaatcatttttacctctctcgtgegtccagecacgaaccattgaggtagagtcaacaa

caccgtcctacccaaaagcaccgecaag 1138

tatcgtcatagccaaaaacaccgcaag 1152

632

1649

692

1589

752

1530

812

1470

871

1410

931

1351

991

1299

1051

1239

1111

1179



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

Score = 196 bits (99), Expect = 4e—46
Tdentities = 306/371 (82%), Gaps = 3/371 (0%)
Strand = Plus / Plus

Query: 982  tgtaacccaccacatatagatccatcccaagaagtagtgtattacgectctctaagegge 1041

Sbjct: 94023 tgtaacccaccacataaagatccacaccaggaagtagggtattacgectcectectaagegge 94082

Query: 1042 ccaaacttgcagaaaaccgcctatccctetetegtgegtecageacgaaccattgagtta 1101

Sbjct: 94083 ccgaacctatagaaaattatctatcg—tctctegtgegectagecacgaaccategageta 94141

Query: 1102 caatcaacagcaccgtcctacccaaaagcaccgcaaggggtagecctgggtgtgeggacg 1161

Sbjct: 94142 cagttagcaacaccgtcctacccaaaagcactgegaggggtaacccegggtgegeggteg 94201

Query: 1162 gactctaaacaccgacagctggegegecaggtagggggtgtgtetttgatetgagetage 1221

Sbjct: 94202 ggtcctaaacaccgacagectggegegetaggtagggggtgtgtegetgateccaagetage 94261

Query: 1222 tcaatgaccatta—cctccaaatgcaagatcgcccttegeccegggactatgttttgett 1280

Sbjct: 94262 tcaatggccatcattctcc—aacacaagattgctctecgeecctggatetgtgttetggtt 94320

Query: 1281 tggaaccatctcatccatagcagatgaagagggaactctgecaccgecatagecagatctatt 1340

Sbjct: 94321 cgggaccatctcgtccatggecagacgaagaaggaattcetgecatecgtatageggatecate 94380

Query: 1341 ggagaagaagc 1351

EEETTEET
Sbjct: 94381 ggagaagaagc 94391

Score = 91.7 bits (46), Expect = 2e-14
Identities = 103/122 (84%)



Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

2065

110184

2125

110124

2185

110064

Score = 69.9
Identities =
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score = 60.0 bits (30), Expect
Tdentities = 46/50 (92%), Gaps

1622

94650

1682

94710

1742

94770

gaaggctaccggeggetgettactegageagttaatcaccttetacccatcactaatect 2124

gaaggctatcggeggetgetcactegggeatcetaatcatettetacceetegeteatecee 110125

ccaagcgacctacgecatgecatcaacagecggegagacacgeggagetecatecaacget 2184

ccgagegatctacgacacgccatcaacagttggtgggacacgeagagetecatcaacget 110065

tc 2186

|
tc 110063

bits (35), Expect = 6e-08
140/175 (80%)

ctcctttetacceccgacgtectettcatcagggggagattggagttageaccegtettea 1681

ctcetttetacecctgacgtecttttcategagggaagagtggagtcateteccatetecg 94709

acgatgagccaaccatgcaaggggaagagectcecccagegtgaggegegacgacggagga 1741
AR R A R RN A A A RN IR

atgatgagccaaccatgcctggggaagaacctcectcagegagaagetecgeecgatggagga 94769

atagaagccagaacgtgceggecgacatcacgaggetggggaacgggateeggegea 1796

accaacgccgaaatattcggegacatcacgaagcaggggaacgggacteggegea 94824

6e-05
1/50 (2%)

Strand = Plus / Plus

Query:

563

tgtgggggatagatatccce—gggteccactagaaggegagaaggectege 611

Sbjct: 93595 tgtgggggacagatatccccegggtecactagaaggttagaaggectege 93644



Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 67172 aaacgccgacagttggegegecaggtagggeg 67202

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 131516 aaacgccgacagttggegegecaggtagggg 131546

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

Score = 167 bits (84), Expect = 4e-37
Tdentities = 172/200 (86%), Gaps = 1/200 (0%)
Strand = Plus / Minus

Query: 980 cttgtaacccaccacatatagatccatcccaagaagtagtgtattacgectctctaageg 1039

Sbjct: 528 cttgtaacccaccacataaagatccttaccaggaagtagggtattacgectctccaagtg 469

Query: 1040 gcccaaacttgcagaaaaccgectatccectetetegtgegtecageacgaaccattgagt 1099

Sbjct: 468 gcccgaacctgtagaaaatcgectgteg—tetetegtgeatettgtacgaaccattgagt 410

Query: 1100 tacaatcaacagcaccgtcctacccaaaagcaccgcaaggggtagecctgggtgtgegga 1159

Sbjct: 409 tacaatcaaaagcaccattctacccaaaagcactgecgaggggtaacccegggtgtgeggt 350

Query: 1160 cggactctaaacaccgacag 1179

Sbjct: 349 cgggctccaaacaccgacag 330



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

Score

Length = 196028

= 157 bits (79), Expect = 3e-34

Tdentities = 222/269 (82%), Gaps = 3/269 (1%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1071 tctegtgegtecageacgaaccattgagttacaatcaacageaccgtectacce——aaa

160739 tctcgtgegeccagecacgaaccattgagetacagteggecaacategtectactettaaaa

1128 agcaccgcaaggggtagecetgggtgtgeggacggactetaaacaccgacagetggegeg

160799 aacaccttgaggggcaaccttgggtgtgcggteggacccaaaacaccgacagetggegeg

1188 ccaggtagggggtgtgtctttgatctgagetagetcaatgaccattacctccaaatgeaa

160859 ccaggtagggggtgtgtegeecgatctaagetagetcaatggtegtecaccttecacegeaa

1248  gatcgcccttegeccegggactatgttttgetttggaaccatetcatecatageagatga

160919 gatcaccctcegecctggatetgtgttetgetteggaactatetcatecgtageagatga

1308 agagggaactctgcaccgcatagcagatc 1336

160979 agaaggaactctacatcgcatcgcagatc 161007

Score = 95.6 bits (48), Expect = le-15
Tdentities = 180/224 (80%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

1966  aacctgtaccccgacttcgetecgtgecaatgaacacgecgagtgaagtcecggaggggtactg

161608 aacctgaaccccgacttcgeccgagecatgaacacaccgagtgaagtecggaggggtactg

2026 gcccagatagetgacggectececcgegaaccctagacacggaaggetacceggeggetgett

161668 gctcggatagetgatggactcecteggactecegacgecgagggetategacgattgtte

1127

160798

1187

160858

1247

160918

1307

160978

2025

161667

2085

161727



Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 2145

Sbjct: 161728 actcaagcagccaaccatcttctacctctegetcaccecgeecgaacgacctacgacacace 161787

Query: 2146  atcaacagccggcgagacacgeggagetccatcaacgettegeg 2189

Sbjct: 161788 atcaacagccgececgggacgegegaagetecatcaacgeectegeg 161831

Score = 79.8 bits (40), Expect
Tdentities = 83/96 (86%), Gaps
Strand = Plus / Minus

Ge-11
1/96 (1%)

Query: 562 ttgtgggggatagatatccec—gggteccactagaaggegagaaggectegegtgtggeca 620

Sbjet: 112124 ttgtgggggacagatatcccecgggtecactagaaggtaagaaggectegegaaaggeet 112065

Query: 621 cgggccagttaccccgecaaggecatceeecttegtggg 656

Sbjct: 112064 cgggcccattatttcgecaaggecateccttegtggg 112029

Score = 54.0 bits (27), Expect = 0.004
Identities = 55/63 (87%), Gaps = 1/63 (1%)
Strand = Plus / Minus

Query: 982 tgtaacccaccacatat—agatccatcccaagaagtagtgtattacgectctctaagegg 1040

Sbjet: 111697 tgtaacctaccacataagagatccacgccaggaagtagggtgttacgectetetaagegg 111638

Query: 1041 cce 1043

||
Sbjct: 111637 ccc 111635

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus



Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 89649 aaacgccgacagttggegegecaggtagggg 89619

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

Score =

Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1149

1380

1209

1439

1269

1499

1329

1559

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

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

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcgg—cggacccaaaacaccgacagetggegegecaggtagggggtgtgtegee

gatctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegececgggac

gatctaagctagctcaatggcecgtcaccttceccaccgecaagatcaccetecgececggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

tgtgttctgetttggaactatctcatccgtagcagatgaagaaggaactctacategeat

agcaga 1334

cgcaga 1564

Score = 95.6 bits (48), Expect = le-15
Tdentities = 180/224 (80%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

1966

2169

2026

2229

aacctgtacccecgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactg

aacctgaaccccgacttcgeccgagecatgaacacgecgagtgaagteggaggggtacta

gceccagatagetgacggecteecgegaaccetagacacggaaggetaceggeggetgett

gctcggatagetgatggactcecteggaatcecccgacgecgagggetategacgactgtte

1208

1438

1268

1498

1328

1558

2025

2228

2085

2288



Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 2145

Sbjct: 2289 acccaagcagccaaccatcttctacctatcgetcaccegecgaacgacctacgacacgee 2348

Query: 2146 atcaacagccggcgagacacgecggagetccatcaacgettegeg 2189

Sbjct: 2349 atcaacagccgtcgggacacgtgaagetccataaatgettegeg 2392

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcate 1650

Sbjct: 1845 ttctaccccgacgtcctettcate 1868

>gb|AF546188. 1| Contiguous genomic DNA sequence comprising the 19-kDa—zein gene family
from Zea mays, complete sequence
Length = 203363

Score = 143 bits (72), Expect = 5e-30
Identities = 159/188 (84%)
Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

Sbjct: 28758 gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 28699

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegeccegggae 1268

Sbjct: 28698 gatccaagctagctcaatggecgtcaccttecacagecaagatcaccectecgteccggate 28639

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgecaccgeat 1328

Sbjct: 28638 cgtattctgecttcggaacaatctcatccgtagecagatgaagagggaactcetacaccgeat 28579

Query: 1329 agcagatc 1336

T
Sbjct: 28578 tgcagatc 28571



Score

= 133 bits (67), Expect = 5e—27

Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1966

54934

2026

54994

2086

55054

2146

55114

196/239 (82%)

aacctgtaccccgacttcgetegtgcaatgaacacgecgagtgaagtcggaggggtactg

aacctgaaccccgactttgectgagecatgaacacgecgagtgaagtecggaggggtgetg

gcccagatagetgacggectecegegaaccctagacacggaaggetaceggeggetgett

gctecggatagetgatggectececteggactecggacgecgagggetateggeggetgtte

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee

actcaagcagccaatcaccttctacccecctegetcacctgecgaacgatctacgacacgee

2025

54993

2085

55053

2145

55113

atcaacagccggecgagacacgeggagetceccatcaacgettegegegacegatgacacga 2204

atcaacagtcgtcgggacgegeggagetecatcaatgettcacgtgaacgatgacacga 55172

Score = 99.6 bits (50), Expect = 7e-17
Identities = 185/230 (80%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1138

54142

1198

54202

1258

54262

ggggtagcectgggtgtgeggacggactectaaacaccgacagetggegegecaggtaggg

ggggtaaccetgggtgeacggteggaccegaaacaccgacagetggegegecaggtaggg

ggtgtgtctttgatctgagctagetcaatgaccattacctccaaatgcaagatcegecectt

ggtgtgtcatcgatccaagctatctcaatggeecgtcacctteccagegecaagatcatecte

cgceecgggactatgttttgetttggaaccatetcatecatagecagatgaagagggaact

caccccggatccatattctgetteggtactatectcatetgtageggatgaggagggaact

1197

54201

1257

54261

1317

54321



Query: 1318 ctgcaccgcatagcagatctattggagaagaagetttcctcagaaatcte 1367

Sbjct: 54322 ctgcatcgecttgeggatecegecggagaaaaagecttectcaggaatete 54371

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

Query: 1915 caagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctgtac 1974

Sbjct: 28040 caagccgagcaagatgcaaggcaacaccgggagaatccattettegggegeaacctgaat 27981

Query: 1975 cccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactggeccagata 2034

Sbjct: 27980 cccgacttcgeccgagecatgaacacgecgagegaagttggaggagtactageteggata 27921

Query: 2035 gctgacggectece 2048

Sbjct: 27920 gctgatggactcce 27907

Score = 54.0 bits (27), Expect = 0.004
Identities = 42/47 (89%)
Strand = Plus / Minus

Query: 2143 gccatcaacagccggegagacacgeggagetcecatcaacgettegeg 2189

Sbjct: 27812 gccatcaacagtcgeccgagacgegegaagetcecatcaatgettegeg 27766

Score = 50.1 bits (25), Expect = 0.057
Tdentities = 28/29 (96%)
Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtectettcate 1650

Sbjct: 54605 ctccattctacccecgacgtectettecate 54633



Score = 48.1 bits (24), Expect = 0.23
Identities = 34/36 (94%), Gaps = 1/36 (2%)
Strand = Plus / Minus

Query: 562  ttgtgggggatagatatcccc—gggtccactagaag 596

Sbjct: 15523 ttgtgggggacagatatcccecegggtecactagaag 15488

0.23
1/36 (2%)

Score = 48.1 bits (24), Expect
Tdentities = 34/36 (94%), Gaps
Strand = Plus / Plus

Query: 563  tgtgggggatagatatcccc—gggtccactagaagg 597

Sbjct: 53541 tgtgggggacagatatcccctgggtccactagaagg 53576

Score = 46.1 bits (23), Expect = 0.90
Identities = 47/55 (85%)
Strand = Plus / Minus

Query: 1760 ggcgacatcacgaggctggggaacgggatecggegeaaccegtatececgggacga 1814

Sbjct: 28183 ggcgacatcacgecggecagagaacgggatceeggageaacctgtetegegggacga 28129

0.90
1/35 (2%)

Score = 46.1 bits (23), Expect
Tdentities = 33/35 (94%), Gaps
Strand = Plus / Minus

Query: 563  tgtgggggatagatatcccc—gggtccactagaag 596

Sbjct: 29356 tgtgggggacagatatcccecegggtecactagaag 29322

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus



Query:

1168

aaacaccgacagctggegegecaggtagggg 1198

Sbjct: 131970 aaacgccgacagttggegegecaggtagggg 131940

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

Score =

137 bits (69), Expect = 3e-28

Tdentities = 220/269 (81%), Gaps = 1/269 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1069

8960

1128

9020

1188

9080

1248

9140

1308

9200

tctctegtgegtecageacgaaccattgagttacaatcaacagecaccgtecctac—ccaaa

tctctecgtgeatccagecacgaaccatcgagetacagttggtaacaccgtectactecaaa

agcaccgcaaggggtagecctgggtgtgeggacggactctaaacaccgacagetggegeg

aacacctcaaggggcaacccegggtgegtggteggacccaaaacaccgacagetggegeg

ccaggtagggggtgtgtctttgatctgagectagetcaatgaccattaccteccaaatgecaa

ccaagtagggggtgtgtcactggtccaagectagetcaatggecattactttccagecacaa

gatcgcccttcgececcgggactatgttttgetttggaaccatectcatccatagecagatga

gatcgctetecgecctggateegtgttetgetteggaaccatectcateccatggtagacga

agagggaactctgcaccgcatagcagate 1336

agaaggaactctacatcgcatagcggate 9228

Score = 73.8 bits (37), Expect = 4e-09
Tdentities = 86/101 (85%), Gaps = 1/101 (0%)
Strand = Plus / Plus

1127

9019

1187

9079

1247

9139

1307

9199

Query: 562 ttgtgggggatagatatcccc—gggtccactagaaggegagaaggectegegtgtggeeca 620

Sbjct: 8574 ttgtgggggacagatatccccegggtecactagaaggecaagaaggectcacgaaaggect 8633



Query:

Sbjct:

621 cgggccagttaccccgecaaggecatcecttegtgggtegag 661

8634 cgggcccattatttcgecaaggecaccecttegtgggeecgag 8674

Score = 63.9 bits (32), Expect = 4e-06
Tdentities = 83/100 (83%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

562  ttgtgggggatagatatcccecgggtccactagaaggegagaaggectegegtgtggecae 621

28412 ttgtgggggacagatatcccecgggtcactagaaggecaagaaggectcacgaaaggecte 28471

622  gggccagttaccccgecaaggecatececcttegtgggtegag 661

28472 gggcccattatttecgecaaggecaccecttegtgggeegag 28511

Score = 48.1 bits (24), Expect = 0.23
Identities = 30/32 (93%)
Strand = Plus / Plus

Query:

Sbjct:

1012 gaagtagtgtattacgcctctctaageggece 1043

28869 gaagtagggtgttacgcctctctaageggeece 28900

Score = 46.1 bits (23), Expect = 0.90
Identities = 32/35 (91%)
Strand = Plus / Plus

Query:

Sbjct:

1966 aacctgtaccccgacttcgetegtgecaatgaacac 2000

16694 aacctgaaccccgacttcgetcgagecatgaacac 16728

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 106/134 (79%)
Strand = Plus / Plus



Query: 2068 ggctaccggeggetgettactegagecagttaatcaccttetacccatcactaatecteca 2127

Sbjct: 16796 ggctatcggeggetgetecactegggeagetaaccatettetgecteteggtecatecteeg 16855

Query: 2128 agcgacctacgccatgccatcaacagecggegagacacgeggagetecatcaacgetteg 2187

Sbjct: 16856 agcgatctacaacatgccatcaatagtcaacgggacgcacggagecccatcaatgettea 16915

Query: 2188 cgcgaccgatgaca 2201

Sbjct: 16916 cgcgaacgacgaca 16929

>emb|AJ312478. 1| Zea mays Grande retrotransposon DNA, partial LTR, clone W12
Length = 437

Score = 137 bits (69), Expect = 3e-28
Tdentities = 130/149 (87%), Gaps = 1/149 (0%)
Strand = Plus / Plus

Query: 881 agtgccccacggtcgtgtatataaggtccagagggtaccccatcattt—ctatcgaccat 939

Sbjct: 289 agtgccccacggtecggatatataaggectagggggtaccecatecattttecatecgaccat 348

Query: 940 ctacctatctcatcagcttttctccattcaggagacctecgettgtaacccaccacatata 999

Sbjct: 349 caacctatctcattagcttttcttcattcaggagacttcagttgtaacccaccacataaa 408

Query: 1000 gatccatcccaagaagtagtgtattacge 1028

Sbjct: 409 gatccacaccaggaagtagggtgttacge 437

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 22/22 (100%)
Strand = Plus / Plus

Query: 635 cgcaaggccatcccttegtggg 656

Sbjct: 43 cgcaaggccatcecttegtggg 64



>gb|DQ493649. 1| Zea mays cultivar Coroico bz locus region
Length = 159340

Score

Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1149

80649

1209

80709

1269

80769

135 bits (68), Expect = 1e—27

152/180 (84%)

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggtecggacccaaaacaccgacagetggegegecaggtagggggtgtgtegac

gatctgagctagctcaatgaccattacctccaaatgcaagategeccttegeeccegggac

gatccaagctagctcaatggecgtcacctttcacagcaagatcacccteegteceggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

cgtattctgettcggaacaatctcatccgtagecagatgaagagggaactcetgecaccgeat

Score = 83.8 bits (42), Expect = 4e-12
Identities = 93/110 (84%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Score = 48.1 bits (24), Expect
Tdentities = 31/32 (96%), Gaps

1915

81367

1975

81427

caagccgagcaaggtgcaaggetgegecgagagaatgetetetttgetecggaacctgtac
RANNRER R R A nnn R A R RN e AR e R IR R AN A

caagccgagcaagatgcaaggcaacgccaggagaatccattcttegggegecaacctgaac

ccecgacttegetegtgecaatgaacacgecgagtgaagteggaggggtact 2024

ccecgacttegeccgagecatgaacacgecgagtgaagteggaggagtact 81476

0.23
1/32 (3%)

Strand = Plus / Plus

Query:

562

ttgtgggggatagatatccece—gggtecacta 592

Sbjct: 80049 ttgtgggggatagatatcccectgggtecacta 80080

1208

80708

1268

80768

1328

80828

1974

81426



Score = 48.1 bits (24), Expect = 0.23
Identities = 24/24 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctecttcate 1650

Sbjct: 81094 ttctaccccgacgtectettecate 81117

Score = 48.1 bits (24), Expect
Tdentities = 31/32 (96%), Gaps
Strand = Plus / Plus

0.23
1/32 (3%)

Query: 562 ttgtgggggatagatatccece—gggtecacta 592

Sbjct: 102517 ttgtgggggatagatatcccetgggtecacta 102548

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggegegecaggtagggg 1198

Sbjct: 133339 aaacgccgacagttggegegecaggtagggg 133369

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

Score = 127 bits (64), Expect = 3e-25
Tdentities = 306/384 (79%), Gaps = 2/384 (0%)
Strand = Plus / Plus

Query: 984 taacccaccacatatagatccatcccaagaagtagtgtattacgectectetaageggeece 1043

Sbjct: 148845 taacccaccacataaagatccacatcaggaagtagggtgttacacctectctaageggeet 148904

Query: 1044 aaacttgcagaaaaccgcctatccctectetegtgegtecageacgaaccattgagttaca 1103



Sbjct: 148905 gaacctgtagaaatt—gtctatcg—tctctcatgecgectageatgaaccatcgagetaca 148962

Query: 1104 atcaacagcaccgtcctacccaaaagcaccgcaaggggtageecctgggtgtgeggacgga 1163

Sbjct: 148963 gtcggcaacaccatcctacccgaaagecacctegaggggtaaccetgggtgeatggteggg 149022

Query: 1164 ctctaaacaccgacagctggegegecaggtagggggtgtgtetttgatetgagetagete 1223

Sbjct: 149023 tcccaaacaccgacagetggegegecaggtagggggtgtgtegetgatecaagttagete 149082

Query: 1224  aatgaccattacctccaaatgcaagatcgecccttegeccegggactatgttttgetttgg 1283

Sbjct: 149083 aatgaccatcactttccaacacaagattgctctceccgecctggatecgtgttettetttgg 149142

Query: 1284 aaccatctcatccatagcagatgaagagggaactctgcaccgecatagecagatctattgga 1343

Sbjct: 149143 gaccatctcatccgtggcagacgaagaaggaattctacatcatatageggatccaccgga 149202

Query: 1344  gaagaagctttcctcagaaatctc 1367

Sbjct: 149203 gaagaagccttcctcaaaaatctc 149226

Score = 85.7 bits (43), Expect = le-12
Identities = 106/127 (83%)
Strand = Plus / Plus

Query: 2066 aaggctaccggcggetgettactcgagecagttaatcaccttetacccatcactaatecete 2125

Sbjct: 149902 aaggctatcggtggetgetcactegggegactaatcatettetacctetegetecatecte 149961

Query: 2126  caagcgacctacgccatgeccatcaacagecggegagacacgeggagetecatcaacgett 2185

Sbjct: 149962 cgagcgatctacggecacgccatcaacagteggegggacgegeagagetecatcaacgett 150021

Query: 2186  cgcgega 2192

| LT
Sbjct: 150022 cacgcga 150028



Score = 71.9 bits (36), Expect = 2e¢-08
Identities = 49/52 (94%), Gaps = 1/52 (1%)
Strand = Plus / Plus

Query: 562 ttgtgggggatagatatccce—gggtecactagaaggegagaaggectegeg 612

Sbjct: 148416 ttgtgggggacagatatccececcgggteccactagaaggcaagaaggectegeg 148467

Score = 50.1 bits (25), Expect = 0.057
Tdentities = 97/121 (80%)
Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtectettcatcagggggagattggagttageaccegtetteca 1681

Sbjct: 149470 ctccattctaccccgacgtectettecattgggggaagagtggaatcateteccatetecg 149529

Query: 1682 acgatgagccaaccatgcaaggggaagagcctccccagegtgaggegegacgacggagga 1741

Sbjct: 149530 acgacgagccaaccgtgecctggggaagaaccccctecagtgagaagetegecgacggagga 149589

Query: 1742 a 1742

|
Sbjct: 149590 a 149590

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 43416 aaacgccgacagttggegegecaggtagggeg 43386

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

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



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1973

79768

2033

79708

2093

79648

2153

79588

accccgacttcgetcgtgecaatgaacacgecgagtgaagteggaggggtactggeeccaga

accccgacttcacccgggecatgaacacgecgagtgaagtecggaggagtgttggetcegga

tagctgacggcecctcceccgegaaccctagacacggaaggetacceggeggetgettactegag

tagctgatggcecctcceccecggacteccgacgecgagggetateggeggetgttcactcaag

cagttaatcaccttctacccatcactaatcctccaagecgacctacgecatgecatcaaca

cagccaaccaccttctaccectegetecaccegecgaacgatctacgacacgecatcaaca

gcecggegagacacgeggagetecatcaacgettegegegaccgatgacacga 2204

gtcggegggacgecacggagetecatcaacgettcacgegaacgacgacacga 79537

Score = 79.8 bits (40), Expect = 6e-11
Identities
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1083

80636

1141

80576

1201

80516

121/147 (82%), Gaps = 2/147 (1%)

agcacgaaccattgagttacaatcaacagcaccgtcctaccc——aaaagcaccgecaaggg

agcacgaaccatcgagctacagtcgataacaccgtectacaccaaaaagecaccttgaggg

gtagccctgggtgtgeggacggactctaaacaccgacagetggegegecaggtagggget

gccacceecgggtgegeggteggacccaaaacaccgacagetggegtgecaggtagegggt

gtgtctttgatctgagetagetcaatg 1227

gtgtcgtecgatccaagetagetcaatg 80490

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 33/35 (94%)
Strand = Plus / Minus

2032

79709

2092

79649

2152

79589

1140

80577

1200

80517



Query: 1621 gctcctttctacccecgacgtectettecatcagggg 1655

Sbjct: 80108 gctccattctacccecgacgtectettecatecggggg 80074

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 47/54 (87%)
Strand = Plus / Minus

Query: 1761 gcgacatcacgaggctggggaacgggatccggegecaaccegtatececgggacga 1814

Sbjct: 79968 gcgacatcacgaagccggagaacgggatctggecacaaccegtategegagacga 79915

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 303154 aaacgccgacagttggegegecaggtagggg 303184

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

Score = 123 bits (62), Expect = 5e-24
Tdentities = 137/161 (85%), Gaps = 2/161 (1%)
Strand = Plus / Plus

Query: 1069 tctctcgtgecgtccagecacgaaccattgagttacaatcaacagecaccgtectaccec—aa 1126

Sbjct: 2693 tctctegtgecatctagecacgaaccattgagetacagtegataacaccgtectactccaaa 2752

Query: 1127 aagcaccgcaaggggtagecctgggtgtgeggacggactetaaacaccgacagetggege 1186

Sbjct: 2753 aagcacctcgaggggcaacccegggtgegeggteggacccaaaacactgacagetggege 2812

Query: 1187 gccaggtagggggtgtgtctttgatctgagetagetcaatg 1227

Sbjct: 2813 gccaggtagggggtgtgtcactgatccaagetagetcaatg 2853



Score = 65.9 bits (33), Expect = 1e-06
Identities = 46/49 (93%), Gaps = 1/49 (2%)
Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcc—ccgggtccactagaaggegagaaggecte 609

Sbjct: 2178 ttgtgggggacagatatcctcecgggtccactagaaggcaagaaggecte 2226

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 39/43 (90%)
Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtectettcatcagggggagattgga 1664

Sbjet: 3211 ctccgttectaccccgacgtectetttateggggggagagtgga 3253

Score = 50.1 bits (25), Expect = 0.057
Identities = 145/185 (78%)
Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgetcgtgecaatgaacacgecgagtgaagtcggaggggtactg

Sbjct: 3543 aacctgaaccccgacttcgtccgatccatgaacacaccgagegaggteggtggagtgtty

Query: 2026 gcccagatagctgacggectccegegaaccctagacacggaaggetacecggeggetgett

Sbjct: 3603 gctcggatageccaatggectecccecggactecagacgecgagggetateggeggetgete

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee

Sbjct: 3663 actcgggcagctaaccatcttetgectetegetecatectecaagegatetatgacacgee

Query: 2146 atcaa 2150

[T
Sbjct: 3723 atcaa 3727

2025

3602

2085

3662

2145

3722



Score = 48.1 bits (24), Expect = 0.23
Identities = 45/52 (86%)
Strand = Plus / Plus

Query: 1459 acccgaaaaactccgctgtccacttcgeccacaaaggagtggacacggatta 1510

Sbjct: 3069 acccgaagaaccccgttgtccacctcatccacaaaagagtggacacggatta 3120

>gb |EF468502. 1| Zea mays clone pBK118-3 LL repeat sequence
Length = 14929

Score = 123 bits (62), Expect = be—-24
Tdentities = 137/161 (85%), Gaps = 2/161 (1%)
Strand = Plus / Plus

Query: 1069 tctctcgtgecgtccagecacgaaccattgagttacaatcaacagecaccgtectaccec—aa 1126

Sbjct: 10022 tctctcgtgecatctagcacgaaccattgagetacagtcgataacaccgtecctactccaaa 10081

Query: 1127 aagcaccgcaaggggtagccctgggtgtgeggacggactctaaacaccgacagetggege 1186

Sbjct: 10082 aagcacctcgaggggcaacccegggtgegeggteggacccaaaacactgacagetggege 10141

Query: 1187 gccaggtagggggtgtgtectttgatctgagetagetcaatg 1227

Sbjct: 10142 gccaggtagggggtgtgtcactgatccaagetagetcaatg 10182

Score = 65.9 bits (33), Expect
Tdentities = 46/49 (93%), Gaps
Strand = Plus / Plus

le-06
1/49 (2%)

Query: 562 ttgtgggggatagatatcc—ccgggtccactagaaggegagaaggecte 609

Sbjct: 9507 ttgtgggggacagatatcctcecgggtccactagaaggcaagaaggecte 9555

Score = 58.0 bits (29), Expect
Tdentities = 45/49 (91%), Gaps
Strand = Plus / Plus

2604
1/49 (2%)



Query: 562 ttgtgggggatagatatccccg—ggtccactagaaggegagaaggecte 609

Sbjct: 687 ttgtgggggacagatatcccceceggtecactagaaggeaagaaggecte 735

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 39/43 (90%)
Strand = Plus / Plus

Query: 1622 ctcctttctacccecgacgtectettcatcagggggagattgga 1664

Sbjct: 10540 ctccgttctaccecegacgtectetttatecggggggagagtgga 10582

Score = 50.1 bits (25), Expect = 0.057
Tdentities = 145/185 (78%)
Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagtecggaggggtactg 2025

Sbjct: 10872 aacctgaaccccgacttcgtccgatccatgaacacaccgagegaggteggtggagtgttg 10931

Query: 2026 gcccagatagctgacggectceegegaaccctagacacggaaggetaceggeggetgett

Sbjct: 10932 gctcggatagccaatggectecceceggactecagacgecgagggetateggeggetgete

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgece

Sbjct: 10992 actcgggcagctaaccatcttetgectetegetcatecteccaagegatetatgacacgee

Query: 2146 atcaa 2150

[T
Sbjct: 11052 atcaa 11056

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 45/52 (86%)
Strand = Plus / Plus

2085

10991

2145

11051



Query: 1459 acccgaaaaactccgectgtccacttcgeccacaaaggagtggacacggatta 1510

Sbjct: 10398 acccgaagaaccccgttgtccacctcatccacaaaagagtggacacggatta 10449

Score = 46.1 bits (23), Expect
Tdentities = 54/63 (85%), Gaps
Strand = Plus / Plus

0. 90
1/63 (1%)

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectcectectaagegg 1040

Sbjct: 1115 tgtaacccaccacataaaagatccacacaaggaagtagggtgttacgectcetcetaageag 1174

Query: 1041 ccc 1043

]
Sbjet: 1175 ccc 1177

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

Score = 119 bits (60), Expect = 7e-23
Identities = 102/116 (87%)
Strand = Plus / Minus

Query: 2097 taatcaccttctacccatcactaatcctccaagecgacctacgecatgecatcaacagecg 2156

Sbjct: 2273 taatcaccttctgcccatcgetecatcececccgagecaacctacaccacgecatcaacageeg 2214

Query: 2157 gcgagacacgcggagetccatcaacgettegegegaccgatgacacgaaagtgaga 2212

Sbjct: 2213 acgagacgcgeggagcetecatcaatgettegegegacegacggeacgaaagegaga 2158
>gb |EF190066. 1| Zea mays clone PS53 chromosome B, genomic sequence

Length = 16207
Score = 119 bits (60), Expect = 7e-23

Tdentities = 293/367 (79%), Gaps = 4/367 (1%)
Strand = Plus / Minus

Query: 982  tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgecctctctaagegg 1040



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

10074

1041

10014

1101

9955

1159

9895

1219

9835

1279

9775

1339

9715

tgtaatccaccacataaaagatccacaccaggaagtagggtgttacgectetttaagegg

cccaaacttgcagaaaaccgectatceccectetetegtgegtecagecacgaaccattgagtt

cccaaacctgtataaaattgtcca—ctgtctctegtgecatctagecacgaaccatecgaget

acaatcaacagcaccgtcctaccc——aaaagcaccgcaaggggtageecctgggtgtgegg

acagttggtaacaccgtcctactccaaaaagcacctcgaggggcaacceegggtgegegg

acggactctaaacaccgacagectggegegecaggtagggggtgtgtetttgatetgaget

tcggacccaaaacaccgacagetggegegecaggtagggggtgtgtecactgatecaaget

agctcaatgaccattacctccaaatgcaagatcgeccttegeccecgggactatgttttge

agctcaatggcecgtcactttccagcacaagatcactctecgeecctggateecgtgttcetac

tttggaaccatctcatccatagcagatgaagagggaactctgcaccgecatagecagatcta

ttcggaaccatctcatccatggcagacgaagaaagaactctacatcgegtagecagatcca

ttggaga 1345

tcggaga 9709

Score = 81.8 bits (41), Expect = 2e-11
Tdentities = 87/101 (86%), Gaps = 1/101 (0%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

562

ttgtgggggatagatatccecec—gggtccactagaaggecgagaaggectegegtgtggeca

10015

1100

9956

1158

9896

1218

9836

1278

9776

1338

9716

620

10502 ttgtgggggacagatatcccecegggtecactagaaggcaagaaggectcacgaaaggeet 10443

621

10442

cgggecagttaccccgecaaggecateecttegtgggtegag 661

cgggeccattatatcgecaaggecaccecttegtgggtegag 10402



Score

= 56.

0 bits (28), Expect = 0.001

Identities = 184/236 (77%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1966

9121

2026

9061

2086

9001

2146

8941

aacctgtacccecgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactg

aacctgaaccccgacttcgectgagecatgaacacaccgagegaggteggtggagtgttg

gcccagatagetgacggectececgegaaccctagacacggaaggetaceggeggetgett

gctcggatagecgatggectececectgactceccagacgetgagggetateggeggetgete

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgece

actcgggcagctaacaatcttctgectetegetecatectecgagegatectatgacacacce

atcaacagccggegagacacgeggagetcecatcaacgettegegegaccgatgaca 2201

atcaatagtcgacgggacgcacagagctccatcaatgecttcgegegaacgacgaca 8886

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

Score

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

= 119 bits (60), Expect = 7e-23
Identities
Strand = Plus / Minus

1125

9408

1185

9348

1245

9288

= 174/212 (82%)

aaaagcaccgcaaggggtagecctgggtgtgeggacggactctaaacaccgacagetgge

aaaagcacctcgaggggcaacceegggtgtgeggteggacccaaaacaccgacagetggt

gcgecaggtagggggtgtgtectttgatctgagetagetcaatgaccattacctecaaatg

gcgecaggtagggggtgtgtcactgatccaagetagetcaatggeecgtecactttecagea

caagatcgcccttecgeccegggactatgttttgetttggaaccatetcatecatageaga

2025

9062

2085

9002

2145

8942

1184

9349

1244

9289

1304

caagatcgctcteecgeectggateegtgttetgetttggaaccatetecateecgtggecaga 9229



Query: 1305 tgaagagggaactctgcaccgcatagcagatc 1336

Sbjct: 9228 cgaagaaggaactctacattgcatagcggate 9197

Score = 71.9 bits (36), Expect
Tdentities = 82/96 (85%), Gaps

2608
1/96 (1%)

Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

562 ttgtgggggatagatatcccc—gggtceccactagaaggegagaaggectegegtgtggeeca 620

9984 ttgtgggggacagatatccccegggtceccactagaaggecaagaaggectcacgaaaggeet 9925

621

9924

cgggccagttacccecgecaaggecateccttegtggg 656

cgggeccattatttecgecaaggecaccecttegtggg 9889

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

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1966

8600

2026

8540

2086

8480

2146

8420

aacctgtacccecgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactg

aacctgaatcccgacttcgetcgagecatgaacacaccgagegaggttgatggagtgttg

gcccagatagcetgacggectceeccgegaaccctagacacggaaggetaceggeggetgett

gctcggatagecgatggectecececggactctagacgecgagggetateggtggetgete

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgec

actcgggcagctaaccatcttcetgecteccgetecatectecgagegatctacaacacgece

atcaacagccggegagacacgeggagetecatcaacgettegegegacegatga 2199

atcaatagtcgacgggacgcacagagctccatcaatgettegegegaacgatga 8367

2025

8541

2085

8481

2145

8421



Score = 65.9 bits (33), Expect = 1e-06
Identities = 46/49 (93%), Gaps = 1/49 (2%)
Strand = Plus / Minus

Query: 562  ttgtgggggatagatatcccc—gggtccactagaaggegagaaggecte 609

Sbjet: 19216 ttgtgggggacagatatccceecgggtecactagaaggecaagaaggecte 19168

0. 004
1/63 (1%)

Score = 54.0 bits (27), Expect
Tdentities = 55/63 (87%), Gaps
Strand = Plus / Minus

Query: 982  tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectctcectaagegg 1040

Sbjct: 18788 tgtaacccaccacataaaagatccacaccaggaagtagagggttacgectcetctaagegg 18729

Query: 1041 ccc 1043

11
Sbjct: 18728 ccc 18726

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

Length = 200661

Score = 117 bits (59), Expect = 3e-22
Identities = 286/358 (79%), Gaps = 4/358 (1%)
Strand = Plus / Plus

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectctctaagegg

Sbjct: 178146 tgtaacccaccacataaaagatccacaccaggaagtagggtgttacacctctctaagegg

Query: 1041 cccaaacttgecagaaaaccgectatccctetetegtgegtecageacgaaccattgagtt

Sbjct: 178206 cccgaacctgtacaaaattgtcca—ctgtttetegtgettetageacgaaccategaget

Query: 1101 acaatcaacagcaccgtcctaccc——aaaagcaccgcaaggggtagecctgggtgtgegg

Sbjct: 178265 acagtcggtaacaccttcctactccaaaaagcacctecgaggggeaacceegggtgeacgg

sequence

1040

178205

1100

178264

1158

178324



Query: 1159

Sbjct: 178325

Query: 1219

Sbjct: 178385

Query: 1279

Sbjct: 178445

Score = 60.0
Identities =

acggactctaaacaccgacagctggegegecaggtagggggtgtgtetttgatetgaget 1218

tcagacccaaaacaccgacagctggecacgecaggtagggggtgtgtecactgatccaaget 178384

agctcaatgaccattacctccaaatgcaagatcgeccttegeecececgggactatgttttge 1278

agctcaatggeccatcactttccagecacaagatcgetetecgecctagatetgtgttetge 178444

tttggaaccatctcatccatagcagatgaagagggaactctgecaccgecatagecagate 1336

ttcagaaccatctcatccatggcagatgaagaaggaactctacatcgecatageggate 178502

6e—-05
1/50 (2%)

bits (30), Expect
46/50 (92%), Gaps

Strand = Plus / Plus

Query: 564

Sbjct: 177721

Score = 52.0
Identities =

gtgggggatagatatcec—cgggtecactagaaggegagaaggectegeg 612

gtgggggacagatatcecctegggtecactagaaggetagaagacctegeg 177770

bits (26), Expect = 0.015
35/38 (92%)

Strand = Plus / Plus

Query: 1627

Sbjct: 178772

Score = 44.1

ttctaccccgacgtectettecatcagggggagattgga 1664

ttctaccccgacgtectetttatcggggggagagtgga 178809

bits (22), Expect = 3.5

Tdentities = 25/26 (96%)
Strand = Plus / Plus

Query: 1173 ccgacagctggegegecaggtagggg 1198

Sbjct: 56887 ccgacagttggcgegecaggtagggg 56912

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



Length = 582

Score = 115 bits (58), Expect = le-21
Identities = 204/249 (81%), Gaps = 4/249 (1%)
Strand = Plus / Plus

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectcectectaagegg 1040

Sbjct: 271 tgtaatccaccacataaaagatccacaccaggaagtagggtgttacgectetttaagegg 330

Query: 1041 cccaaacttgcagaaaaccgcctatccectetetegtgegtecageacgaaccattgagtt 1100

Sbjct: 331 cccaaacctgtataaaattgtcca—ctgtctetegtgeatctagecacgaaccategaget 389

Query: 1101 acaatcaacagcaccgtcctaccc——aaaagcaccgcaaggggtagecctgggtgtgegg 1158

Sbjct: 390 acagtcggtgacaccgtcctactccaaaaagecacctegaggggecaacceegggtgegegg 449

Query: 1159 acggactctaaacaccgacagctggegegecaggtagggggtgtgtetttgatetgaget 1218

Sbjct: 450 tcggacccaaaacaccgacagctggegegecaggtagggggtgtgtcactgatecaaget 509

Query: 1219 agctcaatg 1227

Sbjct: 510 agctcaatg 518

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

Score = 113 bits (57), Expect = 5e-21
Tdentities = 210/260 (80%), Gaps = 2/260 (0%)
Strand = Plus / Minus

Query: 1071 tctcgtgcgtccagecacgaaccattgagttacaatcaacagecaccgtectaccc—aaaa 1128

Sbjct: 56170 tctcgtgcatctggecacgaactattgagetacagtegataacaccgtectactccaaaaa 56111

Query: 1129 gcaccgcaaggggtageectgggtgtgeggacggactetaaacaccgacagetggegege 1188

Sbjct: 56110 gcacctcgaggggetacceecgggtgegeggteggacccaaaacactgacagetggegege 56051



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

1189

56050

1249

55990

1309

55930

caggtagggggtgtgtctttgatctgagetagetcaatgaccattacctccaaatgecaag

caggtagggggtgtgtcatcgatccaagetagetcaatgaccgtcaccttectgecacaag

atcgcceccttegecccgggactatgttttgetttggaaccatctcatccatagecagatgaa

atcgcctteegecctgggtecacattatgetteggaaccatctecatectgtageggataag

gagggaactctgcaccgeat 1328

gagggaactctgcatcgeat 55911

101 bits (51), Expect = 2e-17

Tdentities = 192/239 (80%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1966

55299

2026

55239

2086

55179

2146

55119

aacctgtaccccgacttcgetegtgcaatgaacacgeccgagtgaagteggaggggtactg

aacctgaaccccgacttcgeccgagecatgaacacgecgagtgaagteggaggggtgetg

gcccagatagetgacggectceccgegaaccctagacacggaaggetaccggeggetgett

gctcggatagetgatgggetecctecggactcacgacgecgagggetategacggetgtte

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee

actcaggcagccaatcaccttctacctctcgectcaccegecgaacaatctacgacacacce

1248

55991

1308

55931

2025

55240

2085

55180

2145

55120

atcaacagccggegagacacgeggagetcecatcaacgettegegegaccgatgacacga 2204

atcaacagtcgtcgggacgegeggagetecatcaatgectegegtgaacgacgacacga 55061

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctettcate 1650



Sbjct: 5b624 ttctaccccgacgtcctettecate 55601

Score = 46.1 bits (23), Expect = 0.90
Identities = 89/110 (80%), Gaps = 2/110 (1%)
Strand = Plus / Minus

Query: 1071 tctcgtgcgtccagecacgaaccattgagttacaatcaacagecaccgteccta——cccaaaa 1128

Sbjet: 13343 tctcgtgcatctggecacgaaccattgagetacagtegataacaccgtectactectaaaa 13284

Query: 1129 gcaccgcaaggggtageecctgggtgtgcggacggactetaaacaccgaca 1178

Sbjct: 13283 gcacctcgaggggetacceegggtgegeggteggacccaaaacaccgaca 13234

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 36120 aaacgccgacagttggegegecaggtagggg 36090

Score = 44.1 bits (22), Expect = 3.5
Identities = 46/54 (85%)
Strand = Plus / Minus

Query: 1761 gcgacatcacgaggctggggaacgggatceccggegeaaccegtateccgggacga 1814

Sbjct: 55492 gcgacatcacgaggccggggageaggacceggegeageetgtategegagacga 55439

>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 = 113 bits (57), Expect = 5e-21



Identities = 147/177 (83%)
Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

Sbjct: 89981 gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegaec 89922

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegeccegggae 1268

Sbjct: 89921 gatccaagctagctcaatggeegtcaccttetacagecaagatcaccetgegeececeggate 89862

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactcetgecaceg 1325

Sbjct: 89861 cgtattctgcttcggaaaaatctcatctgtageggatgaagagggaactcectacaccg 89805

Score = 91.7 bits (46), Expect = 2e-14
Identities = 112/134 (83%)
Strand = Plus / Minus

Query: 1915 caagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctgtac 1974

Sbjct: 89265 caagccgagcaagatgcaaggcaacgecgggagaatccattettegggegeaacctgaat 89206

Query: 1975 cccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactggeccagata 2034

Sbjct: 89205 cccgacttcgeccgagetatgaacacgecgagegaagteggaggggtattggeteggata 89146

Query: 2035 gctgacggectcee 2048

Sbjct: 89145 gctgatggactcce 89132

Score = 48.1 bits (24), Expect
Tdentities = 31/32 (96%), Gaps
Strand = Plus / Minus

0.23
1/32 (3%)

Query: 562  ttgtgggggatagatat—ccccgggtccacta 592

Sbjct: 66192 ttgtgggggatagatatcccecegggtecacta 66161



Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 17151 aaacgccgacagttggegegecaggtagggg 17121

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Minus

0. 90
1/31 (3%)

Query: 563  tgtgggggatagatatcc—ccgggtccacta 592

Sbjct: 90582 tgtgggggatagatatcctcecgggtccacta 90552

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 111035 aaacgccgacagttggecgegecaggtagggg 111065

>gb|AC196084. 4| Zea mays BAC clone CH201-52A17 from chromosome 5, complete sequence
Length = 187208

Score = 111 bits (56), Expect = 2e-20
Tdentities = 134/159 (84%), Gaps = 2/159 (1%)
Strand = Plus / Minus

Query: 1071 tctegtgegtecageacgaaccattgagttacaatcaacagecaccgtectaccec—aaaa 1128

Sbjct: 102163 tctcgtgecgeccageacgaaccatcgagetacagteggtaacaccgtectactectaaaa 102104

Query: 1129 gcaccgcaaggggtagccctgggtgtgeggacggactctaaacaccgacagetggegege 1188



Sbjct:

Query:

Sbjct:

Score =

102103 gcacctcggggggtaaccetgggtgegeggteggaccegaaacactgacagetggegege 102044

1189

caggtagggggtgtgtetttgatctgagetagetcaatg 1227

102043 caggtagggggtgtgtcatcgacccaagetagetcaatg 102005

Identities
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score = 52.0 bits (26), Expect
Tdentities = 36/38 (94%), Gaps

1966

91844

2026

91784

2086

91724

2146

91664

101 bits (51), Expect = 2e-17
= 192/239 (80%)

aacctgtaccccgacttegetegtgecaatgaacacgecgagtgaagteggaggggtactg 2025

aacctgaaccccgacttecgeccgagecatgaacacgecgagtgaagttggaggggtgttg 91785

gcccagatagetgacggectecegegaaccctagacacggaaggetaccggeggetgett 2085

gctecggatggatgatggecteeccteggactececgacaccgaggggtateggeggetatte 91725

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 2145

actcaagcagccaatcaccttctacccctegetcaccegecgaacgatcetatgacacace 91665

atcaacagccggecgagacacgeggagetceccatcaacgettegegegacegatgacacga 2204

atcaacagtcgccgagacgegeggagetecatcaatgectegegtgaacgacgacacga 91606

0.015
1/38 (2%)

Strand = Plus / Minus

Query:

561

gttgtgggggatagatatcccec—gggtecactagaagg 597

Sbjct: 102699 gttgtgggggacagatatccccegggtecactagaagg 102662

Score = 50.1 bits (25), Expect = 0.057
Identities = 28/29 (96%)



Strand = Plus / Minus

Query: 1621 gctcctttctacceccgacgtectetteat 1649

Sbject: 92174 gctccattctacccecgacgtectettecat 92146

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 45/52 (86%)
Strand = Plus / Minus

Query: 1763 gacatcacgaggctggggaacgggatccggegecaaccegtatecegggacga 1814

Sbjct: 92035 gacatcacgaggccggggagegggacccagegeaacccatatcacgagacga 91984

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 110714 aaacgccgacagttggegegecaggtagggg 110744

Score = 44.1 bits (22), Expect = 3.5
Identities = 28/30 (93%)
Strand = Plus / Plus

Query: 298 atttgtttgatggatttagtaaaggttatg 327

Sbjct: 4582 atttgtttggtggatttagtagaggttatg 4611

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

Score = 111 bits (56), Expect = 2e-20
Tdentities = 134/159 (84%), Gaps = 2/159 (1%)
Strand = Plus / Plus



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score =

1071

46719

1129

46779

1189

46839

tctcgtgegtecageacgaaccattgagttacaatcaacageaccgtectaccec——aaaa 1128

tctcgtgegeccageacgaaccatcgagetacagteggtaacaccgtectactectaaaa 46778

gcaccgcaaggggtageecctgggtgtgeggacggactctaaacaccgacagetggegege 1188

gcacctcggggggtaaccetgggtgegeggteggaccegaaacactgacagetggegege 46838

caggtagggggtgtgtetttgatectgagetagetcaatg 1227

caggtagggggtgtgtcatcgacccaagetagetcaatg 46877

101 bits (51), Expect = 2e-17

Tdentities = 192/239 (80%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score = 52.0 bits (26), Expect
Tdentities = 36/38 (94%), Gaps

1966

57038

2026

57098

2086

57158

2146

57218

aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagtcecggaggggtactg 2025

aacctgaaccccgacttecgeccgagecatgaacacgecgagtgaagttggaggggtgttg 57097

gceccagatagetgacggecteecgegaaccctagacacggaaggetaceggeggetgett 2085

gctecggatggatgatggecteececteggactececgacaccgaggggtateggeggetatte 57157

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 2145

actcaagcagccaatcaccttctacccectegetecaccegecgaacgatctatgacacace 57217

atcaacagccggegagacacgeggagetccatcaacgettegegegaccgatgacacga 2204

atcaacagtcgccgagacgegeggagetecatcaatgectegegtgaacgacgacacga 57276

0.015
1/38 (2%)

Strand = Plus / Plus

Query:

561

gttgtgggggatagatatccece—gggteccactagaagg 597



Sbjct: 46183 gttgtgggggacagatatccececcgggtecactagaagg 46220

Score = 50.1 bits (25), Expect = 0.057
Identities = 28/29 (96%)
Strand = Plus / Plus

Query: 1621 gctcctttctaccccgacgtectettcat 1649

Sbjct: 56708 gctccattctacccegacgtectetteat 56736

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 45/52 (86%)
Strand = Plus / Plus

Query: 1763 gacatcacgaggctggggaacgggatccggegecaaccegtatecegggacga 1814

Sbjct: 56847 gacatcacgaggccggggagegggacccagegeaacccatatcacgagacga 56898

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198
LEEE EEEEEE TEEEEEEET T PR

Sbjct: 38168 aaacgccgacagttggegegecaggtagggg 38138

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 28/30 (93%)
Strand = Plus / Minus

Query: 298 atttgtttgatggatttagtaaaggttatg 327

Sbjct: 144300 atttgtttggtggatttagtagaggttatg 144271

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



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

Query: 1150 ggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtetttg 1209

Sbjct: 164744 ggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegacg 164803

Query: 1210 atctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegeccegggact 1269

Sbjct: 164804 atccaagctagctcaatggcegtcacctteccacagecaagategeecgtgegtececggatet 164863

Query: 1270 atgttttgctttggaaccatctcatccatagcagatgaagagggaactctgecaccgeata 1329

Sbjct: 164864 gtattctgcttcgggacaatctcatctgtageggatgaagagggaattcetacaccgeete 164923

Query: 1330 gcagatct 1337

Sbjct: 164924 gcagatct 164931

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

Query: 1912 gagcaagccgagcaaggtgcaaggetgegeecgagagaatgetetetttgeteggaacctg 1971
R R A N A R A R A e e R A e AR

Sbjct: 165458 gagcaagccgagcaagatgcaaggcaacgacgegagaatcegetettegggegecaacetg 165517

Query: 1972  taccccgacttcgcetcgtgecaatgaacacgecgagtgaagteggaggggtactggeccag 2031

Sbjct: 165518 aaccccgacttcgeccgagetatgaacacgecgagegaagteggaggegttetagetegg 165577

Query: 2032 atagctgacgg 2042

HEETTEEET
Sbjct: 165578 atagctgacgg 165588

Score = 48.1 bits (24), Expect = 0.23



Tdentities = 31/32 (96%), Gaps = 1/32 (3%)
Strand = Plus / Plus

Query: 562 ttgtgggggatagatatccce—gggtecacta 592

Sbjet: 177802 ttgtgggggatagatatcccectgggtecacta 177833

0. 90
1/31 (3%)

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Plus

Query: 563 tgtgggggatagatatccece—gggtecacta 592

Sbjct: 164160 tgtgggggatagatatcccectgggtecacta 164190

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 187569 aaacgccgacagttggegegecaggtagggg 187539

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

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

Query: 1150 ggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtetttg 1209

Sbjct: 156890 ggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegacg 156831

Query: 1210 atctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegececegggact 1269

Sbjct: 156830 atccaagctagctcaatggecgtcaccttecacagecaagategecgtgegteeccggatet 156771



Query: 1270 atgttttgctttggaaccatctcatccatagcagatgaagagggaactctgecaccgeata 1329

Sbjct: 156770 gtattctgcttcgggacaatctcatctgtageggatgaagagggaattctacaccgeecte 156711

Query: 1330 gcagatct 1337

Sbjct: 156710 gcagatct 156703

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

Query: 1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

Sbjct: 22918 gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 22859

Query: 1209 gatctgagctagctcaatg 1227

Sbjct: 22858 gatccaagctagctcaatg 22840

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

Query: 1912 gagcaagccgagcaaggtgcaaggetgegeecgagagaatgetetetttgeteggaacctg 1971
R R AN A A A R A e e R A e A AR

Sbjct: 156176 gagcaagccgagcaagatgcaaggcaacgacgegagaatcegetettegggegecaacetg 156117

Query: 1972  taccccgacttcgcectcgtgecaatgaacacgecgagtgaagteggaggggtactggeccag 2031

Sbjct: 156116 aaccccgacttcgecccgagetatgaacacgecgagegaagteggaggegttetagetegg 156057

Query: 2032 atagctgacgg 2042

HEETTEEET
Sbjct: 156056 atagctgacgg 156046

Score = 85.7 bits (43), Expect = le-12



Identities = 91/107 (85%)
Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 1971
R R A RN A R A R A e e R A e N AR A A

Sbjct: 22203 gagcaagccgagcaagatgcaaggecaacgacgegagaatcegetettegggegeaacttg 22144

Query: 1972 taccccgacttcgetcgtgecaatgaacacgecgagtgaagteggagg 2018

Sbjct: 22143 aaccccgacttcgetecgagetatgaacacgeecgagegaagteggagg 22097

0.23
1/32 (3%)

Score = 48.1 bits (24), Expect
Tdentities = 31/32 (96%), Gaps
Strand = Plus / Minus

Query: 562  ttgtgggggatagatatcccc—gggtccacta 592

Sbjct: 10274 ttgtgggggatagatatccecectgggteccacta 10243

Score = 48.1 bits (24), Expect = 0.23
Identities = 24/24 (100%)
Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctettcate 1650

Sbject: 22473 ttctaccccgacgtectettecate 22450

0.23
1/32 (3%)

Score = 48.1 bits (24), Expect
Tdentities = 31/32 (96%), Gaps
Strand = Plus / Minus

Query: 562 ttgtgggggatagatatccece—gggtecacta 592

Sbjct: 143832 ttgtgggggatagatatccecetgggtecacta 143801

Score = 46.1 bits (23), Expect = 0.90



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

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 8539 aaacgccgacagttggegegecaggtagggg 8569

0. 90
1/31 (3%)

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Minus

Query: 563  tgtgggggatagatatcccc—gggtccacta 592

Sbjct: 23516 tgtgggggatagatatcccctgggtccacta 23486

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 134065 aaacgccgacagttggecgegecaggtagggg 134095

0.90
1/31 (3%)

Score = 46.1 bits (23), Expect
Identities = 30/31 (96%), Gaps
Strand = Plus / Minus

Query: 563 tgtgggggatagatatccce—gggtecacta 592

Sbjct: 157474 tgtgggggatagatatcccetgggtecacta 157444

>gb |EF190053. 1| Zea mays clone 46F3FF5Rs2 chromosome B, genomic sequence
Length = 452

Score = 111 bits (56), Expect = 2e-20
Tdentities = 141/168 (83%), Gaps = 1/168 (0%)
Strand = Plus / Plus



Query: 1069 tctctcgtgecgtccagecacgaaccattgagttacaatcaacagecaccgtectac—ccaaa 1127

Sbjct: 229 tctctegtgecatccagecacgaaccatcgagetacagttggtaacaccgtectactccaaa 288

Query: 1128 agcaccgcaaggggtageccctgggtgtgeggacggactctaaacaccgacagetggegeg 1187

Sbjct: 289 aacacctcaaggggcaaccccgggtgegtggteggacccaaaacaccgacagetggegeg 348

Query: 1188 ccaggtagggggtgtgtctttgatctgagetagetcaatgaccattac 1235

Sbjct: 349 ccaagtagggggtgtgtcactggtccaagetagetcaatggecattac 396

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

Score = 111 bits (56), Expect = 2e-20
Tdentities = 141/168 (83%), Gaps = 1/168 (0%)
Strand = Plus / Plus

Query: 1069 tctctcgtgegtccagecacgaaccattgagttacaatcaacagecaccgtectac—ccaaa 1127

Sbjct: 229 tctctegtgecatccagecacgaaccatcgagetacagttggtaacaccgtectactccaaa 288

Query: 1128 agcaccgcaaggggtageccctgggtgtgeggacggactctaaacaccgacagetggegeg 1187

Sbjct: 289 aacacctcaaggggcaacccecgggtgegtggteggacccaaaacaccgacagetggegeg 348

Query: 1188 ccaggtagggggtgtgtctttgatctgagetagetcaatgaccattac 1235

Sbjct: 349 ccaagtagggggtgtgtcactggtccaagetagetcaatggecattac 396

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

Score = 109 bits (55), Expect = 7e-20
Tdentities = 163/199 (81%)
Strand = Plus / Minus

Query: 1139  gggtagccetgggtgtgeggacggactctaaacaccgacagetggegegecaggtagggg 1198



Sbjet: 111101 gggtaacccegggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggg 111042

Query: 1199 gtgtgtctttgatctgagectagetcaatgaccattacctccaaatgecaagategeectte 1258

Sbjet: 111041 gtgtgtcgacgatccaagctagetcaatggecgtecaccttecacagecaagatcatecgtge 110982

Query: 1259  gccccgggactatgttttgetttggaaccatctcatecatagecagatgaagagggaacte 1318

Sbjct: 110981 gtccecggatctgtattectgettegggacaatectcatetgtageggatgaagagggaatte 110922

Query: 1319  tgcaccgcatagcagatct 1337

Sbjct: 110921 tacaccgcatcgcagatct 110903

Score = 87.7 bits (44), Expect = 3e-13
Tdentities = 107/128 (83%)
Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggetgegeecgagagaatgetetetttgeteggaacctg 1971
R A R A R A e e R A e A AR

Sbjct: 110376 gagcaagccgagcaagatgcgaggcaacgeegggagaateegetettegggegecaacectg 110317

Query: 1972  taccccgacttcgectcgtgcaatgaacacgecgagtgaagteggaggggtactggeccag 2031

Sbjct: 110316 aaccccgacttcgecccgagetatgaacacgecaagegaagteggaggegtactagetegg 110257

Query: 2032 atagctga 2039

T
Sbjct: 110256 atagctga 110249

Score = 60.0 bits (30), Expect = 6e-05
Tdentities = 30/30 (100%)
Strand = Plus / Minus

Query: 563 tgtgggggatagatatcccegggtecacta 592

Sbjet: 111690 tgtgggggatagatatcccegggtecacta 111661



Score = 48.1 bits (24), Expect = 0.23
Identities = 31/32 (96%), Gaps = 1/32 (3%)
Strand = Plus / Minus

Query: 562  ttgtgggggatagatat—ccccgggtccacta 592

Sbjct: 98092 ttgtgggggatagatatcccecegggtecacta 98061

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 1627  ttctaccccgacgtcctcttcate 1650

Sbjct: 110646 ttctaccccgacgtecctettecate 110623

Score = 46.1 bits (23), Expect = 0.90
Identities = 38/43 (88%)
Strand = Plus / Minus

Query: 1137 aggggtagccctgggtgtgeggacggactctaaacaccgacag 1179

Sbjct: 97503 aggggtaaccccgggtgtgeggteggacccaaaacaccgacag 97461

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

Score = 109 bits (55), Expect = 7e-20
Tdentities = 285/358 (79%), Gaps = 4/358 (1%)
Strand = Plus / Plus

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectcectectaagegg 1040

Sbjct: 1676 tgtaacccaccacataaaagatccacaccaggaagtagggtgttacgectetcetaagegg 1735

Query: 1041 cccaaacttgcagaaaaccgcectatccctetetegtgegtecageacgaaccattgagtt 1100



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Score = 58.0 bits (29), Expect
Tdentities = 45/49 (91%), Gaps

1736

1101

1795

1159

1855

1219

1915

1279

1975

cccgaacatgtataaaattgtcca—ctgtctetettgecatctagecacgaaccatcgagtt

acaatcaacagcaccgtcctaccc——aaaagcaccgcaaggggtageectgggtgtgegg

acagtcggtaacaccgtgctactccaaaaatcacctcgageggcaacceegggtgegegg

acggactctaaacaccgacagctggegegecaggtagggggtgtgtetttgatectgaget

tcagacccaaaacaccgacagctggegegecaggtagggggtgtgtcactgatecaaget

agctcaatgaccattacctccaaatgcaagatcgeccttegececegggactatgttttge

agctcaatggacatcactttccagcacaagatcegetcetectecectggateecgtgttetge

1794

1158

1854

1218

1914

1278

1974

tttggaaccatctcatccatagcagatgaagagggaactctgecaccgecatagecagate 1336

ttcggaaccatctcatcecgtggecagacgaagaaggaactctacatcgeatageggate 2032

2e-04
1/49 (2%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc—gggtccactagaaggegagaaggecte 609

Sbjct: 1249 ttgttggggacagatatccccecgggtccactagaaggecaagaaggecte 1297

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 43/50 (86%)
Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgetcgtgcaatgaacacgecgagtgaagtegg 2015

Sbjct: 2629 aacctgaaccccgacttecgececgagecatgaacacaccgagegaggtegg 2678

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 31/34 (91%)
Strand = Plus / Plus



Query: 2168 ggagctccatcaacgcttcgegegaccgatgaca 2201

Sbjct: 2831 ggagctccatcaatgcttcgegegaacgacgaca 2864

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

Le

Score = 10
Identities
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1966

25162

2026

25102

2086

25042

2146

24982

Score = 10
Tdentities = 133/159 (83%), Gaps = 2/159 (1%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

1071

26022

1129

25962

ngth = 181627

9 bits (55), Expect = 7e-20
= 184/227 (81%)

aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagtcggaggggtactg

aacctgaaccccgacttcgeccgagecatgaagacgecgagtgaagtcggaggagtattg

gcccagatagetgacggectececcgegaaccctagacacggaaggetaceggeggetgett

gctecggatagetgatggecteccecggacteccgacgetgagggetateggeggetatte

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee

actcaagcagccaatcatcttctacccctegetcaccegecgaacgatctacgacacacce

atcaacagccggegagacacgeggagetccatcaacgettegegega 2192

atcaacagtcggcgggacgecacagagctccatcaacgettegtgega 24936

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

tctcgtgegtccagecacgaaccattgagttacaatcaacagecaccgtcectaccec——aaaa

tctcgtgegeccaacacgaaccatcgagetacagtecggtaacaccgtectactectaaaa

gcaccgcaaggggtagecctgggtgtgeggacggactctaaacaccgacagetggegege

gcaccttgaggggtaaccecgggtgegeggtecggacccaaaacaccgacagetggegege

2025

25103

2085

25043

2145

24983

1128

25963

1188

25903



Query: 1189 caggtagggggtgtgtctttgatctgagetagetcaatg 1227

Sbjct: 25902 caggtagcgggtgtgtcatcgatccaagetagetcaatg 25864

Score = 56.0 bits (28), Expect = 0.001
Tdentities = 49/56 (87%)
Strand = Plus / Minus

Query: 1759 cggcgacatcacgaggetggggaacgggatecggegeaaccegtatececgggacga 1814

Sbjct: 25357 cggcgacatcacgaggecggagagegggacceggegeaacctgtategegagacga 25302

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 90/110 (81%), Gaps = 2/110 (1%)
Strand = Plus / Minus

Query: 1071 tctcgtgecgtccagecacgaaccattgagttacaatcaacagecaccgtccta——cccaaaa 1128

Sbjct: 3663 tctcgtgcgecccagecacgaaccatcgagetacagtecggtaacaccgtectactectaaaa 3604

Query: 1129 gcaccgcaaggggtagecctgggtgtgeggacggactctaaacacecgaca 1178

Sbjct: 3603 gcaccttgaggggtaaccccgggtgegeggteggacccaaaacaccgaca 3554

Score = 50.1 bits (25), Expect
Tdentities = 35/37 (94%), Gaps
Strand = Plus / Minus

0. 057
1/37 (2%)

Query: 562 ttgtgggggatagatatcccc—gggtccactagaagg 597

Sbjct: 4181 ttgtgggggacagatatccccegggtecactagaagg 4145

Score = 50.1 bits (25), Expect = 0.057
Tdentities = 28/29 (96%)
Strand = Plus / Minus



Query: 1622 ctcctttctaccccgacgtectettcate 1650

Sbjct: 25491 ctccattctaccccgacgtectettecate 25463

Score = 50.1 bits (25), Expect =
Tdentities = 35/37 (94%), Gaps
Strand = Plus / Minus

0. 057
1/37 (2%)

Query: 562  ttgtgggggatagatatcccc—gggtccactagaagg 597

Sbjct: 26540 ttgtgggggacagatatccceegggtecactagaagg 26504

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 106752 aaacgccgacagttggcgegecaggtagggg 106782

Score = 44.1 bits (22), Expect = 3.5
Identities = 34/38 (89%)
Strand = Plus / Minus

Query: 884 gccccacggtegtgtatataaggtccagagggtaccee 921

Sbjct: 3860 gccccacggtecgagtatataaggectagagggeaccee 3823

>emb|AJ312473. 1| Zea mays Grande retrotransposon DNA, partial LTR, clone PT17
Length = 457

Score = 109 bits (55), Expect = 7e-20

Tdentities = 112/131 (85%)
Strand = Plus / Plus

Query: 798 ggatgagtcagcgagattttcggaagattagttcagtttgttcgetattatttaggagac 857



Sbjct: 207 ggatgagtcagcatgattttcggtagattggttcagtcagttcactattagttaggagat 266

Query: 858 atatgatcctcatgtacgtatggagtgccccacggtecgtgtatataaggtecagagggta 917

Sbjct: 267 acgtgatcatcatgtacgtatggagtgccctatggtegtgtatataaggeccaagaggaa 326

Query: 918 ccccatcattt 928

Sbjct: 327 ccccatcattt 337

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 37/42 (88%)
Strand = Plus / Plus

Query: 964 cattcaggagacctcgcttgtaacccaccacatatagatcca 1005

Sbjct: 393 cattcaggagacaccacttgtaacacaccacatacagatcca 434

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

Score = 105 bits (53), Expect = le-18
Identities = 215/268 (80%), Gaps = 2/268 (0%)
Strand = Plus / Plus

Query: 1071 tctcgtgcgtccagecacgaaccattgagttacaatcaacagecaccgtcctaccc——aaaa 1128

Sbjct: 32418 tctcgtgcgeccaacacgaaccatcgagetacagteggtaacategtectactectaaaa 32477

Query: 1129 gcaccgcaaggggtageectgggtgtgeggacggactetaaacaccgacagetggegege 1188

Sbjct: 32478 acacctcgaggggcaacccegggtgtgeggteggacccaaaacaccgacageeggegege 32537

Query: 1189 caggtagggggtgtgtctttgatctgagetagetcaatgaccattacctccaaatgecaag 1248

Sbjct: 32538 caggtagggggtgtgtagecgatctaagetagetecaatggtegtecaccttecagegeaag 32597

Query: 1249 atcgcccttcgeccecgggactatgttttgetttggaaccatetecatccatagecagatgaa 1308



Sbjct:

Query:

Sbjct:

32598

1309

32658

atcaccctccgecceggatecgtgttetgetteggaactatectecatetgtagecgatgag 32657

gagggaactctgcaccgecatagcagate 1336

gaaggaactctacatcgcattgcagatce 32685

Score = 87.7 bits (44), Expect = 3e-13
Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1966

33289

2026

33349

2086

33409

2146

33469

179/224 (79%)

aacctgtaccccgacttegetegtgecaatgaacacgecgagtgaagteggaggggtactg 2025

aacctgaaccccgacttecgeccgagecatgaatacgeccaagtgaagteggaggagtactg 33348

gcccagatagetgacggectecegegaaccctagacacggaaggetaccggeggetgett 2085

gctecggatagetgatgggeteccteggactececgacgtegagggetategacgactgtte 33408

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 2145

actcaagcagccaaccatcttctacctctegetcaccecgecgaacgacctacgacatgee 33468

atcaacagccggecgagacacgeggagetcecatcaacgettegeg 2189

atcaacagtcgccgggacgegeggagetecatcaatgectegeg 33512

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 27/27 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatcagg 1653

Sbjct: 32965 ttctaccccgacgtcctettcatcagg 32991

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



Score

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

= 105 bits (53), Expect = le-18
Identities = 215/268 (80%), Gaps = 2/268 (0%)
Strand = Plus / Plus

1071

43660

1129

43720

1189

43780

1249

43840

1309

43900

tctcgtgegtccagecacgaaccattgagttacaatcaacagecaccgtectaccc——aaaa

tctcgtgegeccaacacgaaccatcgagetacagtecggtaacategtectactectaaaa

gcaccgcaaggggtagecctgggtgtgeggacggactctaaacaccgacagetggegege

acacctcgaggggeaacceegggtgtgeggteggaccecaaaacaccgacagecggegege

caggtagggggtgtgtctttgatctgagetagetcaatgaccattacctccaaatgcaag

caggtagggggtgtgtagecgatctaagetagetcaatggtecgtcacctteccagegecaag

atcgcccttegecccgggactatgttttgetttggaaccatctcateccatagecagatgaa

atcaccctcecgecccggatecgtgttetgetteggaactatctecatectgtagecgatgag

gagggaactctgcaccgecatagcagate 1336

gaaggaactctacatcgcattgcagate 43927

Score = 87.7 bits (44), Expect = 3e-13
Identities = 179/224 (79%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1966

44531

2026

44591

2086

44651

aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagtcggaggggtactg

aacctgaaccccgacttcgeccgagecatgaatacgeccaagtgaagtcggaggagtactg

gcccagatagetgacggectecegegaaccctagacacggaaggetaceggeggetgett

gctecggatagetgatgggeteecteggactececgacgtegagggetategacgactgtte

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee

actcaagcagccaaccatcttctacctctcgectcaccegecgaacgacctacgacatgee

1128

43719

1188

43779

1248

43839

1308

43899

2025

44590

2085

44650

2145

44710



Query: 2146 atcaacagccggcgagacacgeggagetccatcaacgettegeg 2189

Sbjct: 44711 atcaacagtcgccgggacgegeggagetecatcaatgectegeg 44754

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 27/27 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctecttcatcagg 1653

Sbjct: 44207 ttctaccccgacgtcctettcatcagg 44233

>gb|AF448416. 1| Zea mays B73 chromosome 9S bz genomic region
Length = 106186

Score =

105 bits (53), Expect = le-18

Identities = 215/268 (80%), Gaps = 2/268 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1071

82798

1129

82858

1189

82918

1249

82978

1309

83038

tctcgtgegtccagecacgaaccattgagttacaatcaacagcaccgtectaccc——aaaa

tctcgtgegeccaacacgaaccatcgagetacagtcggtaacatcgtectactectaaaa

gcaccgcaaggggtagecctgggtgtgeggacggactctaaacaccgacagetggegege

acacctcgaggggcaacccegggtgtgcggteggacccaaaacaccgacageecggegege

caggtagggggtgtgtctttgatctgagetagetcaatgaccattacctccaaatgcaag

caggtagggggtgtgtagecgatctaagetagetcaatggtcecgtecacctteccagegecaag

atcgcccttegecccgggactatgttttgetttggaaccatctcateccatagecagatgaa

atcaccctcegecccggateecgtgttectgetteggaactatctcatectgtagecgatgag

gagggaactctgcaccgecatagecagate 1336

gaaggaactctacatcgcattgcagatce 83065

1128

82857

1188

82917

1248

82977

1308

83037



Score = 87.7 bits (44), Expect = 3e-13
Identities = 179/224 (79%)
Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgetecgtgcaatgaacacgecgagtgaagteggaggggtactg 2025

Sbjct: 83669 aacctgaaccccgacttcgeccgagecatgaatacgecaagtgaagteggaggagtactg 83728

Query: 2026 gcccagatagctgacggecteccgegaaccctagacacggaaggetaceggeggetgett 2085

Sbjct: 83729 gctcggatagetgatgggeteccteggacteccgacgtegagggetategacgactgtte 83788

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 2145

Sbjct: 83789 actcaagcagccaaccatcttctacctcectegetcaccegecgaacgacctacgacatgee 83848

Query: 2146 atcaacagccggcgagacacgeggagetccatcaacgettegeg 2189

Sbjct: 83849 atcaacagtcgccgggacgegeggagetcecatcaatgectegeg 83892

Score = 54.0 bits (27), Expect = 0.004
Identities = 27/27 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctettcatcagg 1653

Sbjct: 83345 ttctaccccgacgtecctettcatcagg 83371

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

Score = 105 bits (53), Expect = le-18
Tdentities = 215/268 (80%), Gaps = 2/268 (0%)
Strand = Plus / Plus

Query: 1071 tctcgtgcgtccagecacgaaccattgagttacaatcaacagecaccgtecctaccec—aaaa 1128



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

71429

1129

71489

1189

71549

1249

71609

1309

71669

tctcgtgegeccaacacgaaccatcgagetacagtcggtaacatcgtectactectaaaa

gcaccgcaaggggtagecctgggtgtgeggacggactctaaacaccgacagetggegege

acacctcgaggggcaacccegggtgtgcggteggacccaaaacaccgacagecggegege

caggtagggggtgtgtctttgatctgagetagetcaatgaccattacctccaaatgcaag

caggtagggggtgtgtagecgatctaagetagetcaatggtecgtcaccttecagegecaag

atcgcccttegecccgggactatgttttgetttggaaccatctcateccatagecagatgaa

atcaccctcecgecccggateegtgttectgetteggaactatectcatectgtagecgatgag

gagggaactctgcaccgecatagecagate 1336

gaaggaactctacatcgcattgcagate 71696

Score = 87.7 bits (44), Expect = 3e-13
Identities = 179/224 (79%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1966

72300

2026

72360

2086

72420

2146

72480

aacctgtaccccgacttcgetegtgcaatgaacacgeccgagtgaagteggaggggtactg

aacctgaaccccgacttcgeccgagecatgaatacgccaagtgaagteggaggagtactg

gcccagatagetgacggectceccgegaaccctagacacggaaggetaccggeggetgett

gctecggatagetgatgggeteecteggactececgacgtegagggetategacgactgtte

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee

actcaagcagccaaccatcttctacctctecgetecaccegecgaacgacctacgacatgee

atcaacagccggegagacacgeggagetcecatcaacgettegeg 2189

atcaacagtcgecgggacgegeggagetecatcaatgectegeg 72523

71488

1188

71548

1248

71608

1308

71668

2025

72359

2085

72419

2145

72479



Score = 54.0 bits (27), Expect = 0.004
Identities = 27/27 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctettcatcagg 1653

Sbjct: 71976 ttctaccccgacgtcctcettcatcagg 72002

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 29682 aaacgccgacagttggegegecaggtagggeg 29652

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggegegecaggtagggg 1198

Sbjct: 121172 aaacgccgacagttggegegecaggtagggg 121142

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

Score = 105 bits (53), Expect = le-18
Tdentities = 224/281 (79%)
Strand = Plus / Minus

Query: 1912  gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetg 1971

Sbjct: 109929 gagcaagccgagcaagatgcaaggcaacgacgegagaateegetettegggegecaacctg 109870

Query: 1972  taccccgacttcgcetcgtgecaatgaacacgecgagtgaagteggaggggtactggeccag 2031

Sbjct: 109869 aaccccgacttcgecccgagecatgaatacgecgagegaagteggaggegttetageeegg 109810



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

2032 atagctgacggcctcccgegaaccctagacacggaaggetaccggeggetgettactega 2091

109809 atagctgacggacttccteggacccecegacgecgagggataceggegeetgtteactecag 109750

2092 gcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgecatcaac 2151

109749 gcagccaaccatcttctaccgetegetecatecgecgaacgacctgegacacgecatcaac 109690

2152  agccggecgagacacgceggagetcecatcaacgettegegega 2192

109689 agtcgtcgagacgcacgaagectctatcaatgettegegega 109649

Score = 91.7 bits (46), Expect = 2e-14
Tdentities = 70/78 (89%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Score = 48.1 bits (24), Expect
Tdentities = 31/32 (96%), Gaps

1150 ggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtetttg 1209

110643 ggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegacg 110584

1210  atctgagctagctcaatg 1227

110583 atccaagctagctcaatg 110566

0.23
1/32 (3%)

Strand = Plus / Minus

Query:

Sbjct:

562  ttgtgggggatagatatcccc—gggtccacta 592

97420 ttgtgggggatagatatcccctgggteccacta 97389

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Minus



Query: 1627  ttctaccccgacgtcctettecate 1650

Sbjct: 110199 ttctaccccgacgtecctcttcate 110176

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 41/47 (87%)
Strand = Plus / Minus

Query: 1753  aacgtgcggcgacatcacgaggetggggaacgggateecggegeaace 1799

Sbjct: 110076 aacgttcgacgacatcacgcagctggagaacgggatccggagecaace 110030

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Minus

0.90
1/31 (3%)

Query: 563 tgtgggggatagatatcccec—gggtccacta 592

Sbjet: 111237 tgtgggggatagatatcccetgggtecacta 111207

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 196004 aaacgccgacagttggegegecaggtagggg 195974

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

Score = 103 bits (52), Expect = 4e-18
Tdentities = 154/188 (81%)
Strand = Plus / Plus

Query: 1150 ggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtetttg 1209



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

2672

1210

2732

1270

2792

1330

2852

ggtgecgeggtcggacccaaaacaccgacagetggegeaccaggtagggggtgtgteactg

atctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegecececgggact

atccaagctagctcaatggccatcacttttcagcacaagatcgetetetgeecetggatcece

atgttttgetttggaaccatctcatccatagcagatgaagagggaactctgecaccgeata

atgttctgectteggaaccatctcatecgtggecagacgaagaagggactetgeatcegeata

gcagatct 1337

gcggatet 2859

Score = 91.7 bits (46), Expect = 2e-14
Tdentities = 82/94 (87%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

2731

1269

2791

1329

2851

563 tgtgggggatagatatcccecgggtecactagaaggegagaaggectegegtgtggecacg 622

2078 tgtgggggacagatatcceccgggteccactagaaggcaagaaggegtegegaaaggeecteg 2137

623

2138

ggccagttaccecgecaaggecateecttegtggg 656

ggcccattatttegecaaggecatececttegtggg 2171

Score = 65.9 bits (33), Expect = 1le-06
Tdentities = 177/225 (78%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

1966 aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactg 2025

3464 aacctgaaccccgacttcgeccgagecatgaaaacactgagegaggteggtggagtgttg 3523

2026 gcccagatagetgacggecteccgegaaccctagacacggaaggetacceggeggetgett 2085

3524 ccceggatagecgatggectecceeggacteccagacgeecgagggetateggtggetacte 3583



Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 2145

Sbjct: 3584 actcgggcagctaaccatcttetgectettgetcatectecgagegatetacgacatgee 3643

Query: 2146 atcaacagccggcgagacacgcggagetccatcaacgettegege 2190

Sbjct: 3644 atcaatagtcgatgggacgcgeggagetccatcaatgettegege 3688

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 39/43 (90%)
Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtectettcatcagggggagattgga 1664

Sbject: 3132 ctccattctaccctgacgtectettecateggggggagagtgga 3174

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

Score = 101 bits (51), Expect = 2e-17
Identities = 90/103 (87%)
Strand = Plus / Minus

Query: 1125  aaaagcaccgcaaggggtagccctgggtgtgeggacggactctaaacaccgacagetgge 1184

Sbjct: 109028 aaaagcaccgtgaggggcaacccecgggtgtgeggteggacccaaaacaccgacagetgge 108969

Query: 1185  gcgccaggtagggggtgtgtetttgatectgagetagetcaatg 1227

Sbjct: 108968 gcgccaggtagggggtgtgtegacgatccaagetagetcaatg 108926

Score = 48.1 bits (24), Expect
Tdentities = 31/32 (96%), Gaps
Strand = Plus / Plus

0.23
1/32 (3%)

Query: 562 ttgtgggggatagatat—-ccccgggtceccacta 592

Sbjct: 3262 ttgtgggggatagatatccccegggtecacta 3293



Score = 48.1 bits (24), Expect = 0.23
Identities = 31/32 (96%), Gaps = 1/32 (3%)
Strand = Plus / Minus

Query: 562  ttgtgggggatagatatcccc—gggtccacta 592

Sbjct: 99526 ttgtgggggatagatatccecectgggtecacta 99495

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 30117 aaacgccgacagttggegegecaggtagggg 30087

Score = 46.1 bits (23), Expect = 0.90
Identities = 23/23 (100%)
Strand = Plus / Minus

Query: 1628  tctaccccgacgtcctettcate 1650

Sbjct: 108558 tctaccccgacgtcctettecate 108536

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Minus

0. 90
1/31 (3%)

Query: 563 tgtgggggatagatatccce—gggtecacta 592

Sbjct: 109596 tgtgggggatagatatcccctgggtecacta 109566

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



Score = 101 bits (51), Expect = 2e-17
Identities = 90/103 (87%)
Strand = Plus / Plus

Query: 1125 aaaagcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagetgge 1184

Sbjct: 419 aaaagcacctcgaggggcaacceegggtgtgeggteggacccaaaacaccgacagetggt 478

Query: 1185 gcgeccaggtagggggtgtgtetttgatectgagetagetcaatg 1227

Sbjct: 479 gcgccaggtagggggtgtgtecactgatecaagetagetcaatg 521

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

Score = 99.6 bits (50), Expect = 7e-17
Tdentities = 202/249 (81%), Gaps = 4/249 (1%)
Strand = Plus / Plus

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectctctaagegg 1040

Sbjct: 271 tgtaacccaccacataaaagatccataccaggaagtaggctgttacgectctctaagegg 330

Query: 1041 cccaaacttgcagaaaaccgcctatccctetetegtgegteccageacgaaccattgagtt 1100

Sbjct: 331 cccaaacctatataaaattgtcca—ctgtctctegtgecatctagecacgaaccategatet 389

Query: 1101 acaatcaacagcaccgtcctaccc——aaaagcaccgcaaggggtagecctgggtgtgegg 1158

Sbjct: 390 acagttggtaacaccgtcctactccaaaaagcacctctaggggcaaccecgggtgegegg 449

Query: 1159 acggactctaaacaccgacagctggegegecaggtagggggtgtgtetttgatetgaget 1218

Sbjct: 450 tcggacccaaaacaccgacagetggegegecaggaagggggtgtgttactgatecaaget 509

Query: 1219 agctcaatg 1227

Sbjct: 510 agctcaatg 518

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



Score

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Length = 179214

= 97.6 bits (49), Expect = 3e-16
Tdentities = 163/201 (81%)
Strand = Plus / Plus

1137

94728

1197

94788

1257

94848

1317

94908

aggggtagecectgggtgtgeggacggactctaaacaccgacagetggegegecaggtagg

aggggtaaccccaggtgtgeggteggacccaaaacaccgacagetggeacgecaggtagg

gggtgtgtctttgatctgagetagetcaatgaccattacctccaaatgecaagategeect

gggtgtgtcgacgatccaagetagetcaatggecgtcaccttecacagecaagatcacegt

tcgeeccgggactatgttttgetttggaaccatetcateccatagecagatgaagagggaac

gcgteccggatetgtattetgettecgggacaatetecatectgtageggatgaagagggaat

tctgcaccgecatagecagatcet 1337

tctacaccgectcgeagatet 94928

Score = 85.7 bits (43), Expect = le-12
Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1912

95455

1972

95515

2032

95575

109/131 (83%)

gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgetecggaacetg

gagcaagccgagcaagatgcaaggcaacgetgggagaatcegetcecttegggegeaaccta

taccccgacttcecgetcgtgecaatgaacacgecgagtgaagtecggaggggtactggeccag

aaccccgactttgeccgagetatgaacacgecgagegaagtcecggaggegtactagetegg

atagctgacgg 2042

atagctgacgg 95585

1196

94787

1256

94847

1316

94907

1971

95514

2031

95574



Score = 48.1 bits (24), Expect = 0.23
Identities = 24/24 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctettcate 1650

Sbjct: 95185 ttctaccccgacgtectettecate 95208

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Plus

0.90
1/31 (3%)

Query: 563  tgtgggggatagatatcccc—gggtccacta 592

Sbjct: 94141 tgtgggggatagatatcccctgggtecacta 94171

Score = 44.1 bits (22), Expect = 3.5
Identities = 43/50 (86%)
Strand = Plus / Plus

Query: 1459 acccgaaaaactccgectgtccacttcgeccacaaaggagtggacacggat 1508

Sbjct: 95038 acccggaagactccgetgtctacttccccaacaaaagaatggacacggat 95087

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

Length = 184681

Score = 97.6 bits (49), Expect = 3e-16
Tdentities = 145/177 (81%)
Strand = Plus / Minus

Query: 1149  gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

Sbjct: 114818 gggtgtgecggteggacccaaaacactgacagetggegegecaggtagggggtgtgtegae 114759

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegeccegggae 1268

Sbjct: 114758 gatccaagctagctcaatggecgacaccttcaacagcaagatcaccatgegteccggate 114699



Query:

Sbjct:

1269  tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgeaccg 1325

114698 cgtattctgctttgggacaatctcatccgtageggatgaagagggaattctacaccg 114642

Score = 93.7 bits (47), Expect = 4e-15
Tdentities = 182/227 (80%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1966 aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactg 2025

28831 aacctgaatcccgacttcgeccgagetatgaacacgecgagtgaagtceggaggggtacta 28890

2026 gcccagatagetgacggecteccgegaaccetagacacggaaggetaceggeggetgett 2085

28891 gctcggatagetgacggacttecctegaactececcgacgecgagggataccgacgectgtte 28950

2086 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 2145

28951 acccaggcagccaaccatcttctaccgetegetecaccegecgaacgatetacgacacgee 29010

2146 atcaacagccggcgagacacgceggagetccatcaacgettegegega 2192

29011 atcaacagtcgccgagacgecgegaagetecatcaatgettegegega 29057

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

Query:

Sbjct:

Query:

Sbjct:

1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

62096 gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 62037

1209 gatctgagctagctcaatg 1227

62036 gatccaagctagctcaatg 62018



Score = 89.7 bits (45), Expect = 7e-14
Identities = 69/77 (89%)
Strand = Plus / Minus

Query: 1966 aacctgtaccccgacttcgectcgtgecaatgaacacgecgagtgaagteggaggggtactg 2025

Sbjct: 123323 aacctgaatcccgacttcgeccgagetatgaacacgecgagtgaagteggaggggtacta 123264

Query: 2026  gcccagatagctgacgg 2042

Sbjct: 123263 gctcggatagetgacgg 123247

Score = 85.7 bits (43), Expect = le-12
Tdentities = 70/79 (88%)
Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

Sbjct: 28062 gggtgtgcggteggacccaaaacaccgacagetggegtgecaggtagggggtgtgtegae 28121

Query: 1209 gatctgagctagctcaatg 1227

Sbjct: 28122 gatccaagctagctcaatg 28140

Score = 81.8 bits (41), Expect = 2e-11
Identities = 104/125 (83%)
Strand = Plus / Minus

Query: 1915 caagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctgtac 1974

Sbjct: 114101 caagccgagcaagatgcaaggcaacgecgggagaatceegetettegggegeaacctgaat 114042

Query: 1975 cccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactggeccagata 2034

Sbjct: 114041 cccgacttcgeccgagetataaacacgecaagegaagtecggaggggtactageteggata 113982

Query: 2035 gctga 2039



Sbjct: 113981 gctga 113977

Score = 81.8 bits (41), Expect = 2e-11
Identities = 143/177 (80%)
Strand = Plus / Minus

Query: 1149  gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

Sbjct: 124092 gggtgtgecggteggacccaaaacaccgacagetggeacgecaggtagggggtgtategaec 124033

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegeccegggae 1268

Sbjct: 124032 gatccaagctagctcaatggecgtcaccttcaacagecaagatcaccatgegteccggate 123973

Query: 1269  tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgecaccg 1325

Sbjct: 123972 cgtattctgctttgggacaatctcatctgtageggatgaagggggaattctacaccg 123916

Score = 60.0 bits (30), Expect = 6e-05
Identities = 45/50 (90%)
Strand = Plus / Minus

Query: 2143 gccatcaacagccggegagacacgeggagetcecatcaacgettegegega 2192

Sbjct: 61150 gccatcaacagtcgccgagacgegeggagetetatcaatgettegegega 61101

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

Query: 1912 gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetg 1971
AR RN A R A e R A N R R N AR A N IR A

Sbjct: 61381 gagcaagccgaacaagatgcaaggcaacgacgegagaatcegetettegggtgtaacttg 61322

Query: 1972 taccccgacttcgetcgtgecaatgaacacgecgagtgaagteggaggggtactggeeccag 2031

Sbjct: 61321 aaccctgacttcgccecgagetatgaacacgecgagegaggteggaggegttetageecegg 61262



Query: 2032 atagctgac 2040

Sbjct: 61261 atagctgac 61253

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcate 1650

Sbjct: 28507 ttctaccccgacgtectettecate 28530

Score = 48.1 bits (24), Expect
Tdentities = 31/32 (96%), Gaps
Strand = Plus / Plus

0.23
1/32 (3%)

Query: 562  ttgtgggggatagatat—ccccgggtccacta 592

Sbjct: 41260 ttgtgggggatagatatcccecegggtecacta 41291

Score = 48.1 bits (24), Expect = 0.23
Identities = 24/24 (100%)
Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcate 1650

Sbjct: 61651 ttctaccccgacgtectettecate 61628

Score = 48.1 bits (24), Expect
Tdentities = 31/32 (96%), Gaps
Strand = Plus / Minus

0.23
1/32 (3%)

Query: 562  ttgtgggggatagatat—ccccgggtccacta 592

Sbjct: 94022 ttgtgggggatagatatccccegggtecacta 93991



Score = 48.1 bits (24), Expect = 0.23
Identities = 24/24 (100%)
Strand = Plus / Minus

Query: 1627  ttctaccccgacgtcctecttcate 1650

Sbjct: 114374 ttctaccccgacgtectettecate 114351

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 1627  ttctaccccgacgtcctecttcate 1650

Sbjct: 123647 ttctaccccgacgtcctcttecate 123624

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Plus

0.90
1/31 (3%)

Query: 563  tgtgggggatagatat—ccccgggtccacta 592

Sbjct: 27464 tgtgggggatagatatccccegggtccacta 27494

0. 90
1/31 (3%)

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Minus

Query: 563 tgtgggggatagatatccce—gggtecacta 592

Sbjet: 115417 tgtgggggatagatatcccetgggtecacta 115387

Score = 44.1 bits (22), Expect = 3.5
Identities = 43/50 (86%)



Strand = Plus / Minus

Query:

1459

acccgaaaaactccgetgtecacttecgeccacaaaggagtggacacggat 1508

Sbjct: 114521 acccggaagactccgetgtctacttccccgacaaaagaatggacacggat 114472

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

Score = 97.6 bits (49), Expect = 3e-16
Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1168

1920

1228

1980

1288

2040

= 139/169 (82%)

aaacaccgacagctggegegecaggtagggggtgtgtetttgatetgagetagetcaatg 1227

aaacaccgacagctggegegecaggtaggeggtgtgtcactgatecaagetagetcaatg 1979

accattacctccaaatgcaagatcgeccttegecccgggactatgttttgetttggaace 1287

gtcatcactttccagcacaagattgetctecgecctggateegtgttetgetteggaace 2039

atctcatccatagcagatgaagagggaactctgcaccgecatagecagate 1336

atctcatccgtggcagacgaagaaggaactctacatcgecatagecagate 2088

Score = 73.8 bits (37), Expect = 4e-09
Identities = 86/101 (85%), Gaps = 1/101 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

562

1198

621

1258

ttgtgggggatagatatccece—gggteccactagaaggegagaaggectegegtgtggeeca 620

ttgtgggggacagatatceccecegggtecactagaaggecaagaaggectcacgaaaggeet 1257

cgggeccagttacccecgecaaggecateccttegtgggtegag 661

cgggeccattatttegecaaggecaccecttegtgggecgag 1298

Score = 58.0 bits (29), Expect = 2e-04



Identities = 47/53 (88%)
Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtg 1201

Sbjct: 1796 gggtgcgeggteggacccaaaacaccggecagetggegegecaggtaggtggtyg 1848

Score = 58.0 bits (29), Expect = 2e-04
Tdentities = 173/221 (78%)
Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgetecgtgecaatgaacacgecgagtgaagtecggaggggtactg 2025

Sbjct: 2685 aacctgaacccecgacttecgececgagecatgaacacaccgagegaggteggtggagtgttg 2744

Query: 2026 gcccagatagctgacggecteccgegaaccctagacacggaaggetacceggeggetgett 2085
AR R RN A I A N A AR RN AR

Sbjct: 2745 gctcggatagecgatggectecccecggactecagatgecgagggetateggeggetgete 2804

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 2145

Sbjct: 2805 actcgggcaactaaccatcttctgectectagetcatecteccaagegatctacgacacage 2864

Query: 2146 atcaacagccggcgagacacgecggagetccatcaacgette 2186

Sbjct: 2865 atcaatagtcgacgggacgcacggagctccatcaatgette 2905

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 39/43 (90%)
Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtectettcatcagggggagattgga 1664

Sbjet: 2353 ctcecgttetaccccgacgtectetttateggggggagagtgga 2395

>gb |AC230040. 3| Zea mays BAC clone CH201-122P19 from chromosome 7, complete sequence
Length = 173182



Score

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

= 97.6 bits (49), Expect = 3e-16
Identities = 154/189 (81%)
Strand = Plus / Plus

1149

18097

1209

18157

1269

18217

1329

18277

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggtecggacccaaaacaccgacagetggegegecaggtagggggtgtgtegac

gatctgagctagctcaatgaccattacctccaaatgcaagategeccttegeeccegggac

gatccaagctagctcaatggecgtcacttteccacagcaagategecgtacgteceggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

tgtattctgettcgggacaatectegtecgtageggatgaagaaggaattctacaccgecet

agcagatct 1337

cgcagatct 18285

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

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1912

97188

1972

97128

2032

97068

110/131 (83%)

gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgetecggaaccetg
RN RN R R RN e A A A I O A A e AR

gagcaagccgagcaagatgcaaggcaacgacgegagaatcegetettegggegecaacetg

taccccgacttcecgetcgtgecaatgaacacgecgagtgaagteggaggggtactggeccag

aaccccgacttcgeccgagetatgaatacgecgagegaagtcecggaggegttetggeeegg

atagctgacgg 2042

atagccgacgg 97058

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

1208

18156

1268

18216

1328

18276

1971

97129

2031

97069



Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

Sbjct: 97903 gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 97844

Query: 1209 gatctgagctagctcaatg 1227

Sbjct: 97843 gatccaagctagctcaatg 97825

Score = 77.8 bits (39), Expect = 3e-10
Tdentities = 108/131 (82%)
Strand = Plus / Plus

Query: 1912 gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetg 1971
AR RN AR R A RN R R RN I R RN

Sbjct: 18812 gagcaggccgagcaagatgcaaggcaacgacgegagaatccgetettegggegeaacctg 18871

Query: 1972 taccccgacttcgetcgtgcaatgaacacgecgagtgaagtecggaggggtactggeeccag 2031

Sbjct: 18872 aaccccgactttgccecgagetatgaacacgecgagegaagteggaggegttetagetegg 18931

Query: 2032 atagctgacgg 2042

Sbjct: 18932 atagctgacgg 18942

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcate 1650

Sbjct: 18542 ttctaccccgacgtectettecate 18565

Score = 48.1 bits (24), Expect
Tdentities = 31/32 (96%), Gaps
Strand = Plus / Plus

0.23
1/32 (3%)



Query: 562  ttgtgggggatagatatcccc—gggtccacta 592

Sbject: 31129 ttgtgggggatagatatccecetgggtecacta 31160

0.23
1/32 (3%)

Score = 48.1 bits (24), Expect
Tdentities = 31/32 (96%), Gaps
Strand = Plus / Minus

Query: 562  ttgtgggggatagatatcccc—gggtccacta 592

Sbjct: 85079 ttgtgggggatagatatccecectgggtecacta 85048

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Plus

0. 90
1/31 (3%)

Query: 563  tgtgggggatagatatcccc—gggtccacta 592

Sbjet: 17495 tgtgggggatagatatcccctgggteccacta 17525

Score = 46.1 bits (23), Expect = 0.90
Identities = 23/23 (100%)
Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcat 1649

Sbjct: 97458 ttctaccccgacgtcctettecat 97436

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Minus

0. 90
1/31 (3%)

Query: 563  tgtgggggatagatatcccc—gggtccacta 592

Sbjct: 98496 tgtgggggatagatatcccctgggtccacta 98466



Score

Query:

= 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

1168

aaacaccgacagctggegegecaggtagggg 1198

Sbjct: 120842 aaacgccgacagttggegegecaggtagggg 120812

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

Score = 97.6 bits (49), Expect = 3e-16
Tdentities = 154/189 (81%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1149

17897

1209

17837

1269

17777

1329

17717

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgecggteggacccaaagecaccgacagetggegegecaggtagggggtgtgtegac

gatctgagctagctcaatgaccattacctccaaatgcaagatcecgeeccttegeecegggac

aatccaagctagctcaatggecgtcaccttccacagcaagategeegtgegteteggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

tatattccgettcgggacaatttcatccatageggatgaagagggaattctacaccgecet

agcagatct 1337

cgcagatct 17709

Score = 81.8 bits (41), Expect = 2e-11
Tdentities = 107/129 (82%)
Strand = Plus / Minus

1208

17838

1268

17778

1328

17718

Query: 1912 gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetg 1971



Sbjct: 17182 gagcaagccgaacaagatgcaaggcaacgecgggagaatccgetettegggegeaacctg 17123

Query: 1972 taccccgacttcgetcgtgecaatgaacacgecgagtgaagtecggaggggtactggeecag 2031

Sbject: 17122 aaccccgacttcgecccgagetatgaacacgecgagegaggteggaggegttetagetegg 17063

Query: 2032 atagctgac 2040

I
Sbjct: 17062 atagctgac 17054

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 44/50 (88%)
Strand = Plus / Minus

Query: 2143 gccatcaacagccggegagacacgeggagetccatcaacgettegegega 2192

Sbjct: 16951 gccatcaacagtcgccgagacgegegaagetctatcaatgettegegega 16902

Score = 48.1 bits (24), Expect = 0.23
Identities = 57/68 (83%)
Strand = Plus / Minus

Query: 1732 cgacggaggaatagaagccagaacgtgeggegacatcacgaggetggggaacgggateeg 1791

Sbjct: 17350 cgacggaggaatcgacgcaggaacgttcgacgacatcacgecageecggggagegggateeg 17291

Query: 1792 gcgcaacc 1799

T
Sbjct: 17290 gagcaacc 17283

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 23/23 (100%)
Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcat 1649

Sbject: 17452 ttctaccccgacgtcctettecat 17430



Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 42263 aaacgccgacagttggegegecaggtagggeg 42293

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 109561 aaacgccgacagttggecgegecaggtagggg 109531

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

Score = 97.6 bits (49), Expect = 3e-16
Identities = 154/189 (81%)
Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

Sbjct: 68045 gggtgtgcggteggacccaaageaccgacagetggegegecaggtagggggtgtgtegaec 68104

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegeccegggae 1268

Sbjct: 68105 aatccaagctagctcaatggecgtcaccttecacagecaagategeecgtgegteteggate 68164

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgecaccgeat 1328

Sbjct: 68165 tatattccgcttcgggacaatttcatccatageggatgaagagggaattctacacecgeet 68224

Query: 1329 agcagatct 1337



Sbjct: 68225 cgcagatct 68233

Score = 81.8 bits (41), Expect = 2e-11
Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1912

68760

1972

68820

2032

68880

107/129 (82%)

gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 1971
AR RN A R A e R RN R R RN I R IR AR

gagcaagccgaacaagatgcaaggecaacgecgggagaatcecgetettegggegeaacctg 68819

taccccgacttegetegtgecaatgaacacgecgagtgaagteggaggggtactggeeccag 2031

aaccccgacttcgeccgagetatgaacacgecgagegaggteggaggegttetagetegg 68879

atagctgac 2040

atagctgac 68888

Score = 52.0 bits (26), Expect = 0.015
Identities = 44/50 (88%)
Strand = Plus / Plus

Query: 2143 gccatcaacagccggegagacacgeggagetccatcaacgettegegega 2192

Sbjct: 68991 gccatcaacagtcgeccgagacgegegaagetctatcaatgettegegega 69040

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 57/68 (83%)
Strand = Plus / Plus

Query: 1732

cgacggaggaatagaagccagaacgtgeggegacatcacgaggetggggaacgggateeg 1791

Sbjct: 68592 cgacggaggaatcgacgcaggaacgttcgacgacatcacgecagecggggagegggateeg 68651

Query: 1792 gcgcaacc 1799

Sbjct: 68652 gagcaacc 68659



Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 43679 aaacgccgacagttggegegecaggtagggeg 43649

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 23/23 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcat 1649

Sbjct: 68490 ttctaccccgacgtcctcttcat 68512

>gb|AC229879. 2| Zea mays BAC clone CH201-103M12 from chromosome 8, complete sequence
Length = 175468

Score = 95.6 bits (48), Expect = le-15
Tdentities = 142/172 (82%), Gaps = 1/172 (0%)
Strand = Plus / Minus

Query: 982 tgtaacccaccacatatagatccatcccaagaagtagtgtattacgectctctaagegge 1041

Sbjct: 122467 tgtaacccaccacataaagatccacaccaggaagtagggtattacgectctcaaagegge 122408

Query: 1042 ccaaacttgcagaaaaccgcctatccctetetegtgegtecageacgaaccattgagtta 1101

Sbjct: 122407 tcgaacctgtagaaaattgtctat—cgtctctcatgegectagecacgaaccategaggta 122349

Query: 1102 caatcaacagcaccgtcctacccaaaagcaccgcaaggggtagecetgggtg 1153

Sbjct: 122348 cagtcggttacaccgtcctacccaaaagecacctecgaggggtaacceegggtg 122297

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



Identities = 110/131 (83%)
Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 1971
R A AR R A R R e e R A e N AR

Sbjct: 37812 gagcaagccgagcaagatgcaaggcaacgecgggagaatccgetettegggegeaacctg 37753

Query: 1972 taccccgacttcgetcgtgecaatgaacacgecgagtgaagteggaggggtactggeeccag 2031

Sbjct: 37752 aaccccgacttcgececgagetatgaacacgeecgagegaggteggaggegttetagetegg 37693

Query: 2032 atagctgacgg 2042

LEETEETETT
Sbjct: 37692 atagctgacgg 37682

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

Query: 1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

Sbjct: 38527 gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegac 38468

Query: 1209 gatctgagctagctcaatg 1227

Sbjct: 38467 gatccaagctagctcaatg 38449

0. 057
1/37 (2%)

Score = 50.1 bits (25), Expect
Tdentities = 35/37 (94%), Gaps
Strand = Plus / Minus

Query: 562 ttgtgggggatagatatccecc—gggteccactagaagg 597

Sbjct: 122894 ttgtgggggacagatatccceccgggtecactagaagg 122858

0.23
1/32 (3%)

Score = 48.1 bits (24), Expect
Identities = 31/32 (96%), Gaps



Strand = Plus / Minus

Query: 562  ttgtgggggatagatat—ccccgggtccacta 592

Sbjct: 25568 ttgtgggggatagatatcccecegggteccacta 25537

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcate 1650

Sbjct: 38082 ttctaccccgacgtectettecate 38059

0.90
1/31 (3%)

Score = 46.1 bits (23), Expect
Identities = 30/31 (96%), Gaps
Strand = Plus / Minus

Query: 563  tgtgggggatagatat—-ccccgggtccacta 592

Sbjct: 39115 tgtgggggatagatatccccegggtecacta 39085

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 68664 aaacgccgacagttggegegecaggtagggeg 68694

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

Score = 95.6 bits (48), Expect = le-15
Tdentities = 108/128 (84%)
Strand = Plus / Plus



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1912

25420

1972

25480

2032

25540

gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetg
RN RN R R RN R R N A A I I A A A

gagcaagccgagcaagatgcaaggcaacgecgggagaatcegetettegggegecaacttg

taccccgacttcecgetcgtgcaatgaacacgecgagtgaagtecggaggggtactggeccag

aaccccgacttcgetcecgagetatgaacacgecgagegaagtcecggaggegttcectagetegg

atagctga 2039

atagctga 25547

Score = 89.7 bits (45), Expect = Te-14
Tdentities = 153/189 (80%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1149

24704

1209

24764

1269

24824

1329

24884

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggteggacccaagacaccgacagetggegegecaggtagggggtgtgtegac

gatctgagctagctcaatgaccattacctccaaatgcaagatcecgeeccttegeecegggac

gatccaagctagctcaatggecgtcacctteccacagcaaaategetgtgegteceggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

tgtattctgettcgggacgatectegtecgtagcagatgaagaaggaattctacaccgecet

agcagatct 1337

cgcagatct 24892

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcate 1650

1971

25479

2031

25539

1208

24763

1268

24823

1328

24883



Sbjct: 25150 ttctaccccgacgtectettecate 25173

Score = 48.1 bits (24), Expect = 0.23
Identities = 31/32 (96%), Gaps = 1/32 (3%)
Strand = Plus / Plus

Query: 562  ttgtgggggatagatatcccc—gggtccacta 592

Sbjct: 37611 ttgtgggggatagatatccecetgggtecacta 37642

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Plus

0. 90
1/31 (3%)

Query: 563  tgtgggggatagatatcccc—gggtccacta 592

Sbjct: 24104 tgtgggggatagatatcccctgggtccacta 24134

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 116116 aaacgccgacagttggegegecaggtagggg 116146

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

Score = 95.6 bits (48), Expect = le-15
Tdentities = 207/260 (79%)
Strand = Plus / Plus

Query: 1942 cgagagaatgctctctttgectcggaacctgtacceegacttegetegtgecaatgaacacg 2001

Sbjct: 7909 cgagagaatcctctccttggacgaaacctgaacccecgacttegeccgagecatgaacaca 7968



Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

2002

7969

2062

8029

2122

8089

2182

8149

ccgagtgaagtcggaggggtactggeccagatagetgacggectecegegaaccectagac 2061

ccgagcaaggteggtggagtgttggeteggatagecgatggectecceeggactecagaec 8028

acggaaggctaccggeggetgettactegageagttaatcaccttetacccatcactaat 2121

accaagggctatcggeggetgetcactegggeagetaaccatettetgectetcactcat 8088

ccteccaagegacctacgecatgecatcaacagecggegagacacgeggagetecatcaac 2181

cctececgagegatctatgacacgecatcaatagtcecgacgggacgeacggagetecatcaat 8148

gcttegegegaccgatgaca 2201

gcttcacgegaacgacgaca 8168

Score = 81.8 bits (41), Expect = 2e-11
Identities = 87/101 (86%), Gaps = 1/101 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

562

6737

621

6797

ttgtgggggatagatat—cccegggteccactagaaggegagaaggectegegtgtggeca 620

ttgtgggggacagatattccecegggtecactagaaggecaagaaggectcacgaaaggeet 6796

cgggecagttacccecgecaaggecateecttegtgggtegag 661

cgggeccattatttegecaaggecacceettegtgggtegag 6837

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 151/190 (79%), Gaps = 3/190 (1%)
Strand = Plus / Plus

Query: 999 agatccatcccaagaagtagtgtattacgecctctctaageggeccaaacttgecagaaaac 1058

Sbjct: 7182 agatccaaaccaggaagtagggtgttacgectctctaageggeeccgaacctgtataaaat 7241

Query: 1059 cgccta—tccctetetegtgegtecageacgaaccattgagttacaatcaacagecacegt 1117



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

7242

1118

7302

1176

7362

tgtctactgtctetetegtgeatctagecacgaactatcaagetacagteggtaacacegt 7301

ccta——cccaaaagcaccgcaaggggtagecectgggtgtgcggacggactetaaacaceg 1175

cctactccaaaaagcacctcgaggggecaaccecgggtgecacggteggacccaaaacaceg 7361

acagctggeg 1185

acagctggeg 7371

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 38/43 (88%)
Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtectettcatcagggggagattgga 1664

Sbjct: 7603 ctccgttctaccccgacgtectetttatcgaggggagagtgga 7645

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

Le

ngth = 79183

Score = 95.6 bits (48), Expect = le-15
Identities
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

1149

46602

1209

46662

1269

46722

1329

= 153/188 (81%)

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt

gggtgtgcggteggacccaaaacaccgacagecggegegecaaggtagggggtgtgtagee

gatctgagctagctcaatgaccattacctccaaatgcaagategeccttegeeccegggac

gatctaagctagctcaatggtegtcacctteccagegecaagatcacccteegeeceggate

tatgttttgetttggaaccatctcatccatagcagatgaagagggaactctgeaccgeat

cgtgttctgettcggaactatctcatctgtagecgatgaggaaggaactctacategeat

agcagatc 1336

1208

46661

1268

46721

1328

46781



Sbjct: 46782 tgcagatc 46789

Score = 87.7 bits (44), Expect = 3e-13
Identities = 179/224 (79%)
Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgetecgtgecaatgaacacgecgagtgaagteggaggggtactg 2025

Sbjct: 47393 aacctgaaccccgacttcgeccgagecatgaatacgecaagtgaagteggaggagtactg 47452

Query: 2026 gcccagatagctgacggecteccgegaaccctagacacggaaggetaceggeggetgett 2085

Sbjct: 47453 gctcggatagetgatgggeteecteggacteececgacgtegagggetategacgactgtte 47512

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 2145

Sbjct: 47513 actcaagcagccaaccatcttctacctctegetcaccecgecgaacgacctacgacatgee 47572

Query: 2146 atcaacagccggcgagacacgeggagetccatcaacgettegeg 2189

Sbjct: 47573 atcaacagtcgccgggacgegeggagetecatcaatgectegeg 47616

Score = 54.0 bits (27), Expect = 0.004
Identities = 27/27 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatcagg 1653

Sbjct: 47069 ttctaccccgacgtcctettcatcagg 47095

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

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

Tdentities = 191/239 (79%)
Strand = Plus / Minus

Query: 1966 aacctgtaccccgacttcgectcgtgecaatgaacacgecgagtgaagteggaggggtactg 2025



Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

166425

2026

166365

2086

166305

2146

166245

aacctgaacctcgacttcgeccgagecatgaacacaccgagegaagttggtggagtattg 166366

gceccagatagetgacggecteecegegaaccctagacacggaaggetaceggeggetgett 2085

gcecgaatagetgatggecteecccgaactccagacaccgagggetattggegactatte 166306

actcgagcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgee 2145

actcgggeggecaaccaccttetacctetegetcatecgecgagegacctgegacacgee 166246

atcaacagccggegagacacgeggagetecatcaacgettegegegaccgatgacacga 2204

atcaacagtcggeggggegecacaaagetecatcaacgettegegegaacgacgacacga 166187

Score = 91.7 bits (46), Expect = 2e-14
Identities =
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

271

97426

331

97486

391

97545

107/126 (84%), Gaps = 1/126 (0%)

tttgatggtatgttaaatttgtgtgtcatttgtttgatggatttagtaaaggttatgggt 330

tttgatggtgtgttaagtttgagtgcaatttgtttggtggatttagtgggagttatgggt 97485

ctagaggtgatttttgttgggtgggttttacagagtttaaactageggattatatagtgg 390

gtgggggtgatttg—gttgggtgggttttgcaaaatttaaactagtggattatatagtgg 97544

tataga 396

tataga 97550

Score = 87.7 bits (44), Expect = 3e-13
Tdentities = 77/88 (87%)
Strand = Plus / Minus

Query:

1145

ccctgggtgtgeggacggactectaaacaccgacagetggegegecaggtagggggtgtgt 1204

Sbjct: 167218 ccctgggtgegeggteggacccaaaacaccgacagetagtgegecaggtagggggtgtgt 167159



Query: 1205 ctttgatctgagctagctcaatgaccat 1232

Sbjct: 167158 cactgatccaagctagctcaatggecat 167131

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 39/44 (88%)
Strand = Plus / Minus

Query: 1762  cgacatcacgaggctggggaacgggatccggegecaaccegtate 1805

Sbjct: 166617 cgacatcacgaggccgaggaacgggacceggtgeageeegtate 166574

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 1627  ttctaccccgacgtcctettecate 1650

Sbjct: 166749 ttctaccccgacgtcctcttcate 166726

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 2981 aaacgccgacagttggegegecaggtagggeg 3011

>gb|AC211313.4| Zea mays BAC clone CH201-9J2 from chromosome 5, complete sequence
Length = 202568

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

Tdentities = 71/79 (89%)
Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208



Sbjct: 153451 gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 153392

Query: 1209 gatctgagctagctcaatg 1227

Sbjct: 153391 gatccaagctagctcaatg 153373

Score = 85.7 bits (43), Expect = le-12
Tdentities = 91/107 (85%)
Strand = Plus / Minus

Query: 1912  gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetg 1971
AR RN RN A R A R A R A R R RN IR R A AR A

Sbjct: 152736 gagcaagccgagcaagatgcaaggcaacgacgegagaateegetettegggegeaacttg 152677

Query: 1972  taccccgacttcgetcgtgecaatgaacacgecgagtgaagteggagg 2018

Sbjct: 152676 aaccccgacttcgctcgagetatgaacacgecgagegaagteggagg 152630

Score = 48.1 bits (24), Expect
Identities = 31/32 (96%), Gaps
Strand = Plus / Minus

0.23
1/32 (3%)

Query: 562 ttgtgggggatagatatccce—gggtecacta 592

Sbjct: 140807 ttgtgggggatagatatcccectgggtecacta 140776

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 1627  ttctaccccgacgtcctcttcate 1650

Sbjct: 153006 ttctaccccgacgtecctettecate 152983

Score = 46.1 bits (23), Expect = 0.90



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

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 21334 aaacgccgacagttggegegecaggtagggeg 21304

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 90226 aaacgccgacagttggegegecaggtagggeg 90256

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggegegecaggtagggg 1198

Sbjct: 139072 aaacgccgacagttggegegecaggtagggg 139102

0.90
1/31 (3%)

Score = 46.1 bits (23), Expect
Identities = 30/31 (96%), Gaps
Strand = Plus / Minus

Query: 563 tgtgggggatagatatccce—gggtecacta 592

Sbjct: 154049 tgtgggggatagatatcccectgggtecacta 154019

>gb|AC231746.2| Zea mays BAC clone CH201-98H14 from chromosome 6, complete sequence
Length = 189380

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



Query: 1912 gagcaagccgagcaaggtgcaaggetgegeecgagagaatgetetetttgeteggaacctg 1971

Sbjct: 185684 gagcaagccgagcaagatgcaaggcaacgeecgggagaatcegetettegggegecaacctg 185743

Query: 1972  taccccgacttcgetcgtgecaatgaacacgecgagtgaagteggaggggtactggeccag 2031

Sbjct: 185744 aaccccgacttcgecccgagetatgaacacgecgagtgaggtcagaggegttetagetegg 185803

Query: 2032 atagctgacgg 2042

HEETTEEET
Sbjct: 185804 atagctgacgg 185814

Score = 85.7 bits (43), Expect = le-12
Tdentities = 70/79 (88%)
Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

Sbjct: 184969 gggtgtgcggtcggacccaaaacatecgacagetggegegecaggtagggggtgtgtegaec 185028

Query: 1209 gatctgagctagctcaatg 1227

Sbjct: 185029 gatccaagctagctcaatg 185047

Score = 50.1 bits (25), Expect = 0.057
Identities = 52/61 (85%)
Strand = Plus / Plus

Query: 1732 cgacggaggaatagaagccagaacgtgeggegacatcacgaggetggggaacgggateeg 1791
HEETTEEET CEEEEE 0 FEEREET R EEEEE TEEETTEEE T

Sbjct: 185516 cgacggaggaaccgacgcaggaacgttcgacgacatcacgeggetggagaacgggateeg 185575

Query: 1792 g 1792

|
Sbjct: 185576 g 185576



Score = 48.1 bits (24), Expect = 0.23
Identities = 24/24 (100%)
Strand = Plus / Plus

Query: 1627  ttctaccccgacgtcctettecate 1650

Sbjct: 185414 ttctaccccgacgtectettecate 185437

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Plus

0. 90
1/31 (3%)

Query: 563 tgtgggggatagatatccce—gggteccacta 592

Sbjct: 184382 tgtgggggatagatatcccectgggtecacta 184412

>gb|AC165174. 2| Zea mays clone ZMMBBb—127F19, complete sequence
Length = 187659

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

Query: 1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

Sbjct: 160360 gggtgtgcggtecggacccaaaacaccgacagetggegegecaggtagggggtgtgtegaec 160301

Query: 1209 gatctgagctagctcaatg 1227

Sbjct: 160300 gatccaagctagctcaatg 160282

Score = 73.8 bits (37), Expect = 4e-09
Tdentities = 220/281 (78%)
Strand = Plus / Minus

Query: 1912  gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetg 1971
AR RN A N A R R A R N R RN I R AR A

Sbjct: 159645 gagcaagccgagcaagacgcaaggcaacgacgegagaateegetettegggegecaacttg 159586



Query: 1972

Sbjct: 159585

Query: 2032

Sbjct: 159525

Query: 2092

Sbjct: 159465

Query: 2152

Sbjct: 159405

Score = 69.9
Identities =

taccccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactggeccag 2031

aaccctgacttcgeccgagegatgaacacgecgagegaggteggaggegttetagecegg 159526

atagctgacggectccecgegaaccctagacacggaaggetaceggeggetgettactega 2091

atagctgacggacttccteggaccececgacgecgagggataccggegectgttcactcag 159466

gcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgecatcaac 2151

gcagccaaccatcttetaccgetegetecaccegecgaacgatetgegacacgecatcaac 159406

agccggegagacacgeggagetceccatcaacgettegegega 2192

agtcgeccgagacgegegaagetcetatcaatgettegegega 159365

bits (35), Expect = 6e-08
92/111 (82%)

Strand = Plus / Minus

Query: 1069

Sbjct: 137188

Query: 1129

Sbjct: 137128

Score = 58.0
Identities =

tctctegtgegtecageacgaaccattgagttacaatcaacagecaccgtectacccaaaa 1128

tctctegtgegeccageacgaaccatcgagetacagteggtaacategtectacccaaaa 137129

gcaccgcaaggggtageectgggtgtgeggacggactctaaacaccgacag 1179

gcacctcgaggggtcaccetgggtgegeggtegggteccaaacaccgacag 137078

bits (29), Expect
45/49 (91%), Gaps

2604
1/49 (2%)

Strand = Plus / Minus

Query: 562

Sbjct: 137705

ttgtgggggatagatatccecc—gggteccactagaaggegagaaggeecte 609

ttgtgggggacagatatcceccegggtecactagaaggttagaaggeecte 137657



Score = 48.1 bits (24), Expect = 0.23
Identities = 31/32 (96%), Gaps = 1/32 (3%)
Strand = Plus / Minus

Query: 562 ttgtgggggatagatatccce—gggtecacta 592

Sbjct: 147600 ttgtgggggatagatatcccetgggtecacta 147569

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 42/48 (87%)
Strand = Plus / Minus

Query: 1752  gaacgtgcggcgacatcacgaggetggggaacgggateecggegeaace 1799

Sbjct: 159793 gaacgttcgacgacatcacgcagectggagaacgggatccggageaace 159746

Score = 48.1 bits (24), Expect = 0.23
Identities = 24/24 (100%)
Strand = Plus / Minus

Query: 1627  ttctaccccgacgtcctettecate 1650

Sbjct: 159915 ttctacccecgacgtectcttecate 159892

Score = 48.1 bits (24), Expect
Identities = 31/32 (96%), Gaps
Strand = Plus / Minus

0.23
1/32 (3%)

Query: 562 ttgtgggggatagatatccecc—gggtecacta 592

Sbjct: 160955 ttgtgggggatagatatcccetgggtecacta 160924

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 38/43 (88%)
Strand = Plus / Minus



Query: 883 tgcececcacggtegtgtatataaggtcecagagggtaceecatea 925

Sbjct: 137385 tgccccacggtcgagtatataaggectagggggeaccecatca 137343

>gb|AC152494. 1| Zea mays BAC clone 7Z418K17, complete sequence
Length = 195448

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

Query: 1149  gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

Sbjct: 111556 gggtgtgecggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 111615

Query: 1209 gatctgagctagctcaatg 1227

Sbjct: 111616 gatccaagctagctcaatg 111634

Score = 69.9 bits (35), Expect = 6e-08
Identities = 107/131 (81%)
Strand = Plus / Plus

Query: 1912 gagcaagccgagcaaggtgcaaggetgegeecgagagaatgetetetttgeteggaacctg 1971

Sbjet: 112271 gagcaggccgagcaagatgcaaggcaacgacgegagaatceegetettegggegecaacttg 112330

Query: 1972  taccccgacttcgectcgtgecaatgaacacgecgagtgaagteggaggggtactggeccag 2031

Sbjct: 112331 aaccccgacttcgecccgagecgtgaatacaccgagegaagteggaggegttetggeeegg 112390

Query: 2032 atagctgacgg 2042

HEETTEEET
Sbjct: 112391 atagctgacgg 112401

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Plus



Query: 1627  ttctaccccgacgtcctettecate 1650

Sbjct: 112001 ttctaccccgacgtcctcttecate 112024

0.23
1/32 (3%)

Score = 48.1 bits (24), Expect
Tdentities = 31/32 (96%), Gaps
Strand = Plus / Plus

Query: 562 ttgtgggggatagatatccecc—gggtecacta 592

Sbjet: 121910 ttgtgggggatagatatcceectgggtecacta 121941

0. 90
1/31 (3%)

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Plus

Query: 563 tgtgggggatagatatcccec—gggtccacta 592

Sbjct: 110963 tgtgggggatagatatcccectgggtecacta 110993

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

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

Query: 1912 gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetg 1971

Sbjct: 114625 gagcaagccgagcaagatgcaaggcaacgacgegagaateegetettegggegecaacctg 114566

Query: 1972  taccccgacttcgcetcgtgecaatgaacacgecgagtgaagteggaggggtactggeccag 2031

Sbjct: 114565 aaccccgacttcgecccgagetatgaatacgecgagegaagteggaggegttetggeeegg 114506

Query: 2032 atagctgacgg 2042

LEEEE T
Sbjct: 114505 atagccgacgg 114495



Score

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

Identities = 71/79 (89%)
Strand = Plus / Minus

Query:

Sbjct:

Query:

Sbjct:

Score

1149  gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

115340 gggtgtgecggtecggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 115281

1209  gatctgagctagctcaatg 1227

115280 gatccaagctagctcaatg 115262

= 85.7 bits (43), Expect = le-12

Tdentities = 70/79 (88%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Score

1149  gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

127419 gggtgtgeggteggacccaaaacaccgacagetggegegetaggtagggggtgtgtegae 127478

1209  gatctgagctagctcaatg 1227

127479 gatccaagctagctcaatg 127497

= 67.9 bits (34), Expect = 2e-07

Tdentities = 64/74 (86%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

1966  aacctgtaccccgacttcgetegtgecaatgaacacgecgagtgaagtecggaggggtactg 2025

128188 aacctgaatcccgacttcgeccgagetatgaacacgeccaagegaagteggaggggtacta 128247

2026  gcccagatagctga 2039

L TP
128248 gctcggatagetga 128261



Score = 61.9 bits (31), Expect = 2e-05
Identities = 52/59 (88%)
Strand = Plus / Plus

Query: 2134 ctacgccatgccatcaacagecggegagacacgeggagetcecatcaacgettegegega 2192

Sbjct: 128356 ctacgacacgccatcaacagtcgecgagacgegegaagetecatcaatgettegegega 128414

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 29/30 (96%)
Strand = Plus / Plus

Query: 1621 gctectttetacceecgacgtectettecate 1650

Sbjct: 127858 gcteccattctaccecegacgtectettcate 127887

Score = 50.1 bits (25), Expect = 0.057
Identities = 32/33 (96%), Gaps = 1/33 (3%)
Strand = Plus / Minus

Query: 561 gttgtgggggatagatatccce—gggtecacta 592

Sbjct: 115935 gttgtgggggatagatatcccctgggtecacta 115903

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 85948 aaacgccgacagttggegegecaggtagggeg 85918

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 23/23 (100%)
Strand = Plus / Minus



Query:

Sbjct:

1627  ttctaccccgacgtcctettecat 1649

114895 ttctaccccgacgtcctetteat 114873

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 25/26 (96%)
Strand = Plus / Minus

Query:

1173 ccgacagctggegegecaggtagggg 1198

Sbjct: 24644 ccgacagttggecgegecaggtagggg 24619

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 43/50 (86%)
Strand = Plus / Plus

Query:

Sbjct:

1459  acccgaaaaactccgectgtccacttcgeccacaaaggagtggacacggat 1508

127717 acccggaagactccgetgtctacttcecccgacaaaagaatggacacggat 127766

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

Length = 99156

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

Query:

Sbjct:

Query:

Sbjct:

1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

85822 gggtgtgcggtecggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 85881

1209 gatctgagctagctcaatg 1227

85882 gatccaagctagctcaatg 85900

Score = 85.7 bits (43), Expect = le-12



Identities = 109/131 (83%)
Strand = Plus / Plus

Query: 1912 gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacctg 1971

Sbjct: 86537 gagcaggccgagcaagatgcaaggecaacgacgegagaatcegetetttgggegecaacttg 86596

Query: 1972 taccccgacttcgetcgtgecaatgaacacgecgagtgaagteggaggggtactggeeccag 2031

Sbjct: 86597 aaccccgacttcgecegagecgtgaatacgecgagegaagteggaggegttetggeeegg 86656

Query: 2032 atagctgacgg 2042

LEETEETETT
Sbjct: 86657 atagctgacgg 86667

Score = 48.1 bits (24), Expect = 0.23
Identities = 24/24 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctettcate 1650

Sbjct: 86267 ttctaccccgacgtcctettecate 86290

0.23
1/32 (3%)

Score = 48.1 bits (24), Expect
Identities = 31/32 (96%), Gaps
Strand = Plus / Plus

Query: 562  ttgtgggggatagatatcccc—gggtccacta 592

Sbjct: 96175 ttgtgggggatagatatcccetgggtecacta 96206

0. 90
1/31 (3%)

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Plus

Query: 563  tgtgggggatagatatcccc—gggtccacta 592



Sbjct: 85229 tgtgggggatagatatcccctgggtccacta 85259

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

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

Query:

Sbjct:

Query:

Sbjct:

1149

607

1209

667

gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgtegae 666

gatctgagctagectcaatg 1227

gatccaagctagctcaatg 685

Score = 77.8 bits (39), Expect = 3e-10
Identities
Strand = Plus / Plus

= 106/126 (84%), Gaps = 3/126 (2%)

Query: 1915 caagccgagcaaggtgcaaggetgegeecgagagaatgetetetttg—cteggaacctgta 1973

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1328

1974

1386

2034

1446

caagccgagcaagatgcaaggcaacgecgggagaatecattetteggetec——aacctgaa 1385

ccccgacttegetegtgecaatgaacacgecgagtgaagteggaggggtactggeccagat 2033

tccecgacttegeccgagetatgaacacgecgagegaagteggaggggtactageteggat 1445

agctga 2039

agctga 1451

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcate 1650



Sbjct: 1055 ttctaccccgacgtcctettecate 1078

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

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

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

1973

3599

2033

3659

2093

3719

2153

3779

accccgacttcgetegtgecaatgaacacgecgagtgaagteggaggggtactggeccaga

accccgacttcgectgagecatgaacacaccgagegaggteggtggagtgttggetcaga

tagctgacggcectcceccgegaacccectagacacggaaggetaccggeggetgettactegag

tagccgatggectceccctggactectagacgecgagggetateggeggetgetcacteggg

cagttaatcaccttctacccatcactaatcctccaagecgacctacgecatgcecatcaaca

cagctaaccatcttctgectectegetecateccttegagegatctacgacacgecatcaata

gcecggegagacacgeggagetecatcaacgettegegegaccgatgaca 2201

gtcgacgggacgecacggagetcecatcaatgettegegegaacgacgaca 3827

Score = 73.8 bits (37), Expect = 4e-09
Tdentities = 195/244 (79%), Gaps = 4/244 (1%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

982

2641

1041

2701

1101

tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectctctaagegg

tgtaacccaccacataaaagatccacaccaggaagtagggtgttacgectctctaagegg

cccaaacttgcagaaaaccgectatcectetetegtgegtecagecacgaaccattgagtt

cctgaacctgtataaaattgtccattg—tctctegtgecatctaacacgaaccatcgaget

acaatcaacagcaccgtcctaccc——aaaagcaccgcaaggggtageecctgggtgtgegg

2032

3658

2092

3718

2152

37178

1040

2700

1100

2759

1158



Sbjct: 2760 acagttggtaacaccgtcctactccaaaaagcacctcgaggggcaaccecgggtgegegg 2819

Query: 1159 acggactctaaacaccgacagctggegegecaggtagggggtgtgtetttgatetgaget 1218

Sbjct: 2820 tcagacccaaaacaccgaaagccggegegecaggtagggggtgtgtcactaatetaaget 2879

Query: 1219 agct 1222

]
Sbjct: 2880 agct 2883

le-06
1/49 (2%)

Score = 65.9 bits (33), Expect
Tdentities = 46/49 (93%), Gaps
Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc—gggtccactagaaggegagaaggecte 609

Sbjct: 2213 ttgtgggggacagatatccccegggtccactagaaggecaagaaggecte 2261

>gb|AY325816. 1| Zea mays BAC clone 7013105, complete sequence
Length = 152337

Score = 89.7 bits (45), Expect = 7e-14
Identities = 54/57 (94%)
Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgte 1205

Sbjet: 31297 gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggtgtgte 31241

Score = 77.8 bits (39), Expect = 3e-10
Tdentities = 90/107 (84%)
Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggetgegecgagagaatgetetetttgeteggaacetg 1971
AR RN RN A R R R R A R N R R A AR IR R A AR A A

Sbjct: 30582 gagcaagccgagcaagatgcgaggcaacgacgegagaatcecegetettegggegeaacttg 30523



Query: 1972 taccccgacttcgetcgtgecaatgaacacgecgagtgaagteggagg 2018

Sbjct: 30522 aaccccgacttcgectcgagetatgaacacgecgagegaagteggagg 30476

Score

48.

1 bits (24), Expect = 0.23

Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcate 1650

Sbjct: 30852 ttctaccccgacgtectettecate 30829

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

Score = 85.7 bits (43), Expect = le-12
Tdentities = 282/358 (78%), Gaps = 4/358 (1%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

982

5793

1041

5853

1101

5912

1159

5972

1219

6032

tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectctctaagegg

tgtaacccaccacataaaagatccacactaggaagtagggtgttacgectctctaagegg

cccaaacttgcagaaaaccgcectatcectetetegtgegtecagecacgaaccattgagtt

cccgaacctgtataaaattgtcca—ctatctetegtgecatectagecacgaaccatcgaget

acaatcaacagcaccgtcctaccc——aaaagcaccgcaaggggtageecctgggtgtgegg

acagtcggtaacatcgtcctactccaaaaagcaccacgaggggcaaccccaggtgegegg

acggactctaaacaccgacagctggegegecaggtagggggtgtgtetttgatectgaget

tcgaacccaaaacaccgacaactagegegecaggtagggggtgtgtcactgatecaaget

agctcaatgaccattacctccaaatgcaagatcgeccttegeccecgggactatgttttge

agcttaatggecgtcactttctagecacaagategetectecgeectggateecgtgttetge

1040

5852

1100

5911

1158

5971

1218

6031

1278

6091



Query: 1279 tttggaaccatctcatccatagcagatgaagagggaactctgcaccgecatagecagate 1336

Sbjct: 6092 ttcagaaccatctcatccatggcagacgaagaaggaactctacatctcatageggate 6149

Score = 61.9 bits (31), Expect = 2e-05
Tdentities = 136/171 (79%)
Strand = Plus / Plus

Query: 2031 gatagctgacggcctccecgegaaccctagacacggaaggetaccggeggetgettacteg 2090

Sbjct: 6811 gatagccgatggectcecceggactecagacgecgagggetateggeggetgetecacteg 6870

Query: 2091 agcagttaatcaccttctacccatcactaatcctccaagegacctacgecatgecatcaa 2150

Sbjct: 6871 ggcagctaaccatattectgectetegetcatectecgagegatetacgacacgecattaa 6930

Query: 2151 cagccggegagacacgeggagetcecatcaacgettegegegacegatgaca 2201

Sbjct: 6931 tagtcgacgggacgcacggagcetccatcaatgettecgetegaacgatgaca 6981

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 579 ccccgggtecactagaaggegagaaggecte 609

Sbjct: 5441 ccccaggtccactagaaggcaagaaggecte 5471

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 38/43 (88%)
Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtectettcatcagggggagattgga 1664

Sbjct: 6414 ctccgttectaccccgacgtectetttatecgaggggagagtgga 6456

>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 = 85.7 bits (43), Expect = le-12
Identities = 148/183 (80%)
Strand = Plus / Plus

Query: 1155 gcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtetttgatetg 1214

Sbjct: 27626 gcggtecggacccaaaacatcgacagetggegegecaggtagggggtgtgtecactgateca 27685

Query: 1215 agctagctcaatgaccattacctccaaatgcaagatcgeccttegeccegggactatgtt 1274

Sbjct: 27686 agctagctcaatggcegtcactttccagecacaagattgetetecgeeetggateegtgtt 27745

Query: 1275 ttgctttggaaccatctcatccatagcagatgaagagggaactctgecaccgecatagecaga 1334

Sbjct: 27746 ctgcttcgggaccatctcatccgtggecagacgaagaaggaactctacatcgeatagegga 27805

Query: 1335 tct 1337

11
Sbjct: 27806 tct 27808

Score = 61.9 bits (31), Expect = 2e-05
Tdentities = 47/51 (92%), Gaps = 1/51 (1%)
Strand = Plus / Plus

Query: 563  tgtgggggatagatatccc—cgggtccactagaaggegagaaggectegeg 612

Sbjct: 27029 tgtgggggacagatatccctegggtccactagaaggetagaagacctegeg 27079

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 89/110 (80%)
Strand = Plus / Plus

Query: 2068 ggctaccggeggetgettactegageagttaatcaccttetacccatcactaatecteca 2127

Sbjct: 43987 ggctatcgacggectgettactegggeagetaaccaccttetgectetegeteategteecg 44046



Query: 2128 agcgacctacgccatgccatcaacagecggegagacacgeggagetecat 2177

Sbjct: 44047 agcgatctacgacacgccatcaatagtcgatgggacacacggagetccat 44096

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 249165 aaacgccgacagttggegegecaggtagggg 249135

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 37/42 (88%)
Strand = Plus / Plus

Query: 884  gccccacggtcgtgtatataaggtccagagggtaccecatca 925

Sbjct: 27347 gccccacggtecgagtatataaggectagggggcaccecatea 27388

>emb|AJ312503. 1| Zea mays subsp. mexicana Grande retrotransposon DNA, partial LTR,
clone ZMM15
Length = 437

Score = 85.7 bits (43), Expect = le-12
Identities = 135/165 (81%), Gaps = 3/165 (1%)
Strand = Plus / Plus

Query: 867 tcatgtacgtatggagtgccccacggtegtgtatataaggtccagagggtaccecatcat 926

Sbjct: 273 tcatatacgcatgtagtgccccacggtcaagtatataaggectagggggecaccecatcaa 332

Query: 927 ttc——tatcgaccatctacctatctcatcagecttttctecattcaggagacctegettg 983

Sbjct: 333 aacatatatcgaccatctactcagctcactagettttcteccataccggagacttecettg 392

Query: 984 taacccaccacatatagatccatcccaagaagtagtgtattacge 1028



Sbjct: 393 taacctaccacataaagatccatgccaggaagtagggtgttacge 437

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

Score = 81.8 bits (41), Expect = 2e-11
Tdentities = 152/189 (80%)
Strand = Plus / Plus

Query: 1149  gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggtgtgtettt 1208

Sbjct: 151640 gggtgcgeggteggacccaaaacaccgacagttggegecaccaggtagggggtgtgteact 151699

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgeccttegeccegggae 1268

Sbjct: 151700 gatccaagctagatcaatggecgtcacttttcagecacaagatecttectetgecccaggte 151759

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgecaccgeat 1328

Sbjct: 151760 catgttctgcttcggaaccatctcatccgtggcagacgaagaaggaactctacaccgeat 151819

Query: 1329 agcagatct 1337

Sbjct: 151820 cgcggatct 151828

Score = 77.8 bits (39), Expect = 3e-10
Identities = 144/179 (80%)
Strand = Plus / Plus

Query: 1930 gcaaggctgecgecgagagaatgetetetttgeteggaacctgtaccecgacttegetegt 1989

Sbjct: 152394 gcaaggcaacgccgagagaatcctcttetegggeggaacctaaacceegacttegeecega 152453

Query: 1990 gcaatgaacacgccgagtgaagtcggaggggtactggeccagatagetgacggecteeeg 2049

Sbjct: 152454 gccatgaacacgccgagtgaggteggtgaagtgttggeteggatageegacggtettece 152513

Query: 2050 cgaaccctagacacggaaggctaccggeggetgettactegageagttaatcaccttet 2108



Sbjct: 152514 cgaactccagacgctgaaggctatcggeggetgetecactegggeagetaaccatettet 152572

Score = 56.0 bits (28), Expect = 0.001
Identities = 31/32 (96%)
Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtectettcatcagg 1653

Sbjct: 152101 ctccattctacccecgacgtectettecatcagg 152132

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 14604 aaacgccgacagttggecgegecaggtagggeg 14634

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198
CEEE TEEEEEE TEEETEEET T L

Sbjct: 134363 aaacgccgacagttggecgegecaggtagggg 134393

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 135467 aaacgccgacagttggegegecaggtagggg 135497



Score = 46.1 bits (23), Expect = 0.90
Identities = 42/47 (89%), Gaps = 1/47 (2%)
Strand = Plus / Plus

Query: 563 tgtgggggatagatatcccc—gggtccactagaaggegagaaggeet 608

Sbjct: 151044 tgtgggggacatatatcccecegggtecactagaaggetaaaaggeet 151090

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

Score = 79.8 bits (40), Expect = 6e-11
Tdentities = 184/232 (79%)
Strand = Plus / Plus

Query: 1973 accccgacttcgetcgtgecaatgaacacgecgagtgaagteggaggggtactggeccaga 2032

Sbjct: 55013 acccecgatttegeccgagecatgaacacgeccagtgaagteggtggagtattggetegga 55072

Query: 2033 tagctgacggcctccecgegaaccctagacacggaaggetaccggeggetgettactegag 2092

Sbjct: 5b073 tagcagatggcctcecegtggactececgatgeegagggetateggtggetgttecactcaag 55132

Query: 2093 cagttaatcaccttctacccatcactaatcctccaagecgacctacgecatgecatcaaca 2152

Sbjct: 55133 cagccaatcatctcctaccecctegetecaccegecgaacgatctacgacacgecatgaaca 55192

Query: 2153 gccggegagacacgeggagetecatcaacgettegegegaccgatgacacga 2204

Sbjct: 55193 gtcggegggacgecacggagetecatcaacgettegegecaaacgacgacacga 55244

Score = 65.9 bits (33), Expect = 1le-06
Tdentities = 129/161 (80%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggggtgtgtetttgatetgagetagetcaatg 1227

Sbjct: 54235 aaacactgacagctggcacgctaggtagggggtgtgtcategatccaagetagetcaatg 54294



Query: 1228 accattacctccaaatgcaagatcgcccttegecccgggactatgttttgetttggaace 1287

Sbjct: 54295 gccgtcaccttccagecacaagatcateccteegtectgggtecactttetgetttggaact 54354

Query: 1288 atctcatccatagcagatgaagagggaactctgcaccgeat 1328

Sbjct: 54355 atctcatctgtagcagatgaggaaggaactctacatcgecat 54395

3.5
1/38 (2%)

Score = 44.1 bits (22), Expect
Tdentities = 35/38 (92%), Gaps
Strand = Plus / Plus

Query: 561  gttgtgggggatagatatcccc—gggtccactagaagg 597

Sbjct: 53615 gttgtgggggacagatatcceectgggteccacgagaagg 53652

>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 = 6e-11
Identities = 49/52 (94%)
Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagetggegegecaggtagggggt 1200

Sbjct: 594 gggtgtgcggteggacccaaaacaccgacagetggegegecaggtagggggt 645

0. 90
1/31 (3%)

Score = 46.1 bits (23), Expect
Tdentities = 30/31 (96%), Gaps
Strand = Plus / Plus

Query: 563 tgtgggggatagatatcccc—gggtceccacta 592

Sbjet: 1 tgtgggggatagatatccecctgggtecacta 31

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



Score

= 717.

8 bits (39), Expect = 3e-10

Tdentities = 204/254 (80%), Gaps = 5/254 (1%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

Query:

Sbjct:

982

271

1041

331

1101

390

1159

450

1219

509

tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectctctaagegg

tgtaacccaccacataaaagatccataccaggaagtagggtgttacggetctctaagegg

cccaaacttgcagaaaaccgectatcectetetegtgegtecagecacgaaccattgagtt

cccgaacctgtataaaattgtcca—ctatctetegtgecatetggecacgaaccatcegaccet

acaatcaacagcaccgtcctaccc——aaaagcaccgcaaggggtagecctgggtgtgegg

acagtcggtaacaccgtcctacaccaaaaagecacctcecgaggggcaacecccaggagegegg

acggactctaaacaccgacagctggegegecaggtagggggtgtgtetttgatectgaget

tcggacccaaaacaccgacagetggegegecaggta—ggggtgtgtcactgateccaagtt

agctcaatgaccat 1232

agctcaatggccat 522

>gb|EF468510. 1| Zea mays clone pBS—1 LL repeat sequence
Length = 14009

Score = 73.8 bits (37), Expect = 4e-09
Identities = 86/101 (85%), Gaps = 1/101 (0%)
Strand = Plus / Plus

Query:

Sbjct:

Query:

Sbjct:

562

13840 ttgtgggggacagatatcccecegggtecactagaaggcaagaaggectcacgaaaggeet 13899

621

1040

330

1100

389

1158

449

1218

508

ttgtgggggatagatatccece—gggteccactagaaggegagaaggectegegtgtggeeca 620

cgggecagttacccecgecaaggecateecttegtgggtegag 661

13900 cgggcccattatttegecaaggecaccecttegtgggeecgag 13940



Score = 61.9 bits (31), Expect = 2e-05
Identities = 56/63 (88%), Gaps = 1/63 (1%)
Strand = Plus / Plus

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectctctaagegg 1040

Sbjct: 5047 tgtaacccaccacataaaagatccacaccaggaagtagggtgttacgectcetctaagegg 5106

Query: 1041 ccc 1043

]
Sbjct: 5107 ccc 5109

6e—-05
1/46 (2%)

Score = 60.0 bits (30), Expect
Tdentities = 43/46 (93%), Gaps
Strand = Plus / Plus

Query: 565 tgggggatagatatccc—cgggtccactagaaggegagaaggecte 609

Sbjct: 4622 tgggggacagatatccctecgggteccactagaaggcaagaaggecte 4667

>gb|EF468508. 1| Zea mays clone pB3-201 retrotransposon GrandeB, complete sequence
Length = 13066

Score = 73.8 bits (37), Expect = 4e-09
Identities = 86/101 (85%), Gaps = 1/101 (0%)
Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc—gggtccactagaaggegagaaggectegegtgtggeca 620

Sbjct: 7923 ttgtgggggacagatatcccecegggtecactagaaggcaagaaggectcacgaaaggect 7982

Query: 621 cgggccagttaccccgecaaggecateccttegtgggtegag 661

Sbjct: 7983 cgggceccattatttecgecaaggecacceettegtgggeegag 8023
>gb |EF190064. 1| Zea mays clone pStark5.5 chromosome B, genomic sequence
Length = 5542

Score = 73.8 bits (37), Expect = 4e-09
Identities = 86/101 (85%), Gaps = 1/101 (0%)



Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc—gggtccactagaaggegagaaggectegegtgtggeca 620

Sbjct: 4653 ttgtgggggacagatatcccecegggtecactagaaggcaagaaggectcacgaaaggeet 4712

Query: 621 cgggccagttaccccgecaaggecatececcttegtgggtegag 661

Sbjct: 4713 cgggeccattatttecgecaaggecacceettegtgggeegag 4753

Score = 61.9 bits (31), Expect = 2e-05
Tdentities = 85/103 (82%)
Strand = Plus / Plus

Query: 1125 aaaagcaccgcaaggggtagecctgggtgtgeggacggactctaaacaccgacagetgge 1184

Sbjct: 5330 aaaagcacctcgaggggcaaccccgagtgtgeagtecggacccaaaacaccgacagettgt 5389

Query: 1185 gcgccaggtagggggtgtgtetttgatectgagetagetcaatg 1227

Sbjct: 5390 gcgccaagtaggtggtgtgtcactgatccaagetagetcaatg 5432

Score = 61.9 bits (31), Expect = 2e-05
Identities = 58/67 (86%)
Strand = Plus / Plus

Query: 1270 atgttttgctttggaaccatctcatccatagcagatgaagagggaactctgecaccgecata 1329

Sbjct: 5475 atgttctgctteggaaccatctcatcegtggecagacgaagaaggaactctacategeata 5534

Query: 1330 gcagatc 1336

T
Sbjct: 5535 gecggate 5541

>emb|AJ312504. 1| Zea mays subsp. mexicana Grande retrotransposon DNA, partial LTR,
clone ZMM16
Length = 434



Score = 73.8 bits (37), Expect = 4e-09
Identities = 98/117 (83%), Gaps = 1/117 (0%)
Strand = Plus / Plus

Query: 881 agtgccccacggtcgtgtatataaggtccagagggtaccecatcatttectategaccate 940

Sbjct: 289 agtgccccatggtcaagtatataaggectagggggtacectgteatttecatecgaccate 348

Query: 941 tacctatctcatcagcttttctccattcaggagacctcgettgtaacccaccacata 997

Sbjct: 349 tactcagctcactagcttttctccataaaggaga—ttcccttgtaacccaccacata 404

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

Score = 69.9 bits (35), Expect = 6e-08
Tdentities = 47/51 (92%)
Strand = Plus / Minus

Query: 346 gttgggtgggttttacagagtttaaactageggattatatagtggtataga 396

Sbjct: 119042 gttgggtgggttttgcaaagtttaaacttgtggattatatagtggtataga 118992

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 81522 aaacgccgacagttggegegecaggtagggeg 81552

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 25/26 (96%)
Strand = Plus / Plus

Query: 1173 ccgacagctggegegecaggtagggg 1198

Sbjct: 45119 ccgacagttggegegecaggtagggeg 45144



>gb|AC205029. 6| Zea mays BAC clone CH201-7M14 from chromosome 5, complete sequence
Length = 187257

Score = 69.9 bits (35), Expect = 6e-08
Identities = 47/51 (92%)
Strand = Plus / Plus

Query: 346 gttgggtgggttttacagagtttaaactageggattatatagtggtataga 396

Sbjet: 171940 gttgggtgggttttgcaaagtttaaacttgtggattatatagtggtataga 171990

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

Score = 69.9 bits (35), Expect = 6e-08
Tdentities = 71/83 (85%)
Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgetcgtgecaatgaacacgecgagtgaagtcecggaggggtactg 2025

Sbjct: 63 aacctgaaccccgacttcgeccgagecgtgaacacgeecgagegaggteggaggagtactg 122

Query: 2026 gcccagatagctgacggectcece 2048

Sbjet: 123 gctcggatagectgagggactcee 145

>gb|FJ386429. 1| Zea mays clone R9-b StarkB element, partial sequence
Length = 1264

Score = 65.9 bits (33), Expect
Tdentities = 46/49 (93%), Gaps
Strand = Plus / Plus

le—06
1/49 (2%)

Query: 562 ttgtgggggatagatatcccc—gggtccactagaaggegagaaggecte 609

Sbjet: 1198 ttgtgggggacagatatccccegggteccactagaaggcaagaaggecte 1246

>gb|FJ386412. 1| Zea mays clone L5-a StarkB element, partial sequence
Length = 1477

Score = 65.9 bits (33), Expect = 1e-06



Tdentities = 46/49 (93%), Gaps = 1/49 (2%)
Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc—gggtccactagaaggegagaaggecte 609

Sbjct: 501 ttgtgggggacagatatccccecgggtecactagaaggecaagaaggecte 549

2¢-05
1/67 (1%)

Score = 61.9 bits (31), Expect
Tdentities = 59/67 (88%), Gaps
Strand = Plus / Plus

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectcectectaagegg 1040

Sbjct: 929 tgtaatccaccacataaaagatccacaccaggaagtagggtgttacgectectectaagegg 988

Query: 1041 cccaaac 1047

T
Sbjct: 989 cccaaac 995

>gb|EF190063. 1| Zea mays clone FS3 49 chromosome B, genomic sequence
Length = 38116

1e-06
1/49 (2%)

Score = 65.9 bits (33), Expect
Identities = 46/49 (93%), Gaps
Strand = Plus / Plus

Query: 562  ttgtgggggatagatatcccc—gggtccactagaaggegagaaggecte 609

Sbjet: 32550 ttgtgggggacagatatccceegggtecactagaaggecaagaaggeecte 32598

Score = 50.1 bits (25), Expect
Tdentities = 50/57 (87%), Gaps
Strand = Plus / Plus

0. 057
1/57 (1%)

Query: 982  tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectctcectaag 1037

Sbjct: 32977 tgtaacccaccacataaaagatccacaccaggaagtagggtgttacgectcetcetaag 33033



>gb|DQ183075. 1| Zea mays clone A-RGA7 resistance gene analog—like gene, partial

sequence
Length = 319

Score = 65.9 bits (33), Expect = 1e-06
Identities = 140/173 (80%), Gaps = 2/173 (1%)
Strand = Plus / Minus

Query: 872 tacgtatggagtgcccca—cggtegtgtatataaggtccagagggtaccccatcatttet 930

Sbjct: 218 tacgcatgtagtgccccageggtegagtatataaggectagggggtaceecatecatttea 159

Query: 931 atcgaccatctacctatctcatcagecttttcteccattcaggagacctegettgt—aacce 989

Sbjct: 158 atcaaccatgtactcaactcattatcctttctccatactggagacttctettgtaaactg 99

Query: 990 accacatatagatccatcccaagaagtagtgtattacgectctctaageggee 1042

Sbjct: 98 accatataaagatccacaccaggaagtaggatattatgtatctctaagecggee 46

>gb|EF468505. 1| Zea mays clone pBK118-6 LL repeat sequence

Length = 14830

4e-06
1/96 (1%)

Score = 63.9 bits (32), Expect
Identities = 81/96 (84%), Gaps
Strand = Plus / Plus

Query: 562  ttgtgggggatagatatcccc—gggtccactagaaggegagaaggectegegtgtggeeca 620

Sbjct: 12021 ttgtgggggacagatatcccecgggtecactagaaggtaagaaggectcacgaaaggeca 12080

Query: 621  cgggccagttaccccgcaaggecatcecttegtggg 656

Sbjct: 12081 tgggcccattatttcgecaaggecaccecttegtggg 12116

4e-06
2/68 (2%)

Score = 63.9 bits (32), Expect
Tdentities = 61/68 (89%), Gaps
Strand = Plus / Plus

Query: 982  tgtaacccaccacatata—gatccatcccaagaagtagtgtatta—cgecctctctaageg 1039



Sbjct: 12449 tgtaacccaccacataaaagatccacaccaagaagtagggtgttaacgectctctaageg 12508

Query: 1040 gcccaaac 1047

Sbjct: 12509 gcccaaac 12516

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

Score = 58.0 bits (29), Expect = 2e-04
Tdentities = 44/49 (89%)
Strand = Plus / Plus

Query: 1085 cacgaaccattgagttacaatcaacagcaccgtcctacccaaaagecace 1133

Sbjct: 115369 cacgaaccatcgagttacaatctacgacaccgtcctaaccaaaagcace 115417

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 87495 aaacgccgacagttggegegecaggtagggg 87465

>gb|FJ386425. 1| Zea mays clone R7-b StarkB element, partial sequence
Length = 1314

Score = 58.0 bits (29), Expect
Tdentities = 45/49 (91%), Gaps
Strand = Plus / Plus

2e-04
1/49 (2%)

Query: 562 ttgtgggggatagatatcccc—gggtccactagaaggegagaaggecte 609

Sbjct: 1248 ttgtgggggacagatatccccegggeccactagaaggcaagaaggecte 1296

>gb |EF468506. 1| Zea mays clone pBK118-7 LL repeat sequence and retrotransposon zeonl,
complete sequence
Length = 15596



Score = 58.0 bits (29), Expect = 2e-04
Identities = 42/45 (93%), Gaps = 1/45 (2%)
Strand = Plus / Plus

Query: 566 gggggatagatatcccc—gggtccactagaaggegagaaggecte 609

Sbjct: 7398 gggggacagatatccceegggtecactagaaggcaagaaggeecte 7442

0. 057
1/61 (1%)

Score = 50.1 bits (25), Expect
Tdentities = 53/61 (86%), Gaps
Strand = Plus / Plus

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectcectectaagegg 1040

Sbjct: 7822 tgtaacccaccacataaaagatccacaccaggaagtagggtgttatgectetetaagegg 7881

Query: 1041 c¢ 1041

Sbjct: 7882 c 7882

Score = 44.1 bits (22), Expect = 3.5
Identities = 91/113 (80%), Gaps = 2/113 (1%)
Strand = Plus / Plus

Query: 1069 tctctcgtgegtccagecacgaaccattgagttacaatcaacagecaccgtecta——cccaa 1126

Sbjct: 7909 tctctcgtgecatctagecacgaaccatcgagetacatteggtaacaccgtectactccaaa 7968

Query: 1127 aagcaccgcaaggggtagecctgggtgtgeggacggactctaaacaccgacag 1179

Sbjct: 7969 aagcacctcgaggggcaacccegggtgegeggteggacccaaaacaccaacag 8021

>gb |EF468500. 1| Zea mays clone pBK118-1 LL repeat sequence and retrotransposon zeonl,
complete sequence
Length = 13824

Score = 58.0 bits (29), Expect
Identities = 42/45 (93%), Gaps

2e-04
1/45 (2%)



Strand = Plus / Plus

Query: 566 gggggatagatatcccc—gggtccactagaaggegagaaggecte 609

Sbjct: 4473 gggggacagatatcccececgggteccactagaaggcaagaaggeecte 4517

Score = 58.0 bits (29), Expect
Tdentities = 54/61 (88%), Gaps
Strand = Plus / Plus

2¢-04
1/61 (1%)

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectcectectaagegg 1040

Sbjct: 4897 tgtaacccaccacataaaagatccacaccaggaagtagggtgttacgectetectaagegg 4956

Query: 1041 c¢ 1041

|
Sbjct: 4957 ¢ 4957

>emb|AJ312460. 1| Zea mays Grande retrotransposon DNA, partial LTR, clone Mol4
Length = 433

Score = 58.0 bits (29), Expect = 2e-04
Identities = 44/49 (89%)
Strand = Plus / Plus

Query: 970 ggagacctcgcttgtaacccaccacatatagatccatcccaagaagtag 1018

Sbjct: 375 ggagacctccecttgtaacccaccacataaagatccacaccaggaagtag 423

>gb|EZ064107. 1| TSA: Zea mays contig65230, mRNA sequence
Length = 723

Score = 56.0 bits (28), Expect = 0.001
Tdentities = 46/52 (88%)
Strand = Plus / Minus

Query: 269 attttgatggtatgttaaatttgtgtgtcatttgtttgatggatttagtaaa 320

Sbjct: 138 attttgatgttatgttaaatatgagtgcaatttgtttgatggatttcgtaaa 87



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

Score = 54.0 bits (27), Expect = 0.004
Identities = 30/31 (96%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 129148 aaacaccgacagttggecgcgecaggtagggg 129118

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 25/26 (96%)
Strand = Plus / Plus

Query: 1173  ccgacagctggcegegecaggtagggg 1198

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 = 0.004
Identities = 30/31 (96%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.004
Tdentities = 30/31 (96%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 29283 aaacaccgacagttggcgecgecaggtagggg 29253



Score = 44.1 bits (22), Expect = 3.5
Identities = 25/26 (96%)
Strand = Plus / Minus

Query: 1173  ccgacagctggcecgegecaggtagggg 1198

Sbjct: 165564 ccgacagttggegegecaggtagggg 165539

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

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 30/31 (96%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 48261 aaacaccgacagttggcgcgecaggtagggg 48291

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

Score = 54.0 bits (27), Expect = 0.004
Identities = 30/31 (96%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 49821 aaacaccgacagttggecgegecaggtagggg 49791

>gb|FJ386416. 1| Zea mays clone L7-a StarkB element, partial sequence
Length = 909

Score = 54.0 bits (27), Expect
Tdentities = 58/67 (86%), Gaps
Strand = Plus / Plus

0. 004
1/67 (1%)

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectcectectaagegg 1040



Sbjct: 362 tgtaacccaccacataaaagatccacacaaggaagtagggtgttacgectctctaageag 421

Query: 1041 cccaaac 1047

Sbjct: 422 cccaaac 428

>gb|FJ386414. 1| Zea mays clone L6-a StarkB element, partial sequence
Length = 890

Score = 54.0 bits (27), Expect
Tdentities = 58/67 (86%), Gaps
Strand = Plus / Plus

0. 004
1/67 (1%)

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectcectectaagegg 1040

Sbjct: 362 tgtaatccaccacataaaagatccacaccaggaagtagggtgttacgectetetaagegg 421

Query: 1041 cccaaac 1047

Sbjct: 422 tccaaac 428

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

Score = 54.0 bits (27), Expect = 0.004
Identities = 30/31 (96%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 91452 aaacatcgacagctggegegecaggtagggeg 91482

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

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 30/31 (96%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198



Sbjct: 168287 aaacaccgacagttggcgcgeccaggtagggg 168257

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

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 27/27 (100%)
Strand = Plus / Minus

Query: 1173 ccgacagctggegegecaggtaggggg 1199

Sbjct: 53099 ccgacagctggegegecaggtaggggg 53073

>gb |EU965848. 1| Zea mays clone 289347 hypothetical protein mRNA, complete cds
Length = 1436

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 42/47 (89%)
Strand = Plus / Plus

Query: 350 ggtgggttttacagagtttaaactagcggattatatagtggtataga 396

Sbjct: 1358 ggtgggttttttaaagtttaaactggtggattatatagtggtataga 1404

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

Score = 54.0 bits (27), Expect = 0.004
Identities = 27/27 (100%)
Strand = Plus / Plus

Query: 1173 ccgacagctggegegecaggtaggggg 1199

Sbjct: 77098 ccgacagctggegegecaggtaggggg 77124

>gb |BT043326. 1| Zea mays full-length cDNA clone ZM BFc0158M15 mRNA, complete cds
Length = 1309

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 42/47 (89%)
Strand = Plus / Plus



Query: 350 ggtgggttttacagagtttaaactagcggattatatagtggtataga 396

Sbjct: 1189 ggtgggttttttaaagtttaaactggtggattatatagtggtataga 1235

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

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 69/83 (83%)
Strand = Plus / Plus

Query: 245 gttattcaactatccgacccgtegattttgatggtatgttaaatttgtgtgtcatttgtt 304

Sbjct: 111207 gttattcaaagatctgaaccgttgattttgatgttgtgttaagtatgagtgcaatttgtt 111266

Query: 305 tgatggatttagtaaaggttatg 327

Sbjet: 111267 tggtggatttagtaaagattatg 111289

Score = 50.1 bits (25), Expect = 0.057
Identities = 31/33 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggggt 1200

Sbjct: 39149 aaacatcgacagttggcgecgecaggtagggggt 39117

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 58988 aaacgccgacagttggegegecaggtagggeg 59018

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)



Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 179323 aaacaccgacagttggcgcgetaggtagggg 179293

>gb |EF190044. 1| Zea mays clone 46F3FF4R-4 chromosome B, genomic sequence
Length = 458

0. 004
1/63 (1%)

Score = 54.0 bits (27), Expect
Tdentities = 55/63 (87%), Gaps
Strand = Plus / Plus

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectcectectaagegg 1040

Sbjct: 271 tgtaacccaccacataaaagatccacaccaggaagtagggtgttactcctetctaagegg 330

Query: 1041 ccc 1043

]
Sbjct: 331 ccc 333

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

Score = 54.0 bits (27), Expect = 0.004
Identities = 30/31 (96%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 115212 aaacaccgacagttggecgecgecaggtagggg 115182

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 23/23 (100%)
Strand = Plus / Minus

Query: 1181 tggcgecgeccaggtagggggtgtg 1203

Sbjct: 27029 tggcgegecaggtagggggtgtg 27007



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

Score = 54.0 bits (27), Expect = 0.004
Identities = 30/31 (96%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 23883 aaacaccgacagttggecgegecaggtagggeg 23913

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 23/23 (100%)
Strand = Plus / Plus

Query: 1181 tggcgcgecaggtagggggtgtg 1203

Sbjct: 77890 tggcgecgeccaggtagggggtgtg 77912

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

Score = 54.0 bits (27), Expect = 0.004
Identities = 30/31 (96%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 19157 aaacaccgacagttggegegecaggtagggeg 19127

Score = 54.0 bits (27), Expect = 0.004
Tdentities = 30/31 (96%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 141998 aaacaccgacagttggcgecgecaggtagggg 142028



>gb|AY455286. 1| Zea mays chloroplast phytoene synthase (Y1) gene, complete cds:

gene for chloroplast product
Length = 94829

Score = 54.0 bits (27), Expect = 0.004
Identities = 30/31 (96%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 61604 aaacaccgacagttggecgegecaggtagggeg 61634

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 30/32 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtaggggg 1199

Sbjct: 3482 aaacgccgacagttggegegecaggtaggggg 3451

Score = 48.1 bits (24), Expect = 0.23
Identities = 30/32 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtaggggg 1199

Sbjct: 22781 aaacgccgacagttggegegecaggtaggggg 22750

nuclear

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

Length = 143827

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 29/30 (96%)
Strand = Plus / Plus

Query: 1169 aacaccgacagctggcgegecaggtagggg 1198

Sbjct: 131948 aacaccgacagttggcgegecaggtagggg 131977



Score = 46.1 bits (23), Expect = 0.90
Identities = 26/27 (96%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggta 1194

Sbjct: 44092 aaacaccgatagctggegegecaggta 44066

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

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 1173 ccgacagctggegegecaggtagggg 1198

Sbjct: 44219 ccgacagctggegegecaggtagggg 44194

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

Score = 52.0 bits (26), Expect = 0.015
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 379 attatatagtggtatagaagatatag 404

Sbjct: 173236 attatatagtggtatagaagatatag 173261

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 113138 aaacgccgacagttggegegecaggtagggg 113168



Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 144830 aaacgccgacagttggegegecaggtagggg 144800

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 161365 aaacgccgacagttggegegecaggtagggg 161335

>gb|BT069726. 1| Zea mays full-length cDNA clone ZM BFb0216P01 mRNA, complete cds
Length = 1566

Score = 52.0 bits (26), Expect = 0.015
Identities = 35/38 (92%)
Strand = Plus / Plus

Query: 293 gtgtcatttgtttgatggatttagtaaaggttatgggt 330

Sbjct: 1454 gtgtaatttgtttggtggatttagtaaagattatgggt 1491

>gb|EU952061. 1| Zea mays clone 1145983 hypothetical protein mRNA, complete cds
Length = 2110

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 29/30 (96%)
Strand = Plus / Plus

Query: 526 ctatattttaaaatagggtactgatttaaa 555

Sbjct: 1548 ctatattttaagatagggtactgatttaaa 1577

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



Score = 52.0 bits (26), Expect = 0.015
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174 cgacagctggcgegecaggtaggggg 1199

Sbjct: 79649 cgacagctggegegecaggtaggggeg 79624

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 25/26 (96%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtaggggg 1199

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 = 0.015
Identities = 32/34 (94%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggggtg 1201
CELECECEEEEEE T T TR T

Sbjct: 73626 aaacaccgacagctggcgcaccatgtagggggtg 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 = 0.015
Tdentities = 32/34 (94%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggggtg 1201

Sbjct: 61954 aaacaccgacagctggegecaccatgtagggggtg 61921



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

Score = 52.0 bits (26), Expect = 0.015
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174  cgacagctggcgegecaggtaggggg 1199

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 = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174  cgacagctggecgegecaggtaggggg 1199

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 = 0.015
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtaggggg 1199

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 = 0.015
Identities = 26/26 (100%)



Strand = Plus / Minus

Query: 1174 cgacagctggcgegecaggtaggggg 1199

Sbjct: 5b487 cgacagctggegegecaggtaggggeg 55462

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

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174 cgacagctggcgegecaggtaggggg 1199

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 = 0.015
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174  cgacagctggcgegecaggtaggggg 1199

Sbjct: 588003 cgacagctggegegecaggtaggggg b87978

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 26/27 (96%)
Strand = Plus / Plus

Query: 1173 ccgacagetggegegecaggtaggggg 1199

Sbjct: 1793581 ccgacatctggegegecaggtaggggg 1793607

>gb|AC165267. 2| Zea mays clone ZMMBBb-151F20, complete sequence
Length = 115478



Score = 52.0 bits (26), Expect = 0.015
Identities = 44/50 (88%)
Strand = Plus / Minus

Query: 347 ttgggtgggttttacagagtttaaactagcggattatatagtggtataga 396

Sbjct: 90446 ttgggtgagttttgctaagtttaaactggeggattataaagtggtataga 90397

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 47433 aaacgccgacagttggegegecaggtagggeg 47463

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

Score = 52.0 bits (26), Expect = 0.015
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174 cgacagctggcgegecaggtaggggg 1199

Sbjct: 86800 cgacagctggecgegecaggtaggggsg 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 = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174 cgacagctggegegecaggtaggggg 1199

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 = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174 cgacagctggegegecaggtaggggg 1199

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 = 0.015
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174 cgacagctggcgegecaggtaggggg 1199

Sbjct: 73246 cgacagctggegegecaggtagggegg 73271

>dbj|AP004729. 3| Oryza sativa Japonica Group genomic DNA, chromosome 6, BAC
clone:0SJNBaO006A22
Length = 190690

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtaggggg 1199

Sbjct: 37650 cgacagctggegegecaggtaggggg 37675
>dbj|AP003458. 4| Oryza sativa Japonica Group genomic DNA, chromosome 6, PAC clone:P0701E03
Length = 183245

Score = 52.0 bits (26), Expect = 0.015
Identities = 26/26 (100%)



Strand = Plus / Minus

Query: 1174  cgacagctggegegecaggtaggggg 1199

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 = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtaggggg 1199

Sbjct: 81368 cgacagctggegegecaggtaggggg 81393

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

Score = 52.0 bits (26), Expect = 0.015
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174  cgacagctggcgegecaggtaggggg 1199

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 = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtaggggg 1199

Sbjct: 25639 cgacagctggegegecaggtaggggeg 25664



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

Score = 52.0 bits (26), Expect = 0.015
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174  cgacagctggcgegecaggtaggggg 1199

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 = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174  cgacagctggegegecaggtaggggg 1199

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 = 0.015
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtaggggg 1199

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 = 0.015
Identities = 26/26 (100%)



Strand = Plus / Plus

Query: 1174 cgacagctggcgegecaggtaggggg 1199

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 = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174 cgacagctggegegecaggtaggggg 1199

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 = 0.015
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174  cgacagctggegegecaggtaggggg 1199

Sbjct: 164658 cgacagctggegegecaggtaggggg 164683

>dbj|AP005795. 3| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC
clone :B1090HO08
Length = 200720

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174 cgacagctggegegecaggtaggggg 1199

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 = 0.015
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174  cgacagctggcgegecaggtaggggg 1199

Sbject: 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 = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174 cgacagctggcgegecaggtaggggg 1199

Sbjct: 82803 cgacagctggegegecaggtaggggg 82778

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

Score = 52.0 bits (26), Expect = 0.015
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtaggggg 1199

Sbjct: 26933 cgacagctggegegecaggtaggggg 26958

>db j|AP006237. 3| Oryza sativa Japonica Group genomic DNA, chromosome 1, BAC
clone:0SJNBb0O0O0O8DO7
Length = 156874

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Plus



Query: 1174 cgacagctggcgegecaggtaggggg 1199

Sbjct: 1391 cgacagctggegegecaggtaggggg 1416

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

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174  cgacagctggcgegecaggtaggggg 1199

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 = 0.015
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174  cgacagctggegegecaggtaggggg 1199

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 = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174  cgacagctggcgegecaggtaggggg 1199

Sbjet: 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 = 0.015
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174  cgacagctggcgegecaggtaggggg 1199

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 = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174  cgacagctggegegecaggtaggggg 1199

Sbjct: 167523 cgacagctggegegecaggtaggggg 167548

>dbj|AP004194. 3| Oryza sativa Japonica Group genomic DNA, chromosome 1, PAC
clone:P0014E08
Length = 144219

Score = 52.0 bits (26), Expect = 0.015
Identities = 26/26 (100%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtaggggg 1199

Sbjct: 69901 cgacagctggegegecaggtaggggeg 69926

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

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Minus



Query: 1174 cgacagctggcgegecaggtaggggg 1199

Sbjct: 40167 cgacagctggecgegecaggtaggggg 40142

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

Score = 52.0 bits (26), Expect = 0.015
Tdentities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174 cgacagctggegegecaggtaggggg 1199

Sbjct: 62956 cgacagctggegegecaggtagggegg 62931

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

Score = 52.0 bits (26), Expect = 0.015
Identities = 26/26 (100%)
Strand = Plus / Minus

Query: 1174 cgacagctggcgegecaggtaggggg 1199

Sbjct: 30047 cgacagctggegegecaggtaggggg 30022

>gb|6Q407104. 1| Oryza granulata chromosome 6 clone BAC a0186L08/a0076A15, complete
sequence
Length = 242758

Score = 50.1 bits (25), Expect = 0.057
Tdentities = 25/25 (100%)
Strand = Plus / Plus

Query: 1175  gacagctggcgcegecaggtaggggg 1199

Sbjct: 182050 gacagctggegegecaggtaggggg 182074

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



Length = 115162

Score = 50.1 bits (25), Expect = 0.057
Identities = 25/25 (100%)
Strand = Plus / Plus

Query: 1177  cagctggcgegecaggtagggggtg 1201

Sbjct: 113939 cagctggcgegecaggtagggggtg 113963

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

Score = 50.1 bits (25), Expect = 0.057
Tdentities = 31/33 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggggt 1200

Sbjct: 38172 aaacatcgacagttggcgecgecaggtagggggt 38140

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 58012 aaacgccgacagttggegegecaggtagggg 58042

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 179665 aaacaccgacagttggecgecgetaggtagggg 179635

Score = 46.1 bits (23), Expect = 0.90



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

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 202313 aaacgccgacagttggegegecaggtagggg 202343

>gb|EF190043. 1| Zea mays clone 46F3FF4R-3 chromosome B, genomic sequence
Length = 461

0. 057
1/73 (1%)

Score = 50.1 bits (25), Expect
Tdentities = 62/73 (84%), Gaps
Strand = Plus / Plus

Query: 971 gagacctcgettgtaacccaccacat—atagatccatcccaagaagtagtgtattacgee 1029

Sbjct: 260 gagaactcccttgtaacccaccacataaaagatccacaccaggaagtagggtgetacget 319

Query: 1030 tctctaagcggce 1042

Sbjct: 320 tctctaagcggee 332

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

Score = 50.1 bits (25), Expect = 0.057
Identities = 25/25 (100%)
Strand = Plus / Plus

Query: 1174 cgacagctggcgegecaggtagggg 1198

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 = 0.057
Tdentities = 28/29 (96%)
Strand = Plus / Minus



Query: 1173 ccgacagctggegegecaggtaggggegtg 1201

Sbjct: 28946 ccgacatctggcgegecaggtagggggtg 28918

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

Score = 50.1 bits (25), Expect = 0.057
Tdentities = 25/25 (100%)
Strand = Plus / Minus

Query: 1174 cgacagctggegegecaggtagggg 1198

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 = 0.057
Identities = 28/29 (96%)
Strand = Plus / Plus

Query: 1170 acaccgacagctggcgegecaggtagggg 1198

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 = 0.057
Tdentities = 28/29 (96%)
Strand = Plus / Plus

Query: 1170 acaccgacagctggcgegecaggtagggg 1198

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 = 0.057
Identities = 25/25 (100%)
Strand = Plus / Minus

Query: 1174 cgacagctggegegecaggtagggg 1198

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 = 0.057
Tdentities = 25/25 (100%)
Strand = Plus / Plus

Query: 1174 cgacagctggcgegecaggtagggg 1198

Sbjct: 40302 cgacagctggegegecaggtagggg 40326

>gb|AY530950. 1| Zea mays putative zinc finger protein (7438D03.1), unknown (7438D03.5),
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 = 0.057
Identities = 31/33 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggecgegecaggtagggggt 1200

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 = 0.057
Identities = 25/25 (100%)



Strand = Plus / Minus

Query: 1174 cgacagctggcgegecaggtagggg 1198

Sbjct: 46297 cgacagctggegegecaggtagggg 46273

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

Score = 50.1 bits (25), Expect = 0.057
Tdentities = 25/25 (100%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtagggg 1198

Sbjct: 18120 cgacagctggegegecaggtaggge 18144

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

Score = 48.1 bits (24), Expect
Identities = 31/32 (96%), Gaps
Strand = Plus / Minus

0.23
1/32 (3%)

Query: 562 ttgtgggggatagatatccce—gggtecacta 592

Sbjct: 172679 ttgtgggggatagatatcccectgggtecacta 172648

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 27051 aaacgccgacagttggegegecaggtagggg 27021

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)



Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 97256 aaacgccgacagttggegegecaggtagggg 97226

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 103145 aaacgccgacagttggegegecaggtagggg 103115

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

Score = 48.1 bits (24), Expect = 0.23
Identities = 27/28 (96%)
Strand = Plus / Minus

Query: 1171 caccgacagctggegegecaggtagggg 1198

Sbjct: 94501 caccgacagctggecgegetaggtagggg 94474

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

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtaggg 1197

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 = 0.23



Identities = 33/36 (91%)
Strand = Plus / Minus

Query: 1166 ctaaacaccgacagctggegegecaggtagggggtg 1201

Sbjct: 83102 ctaaacatcgacagctggcacgccaagtagggggtg 83067

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 177040 aaacgccgacagttggegegecaggtagggg 177070

>gb|FJ266023. 1| Oryza granulata clone 0G ABa077F15 032P05, complete sequence
Length = 285707

Score = 48.1 bits (24), Expect = 0.23
Identities = 24/24 (100%)
Strand = Plus / Minus

Query: 1173 ccgacagctggegegecaggtagg 1196

Sbjct: 28434 ccgacagctggegegecaggtagg 28411

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

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtaggg 1197

Sbjct: 32770 cgacagctggegegecaggtaggg 32793

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



Score = 48.1 bits (24), Expect = 0.23
Identities = 27/28 (96%)
Strand = Plus / Minus

Query: 1171 caccgacagctggegegecaggtagggg 1198

Sbjct: 37301 caccgacagctggegegetaggtagggg 37274

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

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 27/28 (96%)
Strand = Plus / Minus

Query: 1174  cgacagctggecgegecaggtagggggtg 1201

Sbjet: 121233 cgacagttggegegecaggtagggggtg 121206

>emb|AM489152. 2| Vitis vinifera contig VV78X015348.8, whole genome shotgun sequence
Length = 1652

Score = 48.1 bits (24), Expect = 0.23
Identities = 27/28 (96%)
Strand = Plus / Plus

Query: 529 tattttaaaatagggtactgatttaaaa 556

Sbjct: 1545 tattttaaaatagggtattgatttaaaa 1572

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

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 1176 acagctggcgegeccaggtaggggg 1199

Sbjct: 12190 acagctggcgegecaggtaggggg 12167



>gb|AC078839. 4| Oryza sativa Japonica Group chromosome X clone 0SJNBa0094]09, complete
sequence
Length = 168192

Score = 48.1 bits (24), Expect = 0.23
Identities = 30/32 (93%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtagggggtgtgte 1205

Sbjct: 12916 cgacagttggegegecaggtaggggttgtgte 12947

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

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 24/24 (100%)
Strand = Plus / Minus

Query: 1176 acagctggcgecgecaggtaggggg 1199

Sbjct: 82918 acagctggcgegeccaggtaggggeg 82895

>gb|AC087552. 3| Oryza sativa Japonica Group chromosome 5 clone PO519E07, complete
sequence
Length = 151399

Score = 48.1 bits (24), Expect = 0.23
Identities = 27/28 (96%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtagggggteg 1201

Sbjct: 65303 cgacagttggegegecaggtagggggtg 65330

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

Score = 48.1 bits (24), Expect = 0.23
Identities = 27/28 (96%)



Strand = Plus / Minus

Query: 1174 cgacagctggcgegecaggtagggggtg 1201

Sbjct: 6508 cgacagttggcgegecaggtagggggtg 6481

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

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 27/28 (96%)
Strand = Plus / Minus

Query: 1174 cgacagctggegegecaggtagggggteg 1201

Sbjct: 83824 cgacagttggcgegecaggtagggggtg 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 = 0.23
Identities = 30/32 (93%)
Strand = Plus / Plus

Query: 1174 cgacagctggcgegecaggtagggggtgtgte 1205

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 = 0.23
Tdentities = 30/32 (93%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtagggggtgtgte 1205

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 = 0.23
Identities = 27/28 (96%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtagggggteg 1201

Sbjct: 36560 cgacagttggcgegecaggtagggggtg 36587

>dbj|AP003991. 3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC
clone:0J1077 Al12
Length = 149089

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 27/28 (96%)
Strand = Plus / Plus

Query: 1174 cgacagctggcgegecaggtagggggtg 1201

Sbjct: 3663 cgacagttggcgegecaggtagggggtg 3690

Score = 44.1 bits (22), Expect = 3.5
Identities = 25/26 (96%)
Strand = Plus / Minus

Query: 1174  cgacagctggcgegecaggtaggggg 1199

Sbjct: 129955 cgacagctggagecgecaggtaggggg 129930

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

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 30/32 (93%)
Strand = Plus / Minus



Query: 1173 ccgacagctggegegecaggtagggggtgtgt 1204

Sbjct: 66521 ccgacatctggegegecaggtagggtgtgtgt 66490

>dbj|AP003974. 3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC
clone:0J1003 F05
Length = 147472

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 30/32 (93%)
Strand = Plus / Minus

Query: 1173  ccgacagctggcegegecaggtagggggtgtgt 1204

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 = 0.23
Identities = 27/28 (96%)
Strand = Plus / Minus

Query: 1174 cgacagctggecgegecaggtagggggtg 1201

Sbjct: 54023 cgacagttggcgegecaggtagggggteg 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 = 0.23
Tdentities = 30/32 (93%)
Strand = Plus / Minus

Query: 1174  cgacagctggecgegecaggtagggggtgtgte 1205

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 = 0.23
Identities = 24/24 (100%)
Strand = Plus / Plus

Query: 1176 acagctggcgegeccaggtaggggg 1199

Sbjct: 66981 acagctggcgegecaggtaggggg 67004

>db j|AP004030. 2| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC
clone:0J1145 EO05
Length = 101333

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 27/28 (96%)
Strand = Plus / Plus

Query: 1174 cgacagctggecgegecaggtagggggtg 1201

Sbjct: 84158 cgacagttggcgegecaggtagggggte 84185

>emb|AL731618. 3| Oryza sativa genomic DNA, chromosome 4, BAC clone: OSJNBb0012A12,
complete sequence
Length = 122766

Score = 48.1 bits (24), Expect = 0.23
Identities = 27/28 (96%)
Strand = Plus / Plus

Query: 1174 cgacagctggegegecaggtagggggtg 1201

Sbjct: 8706 cgacagttggcgegecaggtaggggegtg 8733

>emb |AL663012. 3| Oryza sativa genomic DNA, chromosome 4, BAC clone: OSJNBbOOG69NOL,
complete sequence
Length = 180264

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 27/28 (96%)
Strand = Plus / Plus



Query: 1174  cgacagctggegegecaggtaggggegtg 1201

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 = 0.23
Tdentities = 30/32 (93%)
Strand = Plus / Minus

Query: 1174 cgacagctggegegecaggtagggggtgtgte 1205

Sbjct: 50301 cgacagttggegegecaggtaggggttgtgte 50270

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

Score = 48.1 bits (24), Expect = 0.23
Identities = 27/28 (96%)
Strand = Plus / Minus

Query: 1174  cgacagctggegegecaggtaggggegtg 1201

Sbjct: 144424 cgacagttggcgegecaggtagggggtg 144397

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

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 27/28 (96%)
Strand = Plus / Minus

Query: 1174 cgacagctggegegecaggtagggggtg 1201

Sbjct: 24812 cgacagttggegegecaggtagggggtg 24785

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



Score = 48.1 bits (24), Expect = 0.23
Identities = 27/28 (96%)
Strand = Plus / Plus

Query: 1174 cgacagctggecgegecaggtagggggtg 1201

Sbjct: 35648 cgacagttggcgegecaggtagggggtg 35675

>emb |X68678. 1| Z.mays gene for cyclophilin
Length = 2598

Score = 48.1 bits (24), Expect = 0.23
Tdentities = 42/48 (87%)
Strand = Plus / Plus

Query: 270 ttttgatggtatgttaaatttgtgtgtcatttgtttgatggatttagt 317

Sbjct: bb8 ttttgatgatctgttaagtttaggtgtaatttgtttgatggatttagt 605

>emb|X82087. 1| Z.diploperennis Grandel gene
Length = 8449

Score = 48.1 bits (24), Expect
Identities = 31/32 (96%), Gaps
Strand = Plus / Minus

0.23
1/32 (3%)

Query: 562 ttgtgggggatagatat—ccccgggtcecacta 592

Sbjct: 992 ttgtgggggatagatatccccegggtecacta 961

>gb|AC208340. 4| Zea mays BAC clone CH201-53J11 from chromosome 5, complete sequence
Length = 187725

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 4170 aaacgccgacagttggegegecaggtagggg 4140



Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 49380 aaacgccgacagttggegegecaggtagggeg 49410

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 57575 aaacgccgacagttggegegecaggtagggg 57545

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 82787 aaacgccgacagttggegegecaggtagggeg 82817

Score = 44.1 bits (22), Expect = 3.5



Identities = 25/26 (96%)
Strand = Plus / Minus

Query: 1173 ccgacagctggegegecaggtagggg 1198

Sbjct: 69916 ccgacagttggecgegecaggtagggg 69891

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 52277 aaacgccgacagttggegegecaggtagggeg 52307

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 94136 aaacgccgacagttggegegecaggtagggeg 94106

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 112762 aaacgccgacagttggegegecaggtagggg 112792

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)



Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 57140 aaacgccgacagttggegegecaggtagggeg 57110

Score = 44.1 bits (22), Expect = 3.5
Identities = 28/30 (93%)
Strand = Plus / Plus

Query: 298 atttgtttgatggatttagtaaaggttatg 327

Sbjct: 182189 atttgtttggtggatttagtagaggttatg 182218

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 77633 aaacgccgacagttggegegecaggtagggeg 77603

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

Score = 46.1 bits (23), Expect = 0.90



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

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 6768 aaacgccgacagttggegegecaggtagggg 6738

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggegegecaggtagggg 1198

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 = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 107278 aaacgccgacagttggegegecaggtagggg 107308

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)



Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 160565 aaacgccgacagttggegegecaggtagggg 160535

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 25/26 (96%)
Strand = Plus / Minus

Query: 1173 ccgacagctggegegecaggtagggg 1198

Sbjct: 26505 ccgacagttggegegecaggtagggeg 26480

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

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 23565 aaacgccgacagttggegegecaggtagggg 23595

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 58049 aaacgccgacagttggegegecaggtagggeg 58079

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus



Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 81733 aaacgccgacagttggegegecaggtagggg 81703

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 19944 aaacgccgacagttggecgegecaggtagggeg 19974

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.90
Identities = 29/31 (93%)



Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 21578 aaacgccgacagttggegegecaggtagggg 21608

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 45262 aaacgccgacagttggegegecaggtagggeg 45232

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 79745 aaacgccgacagttggegegecaggtagggg 79715

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

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus



Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 42913 aaacgccgacagttggegegecaggtagggg 42943

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 149647 aaacgccgacagttggegegecaggtagggg 149677

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

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 56936 aaacgccgacagttggecgegecaggtagggg 56906

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 1307 aaacgccgacagttggegegecaggtagggg 1277

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus



Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 156005 aaacgccgacagttggegegecaggtagggg 156035

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 73957 aaacgccgacagttggegegecaggtagggg 73987

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus



Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 43908 aaacgccgacagttggegegecaggtagggg 43878

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 28715 aaacgccgacagttggegegecaggtagggg 28685

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 156086 aaacgccgacagttggegegecaggtagggg 156056
>gb|FJ386410. 1| Zea mays clone L4-a StarkB element, partial sequence
Length = 890

0.90
1/67 (1%)

Score = 46.1 bits (23), Expect
Identities = 57/67 (85%), Gaps



Strand = Plus / Plus

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectctctaagegg 1040

Sbjct: 362 tgtaatccaccacataaaagatccacaccaggaagtagggtgttacgtctctetaagegg 421

Query: 1041 cccaaac 1047

[T
Sbjct: 422 tccaaac 428

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 13212 aaacatcgacagttggcgecgecaggtagggg 13242

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 19723 aaacatcgacagttggcgecgecaggtagggg 19693

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 39396 aaacatcgacagttggecgegecaggtagggeg 39426



Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 97242 aaacatcgacagttggegegecaggtagggg 97272

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 51769 aaacgccgacagttggegegecaggtagggeg 51799

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 131072 aaacaccgacagttggcacgccaggtagggg 131102



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

Score = 46.1 bits (23), Expect = 0.90
Identities = 23/23 (100%)
Strand = Plus / Plus

Query: 1181 tggcgcgccaggtagggggtgtg 1203

Sbjct: 353 tggcgegecaggtagggggtgtg 375

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 23/23 (100%)
Strand = Plus / Plus

Query: 1181 tggcgcgecaggtagggggtgtg 1203

Sbjct: 26  tggcgcgecaggtaggggetgtg 48

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

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198



Sbjct: 114757 aaacgccgacagttggecgegecaggtagggg 114727

>gb|AC232337. 2| Oryza minuta clone OM Ba0147P17, complete sequence
Length = 111380

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 26/27 (96%)
Strand = Plus / Plus

Query: 1173 ccgacagctggegegecaggtaggggg 1199

Sbjct: 16560 ccgacagttggegegecaggtaggggg 16586

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 26/27 (96%)
Strand = Plus / Minus

Query: 1173 ccgacagctggegegecaggtaggggg 1199

Sbjct: 39516 ccgacatctggegegecaggtaggggg 39490

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

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 52583 aaacgccgacagttggegegecaggtagggeg 52613

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus



Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 43923 aaacgccgacagttggegegecaggtagggg 43953

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

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 19091 aaacgccgacagttggegegecaggtagggg 19121

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

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 = 0.90
Identities = 26/27 (96%)



Strand = Plus / Minus

Query: 1174 cgacagctggcegegecaggtagggggt 1200

Sbjct: 69320 cgacagctggegegecaggtaaggggt 69294

>gb|EU940899. 1| Zea mays clone 1168123 mRNA sequence
Length = 3007

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 1968 aaacgccgacagttggegegecaggtagggg 1998

>gb|AC229778. 1| Oryza minuta clone OM Ba0085P10, complete sequence
Length = 103044

Score = 46.1 bits (23), Expect = 0.90
Identities = 23/23 (100%)
Strand = Plus / Plus

Query: 1177 cagctggecgegecaggtaggggg 1199

Sbjct: 47518 cagctggecgegecaggtaggggg 47540

>gb|CP001078. 1| Clostridium botulinum E3 str. Alaska E43, complete genome
Length = 3659644

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 23/23 (100%)
Strand = Plus / Plus

Query: 471 tttgataaaaaaggtaaagtaga 493

Sbjct: 1648880 tttgataaaaaaggtaaagtaga 1648902

>gb|AC225785. 1| Oryza granulata, complete sequence
Length = 117123



Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 36202 aaacatcgacagttggecgegecaggtagggeg 36172

>gb |EF190046. 1| Zea mays clone 46F3FF4R-H2 chromosome B, genomic sequence
Length = 578

Score = 46.1 bits (23), Expect
Tdentities = 54/63 (85%), Gaps
Strand = Plus / Plus

0. 90
1/63 (1%)

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectcectectaagegg 1040

Sbjct: 270 tgtaacccaccacataaaagatctacaccaggaagtagggtgttatgectctctaagegg 329

Query: 1041 ccc 1043

]
Sbjct: 330 ccc 332

>gb|EF190045. 1| Zea mays clone 46F3FF4R-H1 chromosome B, genomic sequence
Length = 577

0.90
1/63 (1%)

Score = 46.1 bits (23), Expect
Identities = 54/63 (85%), Gaps
Strand = Plus / Plus

Query: 982 tgtaacccaccacatata—gatccatcccaagaagtagtgtattacgectcectectaagegg 1040

Sbjct: 270 tgtaacccaccacataaaagatctacaccaggaagtagggtgttatgectectetaagegg 329

Query: 1041 ccc 1043

]
Sbjct: 330 ccc 332

>gb|AC196850. 2| Sorghum bicolor clone SB BBc0140005, complete sequence
Length = 112839



Score = 46.1 bits (23), Expect = 0.90
Identities = 23/23 (100%)
Strand = Plus / Minus

Query: 1181 tggcgcgecaggtagggggtgtg 1203

Sbjct: 6943 tggcgcgecaggtagggggtgtg 6921

>gb|AC196847. 2| Sorghum bicolor clone SB BBc0109L12, complete sequence
Length = 112916

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 23/23 (100%)
Strand = Plus / Minus

Query: 1181 tggcgecgecaggtagggggtgtg 1203
NARRRARRRNARRANRRA Y

Sbjct: 20035 tggcgegecaggtagggggtgtg 20013

>gb|AC196837. 2| Sorghum bicolor clone SB BBc0073F19, complete sequence
Length = 105211

Score = 46.1 bits (23), Expect = 0.90
Identities = 23/23 (100%)
Strand = Plus / Plus

Query: 1181 tggcgcgecaggtagggggtgtg 1203

Sbjet: 115 tggcgegecaggtagggggtgtg 137

>gb|DQ493648. 1| Zea mays cultivar I137TN bz locus region
Length = 120751

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 26152 aaacaccgatagttggecgegecaggtagggeg 26182



Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 94738 aaacgccgacagttggegegecaggtagggeg 94768

>emb |CR855167. 1| Oryza sativa genomic DNA, chromosome 4, BAC clone: 0SIGBa0127A14,
complete sequence
Length = 81442

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 23/23 (100%)
Strand = Plus / Minus

Query: 1180 ctggcgegecaggtagggggtgt 1202

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 = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 73780 aaacgccgacagttggegegecaggtagggg 73810

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168  aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 109963 aaacgccgacagttggcgegecaggtagggg 109933



Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 136436 aaacgccgacagttggegegecaggtagggg 136406

>gb|AC169378. 2| Sorghum bicolor clone SB BBc0007L02, complete sequence
Length = 138518

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 3582 aaacaccgacagttggcgegecagatagggg 3612

>gb|AC165172. 2| Zea mays clone CH201-171E16, complete sequence
Length = 180971

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 16033 aaacgccgacagttggegegecaggtagggeg 16003

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 72192 aaacaccaacagttggecgegecaggtagggg 72222



Score = 46.1 bits (23), Expect = 0.90
Identities = 41/47 (87%)
Strand = Plus / Plus

Query: 350 ggtgggttttacagagtttaaactagcggattatatagtggtataga 396

Sbjct: 88108 ggtgtgttttgcaaagtttaaactagtagattatatagtagtataga 88154

Score = 46.1 bits (23), Expect = 0.90
Tdentities = 29/31 (93%)
Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 122060 aaacgccgacagttggegegecaggtagggg 122030

>gb|AC157319. 2| Zea mays clone ZMMBBb-136E2, complete sequence
Length = 138186

Score = 46.1 bits (23), Expect = 0.90
Identities = 29/31 (93%)
Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgegecaggtagggg 1198

Sbjct: 93286 aaacgccgacagttggecgegecaggtagggeg 93316

Score = 44.1 bits (22), Expect = 3.5
Tdentities = 25/26 (96%)
Strand = Plus / Plus

Query: 1173 ccgacagctggegegecaggtagggg 1198

Sbjct: 47153 ccgacagttggegegecaggtagggg 47178

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: 572, 545, 080

Number of extensions: 29811019

Number of successful extensions: 570449
Number of sequences better than 10.0: 393
Number of HSP’s gapped: 570335

Number of HSP’s successfully gapped: 835
Length of query: 2212

Length of database: 30, 878, 341, 354

Length adjustment: 24

Effective length of query: 2188

Effective length of database: 30, 605, 918, 290
Effective search space: 66965749218520
Effective search space used: 66965749218520
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)



