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Score E

Sequences producing significant alignments: (bits) Value

gb|EF468501.1| Zea mays clone pBK118-2 retrotransposons GrandeB,... 1031 0.0

gb|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 1e-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 1e-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 5e-24

gb|EF468502.1| Zea mays clone pBK118-3 LL repeat sequence 123 5e-24

gb|EU952187.1| Zea mays clone 1218827 hypothetical protein mRNA,... 119 7e-23

gb|EF190066.1| Zea mays clone PS53 chromosome B, genomic sequence 119 7e-23

gb|EF190062.1| Zea mays clone FS2_20 chromosome B, genomic sequence 119 7e-23

gb|AC225631.3| Zea mays BAC clone CH201-111A2 from chromosome 8,... 117 3e-22

gb|EF190051.1| Zea mays clone 46F3FF5Rm5 chromosome B, genomic s... 115 1e-21

gb|AC229878.2| Zea mays BAC clone CH201-108P8 from chromosome 9,... 113 5e-21

gb|DQ002407.1| Zea mays copia retrotransposon opie1, gypsy retro... 113 5e-21

gb|AC196084.4| Zea mays BAC clone CH201-52A17 from chromosome 5,... 111 2e-20

gb|AC194844.5| Zea mays BAC clone CH201-463C23 from chromosome 5... 111 2e-20

gb|AC203533.4| Zea mays BAC clone CH201-452L5 from chromosome 5,... 111 2e-20

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



gb|EF190053.1| Zea mays clone 46F3FF5Rs2 chromosome B, genomic s... 111 2e-20

gb|EF190052.1| Zea mays clone 46F3FF5Rs1 chromosome B, genomic s... 111 2e-20

gb|AC185486.5| Zea mays BAC clone CH201-162J17 from chromosome 5... 109 7e-20

gb|FJ386419.1| Zea mays clone R4-b StarkB element, partial sequence 109 7e-20

gb|AY555142.1| Zea mays BAC clone c573F08, complete sequence 109 7e-20

emb|AJ312473.1| Zea mays Grande retrotransposon DNA, partial LTR... 109 7e-20

gb|DQ493650.1| Zea mays cultivar A188 bz locus region 105 1e-18

gb|DQ493646.1| Zea mays cultivar CML258 bz locus region 105 1e-18

gb|AF448416.1| Zea mays B73 chromosome 9S bz genomic region 105 1e-18

gb|AY664416.1| Zea mays cultivar Mo17 locus bz, complete sequence 105 1e-18

gb|AY664415.1| Zea mays cultivar B73 locus 9009, complete sequence 105 1e-18

gb|EF468503.1| Zea mays clone pBK118-4 retrotransposon GrandeB, ... 103 4e-18

gb|AC209754.5| Zea mays BAC clone CH201-23E16 from chromosome 5,... 101 2e-17

gb|EF190049.1| Zea mays clone 46F3FF5Rm3 chromosome B, genomic s... 101 2e-17

gb|EF190050.1| Zea mays clone 46F3FF5Rm4 chromosome B, genomic s... 100 7e-17

gb|AC203284.4| Zea mays BAC clone CH201-504M1 from chromosome 5,... 98 3e-16

gb|AC203072.5| Zea mays BAC clone CH201-26J18 from chromosome 6,... 98 3e-16

gb|FJ386423.1| Zea mays clone R6-b StarkB element, partial sequence 98 3e-16

gb|AC230040.3| Zea mays BAC clone CH201-122P19 from chromosome 7... 98 3e-16

gb|AC217319.3| Zea mays BAC clone ZMMBBb-86E19 from chromosome 5... 98 3e-16

gb|AC198320.5| Zea mays BAC clone ZMMBBb-334D6 from chromosome 5... 98 3e-16

gb|AC229879.2| Zea mays BAC clone CH201-103M12 from chromosome 8... 96 1e-15

gb|AC206691.5| Zea mays BAC clone CH201-149B20 from chromosome 1... 96 1e-15

gb|EF468507.1| Zea mays clone pBK118-8 LL repeat sequence 96 1e-15

gb|DQ493647.1| Zea mays cultivar NalTel bz locus region 96 1e-15

gb|AC206303.5| Zea mays BAC clone CH201-328A17 from chromosome 5... 94 4e-15

gb|AC211313.4| Zea mays BAC clone CH201-9J2 from chromosome 5, c... 94 4e-15

gb|AC231746.2| Zea mays BAC clone CH201-98H14 from chromosome 6,... 94 4e-15

gb|AC165174.2| Zea mays clone ZMMBBb-127F19, complete sequence 94 4e-15

gb|AC152494.1| Zea mays BAC clone Z418K17, complete sequence 94 4e-15

gb|AC160211.1| Genomic seqeunce for Zea mays BAC clone ZMMBBb044... 94 4e-15

gb|AF466932.1| Zea mays clone BAC 206C17, complete sequence 94 4e-15

emb|X97604.1| Z.diploperennis DNA for Grande1-4 retrotransposon 94 4e-15

gb|EF190065.1| Zea mays clone PS52 chromosome B, genomic sequence 90 7e-14

gb|AY325816.1| Zea mays BAC clone Z013I05, complete sequence 90 7e-14

gb|EF468511.1| Zea mays clone pBS-2 LL repeat sequence 86 1e-12

gb|AY574035.1| Zea mays rust resistance protein rp3-1 (rp3-1) ge... 86 1e-12

emb|AJ312503.1| Zea mays subsp. mexicana Grande retrotransposon ... 86 1e-12

gb|AC226723.4| Zea mays BAC clone CH201-110I20 from chromosome 6... 82 2e-11

gb|AC204225.4| Zea mays BAC clone CH201-427P14 from chromosome 5... 80 6e-11

gb|U68403.1|ZMU68403 Zea mays retrotransposon Grande-Zm 5' LTR a... 80 6e-11

gb|EF190048.1| Zea mays clone 46F3FF5Rm1 chromosome B, genomic s... 78 3e-10

gb|EF468510.1| Zea mays clone pBS-1 LL repeat sequence 74 4e-09

gb|EF468508.1| Zea mays clone pB3-201 retrotransposon GrandeB, c... 74 4e-09

gb|EF190064.1| Zea mays clone pStark5.5 chromosome B, genomic se... 74 4e-09

emb|AJ312504.1| Zea mays subsp. mexicana Grande retrotransposon ... 74 4e-09

gb|AC204937.4| Zea mays BAC clone CH201-488A19 from chromosome 5... 70 6e-08

gb|AC205029.6| Zea mays BAC clone CH201-7M14 from chromosome 5, ... 70 6e-08

emb|X97605.1| Z.diploperennis DNA for Grande1-6 retrotransposon 70 6e-08



gb|FJ386429.1| Zea mays clone R9-b StarkB element, partial sequence 66 1e-06

gb|FJ386412.1| Zea mays clone L5-a StarkB element, partial sequence 66 1e-06

gb|EF190063.1| Zea mays clone FS3_49 chromosome B, genomic sequence 66 1e-06

gb|DQ183075.1| Zea mays clone A-RGA7 resistance gene analog-like... 66 1e-06

gb|EF468505.1| Zea mays clone pBK118-6 LL repeat sequence 64 4e-06

gb|AC210188.4| Zea mays BAC clone CH201-257L10 from chromosome 5... 58 2e-04

gb|FJ386425.1| Zea mays clone R7-b StarkB element, partial sequence 58 2e-04

gb|EF468506.1| Zea mays clone pBK118-7 LL repeat sequence and re... 58 2e-04

gb|EF468500.1| Zea mays clone pBK118-1 LL repeat sequence and re... 58 2e-04

emb|AJ312460.1| Zea mays Grande retrotransposon DNA, partial LTR... 58 2e-04

gb|EZ064107.1| TSA: Zea mays contig65230, mRNA sequence 56 0.001

gb|AC229874.3| Zea mays BAC clone CH201-314N3 from chromosome 3,... 54 0.004

gb|GU235996.1| Coix lacryma-jobi 22-kDa prolamin gene cluster, c... 54 0.004

gb|AC226722.2| Zea mays BAC clone CH201-146D18 from chromosome 1... 54 0.004

gb|AC186565.4| Zea mays BAC clone ZMMBBb-610A7 from chromosome 5... 54 0.004

gb|AC194974.4| Zea mays BAC clone CH201-115G11 from chromosome 5... 54 0.004

gb|FJ386416.1| Zea mays clone L7-a StarkB element, partial sequence 54 0.004

gb|FJ386414.1| Zea mays clone L6-a StarkB element, partial sequence 54 0.004

gb|AC237090.1| Oryza granulata clone OG_ABa0119F03, complete seq... 54 0.004

gb|AC231756.2| Zea mays BAC clone CH201-111G11 from chromosome 1... 54 0.004

gb|AC233030.1| Oryza minuta clone OM__Ba0022H02, complete sequence 54 0.004

gb|EU965848.1| Zea mays clone 289347 hypothetical protein mRNA, ... 54 0.004

gb|AC231332.1| Oryza minuta clone OM__Ba0219N21, complete sequence 54 0.004

gb|BT043326.1| Zea mays full-length cDNA clone ZM_BFc0158M15 mRN... 54 0.004

gb|EU338354.1| Zea mays cultivar W22 bz gene locus, complete seq... 54 0.004

gb|EF190044.1| Zea mays clone 46F3FF4R-4 chromosome B, genomic s... 54 0.004

gb|AC196829.2| Sorghum bicolor clone SB_BBc0050H06, complete seq... 54 0.004

gb|AC196818.2| Sorghum bicolor clone SB_BBc0005H14, complete seq... 54 0.004

gb|AC165173.2| Zea mays clone ZMMBBb-125O19, complete sequence 54 0.004

gb|AY455286.1| Zea mays chloroplast phytoene synthase (Y1) gene,... 54 0.004

gb|GU080322.1| Saccharum hybrid cultivar R570 clone BAC 086H20, ... 52 0.015

gb|AC231130.2| Oryza minuta clone OM__Ba0135C17, complete sequence 52 0.015

gb|AC229876.2| Zea mays BAC clone CH201-115J9 from chromosome 8,... 52 0.015

gb|BT069726.1| Zea mays full-length cDNA clone ZM_BFb0216P01 mRN... 52 0.015

gb|EU952061.1| Zea mays clone 1145983 hypothetical protein mRNA,... 52 0.015

gb|AC213133.1| Oryza glaberrima clone OG_BBa0042C22, complete se... 52 0.015

gb|EF659468.1| Zea mays clone BAC b0288K09 AP2 domain transcript... 52 0.015

gb|EF659467.1| Zea mays clone BAC m.pk066.l14 AP2 domain transcr... 52 0.015

emb|CR855170.1| Oryza sativa genomic DNA, chromosome 4, BAC clon... 52 0.015

gb|AC105320.2| Oryza sativa Japonica Group chromosome 5 clone OJ... 52 0.015

gb|AC117264.2| Oryza sativa Japonica Group chromosome 5 clone OJ... 52 0.015

gb|AC135924.2| Oryza sativa Japonica Group chromosome 5 clone P0... 52 0.015

gb|AC130598.2| Oryza sativa Japonica Group chromosome 5 clone OS... 52 0.015

gb|AC145127.1| Oryza sativa Japonica Group chromosome 10 clone P... 52 0.015

gb|AC165267.2| Zea mays clone ZMMBBb-151F20, complete sequence 52 0.015

gb|AC092388.5| Oryza sativa chromosome 10 BAC OSJNBa0011L09 geno... 52 0.015

gb|AC068654.2| Genomic Sequence For Oryza sativa (japonica culti... 52 0.015

dbj|AP006233.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP005460.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015



dbj|AP004729.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP003458.4| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP005684.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP005834.4| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP006556.2| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP005414.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP004229.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP003988.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP005563.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP003525.2| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP006062.2| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP005795.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP005512.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP004645.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP004375.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP006237.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

emb|AL731605.3| Oryza sativa genomic DNA, chromosome 4, BAC clon... 52 0.015

dbj|AP004611.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP004821.4| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

emb|AL606634.2| Oryza sativa genomic DNA, chromosome 4, BAC clon... 52 0.015

dbj|AP003760.4| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP004194.3| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

dbj|AP002482.1| Oryza sativa Japonica Group genomic DNA, chromos... 52 0.015

emb|AL713941.3| Oryza sativa chromosome 12, . BAC OSJNBa0006M08 ... 52 0.015

emb|AL731592.2| Oryza sativa genomic DNA, chromosome 4, BAC clon... 52 0.015

gb|GQ407104.1| Oryza granulata chromosome 6 clone BAC a0186L08/a... 50 0.057

gb|AC231811.1| Oryza minuta clone OM__Ba0091E17, complete sequence 50 0.057

gb|AF391808.3| Zea mays cultivar McC bz locus region 50 0.057

gb|EF190043.1| Zea mays clone 46F3FF4R-3 chromosome B, genomic s... 50 0.057

emb|CR855225.1| Oryza sativa genomic DNA, chromosome 4, BAC clon... 50 0.057

gb|AC083945.3| Oryza sativa Japonica Group chromosome X clone OS... 50 0.057

gb|AC135929.2| Oryza sativa Japonica Group chromosome 5 clone P0... 50 0.057

gb|AC136226.2| Oryza sativa Japonica Group chromosome 5 clone OS... 50 0.057

gb|AC108498.2| Oryza sativa Japonica Group chromosome 5 clone OJ... 50 0.057

gb|AC134348.2| Oryza sativa Japonica Group chromosome 5 clone P0... 50 0.057

emb|AL606649.4| Oryza sativa genomic DNA, chromosome 4, BAC clon... 50 0.057

gb|AY530950.1| Zea mays putative zinc finger protein (Z438D03.1)... 50 0.057

dbj|AP005866.2| Oryza sativa Japonica Group genomic DNA, chromos... 50 0.057

dbj|AP003435.2| Oryza sativa Japonica Group genomic DNA, chromos... 50 0.057

gb|AC207417.4| Zea mays BAC clone CH201-186N18 from chromosome 5... 48 0.23

gb|AC229780.2| Oryza minuta clone OM__Ba0081J07, complete sequence 48 0.23

gb|AC231887.2| Oryza minuta clone OM__Ba0018L21, complete sequence 48 0.23

gb|AC225222.3| Zea mays BAC clone CH201-123I12 from chromosome 1... 48 0.23

gb|FJ266023.1| Oryza granulata clone OG_ABa077F15_032P05, comple... 48 0.23

gb|AC231882.1| Oryza minuta clone OM__Ba0091G05, complete sequence 48 0.23

gb|AC229741.1| Oryza minuta clone OM__Ba0230E13, complete sequence 48 0.23

gb|AC223439.1| Oryza brachyantha, complete sequence 48 0.23

emb|AM489152.2| Vitis vinifera contig VV78X015348.8, whole genom... 48 0.23

gb|AC097176.3| Oryza sativa Japonica Group chromosome 5 clone OJ... 48 0.23



gb|AC078839.4| Oryza sativa Japonica Group chromosome X clone OS... 48 0.23

gb|AC130602.5| Oryza sativa Japonica Group chromosome 5 clone B1... 48 0.23

gb|AC087552.3| Oryza sativa Japonica Group chromosome 5 clone P0... 48 0.23

dbj|AP005458.3| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

dbj|AP005456.3| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

dbj|AP005570.3| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

dbj|AP005424.3| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

dbj|AP005774.5| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

dbj|AP003991.3| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

dbj|AP003977.3| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

dbj|AP003974.3| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

dbj|AP003724.2| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

dbj|AP005628.3| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

emb|AL606615.4| Oryza sativa genomic DNA, chromosome 4, BAC clon... 48 0.23

dbj|AP004030.2| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

emb|AL731618.3| Oryza sativa genomic DNA, chromosome 4, BAC clon... 48 0.23

emb|AL663012.3| Oryza sativa genomic DNA, chromosome 4, BAC clon... 48 0.23

dbj|AP005464.3| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

dbj|AP003204.3| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

dbj|AP002968.2| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

dbj|AP002525.1| Oryza sativa Japonica Group genomic DNA, chromos... 48 0.23

emb|X68678.1| Z.mays gene for cyclophilin 48 0.23

emb|X82087.1| Z.diploperennis Grande1 gene 48 0.23

gb|AC208340.4| Zea mays BAC clone CH201-53J11 from chromosome 5,... 46 0.90

gb|AC216353.5| Zea mays BAC clone CH201-194K18 from chromosome 5... 46 0.90

gb|AC205514.6| Zea mays BAC clone CH201-227F5 from chromosome 5,... 46 0.90

gb|AC210260.5| Zea mays BAC clone CH201-44F4 from chromosome 5, ... 46 0.90

gb|AC190571.5| Zea mays BAC clone CH201-151G9 from chromosome 5,... 46 0.90

gb|AC216070.4| Zea mays BAC clone CH201-459P15 from chromosome 5... 46 0.90

gb|AC226721.2| Zea mays BAC clone CH201-150M20 from chromosome 1... 46 0.90

gb|AC213983.4| Zea mays BAC clone CH201-326E16 from chromosome 5... 46 0.90

gb|AC225944.3| Zea mays BAC clone CH201-127G5 from chromosome 10... 46 0.90

gb|AC214043.4| Zea mays BAC clone CH201-299G22 from chromosome 5... 46 0.90

gb|AC196472.3| Zea mays BAC clone ZMMBBb-235B12 from chromosome ... 46 0.90

gb|AC185472.4| Zea mays BAC clone CH201-257N23 from chromosome 5... 46 0.90

gb|AC201762.5| Zea mays BAC clone CH201-479M22 from chromosome 5... 46 0.90

gb|AC203071.4| Zea mays BAC clone CH201-184N10 from chromosome 5... 46 0.90

gb|AC203365.4| Zea mays BAC clone ZMMBBb-196K7 from chromosome 5... 46 0.90

gb|AC196774.5| Zea mays BAC clone CH201-435B12 from chromosome 5... 46 0.90

gb|AC203430.5| Zea mays BAC clone CH201-142M10 from chromosome 5... 46 0.90

gb|AC186011.4| Zea mays BAC clone CH201-417E17 from chromosome 5... 46 0.90

gb|AC195458.4| Zea mays BAC clone CH201-478O8 from chromosome 5,... 46 0.90

gb|AC191361.5| Zea mays BAC clone CH201-216O9 from chromosome 5,... 46 0.90

gb|AC190647.4| Zea mays BAC clone ZMMBBb-216G14 from chromosome ... 46 0.90

gb|AC215174.5| Zea mays BAC clone CH201-70P8 from chromosome 5, ... 46 0.90

gb|AC211535.5| Zea mays BAC clone ZMMBBb-223D21 from chromosome ... 46 0.90

gb|FJ386410.1| Zea mays clone L4-a StarkB element, partial sequence 46 0.90

gb|AC237089.1| Oryza granulata clone OG_ABa0096O23, complete seq... 46 0.90

gb|AC237088.1| Oryza granulata clone OG_ABa0089G14, complete seq... 46 0.90



gb|AC237087.1| Oryza granulata clone OG_ABa0028G18, complete seq... 46 0.90

gb|AC229873.2| Zea mays BAC clone CH201-387D15 from chromosome 2... 46 0.90

ref|XM_002442558.1| Sorghum bicolor hypothetical protein, mRNA 46 0.90

ref|XM_002465520.1| Sorghum bicolor hypothetical protein, mRNA 46 0.90

gb|FJ614806.1| Zea mays cultivar B73 p cluster, complete sequence 46 0.90

gb|AC213848.4| Zea mays BAC clone CH201-495D12 from chromosome 5... 46 0.90

gb|AC232337.2| Oryza minuta clone OM__Ba0147P17, complete sequence 46 0.90

gb|AC213131.2| Oryza glaberrima clone OG_BBa0031E23, complete se... 46 0.90

gb|AC217961.4| Zea mays BAC clone ZMMBBb-353K3 from chromosome 6... 46 0.90

gb|AC187050.5| Zea mays BAC clone ZMMBBb-293C24 from chromosome ... 46 0.90

gb|AC231617.2| Zea mays BAC clone CH201-190G15 from chromosome 8... 46 0.90

gb|AC229877.2| Zea mays BAC clone CH201-111O5 from chromosome 9,... 46 0.90

gb|FJ032637.1| Oryza ridleyi clone a0301G20 Monoculm1 and Mlo fa... 46 0.90

gb|EU940899.1| Zea mays clone 1168123 mRNA sequence 46 0.90

gb|AC229778.1| Oryza minuta clone OM__Ba0085P10, complete sequence 46 0.90

gb|CP001078.1| Clostridium botulinum E3 str. Alaska E43, complet... 46 0.90

gb|AC225785.1| Oryza granulata, complete sequence 46 0.90

gb|EF190046.1| Zea mays clone 46F3FF4R-H2 chromosome B, genomic ... 46 0.90

gb|EF190045.1| Zea mays clone 46F3FF4R-H1 chromosome B, genomic ... 46 0.90

gb|AC196850.2| Sorghum bicolor clone SB_BBc0140O05, complete seq... 46 0.90

gb|AC196847.2| Sorghum bicolor clone SB_BBc0109L12, complete seq... 46 0.90

gb|AC196837.2| Sorghum bicolor clone SB_BBc0073F19, complete seq... 46 0.90

gb|DQ493648.1| Zea mays cultivar I137TN bz locus region 46 0.90

emb|CR855167.1| Oryza sativa genomic DNA, chromosome 4, BAC clon... 46 0.90

gb|DQ417752.1| Zea mays B73 pathogenesis-related protein 2 and G... 46 0.90

gb|AC169378.2| Sorghum bicolor clone SB_BBc0007L02, complete seq... 46 0.90

gb|AC165172.2| Zea mays clone CH201-171E16, complete sequence 46 0.90

gb|AC157319.2| Zea mays clone ZMMBBb-136E2, complete sequence 46 0.90

gb|AC152495.1| Zea mays BAC clone Z486N13, complete sequence 46 0.90

gb|AF528565.1| Zea mays cultivar BSSS53 chromosome 4 clone BAC 0... 46 0.90

gb|AC147925.2| Oryza sativa Japonica Group chromosome 11 clone O... 46 0.90

gb|AC108761.2| Oryza sativa (japonica cultivar-group) chromosome... 46 0.90

gb|BT018612.1| Zea mays clone EL01N0501C03.d mRNA sequence 46 0.90

gb|BT017984.1| Zea mays clone EL01N0525E01.c mRNA sequence 46 0.90

gb|AC135502.4| Oryza sativa chromosome 3 BAC OSJNBb0085A04 genom... 46 0.90

gb|AC121364.2| Oryza sativa Japonica Group chromosome 5 clone OS... 46 0.90

gb|AC135418.3| Oryza sativa Japonica Group chromosome 5 clone OS... 46 0.90

gb|AC120991.3| Oryza sativa Japonica Group chromosome 5 clone OS... 46 0.90

gb|AC112159.2| Oryza sativa Japonica Group chromosome 5 clone OJ... 46 0.90

gb|AY078063.2| Zea mays B transcriptional activator (b1) gene, b... 46 0.90

gb|DQ002408.1| Zea mays gypsy retrotransposon huck, and copia re... 46 0.90

gb|AC145386.1| Oryza sativa chromosome 3 BAC OSJNBb0028K20 genom... 46 0.90

gb|AC169373.2| Sorghum bicolor clone SB_BBc0188M08, complete seq... 46 0.90

gb|AC137992.2| Oryza sativa chromosome 3 BAC OSJNBb0056B16 genom... 46 0.90

gb|AC165171.2| Zea mays clone CH201-145P10, complete sequence 46 0.90

gb|AC165176.2| Zea mays clone ZMMBBb-177G21, complete sequence 46 0.90

gb|AC122147.1| Oryza sativa Japonica Group chromosome 10 clone O... 46 0.90

gb|AC092553.4| Oryza sativa Japonica Group chromosome 10 clone O... 46 0.90

gb|AC163004.1| Gap filling sequence from Zea mays clone ZMMBBb03... 46 0.90



dbj|AP006849.2| Oryza sativa Japonica Group genomic DNA, chromos... 46 0.90

dbj|AP003874.5| Oryza sativa Japonica Group genomic DNA, chromos... 46 0.90

dbj|AP005820.3| Oryza sativa Japonica Group genomic DNA, chromos... 46 0.90

gb|AY530951.1| Zea mays putative growth-regulating factor 1 (Z21... 46 0.90

gb|AY555143.1| Zea may BAC clone c573L14, complete sequence 46 0.90

gb|AF466202.2| Zea mays putative pol protein gene, partial cds; ... 46 0.90

dbj|AP003911.3| Oryza sativa Japonica Group genomic DNA, chromos... 46 0.90

dbj|AP004705.3| Oryza sativa Japonica Group genomic DNA, chromos... 46 0.90

emb|BX842604.1| Oryza sativa genomic DNA, chromosome 4, BAC clon... 46 0.90

gb|AY144442.1| Sorghum bicolor BAC 95A23/98N8.1 Rph region, part... 46 0.90

gb|AC137696.2| Genomic sequence for Oryza sativa, Nipponbare str... 46 0.90

gb|AC134229.2| Oryza sativa Japonica Group chromosome 3 clone OJ... 46 0.90

gb|AF546189.1| Contiguous genomic DNA sequence comprising the 19... 46 0.90

dbj|AP005244.3| Oryza sativa Japonica Group genomic DNA, chromos... 46 0.90

gb|AF369906.1| Sorghum bicolor clone BAC10J22 Sbb3766 sequence 46 0.90

gb|AF466204.1| Sorghum bicolor clone SBTXS_0045I19, partial sequ... 46 0.90

gb|AF466203.1| Zea mays clone ZMBBb_0092E12, partial sequence 46 0.90

emb|AJ312444.1| Zea mays Grande retrotransposon DNA, partial LTR... 46 0.90

gb|AF050437.1| Zea mays retrotransposon Grande-Zm1 3' LTR, parti... 46 0.90

gb|U68404.1|ZMU68404 Zea mays retrotransposon Huck-2 5' LTR and ... 46 0.90

gb|AC157977.1| Genomic sequence for Zea mays chromosome 8 BAC cl... 46 0.90

gb|AC157487.1| Genomic sequence for Zea mays clone ZMMBBb0614J24... 46 0.90

gb|AY664419.1| Zea mays cultivar Mo17 locus 9009, complete sequence 46 0.90

gb|AY664418.1| Zea mays cultivar Mo17 locus 9008, complete sequence 46 0.90

gb|AY664417.1| Zea mays cultivar Mo17 locus 9002, complete sequence 46 0.90

gb|AY664414.1| Zea mays cultivar B73 locus 9008, complete sequence 46 0.90

gb|AY691949.1| Zea mays alcohol dehydrogenase 1 (adh1A) gene, co... 46 0.90

emb|AL732380.4| Oryza sativa chromosome 12, . BAC OSJNBb0119N22 ... 46 0.90

gb|AF123535.1| Zea mays alcohol dehydrogenase 1 (adh1) gene, adh... 46 0.90

gb|GU080321.1| Saccharum hybrid cultivar R570 clone BAC 095F04, ... 44 3.5

gb|GQ845073.1| Zea mays chromosome 4 PCR sequence AGI.995 genomi... 44 3.5

gb|AC226365.2| Oryza minuta clone OM__Ba0223P12, complete sequence 44 3.5

gb|EZ077797.1| TSA: Zea mays contig13436, mRNA sequence 44 3.5

gb|FJ032628.1| Oryza punctata clone a0082J04 subtilisin-like pro... 44 3.5

gb|CP000932.1| Campylobacter lari RM2100, complete genome 44 3.5

gb|CP001364.1| Chloroflexus sp. Y-400-fl, complete genome 44 3.5

gb|FJ266020.1| Oryza australiensis clone OA_CBa062H21, complete ... 44 3.5

gb|AC226816.1| Oryza minuta clone OM__Ba0145I21, complete sequence 44 3.5

gb|AC226776.1| Oryza minuta clone OM__Ba0084A05, complete sequence 44 3.5

gb|AC229748.1| Oryza minuta clone OM__Ba0197P05, complete sequence 44 3.5

gb|AC223438.1| Oryza brachyantha, complete sequence 44 3.5

ref|XM_001909862.1| Podospora anserina DSM 980 hypothetical prot... 44 3.5

emb|CU638744.1| Podospora anserina genomic DNA chromosome 6, sup... 44 3.5

gb|CP000909.1| Chloroflexus aurantiacus J-10-fl, complete genome 44 3.5

gb|EF396164.1| Zea mays nitrilase 2 (NIT2) gene, complete cds 44 3.5

gb|EF190047.1| Zea mays clone 46F3FF4R-H3 chromosome B, genomic ... 44 3.5

gb|EF190042.1| Zea mays clone 46F3FF4R-2 chromosome B, genomic s... 44 3.5

gb|EF059989.1| Brachypodium sylvaticum hypothetical protein (57h... 44 3.5

emb|CR855106.1| Oryza sativa genomic DNA, chromosome 4, BAC clon... 44 3.5



gb|AC188446.2| Gallus gallus BAC clone CH261-122M13 from chromos... 44 3.5

gb|CP000393.1| Trichodesmium erythraeum IMS101, complete genome 44 3.5

gb|AC157320.2| Zea mays clone ZMMBBb-7C14, complete sequence 44 3.5

gb|CP000284.1| Methylobacillus flagellatus KT, complete genome 44 3.5

gb|AC115727.10| Mus musculus chromosome 3, clone RP23-30A13, com... 44 3.5

gb|AC110735.6| Mus musculus chromosome 1, clone RP24-123P22, com... 44 3.5

gb|AC107851.17| Mus musculus chromosome 9, clone RP23-451B4, com... 44 3.5

gb|AF488416.1| Zea mays chromosome 9 BAC 9C20 complete sequence 44 3.5

gb|AC135956.6| Oryza sativa Japonica Group chromosome 3 clone OS... 44 3.5

gb|AC092387.6| Oryza sativa Japonica Group chromosome 10 clone O... 44 3.5

gb|AC112971.8| Mus musculus chromosome 1, clone RP24-444M12, com... 44 3.5

gb|AC151537.1| Oryza sativa Japonica Group chromosome 3 clone OS... 44 3.5

gb|AC137002.2| Oryza sativa (japonica cultivar-group) chromosome... 44 3.5

gb|AC097175.2| Oryza sativa Japonica Group chromosome 5 clone OJ... 44 3.5

gb|AC137128.17| Mus musculus chromosome 3, clone RP24-271G16, co... 44 3.5

gb|AC093952.2| Oryza sativa Japonica Group chromosome 5 clone OJ... 44 3.5

gb|AC135919.2| Oryza sativa (japonica cultivar-group) chromosome... 44 3.5

gb|AC121523.6| Mus musculus chromosome 18, clone RP24-92N23, com... 44 3.5

gb|AC161177.4| Mus musculus chromosome 18, clone RP24-131H12, co... 44 3.5

gb|AC074327.6| Homo sapiens chromosome 10 clone RP11-556E13, com... 44 3.5

tpg|BK000854.1| TPA: TPA_inf: Oryza sativa transposon Rim2-M255,... 44 3.5

gb|AC119747.1| Genomic sequence for Oryza sativa, Nipponbare str... 44 3.5

gb|AC068924.11| Oryza sativa chromosome 10 BAC OSJNBa0026L12 gen... 44 3.5

gb|AC092172.3| Oryza sativa Japonica Group chromosome 10 clone O... 44 3.5

emb|AL606923.8| Human DNA sequence from clone RP11-361F19 on chr... 44 3.5

gb|AF331854.1|AF331854 Zea mays cultivar B 73 UDP-glucosyltransf... 44 3.5

emb|AL357873.17| Human DNA sequence from clone RP11-344F13 on ch... 44 3.5

emb|AL592043.7| Human DNA sequence from clone RP11-281B1 on chro... 44 3.5

emb|AL583825.8| Human DNA sequence from clone RP11-362H12 on chr... 44 3.5

gb|AC155725.3| Mus musculus 6 BAC RP24-231N5 (Roswell Park Cance... 44 3.5

emb|AL606658.5| Oryza sativa genomic DNA, chromosome 4, BAC clon... 44 3.5

dbj|AP005912.3| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

dbj|AP003574.3| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

dbj|AP005127.5| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

dbj|AP005261.4| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

dbj|AP005199.3| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

dbj|AP005798.3| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

dbj|AP005698.3| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

dbj|AP004156.3| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

dbj|AP004870.3| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

dbj|AP004092.3| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

gb|AY530952.1| Zea mays unknown (Z576C20.2), putative heme oxyge... 44 3.5

dbj|AP004023.3| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

dbj|AP003528.2| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

dbj|AP005319.3| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

dbj|AP005312.2| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

dbj|AP003877.3| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5

emb|BX842606.1| Oryza sativa genomic DNA, chromosome 4, BAC clon... 44 3.5

dbj|AP006523.2| Oryza sativa Japonica Group genomic DNA, chromos... 44 3.5



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 OSJNBa0026A... 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 RP24-225O12 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 RP24-131O15 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 ggcgtattagggatgagtcagcgagattttcggaagattagttcagtttgttcgctatta 847

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

Sbjct: 5721 ggcggattagggatgagtcggtgggattttggggagatcagttcagtcggttcactatta 5662

Query: 848 tttaggagacatatgatcctcatgtacgtatggagtgccccacggtcgtgtatataaggt 907

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

Sbjct: 5661 gttaggagacatatgatcatcatgtacgtttggagtgccccacggtcgagtatataagtc 5602

Query: 908 ccagagggtaccccatcatttctatcgaccatctacctatctcatcagcttttctccatt 967

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

Sbjct: 5601 ctag-gggaaccccatcattt-tatt-accatctacctatctcattagcctctctccatt 5545

Query: 968 caggagacctcgcttgtaacccaccacatatagatccatcccaagaagtagtgtattacg 1027



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

Sbjct: 5544 caggagacaccgcttgtaacaccccacatacagatccgccctaggaagtagggtaatacg 5485

Query: 1028 cctctctaagcggcccaaacttgcagaaaaccgcctatccctctctcg----tgcgtcca 1083

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

Sbjct: 5484 cctctccaagtgacccgaacttgcagaaaattgcatgtctctctctctcttctgcttcca 5425

Query: 1084 gcacgaaccattgagttacaatcaacagcaccgtcctacccaaaagcaccgcaaggggta 1143

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

Sbjct: 5424 gcatgaaccattgagctacagtcaacaacaccatcctacccaaaagcaccgcaaagg-ta 5366

Query: 1144 gccctgggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtg 1203

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

Sbjct: 5365 accctaggtgtgcggtcggactctaaacaccgacagccggcacgccaggtagggggtgtg 5306

Query: 1204 tctttgatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgcccc 1263

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

Sbjct: 5305 tcgttgatcatagctaactcaatggccatcacctccaagtgcaagatcgcccttcacccc 5246

Query: 1264 gggactatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcac 1323

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

Sbjct: 5245 ggaactatgttctgctttggaactatctcttccatagtggatgaagaggggactctgcac 5186

Query: 1324 cgcatagcagatctattggagaagaagctttcctcagaaatctcgaggggagccagggca 1383

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

Sbjct: 5185 cacgtggaagatccgactgagaagaagctttcctgagaaatcctgagggaatccaaagca 5126

Query: 1384 gaacagcgggtggcaccatcacccgcacctcaagcgaagatgacctcttacaaaccgaaa 1443

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

Sbjct: 5125 gaatagcgggtggtgccaccacccgcatctcgagggaagatgacccctcataaaccgaag 5066

Query: 1444 gtcgggagctcacctacccgaa-aaactccgctgtccacttcgcccacaaaggagtggac 1502

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

Sbjct: 5065 gttgggatctcacttacccgaagaaactccactgttcacctcgcccacaaaggagtgcac 5006

Query: 1503 acggattactcgaaagaaggaagcgagtgtcccgagtcaggggacgggaacacgccaagc 1562

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

Sbjct: 5005 acggatcactcgaaagaaagaagcaaatgtcccgagtcaggggacgagaacacgccgagc 4946



Query: 1563 catctttccgacgccttcgccctcaaatgaggatggaaagaagagcgccatcgcgctggc 1622

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

Sbjct: 4945 cat-tttctgacgccttcgccttcaaagtagaatggaaataagagcgccatcacgccggc 4887

Query: 1623 tcctttctaccccgacgtcctcttcatcagggggagattggagttagcacccgtcttcaa 1682

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

Sbjct: 4886 tcctttctaccccgacgtcctcttcatcggggggaaattggagtcatcacccatctccga 4827

Query: 1683 cgatgagccaaccatgcaaggggaagagcctccccagcgtgaggcgcgacgacggaggaa 1742

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

Sbjct: 4826 tgatgaacctaccatgcaaggggaagaacctccc-agtgtgaagcgcgacaacggaggaa 4768

Query: 1743 tagaagccagaacgtgcggcgacatcacgaggctggggaacgggatccggcgcaacccgt 1802

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

Sbjct: 4767 caaatgccgaaacatacggtgacatcacgaagctagggaacgggatccgacatagcctgt 4708

Query: 1803 atcccgggacgaagctttagaagtaggaaaaactcccgacgagtgggtacaccgagaaag 1862

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

Sbjct: 4707 atcccaagacgaggcctcataagtgggagaaactcccgacgagcgagtgcaccgggaaat 4648

Query: 1863 gcggaactctcgccgccgtgatcgccgacaagcttaggaccgagaacgagagcaagccga 1922

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

Sbjct: 4647 gtggaactctcaccaccgtgattgccgacaagctcaggaccaagagcaggaacaagccga 4588

Query: 1923 gcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctgtaccccgactt 1982

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

Sbjct: 4587 gcaaggtgcaaggctgtgccgagagaaccctctcttcgctcggaacctgtatcccgactt 4528

Query: 1983 cgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccagatagctgacgg 2042

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

Sbjct: 4527 tgctcatgcaatgaacacgccgagtgaattcggaggggtactgtcccagatagctgacag 4468

Query: 2043 cctcccgcgaaccctagacacggaaggctaccggcggctgcttactcgagcagttaatca 2102

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

Sbjct: 4467 catcctgcaaacccaagatgctgaaggctaccggcgactgcttgctcaagtagctaatca 4408

Query: 2103 ccttctacccatcactaatcctccaagcgacctacgccatgccatcaacagccggcgaga 2162

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

Sbjct: 4407 ccttctacccatcgctcatcctgcaaacaacctacgtcccaccatcaatagccggcgaga 4348



Query: 2163 cacgcggagctccatcaacgcttcgcgcgaccg 2195

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

Sbjct: 4347 cgcgtagagctccatcaacgcttcgcgcgaccg 4315

Score = 143 bits (72), Expect = 5e-30

Identities = 105/116 (90%)

Strand = Plus / Plus

Query: 1084 gcacgaaccattgagttacaatcaacagcaccgtcctacccaaaagcaccgcaaggggta 1143

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

Sbjct: 11406 gcacgaaccattgagttacaatcaacagcaccatcctactcaaatgcaccgcgaggggta 11465

Query: 1144 gccctgggtgtgcggacggactctaaacaccgacagctggcgcgccaggtaggggg 1199

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

Sbjct: 11466 accctaggtgtgcagtcgggctccaaacaccgacagctggcgcgccagttaggggg 11521

Score = 87.7 bits (44), Expect = 3e-13

Identities = 95/111 (85%), Gaps = 2/111 (1%)

Strand = Plus / Plus

Query: 1938 gcgccgagagaatgctctctttgctcggaacctgtaccccgacttcgctcgtgcaatgaa 1997

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

Sbjct: 12178 gcgccgagagaaccctcttttcactcgaaacctgaaccctgactttgctcgtgcaatgaa 12237

Query: 1998 cacgccgagtgaagtcggaggggtactggcccagatagctgacggcctccc 2048

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

Sbjct: 12238 cac--caagtgaagtcggaggagtattggctcagatagctgatggcctccc 12286

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

Identities = 171/217 (78%)

Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtcctcttcatcagggggagattggagttagcacccgtcttca 1681

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

Sbjct: 11920 ctcctttctaccccgacatcgtctttatcaaagggagattggagtcgtttcccatctccg 11979



Query: 1682 acgatgagccaaccatgcaaggggaagagcctccccagcgtgaggcgcgacgacggagga 1741

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

Sbjct: 11980 atgacgagccaaccgtaccaggggaagaacctccccagcaggaagctcagcgacgaagga 12039

Query: 1742 atagaagccagaacgtgcggcgacatcacgaggctggggaacgggatccggcgcaacccg 1801

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

Sbjct: 12040 atagaagccgaaatatctggcgacatcacgaagcaggggaataggacccgacacagcccg 12099

Query: 1802 tatcccgggacgaagctttagaagtaggaaaaactcc 1838

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

Sbjct: 12100 tatcccgcgatgaagcctcagatgtaggagaaactcc 12136

Score = 44.1 bits (22), Expect = 3.5

Identities = 40/46 (86%)

Strand = Plus / Plus

Query: 881 agtgccccacggtcgtgtatataaggtccagagggtaccccatcat 926

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

Sbjct: 11194 agtgccccacggtcgaatatataaggcctagggggtaccctatcat 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: 563 tgtgggggatagatatccccg-ggtccactagaaggcgagaaggcctcgcgtgtggccac 621

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

Sbjct: 46811 tgtgggggacagatatcccccaggtccactagaaggcgaaaggtcctcgcgcggggcctc 46752

Query: 622 gggccagttaccccgcaaggccatcccttcgtgggtcgagctagaattactggtagaatg 681

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

Sbjct: 46751 gggccagttaccctgcaaggccatccctttgtgggtcgggcaaaagctactggcagaatg 46692

Query: 682 ggctgaccgaagaaggcaacagactcgagcccaaacaatccatcggctcgtgcgctatcc 741

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

Sbjct: 46691 ggccgacctaagaaggcgacggactcgagcccaatcagtccatcaaattgtgcactatcc 46632



Query: 742 acagaaactacccgactttccggcgcatggcatcctagaatatcggggcgtattagggat 801

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

Sbjct: 46631 aaagaaaccgtccgactttcccacgcatggcgccctcaaatgtcgtag---attagggat 46575

Query: 802 gagtcagcgagattttcggaagattagttcagtttgttcgctattatttaggagacatat 861

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

Sbjct: 46574 aagtcggcgggattttcgggagatcagttcagtcaattcactattatttaggggacatgt 46515

Query: 862 gatcctcatgtacgtatggagtgccccacggtcgtgtatataaggtccagagggtacccc 921

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

Sbjct: 46514 gatcaatatgtacgtatggagtgccccactgtcgtgtatataaggcccagggggaacccc 46455

Query: 922 atcatttctatcgaccatctacctatctcatcagcttttctccattcaggagacctcgct 981

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

Sbjct: 46454 atcattttcattc-ccatctacttatctcattagcttttctccattcaggaaacaccgct 46396

Query: 982 tgtaacccaccacatatagatccatcccaagaagtagtgtattacgcctctctaagcggc 1041

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

Sbjct: 46395 tgtaacccaccatatacagctccaccctaggaagtatggtattacacctctccaagcggc 46336

Query: 1042 ccaaacttgcagaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagtta 1101

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

Sbjct: 46335 ccaaacatgcagaaaatcgtctgt--ctctctcgtgtgtccagcacgaaccattgagtta 46278

Query: 1102 caatcaacagcaccgtcctacccaaaagcaccgcaaggggtagccctgggtgtgcggacg 1161

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

Sbjct: 46277 caatcaacagcattgtcctacccaatagcaccgcaa-gggtaaccctaggtgtgcggtcg 46219

Query: 1162 gactctaaacaccgaca 1178

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

Sbjct: 46218 gactctaaacaccgaca 46202

>ref|NM_001152615.1| Zea mays hypothetical protein LOC100279619 (LOC100279619), mRNA

>gi|219885622|gb|BT054579.1| Zea mays full-length cDNA

clone ZM_BFc0162O11 mRNA, complete cds

Length = 2299

Score = 313 bits (158), Expect = 2e-81

Identities = 467/567 (82%), Gaps = 11/567 (1%)

Strand = Plus / Minus



Query: 573 agatatccccgggtccactagaaggcgagaaggcctcgcgtgtggccacgggccagttac 632

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

Sbjct: 1708 agatatccctggatccactagaatgcgagaaggtctcgcgtggggcctcgggccggttac 1649

Query: 633 cccgcaaggccatcccttcgtgggtcgagctagaattactggtagaatgggctgaccgaa 692

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

Sbjct: 1648 ctcgcaagaccatctcctcgtgagccaggcaaaagctaatggcgtaatgggccgacttga 1589

Query: 693 gaaggcaacagactcgagcccaaacaatccatcggctcgtgcgctatccacagaaactac 752

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

Sbjct: 1588 gaaggcaacggcctcgaacccagacaatcc-tcgactcgtgcgctatccacagaaaccac 1530

Query: 753 ccgactttccggcgcatggcatcctagaatatcggggcgtattagggatgagtcagcgag 812

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

Sbjct: 1529 ccgactttcccacgcatggcgtcctcgaatatcggggcatgttaggattaagtcggctag 1470

Query: 813 attttcggaagattagttcagtttgttcgctattatttaggagacatatga-tcctcatg 871

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

Sbjct: 1469 gttgtagggggatcagttcagtcggttcactataatttaggagacacgtgaatcctcatg 1410

Query: 872 tacgtatggagtgccccacggtcgtgtatataaggtccagagggtaccccatcatttcta 931

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

Sbjct: 1409 tatgtattgagtgccctacggtcatatatataaggtcca-agggtacaccatcattttca 1351

Query: 932 tcgaccatctacctatctcatcagcttttctccattcaggagacctcgcttgtaacccac 991

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

Sbjct: 1350 tcgaccatttacctatctcattagcttttctccattcaggaaacttcgcttg-------- 1299

Query: 992 cacatatagatccatcccaagaagtagtgtattacgcctctctaagcggcccaaacttgc 1051

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

Sbjct: 1298 cacttatagatccaccacaagaagtagggtattacgcctctctaagcggcccaaacctac 1239

Query: 1052 agaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagttacaatcaacag 1111

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

Sbjct: 1238 agaaaatcatttttacctctctcgtgcgtccagcacgaaccattgaggtagagtcaacaa 1179

Query: 1112 caccgtcctacccaaaagcaccgcaag 1138

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

Sbjct: 1178 tatcgtcatagccaaaaacaccgcaag 1152



>gb|AY883559.2| Zea mays cultivar inbred line B73 teosinte glume architecture 1 (tga1)

gene, complete cds

Length = 169976

Score = 196 bits (99), Expect = 4e-46

Identities = 306/371 (82%), Gaps = 3/371 (0%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatatagatccatcccaagaagtagtgtattacgcctctctaagcggc 1041

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

Sbjct: 94023 tgtaacccaccacataaagatccacaccaggaagtagggtattacgcctctctaagcggc 94082

Query: 1042 ccaaacttgcagaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagtta 1101

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

Sbjct: 94083 ccgaacctatagaaaattatctatcg-tctctcgtgcgcctagcacgaaccatcgagcta 94141

Query: 1102 caatcaacagcaccgtcctacccaaaagcaccgcaaggggtagccctgggtgtgcggacg 1161

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

Sbjct: 94142 cagttagcaacaccgtcctacccaaaagcactgcgaggggtaaccccgggtgcgcggtcg 94201

Query: 1162 gactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttgatctgagctagc 1221

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

Sbjct: 94202 ggtcctaaacaccgacagctggcgcgctaggtagggggtgtgtcgctgatccaagctagc 94261

Query: 1222 tcaatgaccatta-cctccaaatgcaagatcgcccttcgccccgggactatgttttgctt 1280

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

Sbjct: 94262 tcaatggccatcattctcc-aacacaagattgctctccgccctggatctgtgttctggtt 94320

Query: 1281 tggaaccatctcatccatagcagatgaagagggaactctgcaccgcatagcagatctatt 1340

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

Sbjct: 94321 cgggaccatctcgtccatggcagacgaagaaggaattctgcatcgtatagcggatccatc 94380

Query: 1341 ggagaagaagc 1351

|||||||||||

Sbjct: 94381 ggagaagaagc 94391

Score = 91.7 bits (46), Expect = 2e-14

Identities = 103/122 (84%)



Strand = Plus / Minus

Query: 2065 gaaggctaccggcggctgcttactcgagcagttaatcaccttctacccatcactaatcct 2124

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

Sbjct: 110184 gaaggctatcggcggctgctcactcgggcatctaatcatcttctacccctcgctcatccc 110125

Query: 2125 ccaagcgacctacgccatgccatcaacagccggcgagacacgcggagctccatcaacgct 2184

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

Sbjct: 110124 ccgagcgatctacgacacgccatcaacagttggtgggacacgcagagctccatcaacgct 110065

Query: 2185 tc 2186

||

Sbjct: 110064 tc 110063

Score = 69.9 bits (35), Expect = 6e-08

Identities = 140/175 (80%)

Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtcctcttcatcagggggagattggagttagcacccgtcttca 1681

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

Sbjct: 94650 ctcctttctaccctgacgtccttttcatcgagggaagagtggagtcatctcccatctccg 94709

Query: 1682 acgatgagccaaccatgcaaggggaagagcctccccagcgtgaggcgcgacgacggagga 1741

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

Sbjct: 94710 atgatgagccaaccatgcctggggaagaacctcctcagcgagaagctcgccgatggagga 94769

Query: 1742 atagaagccagaacgtgcggcgacatcacgaggctggggaacgggatccggcgca 1796

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

Sbjct: 94770 accaacgccgaaatattcggcgacatcacgaagcaggggaacgggactcggcgca 94824

Score = 60.0 bits (30), Expect = 6e-05

Identities = 46/50 (92%), Gaps = 1/50 (2%)

Strand = Plus / Plus

Query: 563 tgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctcgc 611

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

Sbjct: 93595 tgtgggggacagatatcccccgggtccactagaaggttagaaggcctcgc 93644



Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 67172 aaacgccgacagttggcgcgccaggtagggg 67202

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 131516 aaacgccgacagttggcgcgccaggtagggg 131546

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

Length = 709

Score = 167 bits (84), Expect = 4e-37

Identities = 172/200 (86%), Gaps = 1/200 (0%)

Strand = Plus / Minus

Query: 980 cttgtaacccaccacatatagatccatcccaagaagtagtgtattacgcctctctaagcg 1039

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

Sbjct: 528 cttgtaacccaccacataaagatccttaccaggaagtagggtattacgcctctccaagtg 469

Query: 1040 gcccaaacttgcagaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagt 1099

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

Sbjct: 468 gcccgaacctgtagaaaatcgcctgtcg-tctctcgtgcatcttgtacgaaccattgagt 410

Query: 1100 tacaatcaacagcaccgtcctacccaaaagcaccgcaaggggtagccctgggtgtgcgga 1159

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

Sbjct: 409 tacaatcaaaagcaccattctacccaaaagcactgcgaggggtaaccccgggtgtgcggt 350

Query: 1160 cggactctaaacaccgacag 1179

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

Sbjct: 349 cgggctccaaacaccgacag 330



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

Length = 196028

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

Identities = 222/269 (82%), Gaps = 3/269 (1%)

Strand = Plus / Plus

Query: 1071 tctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctaccc---aaa 1127

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

Sbjct: 160739 tctcgtgcgcccagcacgaaccattgagctacagtcggcaacatcgtcctactcttaaaa 160798

Query: 1128 agcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcg 1187

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

Sbjct: 160799 aacaccttgaggggcaaccttgggtgtgcggtcggacccaaaacaccgacagctggcgcg 160858

Query: 1188 ccaggtagggggtgtgtctttgatctgagctagctcaatgaccattacctccaaatgcaa 1247

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

Sbjct: 160859 ccaggtagggggtgtgtcgccgatctaagctagctcaatggtcgtcaccttccaccgcaa 160918

Query: 1248 gatcgcccttcgccccgggactatgttttgctttggaaccatctcatccatagcagatga 1307

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

Sbjct: 160919 gatcaccctccgccctggatctgtgttctgcttcggaactatctcatccgtagcagatga 160978

Query: 1308 agagggaactctgcaccgcatagcagatc 1336

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

Sbjct: 160979 agaaggaactctacatcgcatcgcagatc 161007

Score = 95.6 bits (48), Expect = 1e-15

Identities = 180/224 (80%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 161608 aacctgaaccccgacttcgcccgagccatgaacacaccgagtgaagtcggaggggtactg 161667

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 161668 gctcggatagctgatggactccctcggactcccgacgccgagggctatcgacgattgttc 161727



Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 161728 actcaagcagccaaccatcttctacctctcgctcacccgccgaacgacctacgacacacc 161787

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcg 2189

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

Sbjct: 161788 atcaacagccgccgggacgcgcgaagctccatcaacgcctcgcg 161831

Score = 79.8 bits (40), Expect = 6e-11

Identities = 83/96 (86%), Gaps = 1/96 (1%)

Strand = Plus / Minus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctcgcgtgtggcca 620

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

Sbjct: 112124 ttgtgggggacagatatcccccgggtccactagaaggtaagaaggcctcgcgaaaggcct 112065

Query: 621 cgggccagttaccccgcaaggccatcccttcgtggg 656

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

Sbjct: 112064 cgggcccattatttcgcaaggccatcccttcgtggg 112029

Score = 54.0 bits (27), Expect = 0.004

Identities = 55/63 (87%), Gaps = 1/63 (1%)

Strand = Plus / Minus

Query: 982 tgtaacccaccacatat-agatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 111697 tgtaacctaccacataagagatccacgccaggaagtagggtgttacgcctctctaagcgg 111638

Query: 1041 ccc 1043

|||

Sbjct: 111637 ccc 111635

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus



Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 89649 aaacgccgacagttggcgcgccaggtagggg 89619

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

Length = 2718

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

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

Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 1380 gggtgtgcgg-cggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgcc 1438

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggac 1268

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

Sbjct: 1439 gatctaagctagctcaatggccgtcaccttccaccgcaagatcaccctccgccccggatc 1498

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcat 1328

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

Sbjct: 1499 tgtgttctgctttggaactatctcatccgtagcagatgaagaaggaactctacatcgcat 1558

Query: 1329 agcaga 1334

|||||

Sbjct: 1559 cgcaga 1564

Score = 95.6 bits (48), Expect = 1e-15

Identities = 180/224 (80%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 2169 aacctgaaccccgacttcgcccgagccatgaacacgccgagtgaagtcggaggggtacta 2228

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 2229 gctcggatagctgatggactccctcggaatcccgacgccgagggctatcgacgactgttc 2288



Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 2289 acccaagcagccaaccatcttctacctatcgctcacccgccgaacgacctacgacacgcc 2348

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcg 2189

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

Sbjct: 2349 atcaacagccgtcgggacacgtgaagctccataaatgcttcgcg 2392

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 1845 ttctaccccgacgtcctcttcatc 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 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 28758 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 28699

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggac 1268

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

Sbjct: 28698 gatccaagctagctcaatggccgtcaccttccacagcaagatcaccctccgtcccggatc 28639

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcat 1328

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

Sbjct: 28638 cgtattctgcttcggaacaatctcatccgtagcagatgaagagggaactctacaccgcat 28579

Query: 1329 agcagatc 1336

|||||||

Sbjct: 28578 tgcagatc 28571



Score = 133 bits (67), Expect = 5e-27

Identities = 196/239 (82%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 54934 aacctgaaccccgactttgcctgagccatgaacacgccgagtgaagtcggaggggtgctg 54993

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 54994 gctcggatagctgatggcctccctcggactccggacgccgagggctatcggcggctgttc 55053

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 55054 actcaagcagccaatcaccttctacccctcgctcacctgccgaacgatctacgacacgcc 55113

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcgcgaccgatgacacga 2204

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

Sbjct: 55114 atcaacagtcgtcgggacgcgcggagctccatcaatgcttcacgtgaacgatgacacga 55172

Score = 99.6 bits (50), Expect = 7e-17

Identities = 185/230 (80%)

Strand = Plus / Plus

Query: 1138 ggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcgccaggtaggg 1197

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

Sbjct: 54142 ggggtaaccctgggtgcacggtcggacccgaaacaccgacagctggcgcgccaggtaggg 54201

Query: 1198 ggtgtgtctttgatctgagctagctcaatgaccattacctccaaatgcaagatcgccctt 1257

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

Sbjct: 54202 ggtgtgtcatcgatccaagctatctcaatggccgtcaccttccagcgcaagatcatcctc 54261

Query: 1258 cgccccgggactatgttttgctttggaaccatctcatccatagcagatgaagagggaact 1317

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

Sbjct: 54262 caccccggatccatattctgcttcggtactatctcatctgtagcggatgaggagggaact 54321



Query: 1318 ctgcaccgcatagcagatctattggagaagaagctttcctcagaaatctc 1367

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

Sbjct: 54322 ctgcatcgccttgcggatccgccggagaaaaagccttcctcaggaatctc 54371

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

Identities = 109/134 (81%)

Strand = Plus / Minus

Query: 1915 caagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctgtac 1974

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

Sbjct: 28040 caagccgagcaagatgcaaggcaacaccgggagaatccattcttcgggcgcaacctgaat 27981

Query: 1975 cccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccagata 2034

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

Sbjct: 27980 cccgacttcgcccgagccatgaacacgccgagcgaagttggaggagtactagctcggata 27921

Query: 2035 gctgacggcctccc 2048

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

Sbjct: 27920 gctgatggactccc 27907

Score = 54.0 bits (27), Expect = 0.004

Identities = 42/47 (89%)

Strand = Plus / Minus

Query: 2143 gccatcaacagccggcgagacacgcggagctccatcaacgcttcgcg 2189

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

Sbjct: 27812 gccatcaacagtcgccgagacgcgcgaagctccatcaatgcttcgcg 27766

Score = 50.1 bits (25), Expect = 0.057

Identities = 28/29 (96%)

Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtcctcttcatc 1650

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

Sbjct: 54605 ctccattctaccccgacgtcctcttcatc 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 ttgtgggggacagatatcccccgggtccactagaag 15488

Score = 48.1 bits (24), Expect = 0.23

Identities = 34/36 (94%), Gaps = 1/36 (2%)

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 ggcgacatcacgaggctggggaacgggatccggcgcaacccgtatcccgggacga 1814

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

Sbjct: 28183 ggcgacatcacgcggccagagaacgggatccggagcaacctgtctcgcgggacga 28129

Score = 46.1 bits (23), Expect = 0.90

Identities = 33/35 (94%), Gaps = 1/35 (2%)

Strand = Plus / Minus

Query: 563 tgtgggggatagatatcccc-gggtccactagaag 596

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

Sbjct: 29356 tgtgggggacagatatcccccgggtccactagaag 29322

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus



Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 131970 aaacgccgacagttggcgcgccaggtagggg 131940

>gb|EF190061.1| Zea mays clone FS2_19 chromosome B, genomic sequence

Length = 39598

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

Identities = 220/269 (81%), Gaps = 1/269 (0%)

Strand = Plus / Plus

Query: 1069 tctctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctac-ccaaa 1127

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

Sbjct: 8960 tctctcgtgcatccagcacgaaccatcgagctacagttggtaacaccgtcctactccaaa 9019

Query: 1128 agcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcg 1187

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

Sbjct: 9020 aacacctcaaggggcaaccccgggtgcgtggtcggacccaaaacaccgacagctggcgcg 9079

Query: 1188 ccaggtagggggtgtgtctttgatctgagctagctcaatgaccattacctccaaatgcaa 1247

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

Sbjct: 9080 ccaagtagggggtgtgtcactggtccaagctagctcaatggccattactttccagcacaa 9139

Query: 1248 gatcgcccttcgccccgggactatgttttgctttggaaccatctcatccatagcagatga 1307

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

Sbjct: 9140 gatcgctctccgccctggatccgtgttctgcttcggaaccatctcatccatggtagacga 9199

Query: 1308 agagggaactctgcaccgcatagcagatc 1336

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

Sbjct: 9200 agaaggaactctacatcgcatagcggatc 9228

Score = 73.8 bits (37), Expect = 4e-09

Identities = 86/101 (85%), Gaps = 1/101 (0%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctcgcgtgtggcca 620

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

Sbjct: 8574 ttgtgggggacagatatcccccgggtccactagaaggcaagaaggcctcacgaaaggcct 8633



Query: 621 cgggccagttaccccgcaaggccatcccttcgtgggtcgag 661

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

Sbjct: 8634 cgggcccattatttcgcaaggccaccccttcgtgggccgag 8674

Score = 63.9 bits (32), Expect = 4e-06

Identities = 83/100 (83%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatatccccgggtccactagaaggcgagaaggcctcgcgtgtggccac 621

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

Sbjct: 28412 ttgtgggggacagatatcccccgggtcactagaaggcaagaaggcctcacgaaaggcctc 28471

Query: 622 gggccagttaccccgcaaggccatcccttcgtgggtcgag 661

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

Sbjct: 28472 gggcccattatttcgcaaggccaccccttcgtgggccgag 28511

Score = 48.1 bits (24), Expect = 0.23

Identities = 30/32 (93%)

Strand = Plus / Plus

Query: 1012 gaagtagtgtattacgcctctctaagcggccc 1043

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

Sbjct: 28869 gaagtagggtgttacgcctctctaagcggccc 28900

Score = 46.1 bits (23), Expect = 0.90

Identities = 32/35 (91%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacac 2000

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

Sbjct: 16694 aacctgaaccccgacttcgctcgagccatgaacac 16728

Score = 44.1 bits (22), Expect = 3.5

Identities = 106/134 (79%)

Strand = Plus / Plus



Query: 2068 ggctaccggcggctgcttactcgagcagttaatcaccttctacccatcactaatcctcca 2127

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

Sbjct: 16796 ggctatcggcggctgctcactcgggcagctaaccatcttctgcctctcggtcatcctccg 16855

Query: 2128 agcgacctacgccatgccatcaacagccggcgagacacgcggagctccatcaacgcttcg 2187

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

Sbjct: 16856 agcgatctacaacatgccatcaatagtcaacgggacgcacggagccccatcaatgcttca 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

Identities = 130/149 (87%), Gaps = 1/149 (0%)

Strand = Plus / Plus

Query: 881 agtgccccacggtcgtgtatataaggtccagagggtaccccatcattt-ctatcgaccat 939

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

Sbjct: 289 agtgccccacggtcggatatataaggcctagggggtaccccatcattttccatcgaccat 348

Query: 940 ctacctatctcatcagcttttctccattcaggagacctcgcttgtaacccaccacatata 999

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

Sbjct: 349 caacctatctcattagcttttcttcattcaggagacttcagttgtaacccaccacataaa 408

Query: 1000 gatccatcccaagaagtagtgtattacgc 1028

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

Sbjct: 409 gatccacaccaggaagtagggtgttacgc 437

Score = 44.1 bits (22), Expect = 3.5

Identities = 22/22 (100%)

Strand = Plus / Plus

Query: 635 cgcaaggccatcccttcgtggg 656

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

Sbjct: 43 cgcaaggccatcccttcgtggg 64



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

Length = 159340

Score = 135 bits (68), Expect = 1e-27

Identities = 152/180 (84%)

Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 80649 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 80708

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggac 1268

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

Sbjct: 80709 gatccaagctagctcaatggccgtcacctttcacagcaagatcaccctccgtcccggatc 80768

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcat 1328

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

Sbjct: 80769 cgtattctgcttcggaacaatctcatccgtagcagatgaagagggaactctgcaccgcat 80828

Score = 83.8 bits (42), Expect = 4e-12

Identities = 93/110 (84%)

Strand = Plus / Plus

Query: 1915 caagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctgtac 1974

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

Sbjct: 81367 caagccgagcaagatgcaaggcaacgccaggagaatccattcttcgggcgcaacctgaac 81426

Query: 1975 cccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtact 2024

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

Sbjct: 81427 cccgacttcgcccgagccatgaacacgccgagtgaagtcggaggagtact 81476

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: 80049 ttgtgggggatagatatcccctgggtccacta 80080



Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 81094 ttctaccccgacgtcctcttcatc 81117

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: 102517 ttgtgggggatagatatcccctgggtccacta 102548

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 133339 aaacgccgacagttggcgcgccaggtagggg 133369

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

Length = 156840

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

Identities = 306/384 (79%), Gaps = 2/384 (0%)

Strand = Plus / Plus

Query: 984 taacccaccacatatagatccatcccaagaagtagtgtattacgcctctctaagcggccc 1043

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

Sbjct: 148845 taacccaccacataaagatccacatcaggaagtagggtgttacacctctctaagcggcct 148904

Query: 1044 aaacttgcagaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagttaca 1103

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



Sbjct: 148905 gaacctgtagaaatt-gtctatcg-tctctcatgcgcctagcatgaaccatcgagctaca 148962

Query: 1104 atcaacagcaccgtcctacccaaaagcaccgcaaggggtagccctgggtgtgcggacgga 1163

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

Sbjct: 148963 gtcggcaacaccatcctacccgaaagcacctcgaggggtaaccctgggtgcatggtcggg 149022

Query: 1164 ctctaaacaccgacagctggcgcgccaggtagggggtgtgtctttgatctgagctagctc 1223

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

Sbjct: 149023 tcccaaacaccgacagctggcgcgccaggtagggggtgtgtcgctgatccaagttagctc 149082

Query: 1224 aatgaccattacctccaaatgcaagatcgcccttcgccccgggactatgttttgctttgg 1283

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

Sbjct: 149083 aatgaccatcactttccaacacaagattgctctccgccctggatccgtgttcttctttgg 149142

Query: 1284 aaccatctcatccatagcagatgaagagggaactctgcaccgcatagcagatctattgga 1343

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

Sbjct: 149143 gaccatctcatccgtggcagacgaagaaggaattctacatcatatagcggatccaccgga 149202

Query: 1344 gaagaagctttcctcagaaatctc 1367

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

Sbjct: 149203 gaagaagccttcctcaaaaatctc 149226

Score = 85.7 bits (43), Expect = 1e-12

Identities = 106/127 (83%)

Strand = Plus / Plus

Query: 2066 aaggctaccggcggctgcttactcgagcagttaatcaccttctacccatcactaatcctc 2125

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

Sbjct: 149902 aaggctatcggtggctgctcactcgggcgactaatcatcttctacctctcgctcatcctc 149961

Query: 2126 caagcgacctacgccatgccatcaacagccggcgagacacgcggagctccatcaacgctt 2185

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

Sbjct: 149962 cgagcgatctacggcacgccatcaacagtcggcgggacgcgcagagctccatcaacgctt 150021

Query: 2186 cgcgcga 2192

| |||||

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 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctcgcg 612

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

Sbjct: 148416 ttgtgggggacagatatcccccgggtccactagaaggcaagaaggcctcgcg 148467

Score = 50.1 bits (25), Expect = 0.057

Identities = 97/121 (80%)

Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtcctcttcatcagggggagattggagttagcacccgtcttca 1681

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

Sbjct: 149470 ctccattctaccccgacgtcctcttcattgggggaagagtggaatcatctcccatctccg 149529

Query: 1682 acgatgagccaaccatgcaaggggaagagcctccccagcgtgaggcgcgacgacggagga 1741

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

Sbjct: 149530 acgacgagccaaccgtgcctggggaagaaccccctcagtgagaagctcgccgacggagga 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 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 43416 aaacgccgacagttggcgcgccaggtagggg 43386

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

Length = 346296

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

Identities = 190/232 (81%)

Strand = Plus / Minus



Query: 1973 accccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccaga 2032

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

Sbjct: 79768 accccgacttcacccgggccatgaacacgccgagtgaagtcggaggagtgttggctcgga 79709

Query: 2033 tagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgcttactcgag 2092

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

Sbjct: 79708 tagctgatggcctcccccggactcccgacgccgagggctatcggcggctgttcactcaag 79649

Query: 2093 cagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgccatcaaca 2152

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

Sbjct: 79648 cagccaaccaccttctacccctcgctcacccgccgaacgatctacgacacgccatcaaca 79589

Query: 2153 gccggcgagacacgcggagctccatcaacgcttcgcgcgaccgatgacacga 2204

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

Sbjct: 79588 gtcggcgggacgcacggagctccatcaacgcttcacgcgaacgacgacacga 79537

Score = 79.8 bits (40), Expect = 6e-11

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

Strand = Plus / Minus

Query: 1083 agcacgaaccattgagttacaatcaacagcaccgtcctaccc--aaaagcaccgcaaggg 1140

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

Sbjct: 80636 agcacgaaccatcgagctacagtcgataacaccgtcctacaccaaaaagcaccttgaggg 80577

Query: 1141 gtagccctgggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggt 1200

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

Sbjct: 80576 gccaccccgggtgcgcggtcggacccaaaacaccgacagctggcgtgccaggtagcgggt 80517

Query: 1201 gtgtctttgatctgagctagctcaatg 1227

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

Sbjct: 80516 gtgtcgtcgatccaagctagctcaatg 80490

Score = 54.0 bits (27), Expect = 0.004

Identities = 33/35 (94%)

Strand = Plus / Minus



Query: 1621 gctcctttctaccccgacgtcctcttcatcagggg 1655

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

Sbjct: 80108 gctccattctaccccgacgtcctcttcatcggggg 80074

Score = 52.0 bits (26), Expect = 0.015

Identities = 47/54 (87%)

Strand = Plus / Minus

Query: 1761 gcgacatcacgaggctggggaacgggatccggcgcaacccgtatcccgggacga 1814

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

Sbjct: 79968 gcgacatcacgaagccggagaacgggatctggcacaacccgtatcgcgagacga 79915

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 303154 aaacgccgacagttggcgcgccaggtagggg 303184

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

Length = 14585

Score = 123 bits (62), Expect = 5e-24

Identities = 137/161 (85%), Gaps = 2/161 (1%)

Strand = Plus / Plus

Query: 1069 tctctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctaccc--aa 1126

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

Sbjct: 2693 tctctcgtgcatctagcacgaaccattgagctacagtcgataacaccgtcctactccaaa 2752

Query: 1127 aagcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgc 1186

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

Sbjct: 2753 aagcacctcgaggggcaaccccgggtgcgcggtcggacccaaaacactgacagctggcgc 2812

Query: 1187 gccaggtagggggtgtgtctttgatctgagctagctcaatg 1227

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

Sbjct: 2813 gccaggtagggggtgtgtcactgatccaagctagctcaatg 2853



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

Identities = 46/49 (93%), Gaps = 1/49 (2%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcc-ccgggtccactagaaggcgagaaggcctc 609

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

Sbjct: 2178 ttgtgggggacagatatcctccgggtccactagaaggcaagaaggcctc 2226

Score = 54.0 bits (27), Expect = 0.004

Identities = 39/43 (90%)

Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtcctcttcatcagggggagattgga 1664

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

Sbjct: 3211 ctccgttctaccccgacgtcctctttatcggggggagagtgga 3253

Score = 50.1 bits (25), Expect = 0.057

Identities = 145/185 (78%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 3543 aacctgaaccccgacttcgtccgatccatgaacacaccgagcgaggtcggtggagtgttg 3602

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 3603 gctcggatagccaatggcctcccccggactccagacgccgagggctatcggcggctgctc 3662

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 3663 actcgggcagctaaccatcttctgcctctcgctcatcctccaagcgatctatgacacgcc 3722

Query: 2146 atcaa 2150

|||||

Sbjct: 3723 atcaa 3727



Score = 48.1 bits (24), Expect = 0.23

Identities = 45/52 (86%)

Strand = Plus / Plus

Query: 1459 acccgaaaaactccgctgtccacttcgcccacaaaggagtggacacggatta 1510

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

Sbjct: 3069 acccgaagaaccccgttgtccacctcatccacaaaagagtggacacggatta 3120

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

Length = 14929

Score = 123 bits (62), Expect = 5e-24

Identities = 137/161 (85%), Gaps = 2/161 (1%)

Strand = Plus / Plus

Query: 1069 tctctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctaccc--aa 1126

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

Sbjct: 10022 tctctcgtgcatctagcacgaaccattgagctacagtcgataacaccgtcctactccaaa 10081

Query: 1127 aagcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgc 1186

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

Sbjct: 10082 aagcacctcgaggggcaaccccgggtgcgcggtcggacccaaaacactgacagctggcgc 10141

Query: 1187 gccaggtagggggtgtgtctttgatctgagctagctcaatg 1227

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

Sbjct: 10142 gccaggtagggggtgtgtcactgatccaagctagctcaatg 10182

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

Identities = 46/49 (93%), Gaps = 1/49 (2%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcc-ccgggtccactagaaggcgagaaggcctc 609

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

Sbjct: 9507 ttgtgggggacagatatcctccgggtccactagaaggcaagaaggcctc 9555

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

Identities = 45/49 (91%), Gaps = 1/49 (2%)

Strand = Plus / Plus



Query: 562 ttgtgggggatagatatccccg-ggtccactagaaggcgagaaggcctc 609

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

Sbjct: 687 ttgtgggggacagatatccccccggtccactagaaggcaagaaggcctc 735

Score = 54.0 bits (27), Expect = 0.004

Identities = 39/43 (90%)

Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtcctcttcatcagggggagattgga 1664

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

Sbjct: 10540 ctccgttctaccccgacgtcctctttatcggggggagagtgga 10582

Score = 50.1 bits (25), Expect = 0.057

Identities = 145/185 (78%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 10872 aacctgaaccccgacttcgtccgatccatgaacacaccgagcgaggtcggtggagtgttg 10931

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 10932 gctcggatagccaatggcctcccccggactccagacgccgagggctatcggcggctgctc 10991

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 10992 actcgggcagctaaccatcttctgcctctcgctcatcctccaagcgatctatgacacgcc 11051

Query: 2146 atcaa 2150

|||||

Sbjct: 11052 atcaa 11056

Score = 48.1 bits (24), Expect = 0.23

Identities = 45/52 (86%)

Strand = Plus / Plus



Query: 1459 acccgaaaaactccgctgtccacttcgcccacaaaggagtggacacggatta 1510

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

Sbjct: 10398 acccgaagaaccccgttgtccacctcatccacaaaagagtggacacggatta 10449

Score = 46.1 bits (23), Expect = 0.90

Identities = 54/63 (85%), Gaps = 1/63 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 1115 tgtaacccaccacataaaagatccacacaaggaagtagggtgttacgcctctctaagcag 1174

Query: 1041 ccc 1043

|||

Sbjct: 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 taatcaccttctacccatcactaatcctccaagcgacctacgccatgccatcaacagccg 2156

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

Sbjct: 2273 taatcaccttctgcccatcgctcatcccccgagcaacctacaccacgccatcaacagccg 2214

Query: 2157 gcgagacacgcggagctccatcaacgcttcgcgcgaccgatgacacgaaagtgaga 2212

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

Sbjct: 2213 acgagacgcgcggagctccatcaatgcttcgcgcgaccgacggcacgaaagcgaga 2158

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

Length = 16207

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

Identities = 293/367 (79%), Gaps = 4/367 (1%)

Strand = Plus / Minus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040



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

Sbjct: 10074 tgtaatccaccacataaaagatccacaccaggaagtagggtgttacgcctctttaagcgg 10015

Query: 1041 cccaaacttgcagaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagtt 1100

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

Sbjct: 10014 cccaaacctgtataaaattgtcca-ctgtctctcgtgcatctagcacgaaccatcgagct 9956

Query: 1101 acaatcaacagcaccgtcctaccc--aaaagcaccgcaaggggtagccctgggtgtgcgg 1158

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

Sbjct: 9955 acagttggtaacaccgtcctactccaaaaagcacctcgaggggcaaccccgggtgcgcgg 9896

Query: 1159 acggactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttgatctgagct 1218

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

Sbjct: 9895 tcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcactgatccaagct 9836

Query: 1219 agctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggactatgttttgc 1278

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

Sbjct: 9835 agctcaatggccgtcactttccagcacaagatcactctccgccctggatccgtgttctac 9776

Query: 1279 tttggaaccatctcatccatagcagatgaagagggaactctgcaccgcatagcagatcta 1338

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

Sbjct: 9775 ttcggaaccatctcatccatggcagacgaagaaagaactctacatcgcgtagcagatcca 9716

Query: 1339 ttggaga 1345

| |||||

Sbjct: 9715 tcggaga 9709

Score = 81.8 bits (41), Expect = 2e-11

Identities = 87/101 (86%), Gaps = 1/101 (0%)

Strand = Plus / Minus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctcgcgtgtggcca 620

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

Sbjct: 10502 ttgtgggggacagatatcccccgggtccactagaaggcaagaaggcctcacgaaaggcct 10443

Query: 621 cgggccagttaccccgcaaggccatcccttcgtgggtcgag 661

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

Sbjct: 10442 cgggcccattatatcgcaaggccaccccttcgtgggtcgag 10402



Score = 56.0 bits (28), Expect = 0.001

Identities = 184/236 (77%)

Strand = Plus / Minus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 9121 aacctgaaccccgacttcgcctgagccatgaacacaccgagcgaggtcggtggagtgttg 9062

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 9061 gctcggatagccgatggcctccccctgactccagacgctgagggctatcggcggctgctc 9002

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 9001 actcgggcagctaacaatcttctgcctctcgctcatcctccgagcgatctatgacacacc 8942

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcgcgaccgatgaca 2201

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

Sbjct: 8941 atcaatagtcgacgggacgcacagagctccatcaatgcttcgcgcgaacgacgaca 8886

>gb|EF190062.1| Zea mays clone FS2_20 chromosome B, genomic sequence

Length = 39210

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

Identities = 174/212 (82%)

Strand = Plus / Minus

Query: 1125 aaaagcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggc 1184

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

Sbjct: 9408 aaaagcacctcgaggggcaaccccgggtgtgcggtcggacccaaaacaccgacagctggt 9349

Query: 1185 gcgccaggtagggggtgtgtctttgatctgagctagctcaatgaccattacctccaaatg 1244

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

Sbjct: 9348 gcgccaggtagggggtgtgtcactgatccaagctagctcaatggccgtcactttccagca 9289

Query: 1245 caagatcgcccttcgccccgggactatgttttgctttggaaccatctcatccatagcaga 1304

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

Sbjct: 9288 caagatcgctctccgccctggatccgtgttctgctttggaaccatctcatccgtggcaga 9229



Query: 1305 tgaagagggaactctgcaccgcatagcagatc 1336

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

Sbjct: 9228 cgaagaaggaactctacattgcatagcggatc 9197

Score = 71.9 bits (36), Expect = 2e-08

Identities = 82/96 (85%), Gaps = 1/96 (1%)

Strand = Plus / Minus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctcgcgtgtggcca 620

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

Sbjct: 9984 ttgtgggggacagatatcccccgggtccactagaaggcaagaaggcctcacgaaaggcct 9925

Query: 621 cgggccagttaccccgcaaggccatcccttcgtggg 656

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

Sbjct: 9924 cgggcccattatttcgcaaggccaccccttcgtggg 9889

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

Identities = 184/234 (78%)

Strand = Plus / Minus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 8600 aacctgaatcccgacttcgctcgagccatgaacacaccgagcgaggttgatggagtgttg 8541

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 8540 gctcggatagccgatggcctcccccggactctagacgccgagggctatcggtggctgctc 8481

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 8480 actcgggcagctaaccatcttctgcctcccgctcatcctccgagcgatctacaacacgcc 8421

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcgcgaccgatga 2199

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

Sbjct: 8420 atcaatagtcgacgggacgcacagagctccatcaatgcttcgcgcgaacgatga 8367



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

Identities = 46/49 (93%), Gaps = 1/49 (2%)

Strand = Plus / Minus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctc 609

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

Sbjct: 19216 ttgtgggggacagatatcccccgggtccactagaaggcaagaaggcctc 19168

Score = 54.0 bits (27), Expect = 0.004

Identities = 55/63 (87%), Gaps = 1/63 (1%)

Strand = Plus / Minus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 18788 tgtaacccaccacataaaagatccacaccaggaagtagagggttacgcctctctaagcgg 18729

Query: 1041 ccc 1043

|||

Sbjct: 18728 ccc 18726

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

Length = 200661

Score = 117 bits (59), Expect = 3e-22

Identities = 286/358 (79%), Gaps = 4/358 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 178146 tgtaacccaccacataaaagatccacaccaggaagtagggtgttacacctctctaagcgg 178205

Query: 1041 cccaaacttgcagaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagtt 1100

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

Sbjct: 178206 cccgaacctgtacaaaattgtcca-ctgtttctcgtgcttctagcacgaaccatcgagct 178264

Query: 1101 acaatcaacagcaccgtcctaccc--aaaagcaccgcaaggggtagccctgggtgtgcgg 1158

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

Sbjct: 178265 acagtcggtaacaccttcctactccaaaaagcacctcgaggggcaaccccgggtgcacgg 178324



Query: 1159 acggactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttgatctgagct 1218

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

Sbjct: 178325 tcagacccaaaacaccgacagctggcacgccaggtagggggtgtgtcactgatccaagct 178384

Query: 1219 agctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggactatgttttgc 1278

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

Sbjct: 178385 agctcaatggccatcactttccagcacaagatcgctctccgccctagatctgtgttctgc 178444

Query: 1279 tttggaaccatctcatccatagcagatgaagagggaactctgcaccgcatagcagatc 1336

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

Sbjct: 178445 ttcagaaccatctcatccatggcagatgaagaaggaactctacatcgcatagcggatc 178502

Score = 60.0 bits (30), Expect = 6e-05

Identities = 46/50 (92%), Gaps = 1/50 (2%)

Strand = Plus / Plus

Query: 564 gtgggggatagatatccc-cgggtccactagaaggcgagaaggcctcgcg 612

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

Sbjct: 177721 gtgggggacagatatccctcgggtccactagaaggctagaagacctcgcg 177770

Score = 52.0 bits (26), Expect = 0.015

Identities = 35/38 (92%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatcagggggagattgga 1664

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

Sbjct: 178772 ttctaccccgacgtcctctttatcggggggagagtgga 178809

Score = 44.1 bits (22), Expect = 3.5

Identities = 25/26 (96%)

Strand = Plus / Plus

Query: 1173 ccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 56887 ccgacagttggcgcgccaggtagggg 56912

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



Length = 582

Score = 115 bits (58), Expect = 1e-21

Identities = 204/249 (81%), Gaps = 4/249 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 271 tgtaatccaccacataaaagatccacaccaggaagtagggtgttacgcctctttaagcgg 330

Query: 1041 cccaaacttgcagaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagtt 1100

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

Sbjct: 331 cccaaacctgtataaaattgtcca-ctgtctctcgtgcatctagcacgaaccatcgagct 389

Query: 1101 acaatcaacagcaccgtcctaccc--aaaagcaccgcaaggggtagccctgggtgtgcgg 1158

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

Sbjct: 390 acagtcggtgacaccgtcctactccaaaaagcacctcgaggggcaaccccgggtgcgcgg 449

Query: 1159 acggactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttgatctgagct 1218

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

Sbjct: 450 tcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcactgatccaagct 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

Identities = 210/260 (80%), Gaps = 2/260 (0%)

Strand = Plus / Minus

Query: 1071 tctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctaccc--aaaa 1128

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

Sbjct: 56170 tctcgtgcatctggcacgaactattgagctacagtcgataacaccgtcctactccaaaaa 56111

Query: 1129 gcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcgc 1188

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

Sbjct: 56110 gcacctcgaggggctaccccgggtgcgcggtcggacccaaaacactgacagctggcgcgc 56051



Query: 1189 caggtagggggtgtgtctttgatctgagctagctcaatgaccattacctccaaatgcaag 1248

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

Sbjct: 56050 caggtagggggtgtgtcatcgatccaagctagctcaatgaccgtcaccttcctgcacaag 55991

Query: 1249 atcgcccttcgccccgggactatgttttgctttggaaccatctcatccatagcagatgaa 1308

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

Sbjct: 55990 atcgccttccgccctgggtccacattatgcttcggaaccatctcatctgtagcggataag 55931

Query: 1309 gagggaactctgcaccgcat 1328

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

Sbjct: 55930 gagggaactctgcatcgcat 55911

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

Identities = 192/239 (80%)

Strand = Plus / Minus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 55299 aacctgaaccccgacttcgcccgagccatgaacacgccgagtgaagtcggaggggtgctg 55240

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 55239 gctcggatagctgatgggctccctcggactcacgacgccgagggctatcgacggctgttc 55180

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 55179 actcaggcagccaatcaccttctacctctcgctcacccgccgaacaatctacgacacacc 55120

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcgcgaccgatgacacga 2204

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

Sbjct: 55119 atcaacagtcgtcgggacgcgcggagctccatcaatgcctcgcgtgaacgacgacacga 55061

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcatc 1650



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

Sbjct: 55624 ttctaccccgacgtcctcttcatc 55601

Score = 46.1 bits (23), Expect = 0.90

Identities = 89/110 (80%), Gaps = 2/110 (1%)

Strand = Plus / Minus

Query: 1071 tctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtccta--cccaaaa 1128

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

Sbjct: 13343 tctcgtgcatctggcacgaaccattgagctacagtcgataacaccgtcctactcctaaaa 13284

Query: 1129 gcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgaca 1178

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

Sbjct: 13283 gcacctcgaggggctaccccgggtgcgcggtcggacccaaaacaccgaca 13234

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 36120 aaacgccgacagttggcgcgccaggtagggg 36090

Score = 44.1 bits (22), Expect = 3.5

Identities = 46/54 (85%)

Strand = Plus / Minus

Query: 1761 gcgacatcacgaggctggggaacgggatccggcgcaacccgtatcccgggacga 1814

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

Sbjct: 55492 gcgacatcacgaggccggggagcaggacccggcgcagcctgtatcgcgagacga 55439

>gb|DQ002407.1| Zea mays copia retrotransposon opie1, gypsy retrotransposon grande1,

xilon1 retrotransposon, helitron B73_14578, gypsy

retrotransposon huck1 and ruda retrotransposon, complete

sequence

Length = 152384

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



Identities = 147/177 (83%)

Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 89981 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 89922

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggac 1268

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

Sbjct: 89921 gatccaagctagctcaatggccgtcaccttctacagcaagatcaccctgcgccccggatc 89862

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccg 1325

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

Sbjct: 89861 cgtattctgcttcggaaaaatctcatctgtagcggatgaagagggaactctacaccg 89805

Score = 91.7 bits (46), Expect = 2e-14

Identities = 112/134 (83%)

Strand = Plus / Minus

Query: 1915 caagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctgtac 1974

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

Sbjct: 89265 caagccgagcaagatgcaaggcaacgccgggagaatccattcttcgggcgcaacctgaat 89206

Query: 1975 cccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccagata 2034

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

Sbjct: 89205 cccgacttcgcccgagctatgaacacgccgagcgaagtcggaggggtattggctcggata 89146

Query: 2035 gctgacggcctccc 2048

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

Sbjct: 89145 gctgatggactccc 89132

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: 66192 ttgtgggggatagatatcccccgggtccacta 66161



Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 17151 aaacgccgacagttggcgcgccaggtagggg 17121

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Minus

Query: 563 tgtgggggatagatatcc-ccgggtccacta 592

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

Sbjct: 90582 tgtgggggatagatatcctccgggtccacta 90552

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 111035 aaacgccgacagttggcgcgccaggtagggg 111065

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

Length = 187208

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

Identities = 134/159 (84%), Gaps = 2/159 (1%)

Strand = Plus / Minus

Query: 1071 tctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctaccc--aaaa 1128

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

Sbjct: 102163 tctcgtgcgcccagcacgaaccatcgagctacagtcggtaacaccgtcctactcctaaaa 102104

Query: 1129 gcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcgc 1188



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

Sbjct: 102103 gcacctcggggggtaaccctgggtgcgcggtcggacccgaaacactgacagctggcgcgc 102044

Query: 1189 caggtagggggtgtgtctttgatctgagctagctcaatg 1227

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

Sbjct: 102043 caggtagggggtgtgtcatcgacccaagctagctcaatg 102005

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

Identities = 192/239 (80%)

Strand = Plus / Minus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 91844 aacctgaaccccgacttcgcccgagccatgaacacgccgagtgaagttggaggggtgttg 91785

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 91784 gctcggatggatgatggcctccctcggactcccgacaccgaggggtatcggcggctattc 91725

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 91724 actcaagcagccaatcaccttctacccctcgctcacccgccgaacgatctatgacacacc 91665

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcgcgaccgatgacacga 2204

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

Sbjct: 91664 atcaacagtcgccgagacgcgcggagctccatcaatgcctcgcgtgaacgacgacacga 91606

Score = 52.0 bits (26), Expect = 0.015

Identities = 36/38 (94%), Gaps = 1/38 (2%)

Strand = Plus / Minus

Query: 561 gttgtgggggatagatatcccc-gggtccactagaagg 597

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

Sbjct: 102699 gttgtgggggacagatatcccccgggtccactagaagg 102662

Score = 50.1 bits (25), Expect = 0.057

Identities = 28/29 (96%)



Strand = Plus / Minus

Query: 1621 gctcctttctaccccgacgtcctcttcat 1649

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

Sbjct: 92174 gctccattctaccccgacgtcctcttcat 92146

Score = 48.1 bits (24), Expect = 0.23

Identities = 45/52 (86%)

Strand = Plus / Minus

Query: 1763 gacatcacgaggctggggaacgggatccggcgcaacccgtatcccgggacga 1814

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

Sbjct: 92035 gacatcacgaggccggggagcgggacccagcgcaacccatatcacgagacga 91984

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 110714 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 134/159 (84%), Gaps = 2/159 (1%)

Strand = Plus / Plus



Query: 1071 tctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctaccc--aaaa 1128

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

Sbjct: 46719 tctcgtgcgcccagcacgaaccatcgagctacagtcggtaacaccgtcctactcctaaaa 46778

Query: 1129 gcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcgc 1188

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

Sbjct: 46779 gcacctcggggggtaaccctgggtgcgcggtcggacccgaaacactgacagctggcgcgc 46838

Query: 1189 caggtagggggtgtgtctttgatctgagctagctcaatg 1227

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

Sbjct: 46839 caggtagggggtgtgtcatcgacccaagctagctcaatg 46877

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

Identities = 192/239 (80%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 57038 aacctgaaccccgacttcgcccgagccatgaacacgccgagtgaagttggaggggtgttg 57097

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 57098 gctcggatggatgatggcctccctcggactcccgacaccgaggggtatcggcggctattc 57157

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 57158 actcaagcagccaatcaccttctacccctcgctcacccgccgaacgatctatgacacacc 57217

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcgcgaccgatgacacga 2204

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

Sbjct: 57218 atcaacagtcgccgagacgcgcggagctccatcaatgcctcgcgtgaacgacgacacga 57276

Score = 52.0 bits (26), Expect = 0.015

Identities = 36/38 (94%), Gaps = 1/38 (2%)

Strand = Plus / Plus

Query: 561 gttgtgggggatagatatcccc-gggtccactagaagg 597

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



Sbjct: 46183 gttgtgggggacagatatcccccgggtccactagaagg 46220

Score = 50.1 bits (25), Expect = 0.057

Identities = 28/29 (96%)

Strand = Plus / Plus

Query: 1621 gctcctttctaccccgacgtcctcttcat 1649

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

Sbjct: 56708 gctccattctaccccgacgtcctcttcat 56736

Score = 48.1 bits (24), Expect = 0.23

Identities = 45/52 (86%)

Strand = Plus / Plus

Query: 1763 gacatcacgaggctggggaacgggatccggcgcaacccgtatcccgggacga 1814

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

Sbjct: 56847 gacatcacgaggccggggagcgggacccagcgcaacccatatcacgagacga 56898

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 38168 aaacgccgacagttggcgcgccaggtagggg 38138

Score = 44.1 bits (22), Expect = 3.5

Identities = 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 ggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttg 1209

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

Sbjct: 164744 ggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgacg 164803

Query: 1210 atctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggact 1269

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

Sbjct: 164804 atccaagctagctcaatggccgtcaccttccacagcaagatcgccgtgcgtcccggatct 164863

Query: 1270 atgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcata 1329

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

Sbjct: 164864 gtattctgcttcgggacaatctcatctgtagcggatgaagagggaattctacaccgcctc 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 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 165458 gagcaagccgagcaagatgcaaggcaacgacgcgagaatccgctcttcgggcgcaacctg 165517

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 165518 aaccccgacttcgcccgagctatgaacacgccgagcgaagtcggaggcgttctagctcgg 165577

Query: 2032 atagctgacgg 2042

|||||||||||

Sbjct: 165578 atagctgacgg 165588

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: 177802 ttgtgggggatagatatcccctgggtccacta 177833

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Plus

Query: 563 tgtgggggatagatatcccc-gggtccacta 592

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

Sbjct: 164160 tgtgggggatagatatcccctgggtccacta 164190

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 187569 aaacgccgacagttggcgcgccaggtagggg 187539

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

Length = 157790

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

Identities = 155/188 (82%)

Strand = Plus / Minus

Query: 1150 ggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttg 1209

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

Sbjct: 156890 ggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgacg 156831

Query: 1210 atctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggact 1269

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

Sbjct: 156830 atccaagctagctcaatggccgtcaccttccacagcaagatcgccgtgcgtcccggatct 156771



Query: 1270 atgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcata 1329

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

Sbjct: 156770 gtattctgcttcgggacaatctcatctgtagcggatgaagagggaattctacaccgcctc 156711

Query: 1330 gcagatct 1337

||||||||

Sbjct: 156710 gcagatct 156703

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

Identities = 71/79 (89%)

Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 22918 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 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 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 156176 gagcaagccgagcaagatgcaaggcaacgacgcgagaatccgctcttcgggcgcaacctg 156117

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 156116 aaccccgacttcgcccgagctatgaacacgccgagcgaagtcggaggcgttctagctcgg 156057

Query: 2032 atagctgacgg 2042

|||||||||||

Sbjct: 156056 atagctgacgg 156046

Score = 85.7 bits (43), Expect = 1e-12



Identities = 91/107 (85%)

Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 22203 gagcaagccgagcaagatgcaaggcaacgacgcgagaatccgctcttcgggcgcaacttg 22144

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggagg 2018

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

Sbjct: 22143 aaccccgacttcgctcgagctatgaacacgccgagcgaagtcggagg 22097

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: 10274 ttgtgggggatagatatcccctgggtccacta 10243

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 22473 ttctaccccgacgtcctcttcatc 22450

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: 143832 ttgtgggggatagatatcccctgggtccacta 143801

Score = 46.1 bits (23), Expect = 0.90



Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 8539 aaacgccgacagttggcgcgccaggtagggg 8569

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

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 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 134065 aaacgccgacagttggcgcgccaggtagggg 134095

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Minus

Query: 563 tgtgggggatagatatcccc-gggtccacta 592

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

Sbjct: 157474 tgtgggggatagatatcccctgggtccacta 157444

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

Length = 452

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

Identities = 141/168 (83%), Gaps = 1/168 (0%)

Strand = Plus / Plus



Query: 1069 tctctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctac-ccaaa 1127

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

Sbjct: 229 tctctcgtgcatccagcacgaaccatcgagctacagttggtaacaccgtcctactccaaa 288

Query: 1128 agcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcg 1187

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

Sbjct: 289 aacacctcaaggggcaaccccgggtgcgtggtcggacccaaaacaccgacagctggcgcg 348

Query: 1188 ccaggtagggggtgtgtctttgatctgagctagctcaatgaccattac 1235

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

Sbjct: 349 ccaagtagggggtgtgtcactggtccaagctagctcaatggccattac 396

>gb|EF190052.1| Zea mays clone 46F3FF5Rs1 chromosome B, genomic sequence

Length = 452

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

Identities = 141/168 (83%), Gaps = 1/168 (0%)

Strand = Plus / Plus

Query: 1069 tctctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctac-ccaaa 1127

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

Sbjct: 229 tctctcgtgcatccagcacgaaccatcgagctacagttggtaacaccgtcctactccaaa 288

Query: 1128 agcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcg 1187

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

Sbjct: 289 aacacctcaaggggcaaccccgggtgcgtggtcggacccaaaacaccgacagctggcgcg 348

Query: 1188 ccaggtagggggtgtgtctttgatctgagctagctcaatgaccattac 1235

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

Sbjct: 349 ccaagtagggggtgtgtcactggtccaagctagctcaatggccattac 396

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

Length = 151524

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

Identities = 163/199 (81%)

Strand = Plus / Minus

Query: 1139 gggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggg 1198

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



Sbjct: 111101 gggtaaccccgggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggg 111042

Query: 1199 gtgtgtctttgatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttc 1258

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

Sbjct: 111041 gtgtgtcgacgatccaagctagctcaatggccgtcaccttccacagcaagatcatcgtgc 110982

Query: 1259 gccccgggactatgttttgctttggaaccatctcatccatagcagatgaagagggaactc 1318

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

Sbjct: 110981 gtcccggatctgtattctgcttcgggacaatctcatctgtagcggatgaagagggaattc 110922

Query: 1319 tgcaccgcatagcagatct 1337

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

Sbjct: 110921 tacaccgcatcgcagatct 110903

Score = 87.7 bits (44), Expect = 3e-13

Identities = 107/128 (83%)

Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 110376 gagcaagccgagcaagatgcgaggcaacgccgggagaatccgctcttcgggcgcaacctg 110317

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 110316 aaccccgacttcgcccgagctatgaacacgccaagcgaagtcggaggcgtactagctcgg 110257

Query: 2032 atagctga 2039

||||||||

Sbjct: 110256 atagctga 110249

Score = 60.0 bits (30), Expect = 6e-05

Identities = 30/30 (100%)

Strand = Plus / Minus

Query: 563 tgtgggggatagatatccccgggtccacta 592

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

Sbjct: 111690 tgtgggggatagatatccccgggtccacta 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 ttgtgggggatagatatcccccgggtccacta 98061

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 110646 ttctaccccgacgtcctcttcatc 110623

Score = 46.1 bits (23), Expect = 0.90

Identities = 38/43 (88%)

Strand = Plus / Minus

Query: 1137 aggggtagccctgggtgtgcggacggactctaaacaccgacag 1179

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

Sbjct: 97503 aggggtaaccccgggtgtgcggtcggacccaaaacaccgacag 97461

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

Length = 6783

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

Identities = 285/358 (79%), Gaps = 4/358 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 1676 tgtaacccaccacataaaagatccacaccaggaagtagggtgttacgcctctctaagcgg 1735

Query: 1041 cccaaacttgcagaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagtt 1100

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



Sbjct: 1736 cccgaacatgtataaaattgtcca-ctgtctctcttgcatctagcacgaaccatcgagtt 1794

Query: 1101 acaatcaacagcaccgtcctaccc--aaaagcaccgcaaggggtagccctgggtgtgcgg 1158

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

Sbjct: 1795 acagtcggtaacaccgtgctactccaaaaatcacctcgagcggcaaccccgggtgcgcgg 1854

Query: 1159 acggactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttgatctgagct 1218

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

Sbjct: 1855 tcagacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcactgatccaagct 1914

Query: 1219 agctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggactatgttttgc 1278

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

Sbjct: 1915 agctcaatggacatcactttccagcacaagatcgctctcctccctggatccgtgttctgc 1974

Query: 1279 tttggaaccatctcatccatagcagatgaagagggaactctgcaccgcatagcagatc 1336

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

Sbjct: 1975 ttcggaaccatctcatccgtggcagacgaagaaggaactctacatcgcatagcggatc 2032

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

Identities = 45/49 (91%), Gaps = 1/49 (2%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctc 609

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

Sbjct: 1249 ttgttggggacagatatcccccgggtccactagaaggcaagaaggcctc 1297

Score = 44.1 bits (22), Expect = 3.5

Identities = 43/50 (86%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcgg 2015

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

Sbjct: 2629 aacctgaaccccgacttcgcccgagccatgaacacaccgagcgaggtcgg 2678

Score = 44.1 bits (22), Expect = 3.5

Identities = 31/34 (91%)

Strand = Plus / Plus



Query: 2168 ggagctccatcaacgcttcgcgcgaccgatgaca 2201

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

Sbjct: 2831 ggagctccatcaatgcttcgcgcgaacgacgaca 2864

>gb|AY555142.1| Zea mays BAC clone c573F08, complete sequence

Length = 181627

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

Identities = 184/227 (81%)

Strand = Plus / Minus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 25162 aacctgaaccccgacttcgcccgagccatgaagacgccgagtgaagtcggaggagtattg 25103

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 25102 gctcggatagctgatggcctcccccggactcccgacgctgagggctatcggcggctattc 25043

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 25042 actcaagcagccaatcatcttctacccctcgctcacccgccgaacgatctacgacacacc 24983

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcgcga 2192

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

Sbjct: 24982 atcaacagtcggcgggacgcacagagctccatcaacgcttcgtgcga 24936

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

Identities = 133/159 (83%), Gaps = 2/159 (1%)

Strand = Plus / Minus

Query: 1071 tctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctaccc--aaaa 1128

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

Sbjct: 26022 tctcgtgcgcccaacacgaaccatcgagctacagtcggtaacaccgtcctactcctaaaa 25963

Query: 1129 gcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcgc 1188

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

Sbjct: 25962 gcaccttgaggggtaaccccgggtgcgcggtcggacccaaaacaccgacagctggcgcgc 25903



Query: 1189 caggtagggggtgtgtctttgatctgagctagctcaatg 1227

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

Sbjct: 25902 caggtagcgggtgtgtcatcgatccaagctagctcaatg 25864

Score = 56.0 bits (28), Expect = 0.001

Identities = 49/56 (87%)

Strand = Plus / Minus

Query: 1759 cggcgacatcacgaggctggggaacgggatccggcgcaacccgtatcccgggacga 1814

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

Sbjct: 25357 cggcgacatcacgaggccggagagcgggacccggcgcaacctgtatcgcgagacga 25302

Score = 54.0 bits (27), Expect = 0.004

Identities = 90/110 (81%), Gaps = 2/110 (1%)

Strand = Plus / Minus

Query: 1071 tctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtccta--cccaaaa 1128

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

Sbjct: 3663 tctcgtgcgcccagcacgaaccatcgagctacagtcggtaacaccgtcctactcctaaaa 3604

Query: 1129 gcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgaca 1178

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

Sbjct: 3603 gcaccttgaggggtaaccccgggtgcgcggtcggacccaaaacaccgaca 3554

Score = 50.1 bits (25), Expect = 0.057

Identities = 35/37 (94%), Gaps = 1/37 (2%)

Strand = Plus / Minus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaagg 597

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

Sbjct: 4181 ttgtgggggacagatatcccccgggtccactagaagg 4145

Score = 50.1 bits (25), Expect = 0.057

Identities = 28/29 (96%)

Strand = Plus / Minus



Query: 1622 ctcctttctaccccgacgtcctcttcatc 1650

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

Sbjct: 25491 ctccattctaccccgacgtcctcttcatc 25463

Score = 50.1 bits (25), Expect = 0.057

Identities = 35/37 (94%), Gaps = 1/37 (2%)

Strand = Plus / Minus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaagg 597

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

Sbjct: 26540 ttgtgggggacagatatcccccgggtccactagaagg 26504

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 106752 aaacgccgacagttggcgcgccaggtagggg 106782

Score = 44.1 bits (22), Expect = 3.5

Identities = 34/38 (89%)

Strand = Plus / Minus

Query: 884 gccccacggtcgtgtatataaggtccagagggtacccc 921

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

Sbjct: 3860 gccccacggtcgagtatataaggcctagagggcacccc 3823

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

Length = 457

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

Identities = 112/131 (85%)

Strand = Plus / Plus

Query: 798 ggatgagtcagcgagattttcggaagattagttcagtttgttcgctattatttaggagac 857



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

Sbjct: 207 ggatgagtcagcatgattttcggtagattggttcagtcagttcactattagttaggagat 266

Query: 858 atatgatcctcatgtacgtatggagtgccccacggtcgtgtatataaggtccagagggta 917

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

Sbjct: 267 acgtgatcatcatgtacgtatggagtgccctatggtcgtgtatataaggcccaagaggaa 326

Query: 918 ccccatcattt 928

|||||||||||

Sbjct: 327 ccccatcattt 337

Score = 44.1 bits (22), Expect = 3.5

Identities = 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 = 1e-18

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

Strand = Plus / Plus

Query: 1071 tctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctaccc--aaaa 1128

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

Sbjct: 32418 tctcgtgcgcccaacacgaaccatcgagctacagtcggtaacatcgtcctactcctaaaa 32477

Query: 1129 gcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcgc 1188

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

Sbjct: 32478 acacctcgaggggcaaccccgggtgtgcggtcggacccaaaacaccgacagccggcgcgc 32537

Query: 1189 caggtagggggtgtgtctttgatctgagctagctcaatgaccattacctccaaatgcaag 1248

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

Sbjct: 32538 caggtagggggtgtgtagccgatctaagctagctcaatggtcgtcaccttccagcgcaag 32597

Query: 1249 atcgcccttcgccccgggactatgttttgctttggaaccatctcatccatagcagatgaa 1308



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

Sbjct: 32598 atcaccctccgccccggatccgtgttctgcttcggaactatctcatctgtagccgatgag 32657

Query: 1309 gagggaactctgcaccgcatagcagatc 1336

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

Sbjct: 32658 gaaggaactctacatcgcattgcagatc 32685

Score = 87.7 bits (44), Expect = 3e-13

Identities = 179/224 (79%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 33289 aacctgaaccccgacttcgcccgagccatgaatacgccaagtgaagtcggaggagtactg 33348

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 33349 gctcggatagctgatgggctccctcggactcccgacgtcgagggctatcgacgactgttc 33408

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 33409 actcaagcagccaaccatcttctacctctcgctcacccgccgaacgacctacgacatgcc 33468

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcg 2189

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

Sbjct: 33469 atcaacagtcgccgggacgcgcggagctccatcaatgcctcgcg 33512

Score = 54.0 bits (27), Expect = 0.004

Identities = 27/27 (100%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatcagg 1653

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

Sbjct: 32965 ttctaccccgacgtcctcttcatcagg 32991

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

Length = 66062



Score = 105 bits (53), Expect = 1e-18

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

Strand = Plus / Plus

Query: 1071 tctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctaccc--aaaa 1128

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

Sbjct: 43660 tctcgtgcgcccaacacgaaccatcgagctacagtcggtaacatcgtcctactcctaaaa 43719

Query: 1129 gcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcgc 1188

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

Sbjct: 43720 acacctcgaggggcaaccccgggtgtgcggtcggacccaaaacaccgacagccggcgcgc 43779

Query: 1189 caggtagggggtgtgtctttgatctgagctagctcaatgaccattacctccaaatgcaag 1248

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

Sbjct: 43780 caggtagggggtgtgtagccgatctaagctagctcaatggtcgtcaccttccagcgcaag 43839

Query: 1249 atcgcccttcgccccgggactatgttttgctttggaaccatctcatccatagcagatgaa 1308

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

Sbjct: 43840 atcaccctccgccccggatccgtgttctgcttcggaactatctcatctgtagccgatgag 43899

Query: 1309 gagggaactctgcaccgcatagcagatc 1336

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

Sbjct: 43900 gaaggaactctacatcgcattgcagatc 43927

Score = 87.7 bits (44), Expect = 3e-13

Identities = 179/224 (79%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 44531 aacctgaaccccgacttcgcccgagccatgaatacgccaagtgaagtcggaggagtactg 44590

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 44591 gctcggatagctgatgggctccctcggactcccgacgtcgagggctatcgacgactgttc 44650

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 44651 actcaagcagccaaccatcttctacctctcgctcacccgccgaacgacctacgacatgcc 44710



Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcg 2189

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

Sbjct: 44711 atcaacagtcgccgggacgcgcggagctccatcaatgcctcgcg 44754

Score = 54.0 bits (27), Expect = 0.004

Identities = 27/27 (100%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatcagg 1653

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

Sbjct: 44207 ttctaccccgacgtcctcttcatcagg 44233

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

Length = 106186

Score = 105 bits (53), Expect = 1e-18

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

Strand = Plus / Plus

Query: 1071 tctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctaccc--aaaa 1128

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

Sbjct: 82798 tctcgtgcgcccaacacgaaccatcgagctacagtcggtaacatcgtcctactcctaaaa 82857

Query: 1129 gcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcgc 1188

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

Sbjct: 82858 acacctcgaggggcaaccccgggtgtgcggtcggacccaaaacaccgacagccggcgcgc 82917

Query: 1189 caggtagggggtgtgtctttgatctgagctagctcaatgaccattacctccaaatgcaag 1248

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

Sbjct: 82918 caggtagggggtgtgtagccgatctaagctagctcaatggtcgtcaccttccagcgcaag 82977

Query: 1249 atcgcccttcgccccgggactatgttttgctttggaaccatctcatccatagcagatgaa 1308

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

Sbjct: 82978 atcaccctccgccccggatccgtgttctgcttcggaactatctcatctgtagccgatgag 83037

Query: 1309 gagggaactctgcaccgcatagcagatc 1336

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

Sbjct: 83038 gaaggaactctacatcgcattgcagatc 83065



Score = 87.7 bits (44), Expect = 3e-13

Identities = 179/224 (79%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 83669 aacctgaaccccgacttcgcccgagccatgaatacgccaagtgaagtcggaggagtactg 83728

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 83729 gctcggatagctgatgggctccctcggactcccgacgtcgagggctatcgacgactgttc 83788

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 83789 actcaagcagccaaccatcttctacctctcgctcacccgccgaacgacctacgacatgcc 83848

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcg 2189

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

Sbjct: 83849 atcaacagtcgccgggacgcgcggagctccatcaatgcctcgcg 83892

Score = 54.0 bits (27), Expect = 0.004

Identities = 27/27 (100%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatcagg 1653

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

Sbjct: 83345 ttctaccccgacgtcctcttcatcagg 83371

>gb|AY664416.1| Zea mays cultivar Mo17 locus bz, complete sequence

Length = 203581

Score = 105 bits (53), Expect = 1e-18

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

Strand = Plus / Plus

Query: 1071 tctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctaccc--aaaa 1128

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



Sbjct: 71429 tctcgtgcgcccaacacgaaccatcgagctacagtcggtaacatcgtcctactcctaaaa 71488

Query: 1129 gcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcgc 1188

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

Sbjct: 71489 acacctcgaggggcaaccccgggtgtgcggtcggacccaaaacaccgacagccggcgcgc 71548

Query: 1189 caggtagggggtgtgtctttgatctgagctagctcaatgaccattacctccaaatgcaag 1248

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

Sbjct: 71549 caggtagggggtgtgtagccgatctaagctagctcaatggtcgtcaccttccagcgcaag 71608

Query: 1249 atcgcccttcgccccgggactatgttttgctttggaaccatctcatccatagcagatgaa 1308

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

Sbjct: 71609 atcaccctccgccccggatccgtgttctgcttcggaactatctcatctgtagccgatgag 71668

Query: 1309 gagggaactctgcaccgcatagcagatc 1336

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

Sbjct: 71669 gaaggaactctacatcgcattgcagatc 71696

Score = 87.7 bits (44), Expect = 3e-13

Identities = 179/224 (79%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 72300 aacctgaaccccgacttcgcccgagccatgaatacgccaagtgaagtcggaggagtactg 72359

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 72360 gctcggatagctgatgggctccctcggactcccgacgtcgagggctatcgacgactgttc 72419

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 72420 actcaagcagccaaccatcttctacctctcgctcacccgccgaacgacctacgacatgcc 72479

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcg 2189

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

Sbjct: 72480 atcaacagtcgccgggacgcgcggagctccatcaatgcctcgcg 72523



Score = 54.0 bits (27), Expect = 0.004

Identities = 27/27 (100%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatcagg 1653

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

Sbjct: 71976 ttctaccccgacgtcctcttcatcagg 72002

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 29682 aaacgccgacagttggcgcgccaggtagggg 29652

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 121172 aaacgccgacagttggcgcgccaggtagggg 121142

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

Length = 323584

Score = 105 bits (53), Expect = 1e-18

Identities = 224/281 (79%)

Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 109929 gagcaagccgagcaagatgcaaggcaacgacgcgagaatccgctcttcgggcgcaacctg 109870

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 109869 aaccccgacttcgcccgagccatgaatacgccgagcgaagtcggaggcgttctagcccgg 109810



Query: 2032 atagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgcttactcga 2091

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

Sbjct: 109809 atagctgacggacttcctcggacccccgacgccgagggataccggcgcctgttcactcag 109750

Query: 2092 gcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgccatcaac 2151

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

Sbjct: 109749 gcagccaaccatcttctaccgctcgctcatccgccgaacgacctgcgacacgccatcaac 109690

Query: 2152 agccggcgagacacgcggagctccatcaacgcttcgcgcga 2192

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

Sbjct: 109689 agtcgtcgagacgcacgaagctctatcaatgcttcgcgcga 109649

Score = 91.7 bits (46), Expect = 2e-14

Identities = 70/78 (89%)

Strand = Plus / Minus

Query: 1150 ggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttg 1209

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

Sbjct: 110643 ggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgacg 110584

Query: 1210 atctgagctagctcaatg 1227

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

Sbjct: 110583 atccaagctagctcaatg 110566

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: 97420 ttgtgggggatagatatcccctgggtccacta 97389

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus



Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 110199 ttctaccccgacgtcctcttcatc 110176

Score = 46.1 bits (23), Expect = 0.90

Identities = 41/47 (87%)

Strand = Plus / Minus

Query: 1753 aacgtgcggcgacatcacgaggctggggaacgggatccggcgcaacc 1799

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

Sbjct: 110076 aacgttcgacgacatcacgcagctggagaacgggatccggagcaacc 110030

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Minus

Query: 563 tgtgggggatagatatcccc-gggtccacta 592

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

Sbjct: 111237 tgtgggggatagatatcccctgggtccacta 111207

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 196004 aaacgccgacagttggcgcgccaggtagggg 195974

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

Length = 13396

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

Identities = 154/188 (81%)

Strand = Plus / Plus

Query: 1150 ggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttg 1209

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



Sbjct: 2672 ggtgcgcggtcggacccaaaacaccgacagctggcgcaccaggtagggggtgtgtcactg 2731

Query: 1210 atctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggact 1269

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

Sbjct: 2732 atccaagctagctcaatggccatcacttttcagcacaagatcgctctctgccctggatcc 2791

Query: 1270 atgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcata 1329

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

Sbjct: 2792 atgttctgcttcggaaccatctcatccgtggcagacgaagaagggactctgcatcgcata 2851

Query: 1330 gcagatct 1337

|| |||||

Sbjct: 2852 gcggatct 2859

Score = 91.7 bits (46), Expect = 2e-14

Identities = 82/94 (87%)

Strand = Plus / Plus

Query: 563 tgtgggggatagatatccccgggtccactagaaggcgagaaggcctcgcgtgtggccacg 622

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

Sbjct: 2078 tgtgggggacagatatccccgggtccactagaaggcaagaaggcgtcgcgaaaggcctcg 2137

Query: 623 ggccagttaccccgcaaggccatcccttcgtggg 656

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

Sbjct: 2138 ggcccattatttcgcaaggccatcccttcgtggg 2171

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

Identities = 177/225 (78%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 3464 aacctgaaccccgacttcgcccgagccatgaaaacactgagcgaggtcggtggagtgttg 3523

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 3524 ccccggatagccgatggcctcccccggactccagacgccgagggctatcggtggctactc 3583



Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 3584 actcgggcagctaaccatcttctgcctcttgctcatcctccgagcgatctacgacatgcc 3643

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcgc 2190

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

Sbjct: 3644 atcaatagtcgatgggacgcgcggagctccatcaatgcttcgcgc 3688

Score = 54.0 bits (27), Expect = 0.004

Identities = 39/43 (90%)

Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtcctcttcatcagggggagattgga 1664

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

Sbjct: 3132 ctccattctaccctgacgtcctcttcatcggggggagagtgga 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 aaaagcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggc 1184

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

Sbjct: 109028 aaaagcaccgtgaggggcaaccccgggtgtgcggtcggacccaaaacaccgacagctggc 108969

Query: 1185 gcgccaggtagggggtgtgtctttgatctgagctagctcaatg 1227

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

Sbjct: 108968 gcgccaggtagggggtgtgtcgacgatccaagctagctcaatg 108926

Score = 48.1 bits (24), Expect = 0.23

Identities = 31/32 (96%), Gaps = 1/32 (3%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatat-ccccgggtccacta 592

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

Sbjct: 3262 ttgtgggggatagatatcccccgggtccacta 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 ttgtgggggatagatatcccctgggtccacta 99495

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 30117 aaacgccgacagttggcgcgccaggtagggg 30087

Score = 46.1 bits (23), Expect = 0.90

Identities = 23/23 (100%)

Strand = Plus / Minus

Query: 1628 tctaccccgacgtcctcttcatc 1650

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

Sbjct: 108558 tctaccccgacgtcctcttcatc 108536

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Minus

Query: 563 tgtgggggatagatatcccc-gggtccacta 592

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

Sbjct: 109596 tgtgggggatagatatcccctgggtccacta 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 aaaagcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggc 1184

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

Sbjct: 419 aaaagcacctcgaggggcaaccccgggtgtgcggtcggacccaaaacaccgacagctggt 478

Query: 1185 gcgccaggtagggggtgtgtctttgatctgagctagctcaatg 1227

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

Sbjct: 479 gcgccaggtagggggtgtgtcactgatccaagctagctcaatg 521

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

Length = 582

Score = 99.6 bits (50), Expect = 7e-17

Identities = 202/249 (81%), Gaps = 4/249 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 271 tgtaacccaccacataaaagatccataccaggaagtaggctgttacgcctctctaagcgg 330

Query: 1041 cccaaacttgcagaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagtt 1100

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

Sbjct: 331 cccaaacctatataaaattgtcca-ctgtctctcgtgcatctagcacgaaccatcgatct 389

Query: 1101 acaatcaacagcaccgtcctaccc--aaaagcaccgcaaggggtagccctgggtgtgcgg 1158

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

Sbjct: 390 acagttggtaacaccgtcctactccaaaaagcacctctaggggcaaccccgggtgcgcgg 449

Query: 1159 acggactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttgatctgagct 1218

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

Sbjct: 450 tcggacccaaaacaccgacagctggcgcgccaggaagggggtgtgttactgatccaagct 509

Query: 1219 agctcaatg 1227

|||||||||

Sbjct: 510 agctcaatg 518

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



Length = 179214

Score = 97.6 bits (49), Expect = 3e-16

Identities = 163/201 (81%)

Strand = Plus / Plus

Query: 1137 aggggtagccctgggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagg 1196

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

Sbjct: 94728 aggggtaaccccaggtgtgcggtcggacccaaaacaccgacagctggcacgccaggtagg 94787

Query: 1197 gggtgtgtctttgatctgagctagctcaatgaccattacctccaaatgcaagatcgccct 1256

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

Sbjct: 94788 gggtgtgtcgacgatccaagctagctcaatggccgtcaccttccacagcaagatcaccgt 94847

Query: 1257 tcgccccgggactatgttttgctttggaaccatctcatccatagcagatgaagagggaac 1316

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

Sbjct: 94848 gcgtcccggatctgtattctgcttcgggacaatctcatctgtagcggatgaagagggaat 94907

Query: 1317 tctgcaccgcatagcagatct 1337

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

Sbjct: 94908 tctacaccgcctcgcagatct 94928

Score = 85.7 bits (43), Expect = 1e-12

Identities = 109/131 (83%)

Strand = Plus / Plus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 95455 gagcaagccgagcaagatgcaaggcaacgctgggagaatccgctcttcgggcgcaaccta 95514

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 95515 aaccccgactttgcccgagctatgaacacgccgagcgaagtcggaggcgtactagctcgg 95574

Query: 2032 atagctgacgg 2042

|||||||||||

Sbjct: 95575 atagctgacgg 95585



Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 95185 ttctaccccgacgtcctcttcatc 95208

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Plus

Query: 563 tgtgggggatagatatcccc-gggtccacta 592

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

Sbjct: 94141 tgtgggggatagatatcccctgggtccacta 94171

Score = 44.1 bits (22), Expect = 3.5

Identities = 43/50 (86%)

Strand = Plus / Plus

Query: 1459 acccgaaaaactccgctgtccacttcgcccacaaaggagtggacacggat 1508

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

Sbjct: 95038 acccggaagactccgctgtctacttccccaacaaaagaatggacacggat 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

Identities = 145/177 (81%)

Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 114818 gggtgtgcggtcggacccaaaacactgacagctggcgcgccaggtagggggtgtgtcgac 114759

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggac 1268

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

Sbjct: 114758 gatccaagctagctcaatggccgacaccttcaacagcaagatcaccatgcgtcccggatc 114699



Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccg 1325

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

Sbjct: 114698 cgtattctgctttgggacaatctcatccgtagcggatgaagagggaattctacaccg 114642

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

Identities = 182/227 (80%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 28831 aacctgaatcccgacttcgcccgagctatgaacacgccgagtgaagtcggaggggtacta 28890

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 28891 gctcggatagctgacggacttcctcgaactcccgacgccgagggataccgacgcctgttc 28950

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 28951 acccaggcagccaaccatcttctaccgctcgctcacccgccgaacgatctacgacacgcc 29010

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcgcga 2192

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

Sbjct: 29011 atcaacagtcgccgagacgcgcgaagctccatcaatgcttcgcgcga 29057

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

Identities = 71/79 (89%)

Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 62096 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 62037

Query: 1209 gatctgagctagctcaatg 1227

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

Sbjct: 62036 gatccaagctagctcaatg 62018



Score = 89.7 bits (45), Expect = 7e-14

Identities = 69/77 (89%)

Strand = Plus / Minus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 123323 aacctgaatcccgacttcgcccgagctatgaacacgccgagtgaagtcggaggggtacta 123264

Query: 2026 gcccagatagctgacgg 2042

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

Sbjct: 123263 gctcggatagctgacgg 123247

Score = 85.7 bits (43), Expect = 1e-12

Identities = 70/79 (88%)

Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 28062 gggtgtgcggtcggacccaaaacaccgacagctggcgtgccaggtagggggtgtgtcgac 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 caagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctgtac 1974

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

Sbjct: 114101 caagccgagcaagatgcaaggcaacgccgggagaatccgctcttcgggcgcaacctgaat 114042

Query: 1975 cccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccagata 2034

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

Sbjct: 114041 cccgacttcgcccgagctataaacacgccaagcgaagtcggaggggtactagctcggata 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 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 124092 gggtgtgcggtcggacccaaaacaccgacagctggcacgccaggtagggggtgtatcgac 124033

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggac 1268

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

Sbjct: 124032 gatccaagctagctcaatggccgtcaccttcaacagcaagatcaccatgcgtcccggatc 123973

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccg 1325

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

Sbjct: 123972 cgtattctgctttgggacaatctcatctgtagcggatgaagggggaattctacaccg 123916

Score = 60.0 bits (30), Expect = 6e-05

Identities = 45/50 (90%)

Strand = Plus / Minus

Query: 2143 gccatcaacagccggcgagacacgcggagctccatcaacgcttcgcgcga 2192

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

Sbjct: 61150 gccatcaacagtcgccgagacgcgcggagctctatcaatgcttcgcgcga 61101

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

Identities = 104/129 (80%)

Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 61381 gagcaagccgaacaagatgcaaggcaacgacgcgagaatccgctcttcgggtgtaacttg 61322

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 61321 aaccctgacttcgcccgagctatgaacacgccgagcgaggtcggaggcgttctagcccgg 61262



Query: 2032 atagctgac 2040

|||||||||

Sbjct: 61261 atagctgac 61253

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 28507 ttctaccccgacgtcctcttcatc 28530

Score = 48.1 bits (24), Expect = 0.23

Identities = 31/32 (96%), Gaps = 1/32 (3%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatat-ccccgggtccacta 592

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

Sbjct: 41260 ttgtgggggatagatatcccccgggtccacta 41291

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 61651 ttctaccccgacgtcctcttcatc 61628

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: 94022 ttgtgggggatagatatcccccgggtccacta 93991



Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 114374 ttctaccccgacgtcctcttcatc 114351

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 123647 ttctaccccgacgtcctcttcatc 123624

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Plus

Query: 563 tgtgggggatagatat-ccccgggtccacta 592

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

Sbjct: 27464 tgtgggggatagatatcccccgggtccacta 27494

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Minus

Query: 563 tgtgggggatagatatcccc-gggtccacta 592

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

Sbjct: 115417 tgtgggggatagatatcccctgggtccacta 115387

Score = 44.1 bits (22), Expect = 3.5

Identities = 43/50 (86%)



Strand = Plus / Minus

Query: 1459 acccgaaaaactccgctgtccacttcgcccacaaaggagtggacacggat 1508

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

Sbjct: 114521 acccggaagactccgctgtctacttccccgacaaaagaatggacacggat 114472

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

Length = 3194

Score = 97.6 bits (49), Expect = 3e-16

Identities = 139/169 (82%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggggtgtgtctttgatctgagctagctcaatg 1227

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

Sbjct: 1920 aaacaccgacagctggcgcgccaggtaggcggtgtgtcactgatccaagctagctcaatg 1979

Query: 1228 accattacctccaaatgcaagatcgcccttcgccccgggactatgttttgctttggaacc 1287

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

Sbjct: 1980 gtcatcactttccagcacaagattgctctccgccctggatccgtgttctgcttcggaacc 2039

Query: 1288 atctcatccatagcagatgaagagggaactctgcaccgcatagcagatc 1336

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

Sbjct: 2040 atctcatccgtggcagacgaagaaggaactctacatcgcatagcagatc 2088

Score = 73.8 bits (37), Expect = 4e-09

Identities = 86/101 (85%), Gaps = 1/101 (0%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctcgcgtgtggcca 620

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

Sbjct: 1198 ttgtgggggacagatatcccccgggtccactagaaggcaagaaggcctcacgaaaggcct 1257

Query: 621 cgggccagttaccccgcaaggccatcccttcgtgggtcgag 661

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

Sbjct: 1258 cgggcccattatttcgcaaggccaccccttcgtgggccgag 1298

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



Identities = 47/53 (88%)

Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtg 1201

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

Sbjct: 1796 gggtgcgcggtcggacccaaaacaccggcagctggcgcgccaggtaggtggtg 1848

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

Identities = 173/221 (78%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 2685 aacctgaaccccgacttcgcccgagccatgaacacaccgagcgaggtcggtggagtgttg 2744

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 2745 gctcggatagccgatggcctcccccggactccagatgccgagggctatcggcggctgctc 2804

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 2805 actcgggcaactaaccatcttctgcctctagctcatcctccaagcgatctacgacacagc 2864

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttc 2186

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

Sbjct: 2865 atcaatagtcgacgggacgcacggagctccatcaatgcttc 2905

Score = 54.0 bits (27), Expect = 0.004

Identities = 39/43 (90%)

Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtcctcttcatcagggggagattgga 1664

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

Sbjct: 2353 ctccgttctaccccgacgtcctctttatcggggggagagtgga 2395

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

Length = 173182



Score = 97.6 bits (49), Expect = 3e-16

Identities = 154/189 (81%)

Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 18097 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 18156

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggac 1268

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

Sbjct: 18157 gatccaagctagctcaatggccgtcactttccacagcaagatcgccgtacgtcccggatc 18216

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcat 1328

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

Sbjct: 18217 tgtattctgcttcgggacaatctcgtccgtagcggatgaagaaggaattctacaccgcct 18276

Query: 1329 agcagatct 1337

||||||||

Sbjct: 18277 cgcagatct 18285

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

Identities = 110/131 (83%)

Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 97188 gagcaagccgagcaagatgcaaggcaacgacgcgagaatccgctcttcgggcgcaacctg 97129

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 97128 aaccccgacttcgcccgagctatgaatacgccgagcgaagtcggaggcgttctggcccgg 97069

Query: 2032 atagctgacgg 2042

||||| |||||

Sbjct: 97068 atagccgacgg 97058

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

Identities = 71/79 (89%)



Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 97903 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 97844

Query: 1209 gatctgagctagctcaatg 1227

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

Sbjct: 97843 gatccaagctagctcaatg 97825

Score = 77.8 bits (39), Expect = 3e-10

Identities = 108/131 (82%)

Strand = Plus / Plus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 18812 gagcaggccgagcaagatgcaaggcaacgacgcgagaatccgctcttcgggcgcaacctg 18871

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 18872 aaccccgactttgcccgagctatgaacacgccgagcgaagtcggaggcgttctagctcgg 18931

Query: 2032 atagctgacgg 2042

|||||||||||

Sbjct: 18932 atagctgacgg 18942

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 18542 ttctaccccgacgtcctcttcatc 18565

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: 31129 ttgtgggggatagatatcccctgggtccacta 31160

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: 85079 ttgtgggggatagatatcccctgggtccacta 85048

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Plus

Query: 563 tgtgggggatagatatcccc-gggtccacta 592

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

Sbjct: 17495 tgtgggggatagatatcccctgggtccacta 17525

Score = 46.1 bits (23), Expect = 0.90

Identities = 23/23 (100%)

Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcat 1649

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

Sbjct: 97458 ttctaccccgacgtcctcttcat 97436

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Minus

Query: 563 tgtgggggatagatatcccc-gggtccacta 592

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

Sbjct: 98496 tgtgggggatagatatcccctgggtccacta 98466



Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 120842 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 154/189 (81%)

Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 17897 gggtgtgcggtcggacccaaagcaccgacagctggcgcgccaggtagggggtgtgtcgac 17838

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggac 1268

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

Sbjct: 17837 aatccaagctagctcaatggccgtcaccttccacagcaagatcgccgtgcgtctcggatc 17778

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcat 1328

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

Sbjct: 17777 tatattccgcttcgggacaatttcatccatagcggatgaagagggaattctacaccgcct 17718

Query: 1329 agcagatct 1337

||||||||

Sbjct: 17717 cgcagatct 17709

Score = 81.8 bits (41), Expect = 2e-11

Identities = 107/129 (82%)

Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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



Sbjct: 17182 gagcaagccgaacaagatgcaaggcaacgccgggagaatccgctcttcgggcgcaacctg 17123

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 17122 aaccccgacttcgcccgagctatgaacacgccgagcgaggtcggaggcgttctagctcgg 17063

Query: 2032 atagctgac 2040

|||||||||

Sbjct: 17062 atagctgac 17054

Score = 52.0 bits (26), Expect = 0.015

Identities = 44/50 (88%)

Strand = Plus / Minus

Query: 2143 gccatcaacagccggcgagacacgcggagctccatcaacgcttcgcgcga 2192

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

Sbjct: 16951 gccatcaacagtcgccgagacgcgcgaagctctatcaatgcttcgcgcga 16902

Score = 48.1 bits (24), Expect = 0.23

Identities = 57/68 (83%)

Strand = Plus / Minus

Query: 1732 cgacggaggaatagaagccagaacgtgcggcgacatcacgaggctggggaacgggatccg 1791

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

Sbjct: 17350 cgacggaggaatcgacgcaggaacgttcgacgacatcacgcagccggggagcgggatccg 17291

Query: 1792 gcgcaacc 1799

| ||||||

Sbjct: 17290 gagcaacc 17283

Score = 46.1 bits (23), Expect = 0.90

Identities = 23/23 (100%)

Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcat 1649

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

Sbjct: 17452 ttctaccccgacgtcctcttcat 17430



Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 42263 aaacgccgacagttggcgcgccaggtagggg 42293

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 109561 aaacgccgacagttggcgcgccaggtagggg 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 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 68045 gggtgtgcggtcggacccaaagcaccgacagctggcgcgccaggtagggggtgtgtcgac 68104

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggac 1268

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

Sbjct: 68105 aatccaagctagctcaatggccgtcaccttccacagcaagatcgccgtgcgtctcggatc 68164

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcat 1328

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

Sbjct: 68165 tatattccgcttcgggacaatttcatccatagcggatgaagagggaattctacaccgcct 68224

Query: 1329 agcagatct 1337

||||||||



Sbjct: 68225 cgcagatct 68233

Score = 81.8 bits (41), Expect = 2e-11

Identities = 107/129 (82%)

Strand = Plus / Plus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 68760 gagcaagccgaacaagatgcaaggcaacgccgggagaatccgctcttcgggcgcaacctg 68819

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 68820 aaccccgacttcgcccgagctatgaacacgccgagcgaggtcggaggcgttctagctcgg 68879

Query: 2032 atagctgac 2040

|||||||||

Sbjct: 68880 atagctgac 68888

Score = 52.0 bits (26), Expect = 0.015

Identities = 44/50 (88%)

Strand = Plus / Plus

Query: 2143 gccatcaacagccggcgagacacgcggagctccatcaacgcttcgcgcga 2192

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

Sbjct: 68991 gccatcaacagtcgccgagacgcgcgaagctctatcaatgcttcgcgcga 69040

Score = 48.1 bits (24), Expect = 0.23

Identities = 57/68 (83%)

Strand = Plus / Plus

Query: 1732 cgacggaggaatagaagccagaacgtgcggcgacatcacgaggctggggaacgggatccg 1791

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

Sbjct: 68592 cgacggaggaatcgacgcaggaacgttcgacgacatcacgcagccggggagcgggatccg 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 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 43679 aaacgccgacagttggcgcgccaggtagggg 43649

Score = 46.1 bits (23), Expect = 0.90

Identities = 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 = 1e-15

Identities = 142/172 (82%), Gaps = 1/172 (0%)

Strand = Plus / Minus

Query: 982 tgtaacccaccacatatagatccatcccaagaagtagtgtattacgcctctctaagcggc 1041

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

Sbjct: 122467 tgtaacccaccacataaagatccacaccaggaagtagggtattacgcctctcaaagcggc 122408

Query: 1042 ccaaacttgcagaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagtta 1101

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

Sbjct: 122407 tcgaacctgtagaaaattgtctat-cgtctctcatgcgcctagcacgaaccatcgaggta 122349

Query: 1102 caatcaacagcaccgtcctacccaaaagcaccgcaaggggtagccctgggtg 1153

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

Sbjct: 122348 cagtcggttacaccgtcctacccaaaagcacctcgaggggtaaccccgggtg 122297

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



Identities = 110/131 (83%)

Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 37812 gagcaagccgagcaagatgcaaggcaacgccgggagaatccgctcttcgggcgcaacctg 37753

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 37752 aaccccgacttcgcccgagctatgaacacgccgagcgaggtcggaggcgttctagctcgg 37693

Query: 2032 atagctgacgg 2042

|||||||||||

Sbjct: 37692 atagctgacgg 37682

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

Identities = 71/79 (89%)

Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 38527 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 38468

Query: 1209 gatctgagctagctcaatg 1227

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

Sbjct: 38467 gatccaagctagctcaatg 38449

Score = 50.1 bits (25), Expect = 0.057

Identities = 35/37 (94%), Gaps = 1/37 (2%)

Strand = Plus / Minus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaagg 597

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

Sbjct: 122894 ttgtgggggacagatatcccccgggtccactagaagg 122858

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: 25568 ttgtgggggatagatatcccccgggtccacta 25537

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 38082 ttctaccccgacgtcctcttcatc 38059

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Minus

Query: 563 tgtgggggatagatat-ccccgggtccacta 592

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

Sbjct: 39115 tgtgggggatagatatcccccgggtccacta 39085

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 68664 aaacgccgacagttggcgcgccaggtagggg 68694

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

Length = 174429

Score = 95.6 bits (48), Expect = 1e-15

Identities = 108/128 (84%)

Strand = Plus / Plus



Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 25420 gagcaagccgagcaagatgcaaggcaacgccgggagaatccgctcttcgggcgcaacttg 25479

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 25480 aaccccgacttcgctcgagctatgaacacgccgagcgaagtcggaggcgttctagctcgg 25539

Query: 2032 atagctga 2039

||||||||

Sbjct: 25540 atagctga 25547

Score = 89.7 bits (45), Expect = 7e-14

Identities = 153/189 (80%)

Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 24704 gggtgtgcggtcggacccaagacaccgacagctggcgcgccaggtagggggtgtgtcgac 24763

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggac 1268

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

Sbjct: 24764 gatccaagctagctcaatggccgtcaccttccacagcaaaatcgctgtgcgtcccggatc 24823

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcat 1328

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

Sbjct: 24824 tgtattctgcttcgggacgatctcgtccgtagcagatgaagaaggaattctacaccgcct 24883

Query: 1329 agcagatct 1337

||||||||

Sbjct: 24884 cgcagatct 24892

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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



Sbjct: 25150 ttctaccccgacgtcctcttcatc 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 ttgtgggggatagatatcccctgggtccacta 37642

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Plus

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 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 116116 aaacgccgacagttggcgcgccaggtagggg 116146

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

Length = 13598

Score = 95.6 bits (48), Expect = 1e-15

Identities = 207/260 (79%)

Strand = Plus / Plus

Query: 1942 cgagagaatgctctctttgctcggaacctgtaccccgacttcgctcgtgcaatgaacacg 2001

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

Sbjct: 7909 cgagagaatcctctccttggacgaaacctgaaccccgacttcgcccgagccatgaacaca 7968



Query: 2002 ccgagtgaagtcggaggggtactggcccagatagctgacggcctcccgcgaaccctagac 2061

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

Sbjct: 7969 ccgagcaaggtcggtggagtgttggctcggatagccgatggcctcccccggactccagac 8028

Query: 2062 acggaaggctaccggcggctgcttactcgagcagttaatcaccttctacccatcactaat 2121

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

Sbjct: 8029 accaagggctatcggcggctgctcactcgggcagctaaccatcttctgcctctcactcat 8088

Query: 2122 cctccaagcgacctacgccatgccatcaacagccggcgagacacgcggagctccatcaac 2181

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

Sbjct: 8089 cctccgagcgatctatgacacgccatcaatagtcgacgggacgcacggagctccatcaat 8148

Query: 2182 gcttcgcgcgaccgatgaca 2201

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

Sbjct: 8149 gcttcacgcgaacgacgaca 8168

Score = 81.8 bits (41), Expect = 2e-11

Identities = 87/101 (86%), Gaps = 1/101 (0%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatat-ccccgggtccactagaaggcgagaaggcctcgcgtgtggcca 620

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

Sbjct: 6737 ttgtgggggacagatattccccgggtccactagaaggcaagaaggcctcacgaaaggcct 6796

Query: 621 cgggccagttaccccgcaaggccatcccttcgtgggtcgag 661

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

Sbjct: 6797 cgggcccattatttcgcaaggccaccccttcgtgggtcgag 6837

Score = 54.0 bits (27), Expect = 0.004

Identities = 151/190 (79%), Gaps = 3/190 (1%)

Strand = Plus / Plus

Query: 999 agatccatcccaagaagtagtgtattacgcctctctaagcggcccaaacttgcagaaaac 1058

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

Sbjct: 7182 agatccaaaccaggaagtagggtgttacgcctctctaagcggcccgaacctgtataaaat 7241

Query: 1059 cgccta-tccctctctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgt 1117

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



Sbjct: 7242 tgtctactgtctctctcgtgcatctagcacgaactatcaagctacagtcggtaacaccgt 7301

Query: 1118 ccta--cccaaaagcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccg 1175

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

Sbjct: 7302 cctactccaaaaagcacctcgaggggcaaccccgggtgcacggtcggacccaaaacaccg 7361

Query: 1176 acagctggcg 1185

||||||||||

Sbjct: 7362 acagctggcg 7371

Score = 46.1 bits (23), Expect = 0.90

Identities = 38/43 (88%)

Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtcctcttcatcagggggagattgga 1664

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

Sbjct: 7603 ctccgttctaccccgacgtcctctttatcgaggggagagtgga 7645

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

Length = 79183

Score = 95.6 bits (48), Expect = 1e-15

Identities = 153/188 (81%)

Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 46602 gggtgtgcggtcggacccaaaacaccgacagccggcgcgcaaggtagggggtgtgtagcc 46661

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggac 1268

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

Sbjct: 46662 gatctaagctagctcaatggtcgtcaccttccagcgcaagatcaccctccgccccggatc 46721

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcat 1328

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

Sbjct: 46722 cgtgttctgcttcggaactatctcatctgtagccgatgaggaaggaactctacatcgcat 46781

Query: 1329 agcagatc 1336

|||||||



Sbjct: 46782 tgcagatc 46789

Score = 87.7 bits (44), Expect = 3e-13

Identities = 179/224 (79%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 47393 aacctgaaccccgacttcgcccgagccatgaatacgccaagtgaagtcggaggagtactg 47452

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 47453 gctcggatagctgatgggctccctcggactcccgacgtcgagggctatcgacgactgttc 47512

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 47513 actcaagcagccaaccatcttctacctctcgctcacccgccgaacgacctacgacatgcc 47572

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcg 2189

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

Sbjct: 47573 atcaacagtcgccgggacgcgcggagctccatcaatgcctcgcg 47616

Score = 54.0 bits (27), Expect = 0.004

Identities = 27/27 (100%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatcagg 1653

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

Sbjct: 47069 ttctaccccgacgtcctcttcatcagg 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

Identities = 191/239 (79%)

Strand = Plus / Minus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025



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

Sbjct: 166425 aacctgaacctcgacttcgcccgagccatgaacacaccgagcgaagttggtggagtattg 166366

Query: 2026 gcccagatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgctt 2085

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

Sbjct: 166365 gcccgaatagctgatggcctcccccgaactccagacaccgagggctattggcgactattc 166306

Query: 2086 actcgagcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgcc 2145

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

Sbjct: 166305 actcgggcggccaaccaccttctacctctcgctcatccgccgagcgacctgcgacacgcc 166246

Query: 2146 atcaacagccggcgagacacgcggagctccatcaacgcttcgcgcgaccgatgacacga 2204

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

Sbjct: 166245 atcaacagtcggcggggcgcacaaagctccatcaacgcttcgcgcgaacgacgacacga 166187

Score = 91.7 bits (46), Expect = 2e-14

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

Strand = Plus / Plus

Query: 271 tttgatggtatgttaaatttgtgtgtcatttgtttgatggatttagtaaaggttatgggt 330

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

Sbjct: 97426 tttgatggtgtgttaagtttgagtgcaatttgtttggtggatttagtgggagttatgggt 97485

Query: 331 ctagaggtgatttttgttgggtgggttttacagagtttaaactagcggattatatagtgg 390

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

Sbjct: 97486 gtgggggtgatttg-gttgggtgggttttgcaaaatttaaactagtggattatatagtgg 97544

Query: 391 tataga 396

||||||

Sbjct: 97545 tataga 97550

Score = 87.7 bits (44), Expect = 3e-13

Identities = 77/88 (87%)

Strand = Plus / Minus

Query: 1145 ccctgggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgt 1204

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

Sbjct: 167218 ccctgggtgcgcggtcggacccaaaacaccgacagctagtgcgccaggtagggggtgtgt 167159



Query: 1205 ctttgatctgagctagctcaatgaccat 1232

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

Sbjct: 167158 cactgatccaagctagctcaatggccat 167131

Score = 48.1 bits (24), Expect = 0.23

Identities = 39/44 (88%)

Strand = Plus / Minus

Query: 1762 cgacatcacgaggctggggaacgggatccggcgcaacccgtatc 1805

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

Sbjct: 166617 cgacatcacgaggccgaggaacgggacccggtgcagcccgtatc 166574

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 166749 ttctaccccgacgtcctcttcatc 166726

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 2981 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 71/79 (89%)

Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208



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

Sbjct: 153451 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 153392

Query: 1209 gatctgagctagctcaatg 1227

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

Sbjct: 153391 gatccaagctagctcaatg 153373

Score = 85.7 bits (43), Expect = 1e-12

Identities = 91/107 (85%)

Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 152736 gagcaagccgagcaagatgcaaggcaacgacgcgagaatccgctcttcgggcgcaacttg 152677

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggagg 2018

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

Sbjct: 152676 aaccccgacttcgctcgagctatgaacacgccgagcgaagtcggagg 152630

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: 140807 ttgtgggggatagatatcccctgggtccacta 140776

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 153006 ttctaccccgacgtcctcttcatc 152983

Score = 46.1 bits (23), Expect = 0.90



Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 21334 aaacgccgacagttggcgcgccaggtagggg 21304

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 90226 aaacgccgacagttggcgcgccaggtagggg 90256

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 139072 aaacgccgacagttggcgcgccaggtagggg 139102

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Minus

Query: 563 tgtgggggatagatatcccc-gggtccacta 592

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

Sbjct: 154049 tgtgggggatagatatcccctgggtccacta 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

Identities = 110/131 (83%)

Strand = Plus / Plus



Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 185684 gagcaagccgagcaagatgcaaggcaacgccgggagaatccgctcttcgggcgcaacctg 185743

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 185744 aaccccgacttcgcccgagctatgaacacgccgagtgaggtcagaggcgttctagctcgg 185803

Query: 2032 atagctgacgg 2042

|||||||||||

Sbjct: 185804 atagctgacgg 185814

Score = 85.7 bits (43), Expect = 1e-12

Identities = 70/79 (88%)

Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 184969 gggtgtgcggtcggacccaaaacatcgacagctggcgcgccaggtagggggtgtgtcgac 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 cgacggaggaatagaagccagaacgtgcggcgacatcacgaggctggggaacgggatccg 1791

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

Sbjct: 185516 cgacggaggaaccgacgcaggaacgttcgacgacatcacgcggctggagaacgggatccg 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 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 185414 ttctaccccgacgtcctcttcatc 185437

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Plus

Query: 563 tgtgggggatagatatcccc-gggtccacta 592

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

Sbjct: 184382 tgtgggggatagatatcccctgggtccacta 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 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 160360 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 160301

Query: 1209 gatctgagctagctcaatg 1227

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

Sbjct: 160300 gatccaagctagctcaatg 160282

Score = 73.8 bits (37), Expect = 4e-09

Identities = 220/281 (78%)

Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 159645 gagcaagccgagcaagacgcaaggcaacgacgcgagaatccgctcttcgggcgcaacttg 159586



Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 159585 aaccctgacttcgcccgagcgatgaacacgccgagcgaggtcggaggcgttctagcccgg 159526

Query: 2032 atagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgcttactcga 2091

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

Sbjct: 159525 atagctgacggacttcctcggacccccgacgccgagggataccggcgcctgttcactcag 159466

Query: 2092 gcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgccatcaac 2151

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

Sbjct: 159465 gcagccaaccatcttctaccgctcgctcacccgccgaacgatctgcgacacgccatcaac 159406

Query: 2152 agccggcgagacacgcggagctccatcaacgcttcgcgcga 2192

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

Sbjct: 159405 agtcgccgagacgcgcgaagctctatcaatgcttcgcgcga 159365

Score = 69.9 bits (35), Expect = 6e-08

Identities = 92/111 (82%)

Strand = Plus / Minus

Query: 1069 tctctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtcctacccaaaa 1128

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

Sbjct: 137188 tctctcgtgcgcccagcacgaaccatcgagctacagtcggtaacatcgtcctacccaaaa 137129

Query: 1129 gcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacag 1179

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

Sbjct: 137128 gcacctcgaggggtcaccctgggtgcgcggtcgggtcccaaacaccgacag 137078

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

Identities = 45/49 (91%), Gaps = 1/49 (2%)

Strand = Plus / Minus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctc 609

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

Sbjct: 137705 ttgtgggggacagatatcccccgggtccactagaaggttagaaggcctc 137657



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: 147600 ttgtgggggatagatatcccctgggtccacta 147569

Score = 48.1 bits (24), Expect = 0.23

Identities = 42/48 (87%)

Strand = Plus / Minus

Query: 1752 gaacgtgcggcgacatcacgaggctggggaacgggatccggcgcaacc 1799

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

Sbjct: 159793 gaacgttcgacgacatcacgcagctggagaacgggatccggagcaacc 159746

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 159915 ttctaccccgacgtcctcttcatc 159892

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: 160955 ttgtgggggatagatatcccctgggtccacta 160924

Score = 46.1 bits (23), Expect = 0.90

Identities = 38/43 (88%)

Strand = Plus / Minus



Query: 883 tgccccacggtcgtgtatataaggtccagagggtaccccatca 925

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

Sbjct: 137385 tgccccacggtcgagtatataaggcctagggggcaccccatca 137343

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

Length = 195448

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

Identities = 71/79 (89%)

Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 111556 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 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 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 112271 gagcaggccgagcaagatgcaaggcaacgacgcgagaatccgctcttcgggcgcaacttg 112330

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 112331 aaccccgacttcgcccgagccgtgaatacaccgagcgaagtcggaggcgttctggcccgg 112390

Query: 2032 atagctgacgg 2042

|||||||||||

Sbjct: 112391 atagctgacgg 112401

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Plus



Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 112001 ttctaccccgacgtcctcttcatc 112024

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: 121910 ttgtgggggatagatatcccctgggtccacta 121941

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Plus

Query: 563 tgtgggggatagatatcccc-gggtccacta 592

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

Sbjct: 110963 tgtgggggatagatatcccctgggtccacta 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 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 114625 gagcaagccgagcaagatgcaaggcaacgacgcgagaatccgctcttcgggcgcaacctg 114566

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 114565 aaccccgacttcgcccgagctatgaatacgccgagcgaagtcggaggcgttctggcccgg 114506

Query: 2032 atagctgacgg 2042

||||| |||||

Sbjct: 114505 atagccgacgg 114495



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

Identities = 71/79 (89%)

Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 115340 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 115281

Query: 1209 gatctgagctagctcaatg 1227

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

Sbjct: 115280 gatccaagctagctcaatg 115262

Score = 85.7 bits (43), Expect = 1e-12

Identities = 70/79 (88%)

Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 127419 gggtgtgcggtcggacccaaaacaccgacagctggcgcgctaggtagggggtgtgtcgac 127478

Query: 1209 gatctgagctagctcaatg 1227

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

Sbjct: 127479 gatccaagctagctcaatg 127497

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

Identities = 64/74 (86%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 128188 aacctgaatcccgacttcgcccgagctatgaacacgccaagcgaagtcggaggggtacta 128247

Query: 2026 gcccagatagctga 2039

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

Sbjct: 128248 gctcggatagctga 128261



Score = 61.9 bits (31), Expect = 2e-05

Identities = 52/59 (88%)

Strand = Plus / Plus

Query: 2134 ctacgccatgccatcaacagccggcgagacacgcggagctccatcaacgcttcgcgcga 2192

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

Sbjct: 128356 ctacgacacgccatcaacagtcgccgagacgcgcgaagctccatcaatgcttcgcgcga 128414

Score = 52.0 bits (26), Expect = 0.015

Identities = 29/30 (96%)

Strand = Plus / Plus

Query: 1621 gctcctttctaccccgacgtcctcttcatc 1650

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

Sbjct: 127858 gctccattctaccccgacgtcctcttcatc 127887

Score = 50.1 bits (25), Expect = 0.057

Identities = 32/33 (96%), Gaps = 1/33 (3%)

Strand = Plus / Minus

Query: 561 gttgtgggggatagatatcccc-gggtccacta 592

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

Sbjct: 115935 gttgtgggggatagatatcccctgggtccacta 115903

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 85948 aaacgccgacagttggcgcgccaggtagggg 85918

Score = 46.1 bits (23), Expect = 0.90

Identities = 23/23 (100%)

Strand = Plus / Minus



Query: 1627 ttctaccccgacgtcctcttcat 1649

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

Sbjct: 114895 ttctaccccgacgtcctcttcat 114873

Score = 44.1 bits (22), Expect = 3.5

Identities = 25/26 (96%)

Strand = Plus / Minus

Query: 1173 ccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 24644 ccgacagttggcgcgccaggtagggg 24619

Score = 44.1 bits (22), Expect = 3.5

Identities = 43/50 (86%)

Strand = Plus / Plus

Query: 1459 acccgaaaaactccgctgtccacttcgcccacaaaggagtggacacggat 1508

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

Sbjct: 127717 acccggaagactccgctgtctacttccccgacaaaagaatggacacggat 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: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 85822 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 85881

Query: 1209 gatctgagctagctcaatg 1227

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

Sbjct: 85882 gatccaagctagctcaatg 85900

Score = 85.7 bits (43), Expect = 1e-12



Identities = 109/131 (83%)

Strand = Plus / Plus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 86537 gagcaggccgagcaagatgcaaggcaacgacgcgagaatccgctctttgggcgcaacttg 86596

Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccag 2031

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

Sbjct: 86597 aaccccgacttcgcccgagccgtgaatacgccgagcgaagtcggaggcgttctggcccgg 86656

Query: 2032 atagctgacgg 2042

|||||||||||

Sbjct: 86657 atagctgacgg 86667

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 86267 ttctaccccgacgtcctcttcatc 86290

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: 96175 ttgtgggggatagatatcccctgggtccacta 96206

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Plus

Query: 563 tgtgggggatagatatcccc-gggtccacta 592

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



Sbjct: 85229 tgtgggggatagatatcccctgggtccacta 85259

>emb|X97604.1| Z.diploperennis DNA for Grande1-4 retrotransposon

Length = 13779

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

Identities = 71/79 (89%)

Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 607 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtcgac 666

Query: 1209 gatctgagctagctcaatg 1227

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

Sbjct: 667 gatccaagctagctcaatg 685

Score = 77.8 bits (39), Expect = 3e-10

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

Strand = Plus / Plus

Query: 1915 caagccgagcaaggtgcaaggctgcgccgagagaatgctctctttg-ctcggaacctgta 1973

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

Sbjct: 1328 caagccgagcaagatgcaaggcaacgccgggagaatccattcttcggctc--aacctgaa 1385

Query: 1974 ccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccagat 2033

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

Sbjct: 1386 tcccgacttcgcccgagctatgaacacgccgagcgaagtcggaggggtactagctcggat 1445

Query: 2034 agctga 2039

||||||

Sbjct: 1446 agctga 1451

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Plus

Query: 1627 ttctaccccgacgtcctcttcatc 1650



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

Sbjct: 1055 ttctaccccgacgtcctcttcatc 1078

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

Length = 14530

Score = 89.7 bits (45), Expect = 7e-14

Identities = 183/229 (79%)

Strand = Plus / Plus

Query: 1973 accccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccaga 2032

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

Sbjct: 3599 accccgacttcgcctgagccatgaacacaccgagcgaggtcggtggagtgttggctcaga 3658

Query: 2033 tagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgcttactcgag 2092

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

Sbjct: 3659 tagccgatggcctcccctggactctagacgccgagggctatcggcggctgctcactcggg 3718

Query: 2093 cagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgccatcaaca 2152

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

Sbjct: 3719 cagctaaccatcttctgcctctcgctcatccttcgagcgatctacgacacgccatcaata 3778

Query: 2153 gccggcgagacacgcggagctccatcaacgcttcgcgcgaccgatgaca 2201

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

Sbjct: 3779 gtcgacgggacgcacggagctccatcaatgcttcgcgcgaacgacgaca 3827

Score = 73.8 bits (37), Expect = 4e-09

Identities = 195/244 (79%), Gaps = 4/244 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 2641 tgtaacccaccacataaaagatccacaccaggaagtagggtgttacgcctctctaagcgg 2700

Query: 1041 cccaaacttgcagaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagtt 1100

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

Sbjct: 2701 cctgaacctgtataaaattgtccattg-tctctcgtgcatctaacacgaaccatcgagct 2759

Query: 1101 acaatcaacagcaccgtcctaccc--aaaagcaccgcaaggggtagccctgggtgtgcgg 1158



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

Sbjct: 2760 acagttggtaacaccgtcctactccaaaaagcacctcgaggggcaaccccgggtgcgcgg 2819

Query: 1159 acggactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttgatctgagct 1218

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

Sbjct: 2820 tcagacccaaaacaccgaaagccggcgcgccaggtagggggtgtgtcactaatctaagct 2879

Query: 1219 agct 1222

||||

Sbjct: 2880 agct 2883

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

Identities = 46/49 (93%), Gaps = 1/49 (2%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctc 609

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

Sbjct: 2213 ttgtgggggacagatatcccccgggtccactagaaggcaagaaggcctc 2261

>gb|AY325816.1| Zea mays BAC clone Z013I05, complete sequence

Length = 152337

Score = 89.7 bits (45), Expect = 7e-14

Identities = 54/57 (94%)

Strand = Plus / Minus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtc 1205

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

Sbjct: 31297 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggtgtgtc 31241

Score = 77.8 bits (39), Expect = 3e-10

Identities = 90/107 (84%)

Strand = Plus / Minus

Query: 1912 gagcaagccgagcaaggtgcaaggctgcgccgagagaatgctctctttgctcggaacctg 1971

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

Sbjct: 30582 gagcaagccgagcaagatgcgaggcaacgacgcgagaatccgctcttcgggcgcaacttg 30523



Query: 1972 taccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggagg 2018

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

Sbjct: 30522 aaccccgacttcgctcgagctatgaacacgccgagcgaagtcggagg 30476

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1627 ttctaccccgacgtcctcttcatc 1650

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

Sbjct: 30852 ttctaccccgacgtcctcttcatc 30829

>gb|EF468511.1| Zea mays clone pBS-2 LL repeat sequence

Length = 13423

Score = 85.7 bits (43), Expect = 1e-12

Identities = 282/358 (78%), Gaps = 4/358 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 5793 tgtaacccaccacataaaagatccacactaggaagtagggtgttacgcctctctaagcgg 5852

Query: 1041 cccaaacttgcagaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagtt 1100

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

Sbjct: 5853 cccgaacctgtataaaattgtcca-ctatctctcgtgcatctagcacgaaccatcgagct 5911

Query: 1101 acaatcaacagcaccgtcctaccc--aaaagcaccgcaaggggtagccctgggtgtgcgg 1158

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

Sbjct: 5912 acagtcggtaacatcgtcctactccaaaaagcaccacgaggggcaaccccaggtgcgcgg 5971

Query: 1159 acggactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttgatctgagct 1218

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

Sbjct: 5972 tcgaacccaaaacaccgacaactagcgcgccaggtagggggtgtgtcactgatccaagct 6031

Query: 1219 agctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggactatgttttgc 1278

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

Sbjct: 6032 agcttaatggccgtcactttctagcacaagatcgctctccgccctggatccgtgttctgc 6091



Query: 1279 tttggaaccatctcatccatagcagatgaagagggaactctgcaccgcatagcagatc 1336

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

Sbjct: 6092 ttcagaaccatctcatccatggcagacgaagaaggaactctacatctcatagcggatc 6149

Score = 61.9 bits (31), Expect = 2e-05

Identities = 136/171 (79%)

Strand = Plus / Plus

Query: 2031 gatagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgcttactcg 2090

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

Sbjct: 6811 gatagccgatggcctcccccggactccagacgccgagggctatcggcggctgctcactcg 6870

Query: 2091 agcagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgccatcaa 2150

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

Sbjct: 6871 ggcagctaaccatattctgcctctcgctcatcctccgagcgatctacgacacgccattaa 6930

Query: 2151 cagccggcgagacacgcggagctccatcaacgcttcgcgcgaccgatgaca 2201

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

Sbjct: 6931 tagtcgacgggacgcacggagctccatcaatgcttcgctcgaacgatgaca 6981

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 579 ccccgggtccactagaaggcgagaaggcctc 609

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

Sbjct: 5441 ccccaggtccactagaaggcaagaaggcctc 5471

Score = 46.1 bits (23), Expect = 0.90

Identities = 38/43 (88%)

Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtcctcttcatcagggggagattgga 1664

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

Sbjct: 6414 ctccgttctaccccgacgtcctctttatcgaggggagagtgga 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 = 1e-12

Identities = 148/183 (80%)

Strand = Plus / Plus

Query: 1155 gcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttgatctg 1214

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

Sbjct: 27626 gcggtcggacccaaaacatcgacagctggcgcgccaggtagggggtgtgtcactgatcca 27685

Query: 1215 agctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggactatgtt 1274

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

Sbjct: 27686 agctagctcaatggccgtcactttccagcacaagattgctctccgccctggatccgtgtt 27745

Query: 1275 ttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcatagcaga 1334

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

Sbjct: 27746 ctgcttcgggaccatctcatccgtggcagacgaagaaggaactctacatcgcatagcgga 27805

Query: 1335 tct 1337

|||

Sbjct: 27806 tct 27808

Score = 61.9 bits (31), Expect = 2e-05

Identities = 47/51 (92%), Gaps = 1/51 (1%)

Strand = Plus / Plus

Query: 563 tgtgggggatagatatccc-cgggtccactagaaggcgagaaggcctcgcg 612

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

Sbjct: 27029 tgtgggggacagatatccctcgggtccactagaaggctagaagacctcgcg 27079

Score = 52.0 bits (26), Expect = 0.015

Identities = 89/110 (80%)

Strand = Plus / Plus

Query: 2068 ggctaccggcggctgcttactcgagcagttaatcaccttctacccatcactaatcctcca 2127

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

Sbjct: 43987 ggctatcgacggctgcttactcgggcagctaaccaccttctgcctctcgctcatcgtccg 44046



Query: 2128 agcgacctacgccatgccatcaacagccggcgagacacgcggagctccat 2177

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

Sbjct: 44047 agcgatctacgacacgccatcaatagtcgatgggacacacggagctccat 44096

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 249165 aaacgccgacagttggcgcgccaggtagggg 249135

Score = 44.1 bits (22), Expect = 3.5

Identities = 37/42 (88%)

Strand = Plus / Plus

Query: 884 gccccacggtcgtgtatataaggtccagagggtaccccatca 925

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

Sbjct: 27347 gccccacggtcgagtatataaggcctagggggcaccccatca 27388

>emb|AJ312503.1| Zea mays subsp. mexicana Grande retrotransposon DNA, partial LTR,

clone ZMM15

Length = 437

Score = 85.7 bits (43), Expect = 1e-12

Identities = 135/165 (81%), Gaps = 3/165 (1%)

Strand = Plus / Plus

Query: 867 tcatgtacgtatggagtgccccacggtcgtgtatataaggtccagagggtaccccatcat 926

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

Sbjct: 273 tcatatacgcatgtagtgccccacggtcaagtatataaggcctagggggcaccccatcaa 332

Query: 927 ttc---tatcgaccatctacctatctcatcagcttttctccattcaggagacctcgcttg 983

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

Sbjct: 333 aacatatatcgaccatctactcagctcactagcttttctccataccggagacttcccttg 392

Query: 984 taacccaccacatatagatccatcccaagaagtagtgtattacgc 1028



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

Sbjct: 393 taacctaccacataaagatccatgccaggaagtagggtgttacgc 437

>gb|AC226723.4| Zea mays BAC clone CH201-110I20 from chromosome 6, complete sequence

Length = 190394

Score = 81.8 bits (41), Expect = 2e-11

Identities = 152/189 (80%)

Strand = Plus / Plus

Query: 1149 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggtgtgtcttt 1208

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

Sbjct: 151640 gggtgcgcggtcggacccaaaacaccgacagttggcgcaccaggtagggggtgtgtcact 151699

Query: 1209 gatctgagctagctcaatgaccattacctccaaatgcaagatcgcccttcgccccgggac 1268

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

Sbjct: 151700 gatccaagctagatcaatggccgtcacttttcagcacaagatcttcctctgccccaggtc 151759

Query: 1269 tatgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcat 1328

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

Sbjct: 151760 catgttctgcttcggaaccatctcatccgtggcagacgaagaaggaactctacaccgcat 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 gcaaggctgcgccgagagaatgctctctttgctcggaacctgtaccccgacttcgctcgt 1989

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

Sbjct: 152394 gcaaggcaacgccgagagaatcctcttctcgggcggaacctaaaccccgacttcgcccga 152453

Query: 1990 gcaatgaacacgccgagtgaagtcggaggggtactggcccagatagctgacggcctcccg 2049

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

Sbjct: 152454 gccatgaacacgccgagtgaggtcggtgaagtgttggctcggatagccgacggtcttccc 152513

Query: 2050 cgaaccctagacacggaaggctaccggcggctgcttactcgagcagttaatcaccttct 2108



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

Sbjct: 152514 cgaactccagacgctgaaggctatcggcggctgctcactcgggcagctaaccatcttct 152572

Score = 56.0 bits (28), Expect = 0.001

Identities = 31/32 (96%)

Strand = Plus / Plus

Query: 1622 ctcctttctaccccgacgtcctcttcatcagg 1653

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

Sbjct: 152101 ctccattctaccccgacgtcctcttcatcagg 152132

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 14604 aaacgccgacagttggcgcgccaggtagggg 14634

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 134363 aaacgccgacagttggcgcgccaggtagggg 134393

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 135467 aaacgccgacagttggcgcgccaggtagggg 135497



Score = 46.1 bits (23), Expect = 0.90

Identities = 42/47 (89%), Gaps = 1/47 (2%)

Strand = Plus / Plus

Query: 563 tgtgggggatagatatcccc-gggtccactagaaggcgagaaggcct 608

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

Sbjct: 151044 tgtgggggacatatatcccccgggtccactagaaggctaaaaggcct 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

Identities = 184/232 (79%)

Strand = Plus / Plus

Query: 1973 accccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactggcccaga 2032

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

Sbjct: 55013 accccgatttcgcccgagccatgaacacgcccagtgaagtcggtggagtattggctcgga 55072

Query: 2033 tagctgacggcctcccgcgaaccctagacacggaaggctaccggcggctgcttactcgag 2092

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

Sbjct: 55073 tagcagatggcctcccgtggactcccgatgccgagggctatcggtggctgttcactcaag 55132

Query: 2093 cagttaatcaccttctacccatcactaatcctccaagcgacctacgccatgccatcaaca 2152

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

Sbjct: 55133 cagccaatcatctcctacccctcgctcacccgccgaacgatctacgacacgccatgaaca 55192

Query: 2153 gccggcgagacacgcggagctccatcaacgcttcgcgcgaccgatgacacga 2204

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

Sbjct: 55193 gtcggcgggacgcacggagctccatcaacgcttcgcgcaaacgacgacacga 55244

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

Identities = 129/161 (80%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggggtgtgtctttgatctgagctagctcaatg 1227

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

Sbjct: 54235 aaacactgacagctggcacgctaggtagggggtgtgtcatcgatccaagctagctcaatg 54294



Query: 1228 accattacctccaaatgcaagatcgcccttcgccccgggactatgttttgctttggaacc 1287

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

Sbjct: 54295 gccgtcaccttccagcacaagatcatcctccgtcctgggtccactttctgctttggaact 54354

Query: 1288 atctcatccatagcagatgaagagggaactctgcaccgcat 1328

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

Sbjct: 54355 atctcatctgtagcagatgaggaaggaactctacatcgcat 54395

Score = 44.1 bits (22), Expect = 3.5

Identities = 35/38 (92%), Gaps = 1/38 (2%)

Strand = Plus / Plus

Query: 561 gttgtgggggatagatatcccc-gggtccactagaagg 597

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

Sbjct: 53615 gttgtgggggacagatatcccctgggtccacgagaagg 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 gggtgtgcggacggactctaaacaccgacagctggcgcgccaggtagggggt 1200

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

Sbjct: 594 gggtgtgcggtcggacccaaaacaccgacagctggcgcgccaggtagggggt 645

Score = 46.1 bits (23), Expect = 0.90

Identities = 30/31 (96%), Gaps = 1/31 (3%)

Strand = Plus / Plus

Query: 563 tgtgggggatagatatcccc-gggtccacta 592

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

Sbjct: 1 tgtgggggatagatatcccctgggtccacta 31

>gb|EF190048.1| Zea mays clone 46F3FF5Rm1 chromosome B, genomic sequence

Length = 581



Score = 77.8 bits (39), Expect = 3e-10

Identities = 204/254 (80%), Gaps = 5/254 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 271 tgtaacccaccacataaaagatccataccaggaagtagggtgttacggctctctaagcgg 330

Query: 1041 cccaaacttgcagaaaaccgcctatccctctctcgtgcgtccagcacgaaccattgagtt 1100

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

Sbjct: 331 cccgaacctgtataaaattgtcca-ctatctctcgtgcatctggcacgaaccatcgacct 389

Query: 1101 acaatcaacagcaccgtcctaccc--aaaagcaccgcaaggggtagccctgggtgtgcgg 1158

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

Sbjct: 390 acagtcggtaacaccgtcctacaccaaaaagcacctcgaggggcaaccccaggagcgcgg 449

Query: 1159 acggactctaaacaccgacagctggcgcgccaggtagggggtgtgtctttgatctgagct 1218

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

Sbjct: 450 tcggacccaaaacaccgacagctggcgcgccaggta-ggggtgtgtcactgatccaagtt 508

Query: 1219 agctcaatgaccat 1232

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

Sbjct: 509 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: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctcgcgtgtggcca 620

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

Sbjct: 13840 ttgtgggggacagatatcccccgggtccactagaaggcaagaaggcctcacgaaaggcct 13899

Query: 621 cgggccagttaccccgcaaggccatcccttcgtgggtcgag 661

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

Sbjct: 13900 cgggcccattatttcgcaaggccaccccttcgtgggccgag 13940



Score = 61.9 bits (31), Expect = 2e-05

Identities = 56/63 (88%), Gaps = 1/63 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 5047 tgtaacccaccacataaaagatccacaccaggaagtagggtgttacgcctctctaagcgg 5106

Query: 1041 ccc 1043

|||

Sbjct: 5107 ccc 5109

Score = 60.0 bits (30), Expect = 6e-05

Identities = 43/46 (93%), Gaps = 1/46 (2%)

Strand = Plus / Plus

Query: 565 tgggggatagatatccc-cgggtccactagaaggcgagaaggcctc 609

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

Sbjct: 4622 tgggggacagatatccctcgggtccactagaaggcaagaaggcctc 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-gggtccactagaaggcgagaaggcctcgcgtgtggcca 620

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

Sbjct: 7923 ttgtgggggacagatatcccccgggtccactagaaggcaagaaggcctcacgaaaggcct 7982

Query: 621 cgggccagttaccccgcaaggccatcccttcgtgggtcgag 661

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

Sbjct: 7983 cgggcccattatttcgcaaggccaccccttcgtgggccgag 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-gggtccactagaaggcgagaaggcctcgcgtgtggcca 620

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

Sbjct: 4653 ttgtgggggacagatatcccccgggtccactagaaggcaagaaggcctcacgaaaggcct 4712

Query: 621 cgggccagttaccccgcaaggccatcccttcgtgggtcgag 661

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

Sbjct: 4713 cgggcccattatttcgcaaggccaccccttcgtgggccgag 4753

Score = 61.9 bits (31), Expect = 2e-05

Identities = 85/103 (82%)

Strand = Plus / Plus

Query: 1125 aaaagcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacagctggc 1184

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

Sbjct: 5330 aaaagcacctcgaggggcaaccccgagtgtgcagtcggacccaaaacaccgacagcttgt 5389

Query: 1185 gcgccaggtagggggtgtgtctttgatctgagctagctcaatg 1227

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

Sbjct: 5390 gcgccaagtaggtggtgtgtcactgatccaagctagctcaatg 5432

Score = 61.9 bits (31), Expect = 2e-05

Identities = 58/67 (86%)

Strand = Plus / Plus

Query: 1270 atgttttgctttggaaccatctcatccatagcagatgaagagggaactctgcaccgcata 1329

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

Sbjct: 5475 atgttctgcttcggaaccatctcatccgtggcagacgaagaaggaactctacatcgcata 5534

Query: 1330 gcagatc 1336

|| ||||

Sbjct: 5535 gcggatc 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 agtgccccacggtcgtgtatataaggtccagagggtaccccatcatttctatcgaccatc 940

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

Sbjct: 289 agtgccccatggtcaagtatataaggcctagggggtaccctgtcatttccatcgaccatc 348

Query: 941 tacctatctcatcagcttttctccattcaggagacctcgcttgtaacccaccacata 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

Identities = 47/51 (92%)

Strand = Plus / Minus

Query: 346 gttgggtgggttttacagagtttaaactagcggattatatagtggtataga 396

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

Sbjct: 119042 gttgggtgggttttgcaaagtttaaacttgtggattatatagtggtataga 118992

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 81522 aaacgccgacagttggcgcgccaggtagggg 81552

Score = 44.1 bits (22), Expect = 3.5

Identities = 25/26 (96%)

Strand = Plus / Plus

Query: 1173 ccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 45119 ccgacagttggcgcgccaggtagggg 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 gttgggtgggttttacagagtttaaactagcggattatatagtggtataga 396

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

Sbjct: 171940 gttgggtgggttttgcaaagtttaaacttgtggattatatagtggtataga 171990

>emb|X97605.1| Z.diploperennis DNA for Grande1-6 retrotransposon

Length = 2533

Score = 69.9 bits (35), Expect = 6e-08

Identities = 71/83 (85%)

Strand = Plus / Plus

Query: 1966 aacctgtaccccgacttcgctcgtgcaatgaacacgccgagtgaagtcggaggggtactg 2025

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

Sbjct: 63 aacctgaaccccgacttcgcccgagccgtgaacacgccgagcgaggtcggaggagtactg 122

Query: 2026 gcccagatagctgacggcctccc 2048

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

Sbjct: 123 gctcggatagctgagggactccc 145

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

Length = 1264

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

Identities = 46/49 (93%), Gaps = 1/49 (2%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctc 609

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

Sbjct: 1198 ttgtgggggacagatatcccccgggtccactagaaggcaagaaggcctc 1246

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

Length = 1477

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



Identities = 46/49 (93%), Gaps = 1/49 (2%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctc 609

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

Sbjct: 501 ttgtgggggacagatatcccccgggtccactagaaggcaagaaggcctc 549

Score = 61.9 bits (31), Expect = 2e-05

Identities = 59/67 (88%), Gaps = 1/67 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 929 tgtaatccaccacataaaagatccacaccaggaagtagggtgttacgcctctctaagcgg 988

Query: 1041 cccaaac 1047

|||||||

Sbjct: 989 cccaaac 995

>gb|EF190063.1| Zea mays clone FS3_49 chromosome B, genomic sequence

Length = 38116

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

Identities = 46/49 (93%), Gaps = 1/49 (2%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctc 609

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

Sbjct: 32550 ttgtgggggacagatatcccccgggtccactagaaggcaagaaggcctc 32598

Score = 50.1 bits (25), Expect = 0.057

Identities = 50/57 (87%), Gaps = 1/57 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaag 1037

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

Sbjct: 32977 tgtaacccaccacataaaagatccacaccaggaagtagggtgttacgcctctctaag 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-cggtcgtgtatataaggtccagagggtaccccatcatttct 930

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

Sbjct: 218 tacgcatgtagtgccccagcggtcgagtatataaggcctagggggtaccccatcatttca 159

Query: 931 atcgaccatctacctatctcatcagcttttctccattcaggagacctcgcttgt-aaccc 989

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

Sbjct: 158 atcaaccatgtactcaactcattatcctttctccatactggagacttctcttgtaaactg 99

Query: 990 accacatatagatccatcccaagaagtagtgtattacgcctctctaagcggcc 1042

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

Sbjct: 98 accatataaagatccacaccaggaagtaggatattatgtatctctaagcggcc 46

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

Length = 14830

Score = 63.9 bits (32), Expect = 4e-06

Identities = 81/96 (84%), Gaps = 1/96 (1%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctcgcgtgtggcca 620

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

Sbjct: 12021 ttgtgggggacagatatcccccgggtccactagaaggtaagaaggcctcacgaaaggcca 12080

Query: 621 cgggccagttaccccgcaaggccatcccttcgtggg 656

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

Sbjct: 12081 tgggcccattatttcgcaaggccaccccttcgtggg 12116

Score = 63.9 bits (32), Expect = 4e-06

Identities = 61/68 (89%), Gaps = 2/68 (2%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtatta-cgcctctctaagcg 1039



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

Sbjct: 12449 tgtaacccaccacataaaagatccacaccaagaagtagggtgttaacgcctctctaagcg 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

Identities = 44/49 (89%)

Strand = Plus / Plus

Query: 1085 cacgaaccattgagttacaatcaacagcaccgtcctacccaaaagcacc 1133

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

Sbjct: 115369 cacgaaccatcgagttacaatctacgacaccgtcctaaccaaaagcacc 115417

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 87495 aaacgccgacagttggcgcgccaggtagggg 87465

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

Length = 1314

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

Identities = 45/49 (91%), Gaps = 1/49 (2%)

Strand = Plus / Plus

Query: 562 ttgtgggggatagatatcccc-gggtccactagaaggcgagaaggcctc 609

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

Sbjct: 1248 ttgtgggggacagatatcccccgggcccactagaaggcaagaaggcctc 1296

>gb|EF468506.1| Zea mays clone pBK118-7 LL repeat sequence and retrotransposon zeon1,

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-gggtccactagaaggcgagaaggcctc 609

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

Sbjct: 7398 gggggacagatatcccccgggtccactagaaggcaagaaggcctc 7442

Score = 50.1 bits (25), Expect = 0.057

Identities = 53/61 (86%), Gaps = 1/61 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 7822 tgtaacccaccacataaaagatccacaccaggaagtagggtgttatgcctctctaagcgg 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 tctctcgtgcgtccagcacgaaccattgagttacaatcaacagcaccgtccta--cccaa 1126

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

Sbjct: 7909 tctctcgtgcatctagcacgaaccatcgagctacattcggtaacaccgtcctactccaaa 7968

Query: 1127 aagcaccgcaaggggtagccctgggtgtgcggacggactctaaacaccgacag 1179

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

Sbjct: 7969 aagcacctcgaggggcaaccccgggtgcgcggtcggacccaaaacaccaacag 8021

>gb|EF468500.1| Zea mays clone pBK118-1 LL repeat sequence and retrotransposon zeon1,

complete sequence

Length = 13824

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

Identities = 42/45 (93%), Gaps = 1/45 (2%)



Strand = Plus / Plus

Query: 566 gggggatagatatcccc-gggtccactagaaggcgagaaggcctc 609

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

Sbjct: 4473 gggggacagatatcccccgggtccactagaaggcaagaaggcctc 4517

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

Identities = 54/61 (88%), Gaps = 1/61 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 4897 tgtaacccaccacataaaagatccacaccaggaagtagggtgttacgcctctctaagcgg 4956

Query: 1041 c 1041

|

Sbjct: 4957 c 4957

>emb|AJ312460.1| Zea mays Grande retrotransposon DNA, partial LTR, clone Mo14

Length = 433

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

Identities = 44/49 (89%)

Strand = Plus / Plus

Query: 970 ggagacctcgcttgtaacccaccacatatagatccatcccaagaagtag 1018

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

Sbjct: 375 ggagacctcccttgtaacccaccacataaagatccacaccaggaagtag 423

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

Length = 723

Score = 56.0 bits (28), Expect = 0.001

Identities = 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 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 129148 aaacaccgacagttggcgcgccaggtagggg 129118

Score = 44.1 bits (22), Expect = 3.5

Identities = 25/26 (96%)

Strand = Plus / Plus

Query: 1173 ccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 103455 ccgacagttggcgcgccaggtagggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 189303 aaacaccgacagttggcgcgccaggtagggg 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

Identities = 30/31 (96%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 29283 aaacaccgacagttggcgcgccaggtagggg 29253



Score = 44.1 bits (22), Expect = 3.5

Identities = 25/26 (96%)

Strand = Plus / Minus

Query: 1173 ccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 165564 ccgacagttggcgcgccaggtagggg 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

Identities = 30/31 (96%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 48261 aaacaccgacagttggcgcgccaggtagggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 49821 aaacaccgacagttggcgcgccaggtagggg 49791

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

Length = 909

Score = 54.0 bits (27), Expect = 0.004

Identities = 58/67 (86%), Gaps = 1/67 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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



Sbjct: 362 tgtaacccaccacataaaagatccacacaaggaagtagggtgttacgcctctctaagcag 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 = 0.004

Identities = 58/67 (86%), Gaps = 1/67 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

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

Sbjct: 362 tgtaatccaccacataaaagatccacaccaggaagtagggtgttacgcctctctaagcgg 421

Query: 1041 cccaaac 1047

||||||

Sbjct: 422 tccaaac 428

>gb|AC237090.1| Oryza granulata clone OG_ABa0119F03, complete sequence

Length = 162698

Score = 54.0 bits (27), Expect = 0.004

Identities = 30/31 (96%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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

Sbjct: 91452 aaacatcgacagctggcgcgccaggtagggg 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

Identities = 30/31 (96%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

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



Sbjct: 168287 aaacaccgacagttggcgcgccaggtagggg 168257

>gb|AC233030.1| Oryza minuta clone OM__Ba0022H02, complete sequence

Length = 127011

Score = 54.0 bits (27), Expect = 0.004

Identities = 27/27 (100%)

Strand = Plus / Minus

Query: 1173 ccgacagctggcgcgccaggtaggggg 1199

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

Sbjct: 53099 ccgacagctggcgcgccaggtaggggg 53073

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

Length = 1436

Score = 54.0 bits (27), Expect = 0.004

Identities = 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 ccgacagctggcgcgccaggtaggggg 1199

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

Sbjct: 77098 ccgacagctggcgcgccaggtaggggg 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

Identities = 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

Identities = 69/83 (83%)

Strand = Plus / Plus

Query: 245 gttattcaactatccgacccgtcgattttgatggtatgttaaatttgtgtgtcatttgtt 304

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

Sbjct: 111207 gttattcaaagatctgaaccgttgattttgatgttgtgttaagtatgagtgcaatttgtt 111266

Query: 305 tgatggatttagtaaaggttatg 327

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

Sbjct: 111267 tggtggatttagtaaagattatg 111289

Score = 50.1 bits (25), Expect = 0.057

Identities = 31/33 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggggt 1200

||||| |||||| ||||||||||||||||||||

Sbjct: 39149 aaacatcgacagttggcgcgccaggtagggggt 39117

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 58988 aaacgccgacagttggcgcgccaggtagggg 59018

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)



Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||||||||||| |||||||| |||||||||

Sbjct: 179323 aaacaccgacagttggcgcgctaggtagggg 179293

>gb|EF190044.1| Zea mays clone 46F3FF4R-4 chromosome B, genomic sequence

Length = 458

Score = 54.0 bits (27), Expect = 0.004

Identities = 55/63 (87%), Gaps = 1/63 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

|||||||||||||||| | |||||| ||| ||||||| || |||| |||||||||||||

Sbjct: 271 tgtaacccaccacataaaagatccacaccaggaagtagggtgttactcctctctaagcgg 330

Query: 1041 ccc 1043

|||

Sbjct: 331 ccc 333

>gb|AC196829.2| Sorghum bicolor clone SB_BBc0050H06, complete sequence

Length = 115915

Score = 54.0 bits (27), Expect = 0.004

Identities = 30/31 (96%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||||||||||| ||||||||||||||||||

Sbjct: 115212 aaacaccgacagttggcgcgccaggtagggg 115182

Score = 46.1 bits (23), Expect = 0.90

Identities = 23/23 (100%)

Strand = Plus / Minus

Query: 1181 tggcgcgccaggtagggggtgtg 1203

|||||||||||||||||||||||

Sbjct: 27029 tggcgcgccaggtagggggtgtg 27007



>gb|AC196818.2| Sorghum bicolor clone SB_BBc0005H14, complete sequence

Length = 123072

Score = 54.0 bits (27), Expect = 0.004

Identities = 30/31 (96%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||||||||||| ||||||||||||||||||

Sbjct: 23883 aaacaccgacagttggcgcgccaggtagggg 23913

Score = 46.1 bits (23), Expect = 0.90

Identities = 23/23 (100%)

Strand = Plus / Plus

Query: 1181 tggcgcgccaggtagggggtgtg 1203

|||||||||||||||||||||||

Sbjct: 77890 tggcgcgccaggtagggggtgtg 77912

>gb|AC165173.2| Zea mays clone ZMMBBb-125O19, complete sequence

Length = 157660

Score = 54.0 bits (27), Expect = 0.004

Identities = 30/31 (96%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||||||||||| ||||||||||||||||||

Sbjct: 19157 aaacaccgacagttggcgcgccaggtagggg 19127

Score = 54.0 bits (27), Expect = 0.004

Identities = 30/31 (96%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||||||||||| ||||||||||||||||||

Sbjct: 141998 aaacaccgacagttggcgcgccaggtagggg 142028



>gb|AY455286.1| Zea mays chloroplast phytoene synthase (Y1) gene, complete cds; nuclear

gene for chloroplast product

Length = 94829

Score = 54.0 bits (27), Expect = 0.004

Identities = 30/31 (96%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||||||||||| ||||||||||||||||||

Sbjct: 61604 aaacaccgacagttggcgcgccaggtagggg 61634

Score = 48.1 bits (24), Expect = 0.23

Identities = 30/32 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtaggggg 1199

|||| ||||||| |||||||||||||||||||

Sbjct: 3482 aaacgccgacagttggcgcgccaggtaggggg 3451

Score = 48.1 bits (24), Expect = 0.23

Identities = 30/32 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtaggggg 1199

|||| ||||||| |||||||||||||||||||

Sbjct: 22781 aaacgccgacagttggcgcgccaggtaggggg 22750

>gb|GU080322.1| Saccharum hybrid cultivar R570 clone BAC 086H20, partial sequence

Length = 143827

Score = 52.0 bits (26), Expect = 0.015

Identities = 29/30 (96%)

Strand = Plus / Plus

Query: 1169 aacaccgacagctggcgcgccaggtagggg 1198

||||||||||| ||||||||||||||||||

Sbjct: 131948 aacaccgacagttggcgcgccaggtagggg 131977



Score = 46.1 bits (23), Expect = 0.90

Identities = 26/27 (96%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggta 1194

||||||||| |||||||||||||||||

Sbjct: 44092 aaacaccgatagctggcgcgccaggta 44066

>gb|AC231130.2| Oryza minuta clone OM__Ba0135C17, complete sequence

Length = 89171

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1173 ccgacagctggcgcgccaggtagggg 1198

||||||||||||||||||||||||||

Sbjct: 44219 ccgacagctggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 113138 aaacgccgacagttggcgcgccaggtagggg 113168



Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 144830 aaacgccgacagttggcgcgccaggtagggg 144800

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 161365 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/30 (96%)

Strand = Plus / Plus

Query: 526 ctatattttaaaatagggtactgatttaaa 555

||||||||||| ||||||||||||||||||

Sbjct: 1548 ctatattttaagatagggtactgatttaaa 1577

>gb|AC213133.1| Oryza glaberrima clone OG_BBa0042C22, complete sequence

Length = 112632



Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 79649 cgacagctggcgcgccaggtaggggg 79624

Score = 44.1 bits (22), Expect = 3.5

Identities = 25/26 (96%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||| ||||

Sbjct: 67240 cgacagctggcgcgccaggtaagggg 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 aaacaccgacagctggcgcgccaggtagggggtg 1201

||||||||||||||||||| ||| ||||||||||

Sbjct: 73626 aaacaccgacagctggcgcaccatgtagggggtg 73593

>gb|EF659467.1| Zea mays clone BAC m.pk066.l14 AP2 domain transcription factor (Rap2.7)

gene, partial cds

Length = 133964

Score = 52.0 bits (26), Expect = 0.015

Identities = 32/34 (94%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggggtg 1201

||||||||||||||||||| ||| ||||||||||

Sbjct: 61954 aaacaccgacagctggcgcaccatgtagggggtg 61921



>emb|CR855170.1| Oryza sativa genomic DNA, chromosome 4, BAC clone: H0818E04, complete

sequence

Length = 146307

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 141993 cgacagctggcgcgccaggtaggggg 142018

>gb|AC105320.2| Oryza sativa Japonica Group chromosome 5 clone OJ1675_H07, complete

sequence

Length = 135294

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 105195 cgacagctggcgcgccaggtaggggg 105220

>gb|AC117264.2| Oryza sativa Japonica Group chromosome 5 clone OJ1005_D04, complete

sequence

Length = 168424

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 56260 cgacagctggcgcgccaggtaggggg 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 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 55487 cgacagctggcgcgccaggtaggggg 55462

>gb|AC130598.2| Oryza sativa Japonica Group chromosome 5 clone OSJNBa0056I11,

complete sequence

Length = 145796

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 4119 cgacagctggcgcgccaggtaggggg 4094

>gb|AC145127.1| Oryza sativa Japonica Group chromosome 10 clone Pseudo10p0.0-10p4.4,

complete sequence

Length = 2331000

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 588003 cgacagctggcgcgccaggtaggggg 587978

Score = 46.1 bits (23), Expect = 0.90

Identities = 26/27 (96%)

Strand = Plus / Plus

Query: 1173 ccgacagctggcgcgccaggtaggggg 1199

|||||| ||||||||||||||||||||

Sbjct: 1793581 ccgacatctggcgcgccaggtaggggg 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 ttgggtgagttttgctaagtttaaactggcggattataaagtggtataga 90397

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 47433 aaacgccgacagttggcgcgccaggtagggg 47463

>gb|AC092388.5| Oryza sativa chromosome 10 BAC OSJNBa0011L09 genomic sequence, complete

sequence

Length = 177565

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 86800 cgacagctggcgcgccaggtaggggg 86775

>gb|AC068654.2| Genomic Sequence For Oryza sativa (japonica cultivar-group) cultivar

Nipponbare Clone OSJNBa0015O22 From Chromosome 10,

complete sequence

Length = 189349

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 55611 cgacagctggcgcgccaggtaggggg 55586



>dbj|AP006233.3| Oryza sativa Japonica Group genomic DNA, chromosome 1, BAC

clone:B1249E06

Length = 126534

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 59441 cgacagctggcgcgccaggtaggggg 59416

>dbj|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 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 73246 cgacagctggcgcgccaggtaggggg 73271

>dbj|AP004729.3| Oryza sativa Japonica Group genomic DNA, chromosome 6, BAC

clone:OSJNBa0006A22

Length = 190690

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 37650 cgacagctggcgcgccaggtaggggg 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 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 153905 cgacagctggcgcgccaggtaggggg 153880

>dbj|AP005684.3| Oryza sativa Japonica Group genomic DNA, chromosome 9, BAC

clone:OJ1742_G01

Length = 154912

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 81368 cgacagctggcgcgccaggtaggggg 81393

>dbj|AP005834.4| Oryza sativa Japonica Group genomic DNA, chromosome 7, BAC

clone:OSJNBa0005C24

Length = 168151

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 104930 cgacagctggcgcgccaggtaggggg 104905

>dbj|AP006556.2| Oryza sativa Japonica Group genomic DNA, chromosome 7, BAC

clone:B1010G04a

Length = 61450

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 25639 cgacagctggcgcgccaggtaggggg 25664



>dbj|AP005414.3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC

clone:OSJNBa0073G17

Length = 162391

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 128075 cgacagctggcgcgccaggtaggggg 128100

>dbj|AP004229.3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC

clone:OJ1124_E11

Length = 133524

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 117613 cgacagctggcgcgccaggtaggggg 117638

>dbj|AP003988.3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC

clone:OJ1057_D08

Length = 119557

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 54098 cgacagctggcgcgccaggtaggggg 54123

>dbj|AP005563.3| Oryza sativa Japonica Group genomic DNA, chromosome 9, BAC

clone:OJ1227_D07

Length = 118358

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)



Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 16748 cgacagctggcgcgccaggtaggggg 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

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 39151 cgacagctggcgcgccaggtaggggg 39126

>dbj|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 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 164658 cgacagctggcgcgccaggtaggggg 164683

>dbj|AP005795.3| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC

clone:B1090H08

Length = 200720

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 75026 cgacagctggcgcgccaggtaggggg 75001



>dbj|AP005512.3| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC

clone:OSJNBa0012O03

Length = 141860

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 134937 cgacagctggcgcgccaggtaggggg 134962

>dbj|AP004645.3| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC

clone:OJ1119_B10

Length = 148508

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 82803 cgacagctggcgcgccaggtaggggg 82778

>dbj|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 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 26933 cgacagctggcgcgccaggtaggggg 26958

>dbj|AP006237.3| Oryza sativa Japonica Group genomic DNA, chromosome 1, BAC

clone:OSJNBb0008D07

Length = 156874

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Plus



Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 1391 cgacagctggcgcgccaggtaggggg 1416

>emb|AL731605.3| Oryza sativa genomic DNA, chromosome 4, BAC clone: OSJNBa0042F21,

complete sequence

Length = 167113

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 110588 cgacagctggcgcgccaggtaggggg 110563

>dbj|AP004611.3| Oryza sativa Japonica Group genomic DNA, chromosome 1, BAC

clone:OJ1005_B10

Length = 142680

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 125370 cgacagctggcgcgccaggtaggggg 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

Identities = 26/26 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 115721 cgacagctggcgcgccaggtaggggg 115746

>emb|AL606634.2| Oryza sativa genomic DNA, chromosome 4, BAC clone: OSJNBb0072N21,



complete sequence

Length = 130433

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 127992 cgacagctggcgcgccaggtaggggg 127967

>dbj|AP003760.4| Oryza sativa Japonica Group genomic DNA, chromosome 1, BAC

clone:OSJNBb0063G05

Length = 182681

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 167523 cgacagctggcgcgccaggtaggggg 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 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 69901 cgacagctggcgcgccaggtaggggg 69926

>dbj|AP002482.1| Oryza sativa Japonica Group genomic DNA, chromosome 1, clone:P0706B05

Length = 187835

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus



Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 40167 cgacagctggcgcgccaggtaggggg 40142

>emb|AL713941.3| Oryza sativa chromosome 12, . BAC OSJNBa0006M08 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

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 62956 cgacagctggcgcgccaggtaggggg 62931

>emb|AL731592.2| Oryza sativa genomic DNA, chromosome 4, BAC clone: OSJNBa0036B17,

complete sequence

Length = 99093

Score = 52.0 bits (26), Expect = 0.015

Identities = 26/26 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||||

Sbjct: 30047 cgacagctggcgcgccaggtaggggg 30022

>gb|GQ407104.1| Oryza granulata chromosome 6 clone BAC a0186L08/a0076A15, complete

sequence

Length = 242758

Score = 50.1 bits (25), Expect = 0.057

Identities = 25/25 (100%)

Strand = Plus / Plus

Query: 1175 gacagctggcgcgccaggtaggggg 1199

|||||||||||||||||||||||||

Sbjct: 182050 gacagctggcgcgccaggtaggggg 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 cagctggcgcgccaggtagggggtg 1201

|||||||||||||||||||||||||

Sbjct: 113939 cagctggcgcgccaggtagggggtg 113963

>gb|AF391808.3| Zea mays cultivar McC bz locus region

Length = 225984

Score = 50.1 bits (25), Expect = 0.057

Identities = 31/33 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggggt 1200

||||| |||||| ||||||||||||||||||||

Sbjct: 38172 aaacatcgacagttggcgcgccaggtagggggt 38140

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 58012 aaacgccgacagttggcgcgccaggtagggg 58042

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||||||||||| |||||||| |||||||||

Sbjct: 179665 aaacaccgacagttggcgcgctaggtagggg 179635

Score = 46.1 bits (23), Expect = 0.90



Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 202313 aaacgccgacagttggcgcgccaggtagggg 202343

>gb|EF190043.1| Zea mays clone 46F3FF4R-3 chromosome B, genomic sequence

Length = 461

Score = 50.1 bits (25), Expect = 0.057

Identities = 62/73 (84%), Gaps = 1/73 (1%)

Strand = Plus / Plus

Query: 971 gagacctcgcttgtaacccaccacat-atagatccatcccaagaagtagtgtattacgcc 1029

|||| ||| ||||||||||||||||| | ||||||| ||| ||||||| || |||||

Sbjct: 260 gagaactcccttgtaacccaccacataaaagatccacaccaggaagtagggtgctacgct 319

Query: 1030 tctctaagcggcc 1042

|||||||||||||

Sbjct: 320 tctctaagcggcc 332

>emb|CR855225.1| Oryza sativa genomic DNA, chromosome 4, BAC clone:

OSIGBa0138H21-OSIGBa0138E01, complete sequence

Length = 129321

Score = 50.1 bits (25), Expect = 0.057

Identities = 25/25 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtagggg 1198

|||||||||||||||||||||||||

Sbjct: 8725 cgacagctggcgcgccaggtagggg 8749

>gb|AC083945.3| Oryza sativa Japonica Group chromosome X clone OSJNBa0058E19, complete

sequence

Length = 147706

Score = 50.1 bits (25), Expect = 0.057

Identities = 28/29 (96%)

Strand = Plus / Minus



Query: 1173 ccgacagctggcgcgccaggtagggggtg 1201

|||||| ||||||||||||||||||||||

Sbjct: 28946 ccgacatctggcgcgccaggtagggggtg 28918

>gb|AC135929.2| Oryza sativa Japonica Group chromosome 5 clone P0692D12, complete

sequence

Length = 164064

Score = 50.1 bits (25), Expect = 0.057

Identities = 25/25 (100%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtagggg 1198

|||||||||||||||||||||||||

Sbjct: 33780 cgacagctggcgcgccaggtagggg 33756

>gb|AC136226.2| Oryza sativa Japonica Group chromosome 5 clone OSJNBb0067H15, complete

sequence

Length = 184316

Score = 50.1 bits (25), Expect = 0.057

Identities = 28/29 (96%)

Strand = Plus / Plus

Query: 1170 acaccgacagctggcgcgccaggtagggg 1198

|||||||||| ||||||||||||||||||

Sbjct: 180861 acaccgacagttggcgcgccaggtagggg 180889

>gb|AC108498.2| Oryza sativa Japonica Group chromosome 5 clone OJ1076_H08, complete

sequence

Length = 148348

Score = 50.1 bits (25), Expect = 0.057

Identities = 28/29 (96%)

Strand = Plus / Plus

Query: 1170 acaccgacagctggcgcgccaggtagggg 1198

|||||||||| ||||||||||||||||||

Sbjct: 10787 acaccgacagttggcgcgccaggtagggg 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 cgacagctggcgcgccaggtagggg 1198

|||||||||||||||||||||||||

Sbjct: 83012 cgacagctggcgcgccaggtagggg 82988

>emb|AL606649.4| Oryza sativa genomic DNA, chromosome 4, BAC clone: OSJNBb0003B01,

complete sequence

Length = 153643

Score = 50.1 bits (25), Expect = 0.057

Identities = 25/25 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtagggg 1198

|||||||||||||||||||||||||

Sbjct: 40302 cgacagctggcgcgccaggtagggg 40326

>gb|AY530950.1| Zea mays putative zinc finger protein (Z438D03.1), unknown (Z438D03.5),

epsilon-COP (Z438D03.6), putative kinase (Z438D03.7),

unknown (Z438D03.25), and C1-B73 (Z438D03.27) genes,

complete cds

Length = 185988

Score = 50.1 bits (25), Expect = 0.057

Identities = 31/33 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggggt 1200

|||| ||||||| ||||||||||||||||||||

Sbjct: 111324 aaacgccgacagttggcgcgccaggtagggggt 111292

>dbj|AP005866.2| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC

clone:OSJNBb0076O03

Length = 140823

Score = 50.1 bits (25), Expect = 0.057

Identities = 25/25 (100%)



Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtagggg 1198

|||||||||||||||||||||||||

Sbjct: 46297 cgacagctggcgcgccaggtagggg 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

Identities = 25/25 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtagggg 1198

|||||||||||||||||||||||||

Sbjct: 18120 cgacagctggcgcgccaggtagggg 18144

>gb|AC207417.4| Zea mays BAC clone CH201-186N18 from chromosome 5, complete sequence

Length = 180967

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: 172679 ttgtgggggatagatatcccctgggtccacta 172648

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 27051 aaacgccgacagttggcgcgccaggtagggg 27021

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)



Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 97256 aaacgccgacagttggcgcgccaggtagggg 97226

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 103145 aaacgccgacagttggcgcgccaggtagggg 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 caccgacagctggcgcgccaggtagggg 1198

|||||||||||||||||| |||||||||

Sbjct: 94501 caccgacagctggcgcgctaggtagggg 94474

>gb|AC231887.2| Oryza minuta clone OM__Ba0018L21, complete sequence

Length = 97902

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggg 1197

||||||||||||||||||||||||

Sbjct: 88007 cgacagctggcgcgccaggtaggg 88030

>gb|AC225222.3| Zea mays BAC clone CH201-123I12 from chromosome 1, complete sequence

Length = 178957

Score = 48.1 bits (24), Expect = 0.23



Identities = 33/36 (91%)

Strand = Plus / Minus

Query: 1166 ctaaacaccgacagctggcgcgccaggtagggggtg 1201

||||||| ||||||||||| ||||| ||||||||||

Sbjct: 83102 ctaaacatcgacagctggcacgccaagtagggggtg 83067

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 177040 aaacgccgacagttggcgcgccaggtagggg 177070

>gb|FJ266023.1| Oryza granulata clone OG_ABa077F15_032P05, complete sequence

Length = 285707

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1173 ccgacagctggcgcgccaggtagg 1196

||||||||||||||||||||||||

Sbjct: 28434 ccgacagctggcgcgccaggtagg 28411

>gb|AC231882.1| Oryza minuta clone OM__Ba0091G05, complete sequence

Length = 123139

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtaggg 1197

||||||||||||||||||||||||

Sbjct: 32770 cgacagctggcgcgccaggtaggg 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 caccgacagctggcgcgccaggtagggg 1198

|||||||||||||||||| |||||||||

Sbjct: 37301 caccgacagctggcgcgctaggtagggg 37274

>gb|AC223439.1| Oryza brachyantha, complete sequence

Length = 163153

Score = 48.1 bits (24), Expect = 0.23

Identities = 27/28 (96%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtagggggtg 1201

|||||| |||||||||||||||||||||

Sbjct: 121233 cgacagttggcgcgccaggtagggggtg 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 OJ1576_F01, complete

sequence

Length = 119525

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1176 acagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||

Sbjct: 12190 acagctggcgcgccaggtaggggg 12167



>gb|AC078839.4| Oryza sativa Japonica Group chromosome X clone OSJNBa0094J09, complete

sequence

Length = 168192

Score = 48.1 bits (24), Expect = 0.23

Identities = 30/32 (93%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtagggggtgtgtc 1205

|||||| |||||||||||||||||| ||||||

Sbjct: 12916 cgacagttggcgcgccaggtaggggttgtgtc 12947

>gb|AC130602.5| Oryza sativa Japonica Group chromosome 5 clone B1122D01, complete

sequence

Length = 126532

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Minus

Query: 1176 acagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||

Sbjct: 82918 acagctggcgcgccaggtaggggg 82895

>gb|AC087552.3| Oryza sativa Japonica Group chromosome 5 clone P0519E07, complete

sequence

Length = 151399

Score = 48.1 bits (24), Expect = 0.23

Identities = 27/28 (96%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtagggggtg 1201

|||||| |||||||||||||||||||||

Sbjct: 65303 cgacagttggcgcgccaggtagggggtg 65330

>dbj|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 cgacagctggcgcgccaggtagggggtg 1201

|||||| |||||||||||||||||||||

Sbjct: 6508 cgacagttggcgcgccaggtagggggtg 6481

>dbj|AP005456.3| Oryza sativa Japonica Group genomic DNA, chromosome 6, PAC

clone:P0513E02

Length = 141477

Score = 48.1 bits (24), Expect = 0.23

Identities = 27/28 (96%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtagggggtg 1201

|||||| |||||||||||||||||||||

Sbjct: 83824 cgacagttggcgcgccaggtagggggtg 83797

>dbj|AP005570.3| Oryza sativa Japonica Group genomic DNA, chromosome 9, BAC

clone:OJ1344_B01

Length = 170912

Score = 48.1 bits (24), Expect = 0.23

Identities = 30/32 (93%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtagggggtgtgtc 1205

|||||| |||||||||||||||||| ||||||

Sbjct: 3402 cgacagttggcgcgccaggtaggggttgtgtc 3433

>dbj|AP005424.3| Oryza sativa Japonica Group genomic DNA, chromosome 9, PAC

clone:P0556H01

Length = 149800

Score = 48.1 bits (24), Expect = 0.23

Identities = 30/32 (93%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtagggggtgtgtc 1205

|||||| |||||||||||||||||| ||||||

Sbjct: 91487 cgacagttggcgcgccaggtaggggttgtgtc 91518



>dbj|AP005774.5| Oryza sativa Japonica Group genomic DNA, chromosome 7, BAC

clone:OSJNBa0086N05

Length = 163670

Score = 48.1 bits (24), Expect = 0.23

Identities = 27/28 (96%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtagggggtg 1201

|||||| |||||||||||||||||||||

Sbjct: 36560 cgacagttggcgcgccaggtagggggtg 36587

>dbj|AP003991.3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC

clone:OJ1077_A12

Length = 149089

Score = 48.1 bits (24), Expect = 0.23

Identities = 27/28 (96%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtagggggtg 1201

|||||| |||||||||||||||||||||

Sbjct: 3663 cgacagttggcgcgccaggtagggggtg 3690

Score = 44.1 bits (22), Expect = 3.5

Identities = 25/26 (96%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtaggggg 1199

|||||||||| |||||||||||||||

Sbjct: 129955 cgacagctggagcgccaggtaggggg 129930

>dbj|AP003977.3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC

clone:OJ1006_A02

Length = 175153

Score = 48.1 bits (24), Expect = 0.23

Identities = 30/32 (93%)

Strand = Plus / Minus



Query: 1173 ccgacagctggcgcgccaggtagggggtgtgt 1204

|||||| |||||||||||||||||| ||||||

Sbjct: 66521 ccgacatctggcgcgccaggtagggtgtgtgt 66490

>dbj|AP003974.3| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC

clone:OJ1003_F05

Length = 147472

Score = 48.1 bits (24), Expect = 0.23

Identities = 30/32 (93%)

Strand = Plus / Minus

Query: 1173 ccgacagctggcgcgccaggtagggggtgtgt 1204

|||||| |||||||||||||||||| ||||||

Sbjct: 121878 ccgacatctggcgcgccaggtagggtgtgtgt 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 cgacagctggcgcgccaggtagggggtg 1201

|||||| |||||||||||||||||||||

Sbjct: 54023 cgacagttggcgcgccaggtagggggtg 53996

>dbj|AP005628.3| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC

clone:OJ1014_E02

Length = 159669

Score = 48.1 bits (24), Expect = 0.23

Identities = 30/32 (93%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtagggggtgtgtc 1205

|||||| |||||||||||||||||| ||||||

Sbjct: 146215 cgacagttggcgcgccaggtaggggttgtgtc 146184

>emb|AL606615.4| Oryza sativa genomic DNA, chromosome 4, BAC clone: OSJNBa0086B14,

complete sequence



Length = 175698

Score = 48.1 bits (24), Expect = 0.23

Identities = 24/24 (100%)

Strand = Plus / Plus

Query: 1176 acagctggcgcgccaggtaggggg 1199

||||||||||||||||||||||||

Sbjct: 66981 acagctggcgcgccaggtaggggg 67004

>dbj|AP004030.2| Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC

clone:OJ1145_E05

Length = 101333

Score = 48.1 bits (24), Expect = 0.23

Identities = 27/28 (96%)

Strand = Plus / Plus

Query: 1174 cgacagctggcgcgccaggtagggggtg 1201

|||||| |||||||||||||||||||||

Sbjct: 84158 cgacagttggcgcgccaggtagggggtg 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 cgacagctggcgcgccaggtagggggtg 1201

|||||| |||||||||||||||||||||

Sbjct: 8706 cgacagttggcgcgccaggtagggggtg 8733

>emb|AL663012.3| Oryza sativa genomic DNA, chromosome 4, BAC clone: OSJNBb0069N01,

complete sequence

Length = 180264

Score = 48.1 bits (24), Expect = 0.23

Identities = 27/28 (96%)

Strand = Plus / Plus



Query: 1174 cgacagctggcgcgccaggtagggggtg 1201

|||||| |||||||||||||||||||||

Sbjct: 156114 cgacagttggcgcgccaggtagggggtg 156141

>dbj|AP005464.3| Oryza sativa Japonica Group genomic DNA, chromosome 8, BAC

clone:B1027A11

Length = 169506

Score = 48.1 bits (24), Expect = 0.23

Identities = 30/32 (93%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtagggggtgtgtc 1205

|||||| |||||||||||||||||| ||||||

Sbjct: 50301 cgacagttggcgcgccaggtaggggttgtgtc 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 cgacagctggcgcgccaggtagggggtg 1201

|||||| |||||||||||||||||||||

Sbjct: 144424 cgacagttggcgcgccaggtagggggtg 144397

>dbj|AP002968.2| Oryza sativa Japonica Group genomic DNA, chromosome 1, PAC

clone:P0416G11

Length = 138858

Score = 48.1 bits (24), Expect = 0.23

Identities = 27/28 (96%)

Strand = Plus / Minus

Query: 1174 cgacagctggcgcgccaggtagggggtg 1201

|||||| |||||||||||||||||||||

Sbjct: 24812 cgacagttggcgcgccaggtagggggtg 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 cgacagctggcgcgccaggtagggggtg 1201

|||||| |||||||||||||||||||||

Sbjct: 35648 cgacagttggcgcgccaggtagggggtg 35675

>emb|X68678.1| Z.mays gene for cyclophilin

Length = 2598

Score = 48.1 bits (24), Expect = 0.23

Identities = 42/48 (87%)

Strand = Plus / Plus

Query: 270 ttttgatggtatgttaaatttgtgtgtcatttgtttgatggatttagt 317

|||||||| | |||||| ||| |||| ||||||||||||||||||||

Sbjct: 558 ttttgatgatctgttaagtttaggtgtaatttgtttgatggatttagt 605

>emb|X82087.1| Z.diploperennis Grande1 gene

Length = 8449

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: 992 ttgtgggggatagatatcccccgggtccacta 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

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 4170 aaacgccgacagttggcgcgccaggtagggg 4140



Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 49380 aaacgccgacagttggcgcgccaggtagggg 49410

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 161929 aaacgccgacagttggcgcgccaggtagggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 57575 aaacgccgacagttggcgcgccaggtagggg 57545

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 82787 aaacgccgacagttggcgcgccaggtagggg 82817

Score = 44.1 bits (22), Expect = 3.5



Identities = 25/26 (96%)

Strand = Plus / Minus

Query: 1173 ccgacagctggcgcgccaggtagggg 1198

||||||| ||||||||||||||||||

Sbjct: 69916 ccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 52277 aaacgccgacagttggcgcgccaggtagggg 52307

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 94136 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 112762 aaacgccgacagttggcgcgccaggtagggg 112792

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)



Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 158316 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 57140 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 77633 aaacgccgacagttggcgcgccaggtagggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 148376 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 6768 aaacgccgacagttggcgcgccaggtagggg 6738

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 126670 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 107278 aaacgccgacagttggcgcgccaggtagggg 107308

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)



Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 160565 aaacgccgacagttggcgcgccaggtagggg 160535

Score = 44.1 bits (22), Expect = 3.5

Identities = 25/26 (96%)

Strand = Plus / Minus

Query: 1173 ccgacagctggcgcgccaggtagggg 1198

||||||| ||||||||||||||||||

Sbjct: 26505 ccgacagttggcgcgccaggtagggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 23565 aaacgccgacagttggcgcgccaggtagggg 23595

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 58049 aaacgccgacagttggcgcgccaggtagggg 58079

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus



Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 81733 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 107458 aaacgccgacagttggcgcgccaggtagggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 19944 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 95001 aaacgccgacagttggcgcgccaggtagggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 21578 aaacgccgacagttggcgcgccaggtagggg 21608

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 45262 aaacgccgacagttggcgcgccaggtagggg 45232

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 79745 aaacgccgacagttggcgcgccaggtagggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 31631 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Plus



Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 42913 aaacgccgacagttggcgcgccaggtagggg 42943

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 149647 aaacgccgacagttggcgcgccaggtagggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 56936 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 1307 aaacgccgacagttggcgcgccaggtagggg 1277

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus



Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 156005 aaacgccgacagttggcgcgccaggtagggg 156035

>gb|AC195458.4| Zea mays BAC clone CH201-478O8 from chromosome 5, complete sequence

Length = 200301

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 21244 aaacgccgacagttggcgcgccaggtagggg 21274

>gb|AC191361.5| Zea mays BAC clone CH201-216O9 from chromosome 5, complete sequence

Length = 182607

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 73957 aaacgccgacagttggcgcgccaggtagggg 73987

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 180691 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Minus



Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 43908 aaacgccgacagttggcgcgccaggtagggg 43878

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 98402 aaacgccgacagttggcgcgccaggtagggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 28715 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 156086 aaacgccgacagttggcgcgccaggtagggg 156056

>gb|FJ386410.1| Zea mays clone L4-a StarkB element, partial sequence

Length = 890

Score = 46.1 bits (23), Expect = 0.90

Identities = 57/67 (85%), Gaps = 1/67 (1%)



Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

||||| |||||||||| | |||||| ||| ||||||| || ||||| ||||||||||||

Sbjct: 362 tgtaatccaccacataaaagatccacaccaggaagtagggtgttacgtctctctaagcgg 421

Query: 1041 cccaaac 1047

||||||

Sbjct: 422 tccaaac 428

>gb|AC237089.1| Oryza granulata clone OG_ABa0096O23, complete sequence

Length = 145921

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

||||| |||||| ||||||||||||||||||

Sbjct: 13212 aaacatcgacagttggcgcgccaggtagggg 13242

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

||||| |||||| ||||||||||||||||||

Sbjct: 19723 aaacatcgacagttggcgcgccaggtagggg 19693

>gb|AC237088.1| Oryza granulata clone OG_ABa0089G14, complete sequence

Length = 118754

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

||||| |||||| ||||||||||||||||||

Sbjct: 39396 aaacatcgacagttggcgcgccaggtagggg 39426



Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

||||| |||||| ||||||||||||||||||

Sbjct: 97242 aaacatcgacagttggcgcgccaggtagggg 97272

>gb|AC237087.1| Oryza granulata clone OG_ABa0028G18, complete sequence

Length = 124143

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

||||| |||||| ||||||||||||||||||

Sbjct: 115132 aaacatcgacagttggcgcgccaggtagggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 51769 aaacgccgacagttggcgcgccaggtagggg 51799

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 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 tggcgcgccaggtagggggtgtg 375

>ref|XM_002465520.1| Sorghum bicolor hypothetical protein, mRNA

Length = 3219

Score = 46.1 bits (23), Expect = 0.90

Identities = 23/23 (100%)

Strand = Plus / Plus

Query: 1181 tggcgcgccaggtagggggtgtg 1203

|||||||||||||||||||||||

Sbjct: 26 tggcgcgccaggtagggggtgtg 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 317746 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||



Sbjct: 114757 aaacgccgacagttggcgcgccaggtagggg 114727

>gb|AC232337.2| Oryza minuta clone OM__Ba0147P17, complete sequence

Length = 111380

Score = 46.1 bits (23), Expect = 0.90

Identities = 26/27 (96%)

Strand = Plus / Plus

Query: 1173 ccgacagctggcgcgccaggtaggggg 1199

||||||| |||||||||||||||||||

Sbjct: 16560 ccgacagttggcgcgccaggtaggggg 16586

>gb|AC213131.2| Oryza glaberrima clone OG_BBa0031E23, complete sequence

Length = 118417

Score = 46.1 bits (23), Expect = 0.90

Identities = 26/27 (96%)

Strand = Plus / Minus

Query: 1173 ccgacagctggcgcgccaggtaggggg 1199

|||||| ||||||||||||||||||||

Sbjct: 39516 ccgacatctggcgcgccaggtaggggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 52583 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Plus



Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 43923 aaacgccgacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 19091 aaacgccgacagttggcgcgccaggtagggg 19121

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 108951 aaacgccgacagttggcgcgccaggtagggg 108921

>gb|AC229877.2| Zea mays BAC clone CH201-111O5 from chromosome 9, complete sequence

Length = 167856

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 57491 aaacgccgacagttggcgcgccaggtagggg 57521

>gb|FJ032637.1| Oryza ridleyi clone a0301G20 Monoculm1 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 cgacagctggcgcgccaggtagggggt 1200

||||||||||||||||||||| |||||

Sbjct: 69320 cgacagctggcgcgccaggtaaggggt 69294

>gb|EU940899.1| Zea mays clone 1168123 mRNA sequence

Length = 3007

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 1968 aaacgccgacagttggcgcgccaggtagggg 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 cagctggcgcgccaggtaggggg 1199

|||||||||||||||||||||||

Sbjct: 47518 cagctggcgcgccaggtaggggg 47540

>gb|CP001078.1| Clostridium botulinum E3 str. Alaska E43, complete genome

Length = 3659644

Score = 46.1 bits (23), Expect = 0.90

Identities = 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 aaacaccgacagctggcgcgccaggtagggg 1198

||||| |||||| ||||||||||||||||||

Sbjct: 36202 aaacatcgacagttggcgcgccaggtagggg 36172

>gb|EF190046.1| Zea mays clone 46F3FF4R-H2 chromosome B, genomic sequence

Length = 578

Score = 46.1 bits (23), Expect = 0.90

Identities = 54/63 (85%), Gaps = 1/63 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

|||||||||||||||| | |||| | ||| ||||||| || ||| ||||||||||||||

Sbjct: 270 tgtaacccaccacataaaagatctacaccaggaagtagggtgttatgcctctctaagcgg 329

Query: 1041 ccc 1043

|||

Sbjct: 330 ccc 332

>gb|EF190045.1| Zea mays clone 46F3FF4R-H1 chromosome B, genomic sequence

Length = 577

Score = 46.1 bits (23), Expect = 0.90

Identities = 54/63 (85%), Gaps = 1/63 (1%)

Strand = Plus / Plus

Query: 982 tgtaacccaccacatata-gatccatcccaagaagtagtgtattacgcctctctaagcgg 1040

|||||||||||||||| | |||| | ||| ||||||| || ||| ||||||||||||||

Sbjct: 270 tgtaacccaccacataaaagatctacaccaggaagtagggtgttatgcctctctaagcgg 329

Query: 1041 ccc 1043

|||

Sbjct: 330 ccc 332

>gb|AC196850.2| Sorghum bicolor clone SB_BBc0140O05, complete sequence

Length = 112839



Score = 46.1 bits (23), Expect = 0.90

Identities = 23/23 (100%)

Strand = Plus / Minus

Query: 1181 tggcgcgccaggtagggggtgtg 1203

|||||||||||||||||||||||

Sbjct: 6943 tggcgcgccaggtagggggtgtg 6921

>gb|AC196847.2| Sorghum bicolor clone SB_BBc0109L12, complete sequence

Length = 112916

Score = 46.1 bits (23), Expect = 0.90

Identities = 23/23 (100%)

Strand = Plus / Minus

Query: 1181 tggcgcgccaggtagggggtgtg 1203

|||||||||||||||||||||||

Sbjct: 20035 tggcgcgccaggtagggggtgtg 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 tggcgcgccaggtagggggtgtg 1203

|||||||||||||||||||||||

Sbjct: 115 tggcgcgccaggtagggggtgtg 137

>gb|DQ493648.1| Zea mays cultivar I137TN bz locus region

Length = 120751

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

||||||||| || ||||||||||||||||||

Sbjct: 26152 aaacaccgatagttggcgcgccaggtagggg 26182



Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 94738 aaacgccgacagttggcgcgccaggtagggg 94768

>emb|CR855167.1| Oryza sativa genomic DNA, chromosome 4, BAC clone: OSIGBa0127A14,

complete sequence

Length = 81442

Score = 46.1 bits (23), Expect = 0.90

Identities = 23/23 (100%)

Strand = Plus / Minus

Query: 1180 ctggcgcgccaggtagggggtgt 1202

|||||||||||||||||||||||

Sbjct: 29831 ctggcgcgccaggtagggggtgt 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 73780 aaacgccgacagttggcgcgccaggtagggg 73810

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 109963 aaacgccgacagttggcgcgccaggtagggg 109933



Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 136436 aaacgccgacagttggcgcgccaggtagggg 136406

>gb|AC169378.2| Sorghum bicolor clone SB_BBc0007L02, complete sequence

Length = 138518

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||||||||||| ||||||||||| ||||||

Sbjct: 3582 aaacaccgacagttggcgcgccagatagggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 16033 aaacgccgacagttggcgcgccaggtagggg 16003

Score = 46.1 bits (23), Expect = 0.90

Identities = 29/31 (93%)

Strand = Plus / Plus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

||||||| |||| ||||||||||||||||||

Sbjct: 72192 aaacaccaacagttggcgcgccaggtagggg 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

Identities = 29/31 (93%)

Strand = Plus / Minus

Query: 1168 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 122060 aaacgccgacagttggcgcgccaggtagggg 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 aaacaccgacagctggcgcgccaggtagggg 1198

|||| ||||||| ||||||||||||||||||

Sbjct: 93286 aaacgccgacagttggcgcgccaggtagggg 93316

Score = 44.1 bits (22), Expect = 3.5

Identities = 25/26 (96%)

Strand = Plus / Plus

Query: 1173 ccgacagctggcgcgccaggtagggg 1198

||||||| ||||||||||||||||||

Sbjct: 47153 ccgacagttggcgcgccaggtagggg 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)


