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Supplementary figure S1. Expression profiles of the closest Nicotiana tabacum homologs of SIV-enriched Arabidopsis genes.8



Line Row Col Start Sequence ProbeUID ProbeName GeneName

12 1 12 697 TTTTGGATATGTTGCGACATTTGTGAAATGTGGTTTCATGGCAAGTGTGTGAAGATCACC 3 A_95_P225077 EB681313

13 1 13 258 TTGCCTCTGGAACTCTATAAAGTTGATAGTATCAATAGCATGTGATAAGCATTTGAATGC 5 A_95_P129702 EB429667

15 1 15 507 GAGATTATAGATCAAGGTCACCGGTAAGATCCCGTCGTTATTCAGGCTATGAAGATGAAG 9 A_95_P026506 TA19895_4097

20 1 20 381 ATCATCGCTAATATAGGTTCAAAATCTTTCTGTTCAGGCTTTAAACAACGCAACAGTTCC 19 A_95_P005006 EH666078

21 1 21 485 TCCTTGAATTGTATGGAATTTTATGTGCAAGAATGTCAGCATTTCGGCTGTTATAGTTTG 21 A_95_P124072 DW003919

22 1 22 742 TTGAGACCAGCTTTGCCTCTCTTGACTTCGTTTATGATGTTGAATCCCATTTCATTGCTG 23 A_95_P025461 EB440074

25 1 25 827 GGGAAAGAAAAGGCTGCTATGATCTGGATGTTCCCTAGAACAAGTAATATGAATTATTAT29 A_95_P014051 EB450974

33 1 33 486 ATTGCATTGAGGATCATTAGGGTAGTTTCTGACAGTATTCTATCCAGTTTGATATTCTCC 45 A_95_P024291 DW001674

34 1 34 839 GCCCTGGTGTTGCAAACTTTTTTGAACTGATGATGATGAAAATATTTGTTGCTCCTTTTA 47 A_95_P126092 EB425321

35 1 35 678 AGTGATAGACAAAGCAGAAGTGGTACAAGTCAGATGTCAAGCAATGCTCTAGTTTCTTGG49 A_95_P272641 EB451681

47 1 47 396 GGAAATGTTGGAGCGGGTACAGAATCAACAACTGCTACAAGCGAATGGATGCTTGTAGAA73 A_95_P283178 AM817961

48 1 48 753 GTCTTATTTCTTGACAATGGACAATGAAGTTATGCTTGTTTTCAGCGAATGTTACAACTG 75 A_95_P014466 DW000079

52 1 52 174 TACCAGTCAGCTCGTACTGTAATTTCCCCAAAAAATGTAAGAGAAATTATCTTTCTTTCC 83 A_95_P222367 TA22018_4097

53 1 53 568 GGAGTTATATCAATATCATCACCAAACCTTCATATGGTACAGTATTCTCCTATCTTTGCT 85 A_95_P043826 BP130717

56 1 56 588 ATTTGTGACTAGTTTGTAATTTAGGGAGCATTGGCATCTCAAACTCTTTATGTTTGCTCG 91 A_95_P125232 DW005032

58 1 58 841 CAGAAAAGCTGTAGAAAAGAAGCATCGGGGAAAACTGGAAAATATGCACTGCTATCCTGT95 A_95_P000936 EB425859

59 1 59 1320 TCCTCCTGAGGTATGTCACAGGATTTGGCTAATAAAAGCTTGAGAAACTTCGTCTTTGTG 97 A_95_P177682 TA12046_4097

62 1 62 403 GGTGCCAAATGATGGACCCTCTGGTCTCTTCTTTTATAGAAAGGAGGTCACCTCTTTTTG 103 A_95_P255989 AM798722

64 1 64 1192 GTATATCCCATTCGCTTGAGTCATGTTTATAGCAATGTGTCCTTTTGATATCTCTTCCTT 107 A_95_P210412 TA19391_4097

68 1 68 516 CCTGCATTTCTTTGACCATTGTGTGGTGTATAAAAGGCATTTGGAAATGTATCACTAATT 115 A_95_P066855 BP136709

96 2 11 874 TTGGAGGAAATGCCAACGAATTACGGAGGGTTTAGAGAAAAAGTGCAAGGATTGGAGGTA2 A_95_P118807 TA16218_4097

99 2 14 410 GATTCCTTAACTTGGATAGTAGATTCAGGTGCATCTGATCATATGACTTCCAATAAAGAA 8 A_95_P073690 BP526277

103 2 18 426 TTTCTTACGAATTAGTGTACTCGTTAATGTATCCCTAATAAGATAGGGGTAAGATCTACG 16 A_95_P213177 AM807618

108 2 23 246 TGGATCTGACTGCCAGTGTAACCCTGCACTTGTTCTAAATGATCACATTTAATCTTTTTT 26 A_95_P104772 CV017163

109 2 24 863 TAGCACCTGATATGCTCGCATCTAGCTGACTGTTTAAATTATACTGTTGTTTATGTCAGT 28 A_95_P198842 TA16866_4097

110 2 25 705 ATTGAACTTGTTGCTCCAAATGGAAGTGCAGAATTATCTATTACTAGAACCTATGCATTG 30 A_95_P232269 EH622574

114 2 29 1055 CCACTACTGAAACTTAATCACCATTTGGATTAATCTTGCTTAACAGCAAAGTTTCTCTGT 38 A_95_P202097 TA17562_4097

120 2 35 685 GAGTCCGAGTCTAAGTTGTTGAAAGCAAATGAACTGAATGAAGTAAGTGAAGAGCGTCTT50 A_95_P118297 DV161317

123 2 38 811 GGTTCTGCTACAGGTGTCTATAAGACACTGGTGAAGTATTTAGTTGGAGTGCCACAAGTT 56 A_95_P138262 EB442001

125 2 40 283 TGTATTTTCTTTTCTCTTATTAATAAAAAACTAGCCCTAGGCGCTTGCCTAGCGGATTGC 60 A_95_P147422 EB451836

127 2 42 1177 GAATTCAAGTGATTGCATCATCGATACTTGATGCATTTTCCATGTTATCTTTGCCATTGT 64 A_95_P007661 TA15553_4097

129 2 44 721 CATCCCCAAATATGCAGTTCAATTTATTGATGAGACTACTGGACATATAAGACAGTTTAG 68 A_95_P204437 EB683003

130 2 45 736 CTTTTCTTTGAATCCTCCCTATGTAATGAGATTCTATATATGACATGCTTGAGTGGTGCT 70 A_95_P134077 EB435899
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Supplementary Table S1. Mean normalized expression of tobacco PT24-expressed probe sets with associated detection calls computed from two biological replicates with expression levels "well above background".



131 2 46 525 CTCGGTCGAATTTTGGGGTCAAAATTTTGTAACTGACTACTAGTTTTGTTCTTATCAAAG 72 A_95_P162367 EH621296

134 2 49 752 ATTAGCTAATACTGTGTCCATGCACCGGTTCCAAAACAGCACGAGGATGTGTACTGGAAA78 A_95_P228639 DW000441

136 2 51 754 CAACCTACAATGTGATGATCAGGTTTATTGCCTCCATCCAGGTGCAGAAGTTAAAATCTC 82 A_95_P160222 EH618902

138 2 53 711 ATTCAAACAAAAGTCCCCAACCAGTAACTGAAATGTGCCATTCTCAGGAGAGAAAGAACG86 A_95_P145577 EB449328

142 2 57 530 TCCCATATTTGGTGTAAACATTCTTATCCTTCACAGTATCAGGCATCAAGGAGGCTCAAG 94 A_95_P056696 BP134024

145 2 60 819 GGCCGAGTGTGAATATGCAAAAAGATATTAACGCATGATGCATAAATAGTTTAACCTTGT100 A_95_P018191 EB425016

150 2 65 1406 GGAGATCTATGTATAATTCTTCATTGAGTACTCCTATTATGATGGAAATGTTCTTGCTGC 110 A_95_P016916 TA12069_4097

151 2 66 1537 GATATGCCTCCATTTGTACATCCTCTATTTCTATATATCATCATATTGTGGAACTTCTCG 112 A_95_P177617 TA12022_4097

182 3 12 1523 AATTTAAGTCTGCTATACTGTTTCTCTATGCAATGCCTCAAGTACCAGTACTGACTGATG 132 A_95_P025616 TA15544_4097

187 3 17 558 GATGATATTGGAATCTTCATGACCACCAATTTTCTGTTTAGTGAAGCTACTTTATGGACA 142 A_95_P243467 FG643614

191 3 21 686 ACTTGAGCTGCTCTTGAAGGCATGTGAAGCTGTCAAACTCAAACCTTATGCCAGAAAGTG150 A_95_P019511 TA17507_4097

193 3 23 1630 TTGAAAGCGATAGATGTGGACAGTTTGGAGAAAACTTCTGGTGCCAAGCATGCCGAGAAA154 A_95_P148717 TA14441_4097

194 3 24 661 GACCATGCGCTTTTTAACAGTTTGATTCTGAACCATATGTTTGTCCTGCATTACGAAGGC 156 A_95_P068340 BP137106

205 3 35 771 GCAGCAATCCTCCATAAACAGCTTTCATATCCATGACATTCCTTACTGAAGACCAGGTTA 178 A_95_P228484 FG171716

208 3 38 630 TTGAAACCACTCATCGTACCAATCTTGAGCGAAGGAGAATGAGATGCTTATGGAATCCAG184 A_95_P284553 FG642068

210 3 40 434 GTTTCGAATTTTCTGGTCAAGCTTTGTCTGCTATCCATTTTTTGTACATTTGGACAGAAA 188 A_95_P094548 EH619915

214 3 44 760 ACTGGCCATCCTGTGTTTGAGACAGCATATGGCAAGATTGCTGTTAATATATGTTACGGA196 A_95_P269866 EB427498

218 3 48 462 GAAGTGGTACCAATTGCAGTTCTTGCACTTACATACTATCATGCTGCTGACGTTTCTTTC 204 A_95_P192517 FS407121

219 3 49 1259 GTACTGCTTGCTACTTGATACTTGAAATTATATACCCATATATATTTGACGTTACTCGGC 206 A_95_P025021 TA13312_4097

221 3 51 748 ATAATAAACAGAAAAGTTTGGCTGGTAGCCTCTCCATGTTTGTTCTCGGTTTCCTGGTGT 210 A_95_P118202 DW003261

223 3 53 715 TTTGTAATGTGTGGCCTAAGCTGCATTGCCGATGCTGCTAGCCATGAAAATAATTTTGTT 214 A_95_P253374 FG150164

224 3 54 362 TCCAAAGGTCAATCCATGAACCGATTTCATAATTATGATCCCCGTTGGTTTCGCAGGGAA 216 A_95_P157867 EH615898

225 3 55 441 TCTCACTTTTACATGGGTTACACTAGATCAAAGTATACTTTTCTTAGCTTAGCTGTACTG 218 A_95_P192677 DV162205

238 3 68 221 TCACTGAAAAGATTGAGAATATAAATGACCAGTATTGGACATTGCGGGCAGATCCGCCGC244 A_95_P154422 EG649585

241 3 71 691 TTGCCTTCTCTTCTTTCTTCCCTGAATTTTTGAGACCAGTAATTGATCCAATTGCAACAA 250 A_95_P162122 EH620925

244 3 74 290 TCAAAAGAGTCAATTAACCATTATGTTGCCCACCCCTGCAATTCATCTCGCAACGATACG 256 A_95_P101548 CN498857

271 4 16 665 CGAGGCCATTTTGCCACATGTAATTTCATTTTGATGTTATGTTGGTTTGTAATATATGGG 141 A_95_P126012 EB425210

272 4 17 637 CCAGATATGATAGAGCTAGGGGAGTTGAAATAGGGAACAAGGACATCAAGCTGAGTACTG143 A_95_P054976 BP133575

274 4 19 379 ATTCTTGTAAGCATTGATTGTTTCGAGAGGAATGGTCATTGCTCAGGAATAGATAATGAT147 A_95_P030076 TA18497_4097

278 4 23 404 TATATGTGTGCTTCTGATCCTAAGGAAGATCCTCCCAAAACAATTCCAGGGAGTGAGATA155 A_95_P080025 BP527906

280 4 25 1010 TGAGTGAAGATGAGTCCTGTTTCAGTGATCTATGATCAGAAAAGGAACTTAGCAGCTCCC159 A_95_P029391 TA16965_4097

282 4 27 758 CTTAGCTGGTTCTGTGCTATGCCATCATTTCTCATAAATTTTTGGTCACTTGCATCCCGG 163 A_95_P218832 TA21262_4097

285 4 30 1364 GATTCTTTAAGATAGCCTGGTGTAATTCTTTGATCAGTTCTAATGAACTATCCTTTGCCA 169 A_95_P013036 TA12793_4097

286 4 31 486 TTGGAGTGCAAAACTAAAAACTTTATAAAAGTTGATCCACTTGGTTGGATATCTTCCCCT 171 A_95_P220127 TA21544_4097



287 4 32 576 GATGTGATTTGAGTCTAGAAGTATGTTGTTTGAGGTTTTCTGTCATTCCCTATTTCAAGA 173 A_95_P112927 EH618900

288 4 33 165 ACTATTGTTGGTTCTCTTGCATTCAAGCCCTCAATTTGCAGCAGTTTCATTATTTCACCC 175 A_95_P110357 CV019698

292 4 37 92 GTGGAAGAAGTTCCTAAAGTTATGATGATTGATGCCAACACTTTTGTAGAATGATGTTCA183 A_95_P130427 EB430486

293 4 38 339 TAATCTCAGAGATGCTTTGGAACGTGGTTATTCAATGGATAATTTGCTAATTCTCAGGGA 185 A_95_P223257 TA22210_4097

295 4 40 438 ATGGTTAAAGAGAAAGCGAAAGGCCATCTGTAATAGAGCTTGAAGTGGCTGCAATTGATG189 A_95_P090918 BP531140

298 4 43 905 GCCATGATAACTGTAGAAATTGATCCTAATGATATTTATTGTACCAGAAGAGGACCCTTT 195 A_95_P212702 TA19892_4097

299 4 44 679 CCTAGATAGCCAATGAGATTGAAAATGTCGGTTAATGACTTCTGGTTAATATCACTCAAA 197 A_95_P223042 TA22163_4097

300 4 45 823 TTGGGGGTTGCAATGGTCTGAAAATCGTTGCACCTTTTCAGATCATGTGCGTATTATAAT 199 A_95_P120347 DW000191

307 4 52 603 GGCTCGTAGCCTTGATGTTTCTATTTTTGCATGACCAGTGGAGTTTAGACCTTATATTTG 213 A_95_P122427 DW002401

318 4 63 1063 AAGATGAGCCTACAGAGGGAGCTCCGGAATTCTTTCTGCTTCAGTTTTACCTGGTAATCA 235 A_95_P198057 TA16697_4097

322 4 67 351 GAGATAGACTGGAATGGCAGTTTTATGCACTAGCTTGAATTCAAAATGGATTCAGATATA243 A_95_P026121 BP530829

326 4 71 1489 CTGGTTTGACCAAGAGGACGAAGCTCGGGGTAATTTTTATTTGTATATATAATTCAAAGA251 A_95_P202027 TA17545_4097

327 4 72 689 GTGATGGTTTAGTTGGATTATACAGGGGGTTTGTTCCCAATGCGCTGAAAACTCTCCCTA 253 A_95_P213537 TA20069_4097

328 4 73 1264 GAACTATTCTTGGCTTTTTGTGTTCCACCCGAAGCCCTATGAACCTGCATTTTGAAAAAA 255 A_95_P249317 U91924

329 4 74 337 CTGATGTAGTGAATTTGGTGTTGTAATTTTAAATCCGGATGAACATGTACTCATGCTTAG 257 A_95_P030896 EB444971

354 5 14 855 TCTCAAAACTGAACAGTCATATCTATTTGTGAAAGAGAGTGGCTTTTCAGAAAAGTCATC 271 A_95_P131332 TA14146_4097

355 5 15 1082 CACTTGAGAGGTTTCTGCTCGAGATTTTAGTCCGATTAAAAGCATCAATTTTTGAAGATC 273 A_95_P182887 TA13330_4097

358 5 18 694 TTTGGCAATGAAGTTAATGGAAGAGCGAATAGCTCATCCAGATAAGTATACTGATGATAG279 A_95_P141182 FG143459

361 5 21 591 CGGAATAGGTTTCTGCTAAATGATGTTAATGTTCTTGATCTAGAGACAATGACTTGGAGT285 A_95_P070695 FG159775

364 5 24 591 TTGAAACAGAGTCAGTTGCTATCTTGTTTATGTTTTGCTCTGCATATGGGACCTAATGTC 291 A_95_P160137 EH618785

366 5 26 2415 ATGAACTGTTGTGGCTCTGTTGAAGTGTTTGTTCATGCACGGATGCACCCATTTACTTTG 295 A_95_P180402 TA12734_4097

372 5 32 537 GTATATATTCATAGCATTTTCAAATGCAGAGGGAGAGCGCATGGTGTCTACTGTCTAATG307 A_95_P036008 BP128618

374 5 34 805 CTCTGTTTCTGCATTATAAGAGAGTTTTCTGGCTTGAGATGCCGCTCCAGATGAAACGAA 311 A_95_P179912 TA12615_4097

378 5 38 564 TGTGTTTTGGTGTAGAACTTTCTCAGTTCTGGCTATGTAGTTGAATCAAGTGCATTTTAA 319 A_95_P001071 FG641470

383 5 43 810 CTGTGACACTACAGTTGGGAAATATGTAATGATGTTTGTCTAGGTTCGAGTTAATTTCAT 329 A_95_P178007 EB438099

384 5 44 282 TACACTCTGATGTAATGGATGACAATATCCACATTGGAACCACTGTTCCGTCGCTTCTCG 331 A_95_P063155 BP135702

385 5 45 296 TCAAATCTCACAGGAATGTGTTTGTTGATTGACTTATTGTAGAAGGTCACTCCATCTCTT 333 A_95_P131862 EB432289

386 5 46 420 TTTGTCAGTGTACGAGTCACAATTAAGTTGCCAGAAAGAGCTGGAACAGTTATCGAAGGA335 A_95_P262716 AM791244

392 5 52 624 ATGTCTGTATTTGGTACTGTTGCAGCCTGGTGGATGATCACGATCAGTCATGTTTGTATA 347 A_95_P057061 BP134118

393 5 53 299 TTCCTTAGACACCAATGATACTGGCAGTTGAATGTGATTTTTGTATGAGAAAAATCTTGG 349 A_95_P142467 EB445919

394 5 54 1480 CCCCATGTATCTGTTATCAACCCTGTGTGCTAAGGGTTTATTTACTGAATCTAATATATA 351 A_95_P199102 TA16920_4097

396 5 56 755 GCTCAAGGACAACAAAGGATTTATGTAATAGGTTCCTGTGTTATTTCATGTCAACTTCAA 355 A_95_P011226 X95752

397 5 57 845 CTGTAGATGGACATGTACCAAGTAATAACTGTTAAGTTTCTGTAAATACACCTCTCTTCA 357 A_95_P214572 TA20290_4097

398 5 58 565 CATTACTCAAGTGCATGTGTAGAGGAGATTTTTGGCACGCAATTGTGTGGTTTCTCCCTA 359 A_95_P164247 EH623377



400 5 60 860 ACTGGTGCTCAAGGCATGGATCAGTACTTACCATTTGTTCAATGCTTAAGCGCAATCCTG 363 A_95_P284493 EB443060

402 5 62 1131 CTATGTTCAGCTCTTGTTATTATAAGGGTTTTTATTGCACGAATCTTCAATCTTCTCAGC 367 A_95_P024491 TA17600_4097

403 5 63 452 GATCCGTTTGGGCTCTGTTGCTATTTAGGTTGAACCACAATTGTTTTGTATTATATTGAA 369 A_95_P132142 EB432597

406 5 66 368 TACATTGTAAACCTATGTTTGGAAAAGAATTATTGGCGTTTGAGGAAGTGGGAGTCCGAG375 A_95_P090493 BP530974

407 5 67 531 GACGACTTAAATATGTTAGATGCAAGACGGAAAGAAAATTTCATGGATGAGGTAGCAAAC377 A_95_P133477 FG139569

412 5 72 496 TGATTGTATCTCTTGAAAATATGAACTTTGATGTTTTGGTCTCTGTGCGTGCACGCCCGC 387 A_95_P183512 TA13476_4097

414 5 74 791 GGTGTATGTTTTTCGATTCCTACCAACGTTATGACGACCTAATAATTATGATTAGGTGCT 391 A_95_P000206 TA11706_4097

415 5 75 514 CTTGGAGAGAGTATGCATGTTTATTAAGTTGTAGGTGTCACAGAAGTGTAAATTAATCTG393 A_95_P039876 BP129677

434 6 9 739 TGAGATATATAAACTCCCTCTTCAAAGAGTATTTCTTATTGGGATTCTTGCCCTATTCCT 262 A_95_P117007 DV159791

435 6 10 762 CCGCATTACGTAATGTATGTACGTTAACCTTCTGTTATGTCCTTAAGAAGTGAAATTTTC 264 A_95_P120062 DV999782

437 6 12 2082 CCTAGTGTAACTTGTGACAATATGACTATCTCAACTTTCTTGTAAGTTTCACCTGTCTTA 268 A_95_P238964 AY183721

438 6 13 800 AGCAGGCTAATGATTGATAGGCTTTTTAGTGAGGTATTACTTTCTTCCCAATTTGGTATC 270 A_95_P190597 EB425670

441 6 16 776 CTGAACAGCGATTGTTCATATGATCGTATGATCTCCCCATTCTGATCCTTTTATCAAATA 276 A_95_P204707 TA18121_4097

443 6 18 609 TTTTACTTGAGCCTGTTTCAAAAGATAATGAGGTTGGCATATTGGAGCTTGTTTTGACTG 280 A_95_P027936 TA15225_4097

445 6 20 672 AAATTTGCGCAGTTGATGTACTGGGTTTTATCCTAAAAATAGTGCATCTCGTTCCTTTTT 284 A_95_P235244 FG640658

453 6 28 894 CCATTTTAGACGCTATTCCAAACTATGATAGTAGTATATGACATTTTTGTTGACGTGGCA 300 A_95_P009751 TA13415_4097

455 6 30 694 ATGTTGTACAGTTGTACGTTGAGCCACTACTAATTTCAATCCATATTCAACCCCCCTCCT 304 A_95_P021026 TA15945_4097

458 6 33 1836 GGTTTCTATGTTGTGTATTTGAGTACAGCTTGTTAGGTTGATGAACTGTACTCATTCATT 310 A_95_P011666 TA12667_4097

464 6 39 1365 GAGTGGGTAAGGAGTTGATTGTTGGGTCATCTTATTCTTTTATTTCTCTATTTGACTTTC 322 A_95_P029081 TA12248_4097

470 6 45 883 CGTTTGTTTGGAGATGATGCCCTTGGAGCTATGAATATAGAGATGGTTGAAATTGCTCGA334 A_95_P292013 EB425986

471 6 46 919 GGTATTTATGTAATTCGTGTGTTGGTTCCGTGTTTCAATTGTTCAGCTCTTTTCATTCTA 336 A_95_P012161 TA13321_4097

472 6 47 929 CTGTGGCTCAAGTTCCATTATTACTTGAGGTTGCAGGCAATTGGTAAAGTTTCCGATTAT 338 A_95_P026821 TA11780_4097

473 6 48 345 ATCTCTGATAGGCATTTCACAGCTGCTCTATTGCAAGGGAAATAATAAATTGCTATGAGT 340 A_95_P029066 BP533408

479 6 54 839 TGCATTCTGAACTTAGTTTAAACCTTACATTGCTGGAGTGACAGATGAGCTAACTCAACT 352 A_95_P148987 EB678617

480 6 55 829 TCATCTGTTAAAGCAGCTTACATATGTGTCTCGACTGTACTCATATCGGTCTCCTGAGCT 354 A_95_P269216 FG161667

486 6 61 170 ATTACTAAAGGCGGCAAGACCTCCCCGAAGTCTCCAAAATCTGATGATGAAGAAGAAGAG366 A_95_P034299 AJ718371

490 6 65 682 ATGGTTGGAGTACCAAGGATTCTTTTTGTTCGTGCACAAGTTATACCAGGATTGAAATGC374 A_95_P193562 DW002831

492 6 67 1109 TGACTGTTGGTTTTGGATGTAGAGTTTGCTTTCTTCTTGATATGAGTATGTGAATTCTTG 378 A_95_P188352 TA14551_4097

494 6 69 1608 ACACTGTCCAGTAGCAGTTTGTCTTACATATATGATGTGTCAACTGAATGCCACAAAAAA 382 A_95_P012441 TA13731_4097

496 6 71 254 AATGAAGAAAGTGTGCCTGTTGAGAATCTGCCCCTGGAGTCTAAGCTTCAGCAAAAGGTT386 A_95_P104927 CV017226

500 6 75 540 TCACTGTTGTGAGGAATACTTTCAGATTAGCTTATCAATTTGAAGAAAGCATGTTGCTTC 394 A_95_P027046 TA15610_4097

523 7 13 1197 ATTTGCACTCACTATTTGGTCCACCGTATTCATGTGGCTCTTGTCCTAATTAATGTCACA 408 A_95_P189027 TA14703_4097

529 7 19 862 GGCATTGTTTTGGAGGTTGTAACACATGTTGTGCAGCTTGTTTGGCTGTTCTCTGTTTGC 420 A_95_P012681 TC41934

540 7 30 171 TACAGTACTTTTTTGTTGGTGATTAACTGATTAATAACACCACTTGCCCCAGTTCTTGTT 442 A_95_P029356 TA22188_4097



542 7 32 488 TGCAGTTCCATTCACTTGGATTGAGAGTGATCCTAAACTGATTGCAAATCCACATATGGT 446 A_95_P263316 AM840768

543 7 33 378 AAGAATAACACACAGGTGCTCATCAACTGTAGGAACAACAGGAAACTTCTCGGTCGTGTG448 A_95_P111177 DW000043

545 7 35 731 GGTACTTCTTTTAAATGGTTATGTCTCTGATGATCCTTTTGCTGATCAAACTATAGGCAA 452 A_95_P192357 TA15434_4097

547 7 37 684 AATTAAATTAGACAATCACTGATTTGATTTTCAGTCCCAGTGGTCTGACTTCATATGCAC 456 A_95_P316418 FG189056

548 7 38 733 ATGGCTTAATCCTGTAATATGTTGGTCATCGCTCAAGCTTCTGCTAGAGGAACCAAAAAA458 A_95_P269376 DW005181

552 7 42 379 TAGACTTTATTTTTCAAGTTTCCCGGCTCAAATAATGTTGGCGGTCGCCAATCGGCGGAA 466 A_95_P006151 TA14767_4097

563 7 53 843 AATACAATCTGCATCAGCATTATATGGAGCAGCGAGAATACAGTTCTTCGATCAGCTGAA488 A_95_P236059 FG174267

569 7 59 533 AACGGCTATTCATCAACCACTCAACATTATGTGTTTTCTGGCCATAATTCGGAGTTTGGA 500 A_95_P021241 FG137478

570 7 60 287 ACAAAGTCATGCCTTCACCAAATATGAGGCTCTTCAAGCCAAAACATGGGCGACAACAGA502 A_95_P047526 BP131680

572 7 62 565 ATTGCTGTTGACGCTGCTAAGAACCTTCTTGCCTTTTTCATATGAAGAAAGGGTTGGAAA 506 A_95_P301823 FG635691

578 7 68 1105 TTTTCAAGAATTCACTCCACCCTGCCTGCTGAGATGACTGAAGTTTCAGGCATCCGAAAA 518 A_95_P178437 TA12252_4097

580 7 70 846 CAAAAAGACCAATTACAACAATGGAAACGCAACCGCCGTGCCTTGGCATATTCTACTGTG522 A_95_P118982 DV162047

587 7 77 697 AGACACCTGAGTCATGGGCTCCAAATGCAGCTAATATGATACTGAATCTAACTGCAGCTG536 A_95_P294083 EB439461

588 7 78 583 ATGCTTTGCCAATGAAATGGACCAATAGAAATGCTGGCAATATTTATTTCGTGACTTGCT 538 A_95_P203937 TA17960_4097

603 8 8 511 AGAATATTTAGGCATTCAACAAGTGGTTTTTGGTGGTCGTCGGATGGGTGATTGGGAAGA399 A_95_P029891 DV160581

605 8 10 763 GCTTTTTTACTGTCGGTTTAAAAACAAAACCCGGGGGGCGCCATCAGAAAATCAAGTAGA403 A_95_P266681 EH665604

606 8 11 741 GCTGGTTTCTGTAAACCCCTTCTTGTTTTACTGAAATAGAGATCTAATTTAAATGGCCAA 405 A_95_P119547 DV998889

609 8 14 516 GATGGACCATGTAATTTTGTTTGGCGTTTGTCATACCTTGAGATAATATACAGGGAATTA 411 A_95_P200232 DW003491

610 8 15 467 TTCCGCACATTTTGAACTCTCCCAATGTTGAGTTCTATGCCTTTAGAATGAGCATTGGAG 413 A_95_P096708 BP533729

612 8 17 344 GTTGGCCATCATATATTGCAGTGGATATGGTCATTCGATATTGAGATATTGTAAATCTTG 417 A_95_P092793 BP531974

617 8 22 893 TGCTCAGCGTGGATAGCCAATGGCAGTTGGAAATCCAAGTTAAAGAGTTGACTGTTCTGT427 A_95_P217637 TA20976_4097

618 8 23 782 TAGCAGGCATTTGACTCAGTTCTCCTTTCTAATAATCTCTCCTTCCATTTCTTAAATGGC 429 A_95_P287598 EB678998

621 8 26 224 TTTGTGTGCTGCACGCAGCGTCTGTTTTCAGCATTTGACATTCTTTATAAGGTTCCTTTC 435 A_95_P140772 EB444610

625 8 30 483 CCTTTGTATCATGTATATGCCAGGAGAATATAGTTAACATTATTGAGAAAGAGGCATACC443 A_95_P131192 EB431321

627 8 32 418 ACTTTTTGATTACCCGAGTCGTTATCAGACTAGTGTGCCTGTGTAATTCCTATATTTTTT 447 A_95_P132312 FS424443

629 8 34 645 TATGTTGCTCAGTATGAGTTTTTGGCATTCTGTTTTCACAGAACTTCTATGTTGAATGTG 451 A_95_P285878 FG643752

630 8 35 810 CCGAAAAAGAAGCAAGGAGTACATTGTCTAAACTCTCTTTAGTGGAGTCTGCGGTAAATG453 A_95_P294983 EB443347

634 8 39 797 TGGAGCGGACAAGCGGATCATTGGATTTGATTTGCTAGCTCAAAGAGCAGAATACAAGCA461 A_95_P150432 EB680511

635 8 40 243 GTCTGCTGAAATCAAATATTTGCACTTTTGCCCAGTTAAATGGAGAAAAAGAGATTAACC463 A_95_P028261 TA13558_4097

638 8 43 966 ATATAATATAGATGAATGCATGTGCAGACTAGTGAGCTTGGTCTAATGAGGGCTTGTCAT469 A_95_P008131 TA12822_4097

639 8 44 779 TTAGGAATTTATTCCATCGCCAGTCGTCTGTCCCTCTTGCTGATCTAAGTTCAACTCTTC 471 A_95_P116552 DV159312

641 8 46 854 CTCTTGCCATTTGATTCAGTCGGTACTTTATTGGTGTAACATGACATTTGTGATTGTAAA 475 A_95_P027581 TA16249_4097

642 8 47 1425 CAAGCTACGAAAGCAAATTCCAAGTGTTGTAGAGTCACTATGATGTAATAAACATGTCTT477 A_95_P009856 U60057

645 8 50 980 GACAAATGTTTTTCCACTCATGCAATGATGCCGAACTTGAGACAGATTGCCAAGTACTTG 483 A_95_P287388 TC56180



647 8 52 821 TAAAAGCTCGGGTGAACTTGTTGGGACATTGCTGACATTCTGGGACGTGAATTGTGTTAG487 A_95_P293178 FG156161

657 8 62 477 GAATGTCTGAACAATTGGTTACAAATAAACAAGGTCTGTCCAATGTGTAGCACTGAGGTC507 A_95_P090863 BP531123

659 8 64 816 ATAGAAACCGCAAAGCTTCTGGCCTTGAAGGAAGGTTTACTTGTGGGCATATCATCTGGT511 A_95_P125592 AM087458

661 8 66 1455 ATCACTGGAGACTTGTCAACAACAGTTATCAGGCACTAAATGAAGGAAAGCCTGTAATGT515 A_95_P089993 TA16258_4097

666 8 71 410 CAATTGGAAGATGGACGAACCCTCGCTGATTAAACATTCAAGAAGGAGTCAACCATGCAC525 A_95_P112762 CV020825

668 8 73 1367 TGAGATGGTAGGTGTGGGCTGTAAACGAGTCAAATGATAGATTGCTATTGGAACCATGTT529 A_95_P193557 TA15698_4097

671 8 76 471 GAAAGGGCAAATTGGTTTCTGACATCCACTGGTTATGTCAGTGGACCAAATCCCTTACAA535 A_95_P088108 BP529962

700 9 20 296 CAAGGGCAGATGTCGTACATACTATGTAATATTTGAACTGGTTATTTAGGCACTCCTGGT 563 A_95_P104447 CV017016

703 9 23 502 GGTGGAAACTTATATGTCCTTTCTTTTTCCCATGAATTTGGCATGAACATTTCTTCTCCC 569 A_95_P101113 BQ843168

711 9 31 343 ATTTGGGGTAGGGGTTAGTGGAAAGCTTCTTTGGAACAGATGTAGGGGTTAACAGATTTC585 A_95_P108917 CV019063

713 9 33 1095 TTCAAGACTGCATTGTGTGTATAATGTCATTTCTGTTAATATAGAGGGCCATTTGGAAGA 589 A_95_P211412 TA19604_4097

714 9 34 781 AAATACCATATCAATGATCTGGTTCGACAGTTGGAGATCGGAAATGTTTCCGATCCATTA 591 A_95_P190682 TA15068_4097

715 9 35 112 CTCAACATTGCATGTTATGTTCCCAGTTGTGAATTGATAACGGCATAATTTTCTTCCAGT 593 A_95_P095883 BP533375

718 9 38 704 GCAGTTAACAAAACTGTTGCATTTGTGAGTTTGTAACTCTCTAATGGCAAAGCAAATGTA 599 A_95_P136152 EB439783

719 9 39 615 AAACTCTGGTGGGGCTCCACAAGGAATTCCACGAAAGGTGGTATTTTGATCTTCTCTACA601 A_95_P004866 EH665108

720 9 40 244 CGTTATGCCACAGAGAAAGTGACCAGAGAAGAATTACGAAAGTCACTTGAGGATGAAGTA603 A_95_P215557 FG160952

721 9 41 94 CCACCAATATCTCTCGTCGACTGAAACAACATAATGGTGAAATAAAAAGCCGGGGCAAAC605 A_95_P155127 EG649912

723 9 43 370 GCCCGGTCGTATTTTTTCTATTCCATTTTGTAAGTGATACCTTTGAAAGGTTACTCACAA 609 A_95_P110982 CV019994

725 9 45 782 AGACCTTGAAGTTGCTGGAGCATCAAAGTTGGATGTGGCTTTGGTAACCACTGTAATGTA613 A_95_P289258 DV158360

734 9 54 278 TAACGTTCCCATTGTGGAGAAGAGACTGATACCAAATTCCTGTTGACCTTCGTCAGTGCA 631 A_95_P204607 TA18101_4097

735 9 55 176 CTAGGTGGGCACTTGTTGTATTGTTAAAAAGTAGATAAAAGAAATGTACCAGTTTACTGC633 A_95_P127152 EB426613

737 9 57 813 GATCTTAGAAATAGCTGTGATCTGATCCCATTCCCTAGCTCCATTCTCATGTGTTCCCAC 637 A_95_P224767 FG143180

738 9 58 1438 GTCCTGTTTCTAATGTGTTGGATATCTTGAGCCTTAGAAGATAAAAGATGCACACTATTA 639 A_95_P028136 TA12404_4097

739 9 59 704 ATTTGGTTCAAAATGGCTGCTTGTAATTCCCCCCGCCACCCCTGTTGCGTTTATCTTATT 641 A_95_P029256 TA19404_4097

742 9 62 737 CCAATTTTTCACATCCTCACTTGGGATTTTGATTATTCCGAATTCCAAAGTAGAATGGCG 646 A_95_P021886 DV159766

743 9 63 631 TTGGCCACACATCTGCTATTTCTGAAGCAACTGGAAGCCAGAGGACTGCATCATTTAGAA648 A_95_P149587 FG164564

744 9 64 425 ATCCGAATCCGGACAATGATATTGGGTTCACGTATTTTGATTTGGATGATGACCACCATG 650 A_95_P096373 BP533597

747 9 67 460 AAGGGTCTGTGTCTTGCTTGTTTGAAACTATCGTATTACTTGTTAGCTGCTAAAAATAGT 656 A_95_P214197 TA20209_4097

753 9 73 844 TTGATTTATGGAGATGCTGACCGGCAGCCACTGTGATCATTTATAGTCGTTCATCTTACA 668 A_95_P012311 TA14276_4097

759 9 79 650 CCTTGAACAGTTGAGAACAGTCCTCGTAGTTGGAGATAAATAATCCTAATCTGTTGAATT 680 A_95_P187542 TA14369_4097

772 10 7 449 GCATTACTGGTGTAAGGCTATATGCCCAATTCTACAAAAAGACTACTTTTAGATTTCGAA 540 A_95_P016491 BP534995

774 10 9 607 GGCATCATGTGCAATAGAGTTGATGTAGCAGTGACTAAGTTCATCTTTAATCATGTATAA 544 A_95_P025711 EB438078

779 10 14 808 TAATTGTACCAATGCATATCTGATGAAACAATGAAGACGTAAAACGCAGATTGTTCCTTC 552 A_95_P195802 TA16197_4097

794 10 29 690 TATTCTGTACGAATACATGGAACTTTTGCACCGTCTCTGTATATAAGCGATTGCTTTCCT 582 A_95_P218072 TA21091_4097



796 10 31 846 CAGTAATGTGTGTATATTGTGACAAGGTGATGAATGAGTGTTTTAAGTTGAGATCCGAAA586 A_95_P016951 EB427980

798 10 33 824 GAAATTTTAGTACCGAAGTCCCTGATTTCACACTGCCAAGAAAAGCGTCTAGCGAGGAAC590 A_95_P032686 AF043554

802 10 37 681 TTGGTGGCGGCACTTTCTGGGGCCTAAGGAAAACTTTTGACTAAATGCAAAGTTTGATGA598 A_95_P296403 FG175896

807 10 42 5987 TGAAAATTCCATTCAGAGTGGGGTTCTTCCTATGGATGAGAAGGCACTTTCAGGTCTCCA608 A_95_P238744 AB080692

808 10 43 477 CTAGAGTTGCAGCCTTTTGGAAAGATACTATTCCCTCCGTTTCAATTTATGTGAACCCAT 610 A_95_P144007 FG635525

810 10 45 1384 TGGTCTTGAACTCCTTTTTACTGTGCAATCAAATGGGAAGACTATCTCAAACTTTGGTCT 614 A_95_P177482 TA11987_4097

818 10 53 785 ACACTTCAATGGAAGTTTACTTTGTTTGCCAGTTTACCTAAGCCTTTCTCTAGTTTTTCC 630 A_95_P109167 TA12316_4097

823 10 58 774 ATGAGGAGGTAATGTAAGTCTGGCTTCGTAATGTTCTTATGTACGATAAAGATTTAGCTG640 A_95_P148322 EB677604

825 10 60 639 ATATTGCTCAGCTGACGAGTAGATGGAACACTATTCCGTTGGCATTAGAACACTTGGAAA643 A_95_P130682 EB446106

832 10 67 739 CAGGATGAACACAAAAGCAATACATCACATCCGTGTTCAACATTTAAGGTTCTTTAACAC 657 A_95_P228154 DW004594

835 10 70 344 GCTTTTCTGCTTTTTAATTGTTACCAGTTACTGGCCTTTTATTGAATGCCCTTAGTAAGA 663 A_95_P108952 CV019083

837 10 72 606 CCCAGTTTGGGGTTCGCAATTCAGATAACAGTTCTTTTTGGGATATGATATGGGGCTTGG667 A_95_P215512 EH614410

838 10 73 213 GGCTTTATGGAAGGATAGTTTGGCTAGCACTAGTAGCTGTTAGCTGTCACCTGGATACAT669 A_95_P114462 CV021612

839 10 74 817 ATGTTCCCGCAGTTTTGTCATAATGTTTTTTGCTGGCTTAAGTCTCATGGCTGTAAGAAC 671 A_95_P224082 EB443143

840 10 75 742 ATCAACTTGCGTGAGGCGACCAAAGTTTATTATGTGCACTGGTGGTAATGGTGCAGGATA673 A_95_P019801 FG167577

858 11 8 539 TTAACCATATGTGTGCCTGGAATAGGTTGACCCGACTAATTCAGATTTGCGTCGTAGAAA685 A_95_P305688 FG645575

859 11 9 885 GGGTAAAACAAGTTCATAAATCTGGTGGTTACCAGTCTAGGGGATATGGGTATGATTGGA687 A_95_P191507 DW000640

863 11 13 599 GCTAATGATCCTGGTTGAGTTGAAAGTTCTCTTATTAAATCCTCTTTTAGCAGTTTTGCC 695 A_95_P013096 TA13412_4097

866 11 16 977 ATTTATTTTTCTGGCTTGGCTAGGTGGGATAGCCGAGCCATTCCCTTTTCTTTCGGATAG 701 A_95_P220802 TA21687_4097

876 11 26 794 CATCTTTTACTCTTTGGATGACATCTAAATGCATATCCCTCGTCTGAGCTGGATCCTGCG 721 A_95_P024736 TC65556

881 11 31 571 AAAGAGTATCACGGTCTTTTCTGAGTGATACTGGTATTATGCTCTTTTTCCATAATGTAG 731 A_95_P152802 EB683143

883 11 33 549 TAATACCTCAAGTTTTCACTTTGGCTTTTTGGCCATGGAATTGCATGTTTATCAACGTTG 735 A_95_P210377 TA19384_4097

884 11 34 712 CATTATATCATCATATTCAGCTTCCAAAGTTGACGTTCAGCCTCTCTAATCGCAAAAGCG 737 A_95_P303113 FG173678

885 11 35 488 ATGCTCAACTAGTGGAACAATTGAATAAATCACGACATTATCAATGATGTCAAAGGTACC739 A_95_P019281 TA13065_4097

886 11 36 750 ACAGTTGGAGACCAAGATGCCTCTCTAGAATCCCCTCCATTCCATTACCTTGATCATGTT 741 A_95_P145932 EB449699

889 11 39 462 TAGACCTTGGAGTCCGTTTTATATATTTTAGTTTGATGGGTAGGTCGAGGCCATGTCCCG 747 A_95_P090308 BP530896

906 11 56 537 GATTACGTGGAATTTCACCAAAGTACTTGGTTGATAAGGACGGGAAAGTAATCCGCCGCT781 A_95_P113662 CV021245

908 11 58 324 ACAATTGTAATCGCCCCTGGCCAAACAACAAATGTTATAGTAACTGCTGATCAGAGTTTC 785 A_95_P147147 U45243

912 11 62 163 TTATCGTTTGCTGCATTGCATTGACAAGCTCCTGTAATATATGAATGTTCGTTTTGGTTC 793 A_95_P108157 TA12282_4097

914 11 64 798 AATACTTTTTGCTGTCTTCTTCGTGTTGAATGCTCTCATCTGGGAAGAGCATTCTTCTGG 797 A_95_P016706 EB682133

917 11 67 535 ATTACGATCTTCACTTCTCACAGTTCAGCTTAGAAAGCTTGGACAGAGCGGAGGAGCTAA803 A_95_P084410 BP529010

920 11 70 820 TCACGGATAAAAGTTAGAAACATTGTGTGTGGGCCAGGCCATGGTATAAGCATTGGAAGC809 A_95_P204087 EB680983

924 11 74 618 GCTTCCAACTCTAATGTACATGCTTATAATCTGTTTAATCTCACTGCCTTGGTTTGGTCG 817 A_95_P211417 TA19605_4097

925 11 75 617 AGATTGCAGAACTGAAACAAATCTCTATGAAGCCTGATGTCGTTGAGGTGTGGGATGCTA819 A_95_P137887 FG141586



944 12 9 713 GTGCTTAGCTTCCTTTGATTTGTAACGCTTGTTATGTAATCGACAGCTAATCATCTATGA 688 A_95_P185322 FG638902

946 12 11 581 TTTCCCTTGGCTTGTGGACGGTATAGCATGTGCATTACCGAAATAGAGGCAGGATTTTCT 692 A_95_P189007 TA14699_4097

950 12 15 859 ACCTTGTTGACGTGAGTCACACCATCACTACAATCTTCACAGCTATTTTATTCGTTCTAT 700 A_95_P292753 EB428347

954 12 19 454 CTCAAGAGGTCATTATTCTTTTGTAGCTAAGGGTCTCTTTGGCTTGAAACTACATGAATA 708 A_95_P071565 BP525734

956 12 21 1439 GGTTTCAGAAAACATTTAGAAACAGATCACAGACTCAGTTTAACGTTCAGTGTTTAGTCA 712 A_95_P017931 TA15520_4097

957 12 22 1263 GCTCTACCTTTTTTCCGTCAAAGGACGAATACTTTTACTCATTAAACAAAGTGTTGTTTG 714 A_95_P196147 TA16276_4097

959 12 24 574 TGTTGTTCTGAGGTTGAGATGGCATATTATTCACGAAAATGCATCTTACATGTAGCCTTC 718 A_95_P186897 TA14226_4097

962 12 27 1195 CCGCCAGCATGCTGATTAATTATTAGTACGTCTTTTCTACCTCAAATTATGTCTATGAAA 724 A_95_P033041 AF248538

965 12 30 757 TTTTGATGATTTTGATCCTCGAGGGACTTCAAGTACTAAGCCTTCCACCGAAAAATCTGA 730 A_95_P152307 EB682651

968 12 33 688 TCAATACTACGACCAATCTGGTAATTACCACCAGAGGAACCATTTTAATAACTATAGGGG736 A_95_P263761 FG194966

974 12 39 820 GGTGCTTGTGCTGATGTAGAACACTCATTATGTGAATAAATAAGGTGGTATAGAAGTTAA748 A_95_P017451 TA16621_4097

975 12 40 105 GCTTTCTAAACTCTAAATCTTAGAAGCTCATGATTTGTACTACCAGCCCTTGGAAAATTT 750 A_95_P242962 BP136210

977 12 42 505 ACACCGAGTCAAAACCATCTTTTGCATGGAATTCTTTTTCTTGGCCATGCCTTGGGGAGT 754 A_95_P261866 BP535041

980 12 45 0 AATGTTATTCCTGGCTATTCTGGTGCACGCCATTCCTGATGTTAGGCAAACTTCAGAGCA 760 A_95_P018896 A_95_P018896

981 12 46 747 TGCATGCTTCATTCGCGTCATTGGTAGTGAGCTTGTTCAGAAAATTTGTTTGGTGAGGGG762 A_95_P161222 EH619974

987 12 52 1384 CACTGTTATTAGGTCCTAATTTTCATGTTATGACAGGACGTTGCAGTAATGCAATTTATG 774 A_95_P186867 TA14220_4097

993 12 58 866 GTGGTTAAAAGCTGTCGATATGTAGTTGGTCAATGGTGCTGTTATATATGTCACCTCCTT 786 A_95_P235814 EB438108

995 12 60 741 ACTCGAAATGCTGTATACAATCTGCAATGGCCTCCACATGGAGGAAAGCTACTTGTTGCT790 A_95_P311933 FG182336

1001 12 66 333 GATTTCGAGTGTCCATGCGGGGTTTCGTTCGAAGCTTCTGTTTGATTTAGCTGCTGAATT 802 A_95_P255334 FS390767

1010 12 75 687 TTGTTGGATGTTCTACTGGGATGCTGAGATATTAAGACTTTGTTACCTCTGTTGGATGGC 820 A_95_P291363 EB443533

1011 12 76 847 TCACATCCGGTTGTGACGCCACTTGTAAGACGAAAGTGCTTACTATAATAGCAGTATAAT822 A_95_P230634 FG153736

1013 12 78 230 AAAGTGTATAATTGGTTCAAGTGAAGCAGATGGTATGCATCAGTTTTGTTTCATTGTGGA826 A_95_P103572 CV016582

1014 12 79 701 AACCACACGTGGTCAAGTTGAGCTTTTATCAATATTAAATCTTGCACACCAAATTCTAAC 828 A_95_P218477 DV158252

1032 13 12 589 CTGTCCTCCCTTGGATTTTTGTTTGCGCTCATCATTTTTAATAATTTAGCTGTTCAAGCC 840 A_95_P018666 TA15222_4097

1034 13 14 1846 GTTAGTCCATTTTTTAATTATTTTCTTGGCTATAGATTGGTTGGCAGCTGTAATTCCCCA 844 A_95_P101338 AB063573

1037 13 17 1460 GGAGACTTGTCAACAACAGTTATCAGGCACTAAATGAAGGAAGGCCTGTAATGTCCTTTT850 A_95_P196067 TA16258_4097

1041 13 21 525 TTATCTTATAGATATCTGAAAGTTGGAGCTACAGTCCCCTGAATGATACTGAGGAGGGTG858 A_95_P083975 BP528901

1046 13 26 456 ACCAGCTCGGCTGTACTTAATCACTACTGTAAAACTTGATATGAAAGTCATTACTTCCTC 868 A_95_P003151 TA15228_4097

1047 13 27 1049 CACGTATACTTCGTGGGGAAATTTTTTGATGTATTGAATAGAGAAAATGCAGCTCTATTG870 A_95_P012456 TA14712_4097

1051 13 31 801 GATGTTCTACATTCTCAAATTCCGCGAGTTGGCAAAATCTGTTCCTCTGGCAATTGATGA 878 A_95_P254744 FG645377

1059 13 39 798 CTATTCTCCAGTGTTTGAAGTTCTCAAAAAGCACTCCGTGACAGTAAAGTTTATCTGCTC 894 A_95_P136062 EB439624

1060 13 40 507 GCCACTGTACTCGTAATTTTCATGAATTAACAATATGTTTGCTTTTTCAACTCAGTCGCA 896 A_95_P199682 EB428431

1062 13 42 490 CCCTCAGGTAGCTAGTGCGACAGCAACATTTGTGATGATGTTCTCATCATCTTTATCAGT 900 A_95_P155647 EG650179

1064 13 44 526 ACTGTTGTTGCAGCCTTGTTGGCCTAGGTCATATATATATGTCGTGTTGGACTCTTTAAA 904 A_95_P308353 FG642098



1065 13 45 420 AGTTTCAAGCACTGATATAGTCGGTCGAATGCTTCTTTGTGTGAGAGAAAGGTCCACTGG906 A_95_P058821 BP134571

1069 13 49 748 CCGAAAGATTTGGATTCTGACACTGGAACAGGATAGAGTCTGTCTGGCATATTTTAAAAA914 A_95_P164787 EH624095

1071 13 51 518 TCATGCTTCTGTTTCTTATTCCATCTAGAAAGGTCCAACAGGCTTTGATTTGATATTCAA 918 A_95_P073150 BP526144

1072 13 52 648 GGTACGTTCGAATAATAAAAAGAAGTTCTCTTTCTAATCCTATTTAGATTCTGTCGGGTG 920 A_95_P016546 EB432718

1078 13 58 233 CAGTTGGAAGTTTTGATTGTAGTTCATTTTGATGGCTTTGACAATTGAAATGCTACTCCA 932 A_95_P000781 FS383363

1081 13 61 232 GCAGCCTCTACATGGAAGAAGTGCATGTAAAGCTGGGGGAAGAATTATGGTTTAGCATTG938 A_95_P128062 DV159197

1087 13 67 758 TCTTGCTGGCTTCATGAATTTAATAGTTAGCAATAGGTATGCCCTCTTGTTCTTTTTTCT 950 A_95_P015131 EB425115

1088 13 68 563 GTTGGTTGCATCAGCACTGTAATGCAGTTCTCTCTTTCTTATGCTAATGATAAATGGAAC 952 A_95_P124112 EB437086

1089 13 69 0 ATGAGCGCCTGATACTATCACTGGGGACATAGTTTTATCTGCACAGAAGAACATCCAGGT954 A_95_P259776 A_95_P259776

1091 13 71 802 CTCGTGCATTCAATTAACACAACGACGGTCAAGCAAATGGTTATTGGTTCAACTGCAGCA958 A_95_P233494 EB426692

1093 13 73 511 GCAAAAGGTGAATTCACGTGAGCACCAGCTTAGCTAGCAAAGGCTAAATCTGGGATATTC962 A_95_P293318 FG638280

1094 13 74 291 CTTCCTCAGTAGTCAGTTTTGCAGTTCATTTTCCAGGCTCTCTTGTAAATAGTATATATT 964 A_95_P213932 TA20153_4097

1099 13 79 1282 ATGTTTGTTTGTACCTAAGAAGTCATGCTCTGACCATCATGTACTAGGAATACCTTTTTT 974 A_95_P204147 TA18002_4097

1111 14 6 432 CGAGAGTTATAGTAGCTACTAGCTAATGAGAGTTGAGATGGAGTTGGAATAGTACTTATC829 A_95_P023241 TA14334_4097

1112 14 7 747 TCTTTTTGTAACTGTCCAGTGGTGTTAATGAAATGAATTGTTTGTGTTCTTGCTCCCGAA 831 A_95_P220582 DV160025

1119 14 14 395 CATTTAAGTGGGGCGCTTAGAAGTCATGGATGTGGATTGAAGTCATTGGTTGCTTTGGGA845 A_95_P133602 TA13380_4097

1122 14 17 237 GGATTAATGATTCTTTTCTTATGGGTGGCTGGTTTGGAAGGAAATGTGTTGTTACAGTGC851 A_95_P142142 EB445689

1126 14 21 303 TTTGTGTGTTCATTTGGTTGGGTCAACCGGATTTCGTCACCGGAGAGCCTTCATTATTTC 859 A_95_P100553 BP535423

1127 14 22 492 AAAGAAAAGAATCCCTGATTGGTCTTACTGCAATGCGTCTTGCTCTGCAGCTTATATCTT 861 A_95_P147742 EB643431

1129 14 24 798 AGCTTCTGTAACTCAGGGGAACTTCTCTCTCTCTTCGAATGTGTCTACATCTCTTACATC 865 A_95_P292893 FG159469

1131 14 26 757 AGAATAAACGCTATTTAAGAACATGCTGTAACTCAGCGGCCATCCATTTATCCAAACTTC 869 A_95_P123482 TA13385_4097

1133 14 28 397 CTTCCTAAACCTTGCCTTTGATGGTTTCACCAATGCTACTCAGGATTCAATTTCAGCAAG 873 A_95_P147318 EB451668

1143 14 38 567 TGCACATTGTGTTTGTAAATATTGGACCCTAGGATGGGTATAGAATGGCTTAATAGTTGT893 A_95_P035258 BP128420

1150 14 45 828 AGATCTGATGCTACAAAAACAGTCTGCTCAGAAGCTGACTCTGCTAAAGCTTTGACTCTT 907 A_95_P231484 FG168673

1154 14 49 579 TACAGAGTGTCCTTGCCTCCATTCATCCAGTCCCTGTCTTCTAATCTATTACGCAGATGT 915 A_95_P211622 TA19656_4097

1166 14 61 785 TAGTAGCTTTGGAGGCCTATGATCCATGATGCTTAAACTCGTGAAGAAACTCCAGCCACT939 A_95_P222877 DV160855

1168 14 63 830 TTATTTTTCAGTAAGGCTACCGCTTGTGGGTGACAAACACGTCTGCAAGTCATGGCTAGA943 A_95_P190282 DW000482

1169 14 64 579 CCCCAGACCCTACTGCTAGAATTATACTGGGTTGTTGTTATTGTATATGTTTGAGGAATA 945 A_95_P133892 EB435588

1171 14 66 596 TTTCCTGATTCTTCTCCGACTCGGCTTGATTATTCAGTCGTGACTCTATGGAGCTGTTGA 949 A_95_P261386 BP131950

1177 14 72 250 GCGGTCTCCCAAATTCAGAGATTTATTTTCTGTTTCTTTTGCTTTGCTGCTACTAATTGT 961 A_95_P210012 EH622576

1179 14 74 755 GTTTTATGGTTGTAAGAGAAGATGAGAGGAGATCTGATCTCTGCTTTTGAATAATAAAGG965 A_95_P005176 TA13310_4097

1182 14 77 727 CCAGGAAAATGTTCTTTTGTGATGAATGCCCCTATGCTTATGTTTGATATTATGTACTCT 971 A_95_P185927 TA14019_4097

1183 14 78 777 ATTGGATCAGTTGAGGGAAGTCAATTCTCAACTTGAAAGAGATGTCGAGCGTCTCCGTCA973 A_95_P150662 EB680800

1196 15 6 550 GAGCCCTTTCCGTCTCTGTTTCTCTTGCTATCTTGTGGTTTATTTTGGCTAATACCATAT 979 A_95_P161672 EH620337



1197 15 7 179 CTACAAGCATACACATCTTTAAGGTGCTCAAGCAAGTACATCCAAATATTGGGATCTCAA 981 A_95_P107987 CV018625

1198 15 8 374 GTAGTTGCTAATAACTTGCCCTGGAGATAATCTAATAATAGGAGTGATTTCCCTTATTTC 983 A_95_P072015 BP525847

1200 15 10 659 GTCAGGAAGGAGTGGTTTGAATATGAATTGTTTGTAAATGTTATCAAAAAGAGCACAGAG987 A_95_P273261 EB683099

1201 15 11 735 GGCTATATTGTTCTTAGTGGTGCATCCATATAACATGTTTCTGAATCTTTAAGCTTCCTA 989 A_95_P015766 TA12645_4097

1207 15 17 761 ATGCCAATTCCTACAGTTCTTGCCACATTCCAGACATGTTTTTCAACACCTAAAAATCAG 1001 A_95_P145362 EB449049

1209 15 19 931 TGACCCGCGACAAGGATTCATTTACTTTATCTTTGAAAATAATGATGGCACTGGTGCTAC1005 A_95_P287008 EB680567

1213 15 23 568 GAAGTTCTCGGGTTTATACTTTATATATGAGGGACATGTATGTCTACCAGAATGTTTAGA1013 A_95_P181402 TA12971_4097

1217 15 27 739 GATTTCATCTTCCTCGTTACCACCTACTGCTTTACAAGATGAAAAGATGAGAAAATCTAG 1021 A_95_P295748 EB447898

1220 15 30 506 ATTTTGAAAGGAAGTTTTGACTGATGTCGAATCTGAGTAACAAATTCTCCTGAGTTGTCT1027 A_95_P020906 TA18706_4097

1221 15 31 793 GTGGTATTATAGAGATGAAATAGATGCTAGACATTTCTGCTCAGTGTGCATGCTGCGCGT1029 A_95_P230794 FG142267

1231 15 41 104 ATCACTGGACAAAATATGTTGAAAACCGAATTGCTGAGCTTGACGGAATTAGCGTGAGGG1049 A_95_P104922 CV017224

1233 15 43 214 TGAATCAAGAGTAGTCCAAAAGAACCATTTTTCCAGGACAAGTAAATCAGAATGATTCTG1053 A_95_P222417 TA22028_4097

1234 15 44 800 CAAAGTTGATTGCCCGCAATAAAATAATAGTGCTACTCCAAGATGAGAATGTTAAAAGCT1055 A_95_P224272 EB451426

1236 15 46 634 GATGGACTTTTTCATTGCCTCTTAGCTGTTTCGCTTGTTTCTTGTATACCATAATTGGTT 1059 A_95_P203992 EB437103

1238 15 48 1711 GTGCAAACTCGATAGAAGTAAGATTTTCGTCGGTATAGGAGAAATATATCTGCATGTAAT1063 A_95_P020731 AJ001770

1240 15 50 337 ATATCCCTGCTAAATGGTAGAAAATCCAGTTCATGATTTTATAAAGGATCGGTCTAGTTG1067 A_95_P027626 BP532334

1243 15 53 742 ATAGTGTCATGGATTCTATATATCCTCTTGCAATGAATACATCATTCAATGTCTGGGCAA 1073 A_95_P228739 FG641655

1247 15 57 780 TCGCAGCTAAATTTGAGCTTGACCAGAAGCTGTTCCTTCTCCTAAGGAAGGTTTGATGTA1081 A_95_P236759 EB438902

1251 15 61 874 GTAGCGTTTGTTTCTTACTAGTCCGGTCGCCTTAGGTTATTATTGATATTAACTATTAAG 1089 A_95_P237649 D63951

1252 15 62 955 CGGGCAATGGAGATGATTATATTCATCAAATCCTTTTAGATGTCTCCATGCTTTCTATTA 1091 A_95_P019756 TA15277_4097

1254 15 64 769 ACTTCCTCTTTGGAACTTGTGAAGTATGTAGCAATAGGTGACAAAAGTGCTCCTGAAAGT1095 A_95_P183097 TA13379_4097

1263 15 73 785 ACTTTTCTAGTCTCTTAAAGTAGCACGCCGTGCGTTTCTGGGGACACTAGGTTAATTGAC1113 A_95_P135997 EB439557

1265 15 75 836 GGTGCCATTCACACATTCCTGTACATAGAAACTCTAATTTTGAATGTAGATAAAACTGGA1117 A_95_P026471 EB424860

1266 15 76 758 CCCTGCATATGGTTGAGATGTAAAATTGGATAGCGGAATATACTTAAAGATAATTGTACC1119 A_95_P226524 TA16197_4097

1283 16 8 769 GCTTACTGTCTTTCATTGTATACCAGAGACATACTGAGTTATGCAAATGAAAAGATTCTG 984 A_95_P011941 DV158664

1284 16 9 873 CACGTTGCAATGGTCAGTTGTTTGATATGACCTTAATTCCTCTCGTACTGTTATTTTGAG 986 A_95_P297143 FG158759

1296 16 21 1116 TACTCTCAATCTGGATATACTTCTCCTTGCATAGCTTGTAAGCTCCCATTCTCCTCAAAA 1010 A_95_P012986 TA13713_4097

1307 16 32 736 TTCTAAGGTTGGTGTCCAGAATGCGCTCCTCTGCATGTTGTTTACAGATCAATGTCAGAG1032 A_95_P215462 EB441710

1308 16 33 834 CTTCGGCTAATTAGCTTTAGTGACCTCATAGCGTTACATTATTCTTTTGAGGCATAAATT 1034 A_95_P009306 TA15339_4097

1309 16 34 428 GCCAGTGAGAGTGTTCTCACCAACTATATTGTCCAGTTCAATAAATTCAAATTTTCATTC 1036 A_95_P097368 EH620951

1310 16 35 874 ACTTCTGTCATGTTCAGCTTTCCCATGGTTTACTGGACTTGCTTAACACATGTTTATGGT 1038 A_95_P267136 EB451747

1311 16 36 780 ACTTTGACAGGAAAAACTATCACCTTGGAGGTTGAGAGTTCGGACACAATTGATAACGTG1040 A_95_P009637 EB451553

1316 16 41 261 GAGGAAGCAATTGATACACAACCAGTTGTTCACTTAGAAAGTTACTGAGTTATATTGTTC1050 A_95_P221132 AM807541

1318 16 43 474 GACTGCCCGTATGTGGTGAGTTATCTCTTTTCCTACAAAAAACACAAGAAAAAACACAAA1054 A_95_P097913 BP534257



1321 16 46 897 CTCTATATATAGAGACATGTTTGGGGAATTGCTATTTGTTACATCGACAATCGTAATGCT 1060 A_95_P178282 TA12203_4097

1330 16 55 779 TGATGCTGAGCTTAACTATGGATCCAAGAACTGAACACTTTCCAGGGCAGAATATCCAAC1078 A_95_P158732 EH616597

1333 16 58 834 TGGTGACCTTGGATTGTTTTGAATAGTTACTGAATATTTTGTTCTTTATCCAAGTCCGCT 1084 A_95_P026426 DV159019

1337 16 62 354 GATTTGCCTCCAGATGCTAGGCCTCTGCTAGTTTTTCTAAACAAGAAAAGTGGAGCTCAG1092 A_95_P085270 BP529235

1339 16 64 687 TGGGATTAGGAGTTAGAGGGGGAGATTCATTTGTTAGGTAGGTTTAGACATGATTGTATA1096 A_95_P193372 TA15655_4097

1350 16 75 1590 GCTGTTGCACAGTTCTGGAAACTAGTAGTTCTATTTCATTCTTACCTTTAATTTAGATCC 1118 A_95_P190337 TA14994_4097

1356 16 81 1155 CAAAAGAAGAAAAGATTAGCAGTATCTGAGGAACTCTGATCCTCTTCGTGCGCAGCGTTG1130 A_95_P248977 Z99173

1366 17 6 759 GTCTGCATATTGTGCTTTGGCTATTGTGTTTTTATTGCCTTTTCTTTATTATAGGAGCGA 1134 A_95_P117527 DV160448

1367 17 7 779 GTTCTATGTGTTCTGTCAAGGTTGGTTTTGTCAGTTTGTTGTCGTGATTTTGTTATAGTA 1136 A_95_P148532 EB447962

1371 17 11 637 GCTGATCATTTCGTTTGACCGTTGCTTTACAATTGTGAAAAAACTGTCTGCAAGTTCTTG 1144 A_95_P187902 X83731

1373 17 13 0 GTAATTATCGTTGGCGCCGAACAACATTACCTTTTCGTGGTCAGTGAAGTGGCAATTGGA1148 A_95_P316223 A_95_P316223

1375 17 15 2685 TTGTACACATGTTGTTTCTATAGTTACTCGATTAGCTCAGGCACTTGGTGAATCAAAAAA 1152 A_95_P251837 AJ344534

1376 17 16 235 GGTACCTTAGTTATATAAACGGAAAACTGTAAAAGCTACTATGAGGTTGATAGATGGATG1154 A_95_P089203 BP530396

1380 17 20 553 AATGGCTGTGGAAGCACAAACGTATTTTCTTTTTCTGGATGTATCAGATAGTGGGTGTTT1162 A_95_P205437 TA18288_4097

1387 17 27 0 CATTAGCCTACTGAATATCCAAATGTAGTCTATTAGTGAAACAAATGTCTGTACTGTACC 1176 A_95_P029521 A_95_P029521

1393 17 33 0 AGTAGCTTTGGGTTTGGTGGTCGTCTTGGCAGTACATATTCAATCTTATTAAGCAAAAAA1188 A_95_P015856 A_95_P015856

1395 17 35 375 TTAGCTGCAAAAGTCACCTGCAATTGTTTGGGCTGACACACCTAGGTATTGGAGATGGAT1192 A_95_P163957 EB424810

1396 17 36 800 GTACAATTGTCTATACCTTTGTCAAGTTGAAGAAAAAGAGAGTTTCTACCATTGCTGACA1194 A_95_P272451 EB450147

1402 17 42 600 AAATACTCATATCTTTGATGTTGTGGGAAGGGACAGTGGTGGTCCTAGAAAAGGAAAATG1206 A_95_P208787 DV161692

1404 17 44 455 GACATTGATTGAATAAACCTGGATATTGAGTTTAGTATATCCACAGCCATTTGTAAGTCG1210 A_95_P075645 BP526781

1411 17 51 496 TGGGGGTTGTAGAGACAATTCTTGTGAACTTAAATTTTATGGTGCAATGCATTTTTCAGG1223 A_95_P143562 EB446820

1416 17 56 767 CATTAAGCATACTGGAAGGTCAATTCCTTTAAGGCAAGGTAGGACTCATAACGGGACGGA1233 A_95_P195332 TA16092_4097

1421 17 61 986 CTTGCTTTCTTGGTGTTTTGTGTCGCTTTTATCTTTCTAAAAGACCTGTTTTGCTACTGG 1243 A_95_P185087 TA13839_4097

1422 17 62 810 CTCTATCCCATAAACGTGTATCTCTTGCAATGTTCCATGATTAATGGTAAGAGTTTCTCC 1245 A_95_P020111 EB437080

1427 17 67 1625 CCTTCTAAGCTAAGGTTGTAAATGTTTTTGGCTTCTTGTAGTTCTTTATCATGTGCTATG 1255 A_95_P187747 TA14415_4097

1430 17 70 628 AGGTTCGAAAGATTGATGCTGCAAAGCCTGTTGGAGAAGTATTTGAAGCAGTTAAAGTTG1260 A_95_P058081 TA13632_4097

1431 17 71 952 TCCGTTGTTTCAAATAAACATGTCTGTTGTGTGTATTTCTTGCCCCACGGAGAATTGTGA 1262 A_95_P177252 TA11924_4097

1435 17 75 656 CGAGCACATTACAAATGATGAGGTCTTATCGTGCTACCGTGGAACCAAATTATTCCTACC1270 A_95_P040596 DQ156499

1455 18 10 724 TTTTGCAGCTATTTATTATAGACCAAGATACATCTACTGCTAATTATGTCCCCTTCTTGG 1143 A_95_P117032 DV159832

1456 18 11 782 ACCTGCGTTACCAGCTGTTGAATGGATTTGACAGAGCTGTAATTAGTTACTTTGATGTTA1145 A_95_P030656 EB441893

1457 18 12 960 CCGGTTACAGGTTTCCCTGTCGAAAAATTATAAGCTGACAAGTTAATTTTTACATGTACA 1147 A_95_P222862 TA22124_4097

1460 18 15 298 GGCCGAAGTCCCTTTTCCATGTTATTTGTTTGTTTATCTTGTATCAGACAAACATGATAT 1153 A_95_P272056 EB447213

1464 18 19 252 AGAAGGCTGACGAGTTGAAATCTAAAGGCGTGGACGAAATTCTCTGGCATTAGCGTTAAT1161 A_95_P111412 FG163565

1477 18 32 239 ATGATCCGTGAATGGCCACGCTATGTGAATGTTCCTTTTCCTATTGCTAAGGCTATTGCA 1187 A_95_P162257 EH621191



1480 18 35 409 AAACACGGTTTAATGAATGTGACATCTGCTCATAGCAGCAGCAGAGGTATTACCTCAGGG1193 A_95_P155047 FG624180

1482 18 37 860 ATGGTGGAGCGCTTAAGAACTTTGAGCGCAAAGTCAAAAGGACAGTTCATTGCAGTGGAT1197 A_95_P119137 DV162210

1483 18 38 799 TTTACGCTCTTGTCAGACTATGATTCTTGTAGTAGTGGTTACCTTGAAGGTTAAGTTCCG 1199 A_95_P185217 TA13865_4097

1495 18 50 1574 CTTCTGCTGCTATGAAAGTTCAAACATTGCTTGTTTGTGTGAAATCGCTTTATCTTTTGT 1222 A_95_P177047 TA11865_4097

1496 18 51 587 GGCGGTTTTCATGCTCGTGCTTAATAAGTTGTAACTTGTATCATGACATTAACAATTTCA 1224 A_95_P015446 TA13395_4097

1497 18 52 915 GGGTAGCTGCTACCTTTTCAGAATGTGATAGTGTGCTTTTCTTGTACTACATGGGGCTGT1226 A_95_P228949 EB424767

1500 18 55 429 CTCTGTTCAGTTTCTTTCTCAATGTGGGCTATGTTTTGTTGGTGATATGCAAGATATGTT 1232 A_95_P112117 CV020527

1508 18 63 244 ATACAGTCTTTATCTGATTTGAGAGAGGGACCTAATAATGTTGTCTAAGGGTGAACATCA1248 A_95_P115457 DV157676

1511 18 66 824 GCCTGTGGGGAAATTATGCGGCGGATGAATTCTGGATATGCTGTGACTTATGTGAAAAGT1254 A_95_P148747 EB678220

1512 18 67 194 TCTTTTCCCCATAGGATAAAAGGCTTCCATTTGAGTATGAGAAGCTGCATTTCATTCTTA 1256 A_95_P092228 BP531705

1513 18 68 801 GTTGATGTTATATTTTGGTTGTCACAGAACCAATATGGCCAATCCAGGGATTTTTTGGTG1258 A_95_P244182 DV159141

1524 18 79 511 TCCCTGTTGGTATGGTTTTGGTTTAGGAATCATTATGGATTTACTGCTATCTGAGAAAGT 1279 A_95_P161502 EH619999

1536 19 6 534 TAAGGTGGATCAGGAAGGTGCTGGCATATGTGTAGTAGGTGCTTAATGTTCTCATTTAGG1287 A_95_P099593 BP534984

1540 19 10 201 AATTTGTTCAGTCCCAGCTTATATTGGCGGGCCTAACCATTGTCACTCACATACTAAAAG 1295 A_95_P142792 EB448450

1543 19 13 894 TGCCGGATGATATTTTGGTGCAAATATATGTGGTGGGCTTAATTTACAGTGTGTAGTTGT1301 A_95_P017981 TC50995

1550 19 20 838 ATTTCTTTGGGCCGAATCTTCATGCCTCTTCTGGATCTAATGCTTCTTCATCAGCAGCAC 1315 A_95_P126742 EB426082

1553 19 23 765 CAGCTGACCCACTATACTCTTGGTTCCTTCAATAGAAAACAACAAATCATTTATACATAG 1321 A_95_P179122 TA12432_4097

1566 19 36 491 TCAATGCTAAAGAATTTTGGTGAGTAAACCAGATACCAGTTGATGGTCAAATTCGATCAT1347 A_95_P123572 DW003446

1575 19 45 378 TAGTAGGATTTTCGGATTTTTCACTATGGCTCTCGCTATTGCTACTCGTTGCTTTTGCCA 1365 A_95_P237209 TC72133

1579 19 49 659 AAGAAGTTAGCGAAGCAGCACAAAGTTGATATAAACGAAGTGACTGGGACTGGGGCACTT1373 A_95_P021456 TA16973_4097

1580 19 50 512 TGATTATGCTTGGGTTGATGCAAATGAGAAAAAACGCCGGATGAAAGCCCAGAAGGCAAA1375 A_95_P046926 BP131524

1588 19 58 832 AGGTAATAGTCTTACAACCCATCTCGACCCGCTCGGGTGCTCGACATTCTTTTCATATAA 1391 A_95_P252894 FG158368

1589 19 59 766 TAATGATAGGGACAAAGTTTGATGACTTTGTGAAATTGCCATTGGATCTGCAGTGGACAA1393 A_95_P269676 EB425968

1590 19 60 852 ATTTCATGTGCATGCAAACAAGCGATTGTCGATTCTGTGATGGTGTCAGCAGCAGCAGAT1395 A_95_P311493 FG143338

1593 19 63 506 ATGAAGGGTTTGGATTTGGTTAACACCGGTGGTCTCTGAATTAGATTCTGTAGATCATTT1401 A_95_P218522 TA21194_4097

1596 19 66 748 ACTTTAATAATACTTTGAAGCGGCATACACTTGTCTTACGGAAAAGAGATATAATGCGGA1407 A_95_P252699 EB425907

1597 19 67 185 CGTAAACGCATCGTGGTGGCATCTGTATTTTTCATTGTCTTTCATCATATTGTAAAATTG 1409 A_95_P031131 CV018094

1599 19 69 537 CGTGACAGTTATCGTACTTGTTATGTCCGTGCCAGAGATGCTATCCACAATAAGTTCTAC 1413 A_95_P103187 CV016386

1600 19 70 821 AAAGGGAGTCGATGAGTTTCATTCTGTGTTCACTGTCAGTGGGAGAAGAGATGTCTCAGT1415 A_95_P310308 FG166065

1601 19 71 301 TTATCCCAACTTAATGTGGTCTGTGCCTCTGTCTTCTCAGTATCAGTGGCTTCCTAGAGA 1417 A_95_P046951 BP131533

1602 19 72 760 CGACCCGAATATATGCGGACAAAAGTTCTCAACTTTTTGGGATCTTAATTTCTCCATGAA 1419 A_95_P293828 EB679766

1603 19 73 782 TACAGATGTTTCCACCAACAGTGAACTGGGATACATCACTGGTCTACTAGAGACCGAGAT1421 A_95_P231349 FG144474

1607 19 77 666 TATGAGAATGACTGGGATGTCGTTAAAAGAGGTTGGGATGCTCAAGTTCTTGGTGAGGCT1429 A_95_P136632 X70651

1608 19 78 847 CCTCTTGTAATTACCGGCATTCTGCAATGCAATCTAGTTTTCCATTCGTAATCATATTAT 1431 A_95_P124602 DV162646



1609 19 79 842 AGTATATGTGCTGACGCTCAGACTCTTGACAGAGCAAGTATAGCTGTCTCAGCAAGCAAT1433 A_95_P235359 FG157246

1612 19 82 681 AGGCCGGTTGCTGTACGCTCCCTTTTAGCATTCCTTTTAGCAATTTCTGGGAGCAAAAAA1439 A_95_P265546 BP531034

1620 20 5 201 GAGTGCTAGTTATGTGAACTCTCCTTCAATTTGTACTTGTCTCCATATATTGTGTGTAAT 1286 A_95_P028816 TA22261_4097

1621 20 6 256 CTGTGTCATATTGGTGATTTGTACCTTGACCGGATTACATTCTTTAGATTTCTTACTTGC 1288 A_95_P074425 BP526468

1625 20 10 319 CTTCCAAAACGTTTGTTGAGCAAAGTAGTTCCCGTTTTCCAATTTGGCGTTATTGGCCTT 1296 A_95_P126567 BP530134

1627 20 12 830 CAAGATTAAATTGATACAACTTCTAGCCTGTTTGGCCAAGCCTTTTTCTTGGCCAGAAGT 1300 A_95_P013401 TA13459_4097

1629 20 14 745 CGCTGCATAATATGTACATTGGCTCTATTCATAATTTCATATTGTATTGAGTTGATGGCC 1304 A_95_P013051 TA15815_4097

1630 20 15 707 GCTGACGACGTTAACACTATACGTTGTGGAATATGAATTCACTACTTGATCTGATGTTAA1306 A_95_P013171 TA13802_4097

1631 20 16 849 TCTTGGCCACAAATGCAAGCATTGTAATTCATATAACACCCGCATGATTGGTACTGGCGA1308 A_95_P015471 EB432321

1632 20 17 1452 TTTTAGCATGGGATGTAGCATTACTAATAGGAGTTCTTGAATGCAATGGAATAAGGGAGT1310 A_95_P176692 TA11722_4097

1634 20 19 736 GTGAGAATATTTTCTGAATGCGGCAAATTAGTGATTATTGGTTGTAATTGCTGGAGTTTG1314 A_95_P267571 DV160713

1639 20 24 1133 GACTTTGGGAGGTATCTTTACCAGGCTGATCAACAGGAATACCACCATACCTACAAAAAA1324 A_95_P187002 TA14248_4097

1643 20 28 783 CAAGGAGTTACAGGCTTCGGAAGGAACATTAGTGGACTATTCAAGCATGCAATCACTGTC1332 A_95_P150762 AM746200

1645 20 30 2611 GGTGTTTCGGGCTATTGCCTATTTATTGTAAGAATTCTGTATTGAACATAAGCAATGATC 1336 A_95_P250567 AB120519

1649 20 34 838 AAAGAAGTTGGGATGGATTTGGGGTCATTGCTGAATTTTGACAGATGTGGTCATCGTTGG1344 A_95_P230919 EB426067

1651 20 36 833 CTGGGAATTTGTAATTTGGATCTACCTACTTGGGAGTTTAGTTAGTAATTTGTTATGGAG1348 A_95_P187082 EB452066

1654 20 39 426 CTGCTCAAGTACAACGTACTGAACGAAGACGCGAAAGATAACATAAGAAATACTACAAAT1354 A_95_P086663 BP529596

1657 20 42 654 TACTCTCTTCCTTATTGTGACTGTTGGACGCTATAGCTATTCTATGAACTCGTTGTTTTG 1360 A_95_P124737 TA14667_4097

1658 20 43 762 CTTACAGCAGGACTTCTATTTACCAGTCAAAGGAAAAGCCATAGGCAACGCCAGAAACTA1362 A_95_P146502 EB450560

1663 20 48 1048 TTCCATACTTTGAACCTTCATCTGAATGATTTAATCAATCGTCCAAGTCTTTACTGTCGT 1372 A_95_P189327 TA14765_4097

1664 20 49 578 ACTTTTTGATTGATCCACGAGTTTCCTATTTAGTCTAGCAAAGCGCATGTTGAGGACTTG 1374 A_95_P046336 BP131370

1665 20 50 232 CCAGACGATAATAATTGTTATACTGAACTTGGTATCTCTTAAGACTTGGTAAAGACTGCA1376 A_95_P100593 BP535445

1668 20 53 865 TAACCATATGGTCTATGATTATTGCACAGACACTGCTAGGTTCCCTGTTGCTCCGGTTGA 1382 A_95_P248747 EB451610

1675 20 60 103 GAGATTGCAGGGTGAGAAATTTTCATGTTTTGAAGTGGTTGTCAATGATTTATCAACTAG1396 A_95_P164537 EH623777

1676 20 61 613 AGCATATGTTTAATGCACGACATGTTATTAAACTTGCAGTCTGAATGGCTGTTGTTTTTC 1398 A_95_P162847 EH621855

1686 20 71 716 CAGTAATTGCTTTCTCAACTTTTGGAAAGGCTTAGAATAGTTTCTACAAATCCTTTCCGT 1418 A_95_P273066 EB681278

1688 20 73 430 TTTTAGGAGTCTTTATGTTGTGCCCTGGAAGAAACCTCTTTTACACTAGTGTAATGCTTT 1422 A_95_P120937 FG621759

1690 20 75 620 TGGCAAAAGCTGGTGAGAGAAGGAAGGATAAATTTATGTAGTTCTACTTTTGATGGAATA1426 A_95_P291608 DW004941

1693 20 78 274 GTCATGTTTGATCAAGTCAACTTGTAGGATGTAGGACACTGGAAATGTTAATTTGACATT1432 A_95_P106777 CV018053

1695 20 80 991 TGAACAAGGTTGGTGGTTTTCTGCAGAGAATGGATCTGGCTCGCAAGTATGCTTTTGGTA1436 A_95_P179227 TA12454_4097

1706 21 6 812 ATGGGGGTTTAAGTCTTTGAATAAGAAGTTTGTGTTTTGCTCCCGGCTCGCGAAAACTTC1445 A_95_P013261 TA13424_4097

1710 21 10 257 TTGCTCCTTCACTTGCCTCCTCCGTTGAGTTCCGTAAAAAACTCTTAAAGGTCCCTGTTT 1453 A_95_P156737 EH614763

1711 21 11 824 ATTTGGCTCATTTGCCCCTTCAGCTGGTACCGATATCTACTTCAACTCTGATGTTGGAAG 1455 A_95_P251017 AY286010

1712 21 12 316 TGTGTGCATCCTTTCTGTACTTCAACAGGCTCTAATGTACTTCTTTATACTAAGAAAGAT 1457 A_95_P108027 CV018637



1714 21 14 1125 TGTGAGAAGGTTTGTGTTTTTTGCCACTCCTGTTTTGATGTAAAGAATTACCCATGGATG 1461 A_95_P198282 TA16745_4097

1715 21 15 840 ATGTATATTGCACGCTTCTGCTCAAAGTTGTGTCATGGAGCATGGCAGGTACACAGTACA1463 A_95_P311048 FG157628

1717 21 17 732 TGGGGGTGCGGTTGGGGTGATCTCTGCATTGATGGTTGTTGAAATCAATAATGTGAAACA1467 A_95_P194747 DW000246

1718 21 18 444 TGGGGCCTTATCTTTACTTGGTGTTTGCGATCATTCTCAAATACAGGAGTTCCTCCTTAC 1469 A_95_P086155 BP529465

1721 21 21 366 GCACGGTTATGGAAGTTGCAAAGGAGGTACATTTGTTATGCAATTGGTGGTTTCTTAATT1475 A_95_P052831 BP133024

1724 21 24 830 ATTCATTTTTGATATCATATTCGCTGAAGAGATGGCTTGATGTCCTTCTCGCATGGATTT 1481 A_95_P296388 EB451875

1733 21 33 953 CAGGAGCTAATTGTGTGATACATAACAGTGTTGTTACTTACTAGTATTCTTCTGTTACTC 1499 A_95_P197782 TA16639_4097

1734 21 34 568 CCAAGGAAGTTACGAAGATAAGCAATTATGGCATATCCGTCTGACTGAACTGCACTGTTT1501 A_95_P134237 DV159211

1735 21 35 555 CGTTGTACTAAAATGTTGTCAACGTCCCGCAAGTAGTTTAAGGCATCAATATGATTATGG1503 A_95_P065490 BP136345

1737 21 37 479 GCTGGTGTTAGTCTATCATCTCTCTTTTTGTATGATACTGTTTGAGTGTCTGGGACATTA 1507 A_95_P116377 EB678172

1738 21 38 694 AGAGGGCTACGCTAGGTAGGTGCTAGTTTTTCTGTTTTGTTTTTGTCACTGACAGATATC1509 A_95_P146202 EB450178

1739 21 39 895 CAGCGTCAGATTTTCTGCCTTCATTTGAGACTGCTTAGAATTGTTAGAATATACAACAAT 1511 A_95_P183797 DV157991

1741 21 41 798 AATGCCCACTGACTGCGTACAAGCAATAAATGTACCTCTACGTCTTTACAACAATAACTT 1515 A_95_P116252 DV158875

1744 21 44 495 CCTAAGGGATGACTGGAACAATTTTTCCAGGCCCCCTTTTGTCTCCTAAACATCCAGTTT 1520 A_95_P208992 TA19092_4097

1745 21 45 487 TAAGCTGCCAATCAGTAATGAGTTCATTTGTGTGTATGTTGTGCTTGCAATTAACTCAAT 1522 A_95_P274063 AM812698

1748 21 48 855 TGAGCCTGTCCAGAACTAATCTCCTCCTCTTGTCTTTCACTTGCTGTTCAATTGTAACGT 1528 A_95_P008501 EB438265

1754 21 54 696 ATGGCAAGGCCGAGCTATACATTTCATGATTTCACCAATATATCCTCATGAATCTGTTGT 1540 A_95_P132852 EB433640

1755 21 55 759 CTGTTTCTGCACACACTACGTAAATGTCTTACATGTTCATAGATTTTATTGGTTCTTGTG 1542 A_95_P191267 TA15195_4097

1757 21 57 491 GTGTCGTTTTGCTAAACAGAAAACCACGATATTGTCGTGAATTTGCGTCTAAATGATAAT1546 A_95_P247577 FG640440

1765 21 65 614 CAGCGAACAACCTTCAGCTGTCTGTAATTCCAATTCAGACATAGATTTTGTTAGTAATCG 1562 A_95_P203967 TA17966_4097

1770 21 70 826 TGAAAGAAATAAAAAATGGCCGCCTTGCTATGGTTGCCTGGTTAGGCTTTTATGTCCAAG1572 A_95_P217102 EB429719

1772 21 72 1728 CTTCTGCATAAATGTGTTATCATAAGGAAGGATTTGCCAAGATTATGTGGCAGCTTTATG1576 A_95_P105667 TA12833_4097

1773 21 73 409 TGACCATATCTAAGGTACTGTTGGTACATCTGGTTCTCTGGTTGAAAAGATTCCAAATCC1578 A_95_P102667 CV016132

1775 21 75 799 ATGAGGGAAAGTGCATCTTGGACATGGTATTATAAAGTATTTTTGTATTCTAGACGGGAG1582 A_95_P224422 EB449164

1795 22 10 740 AACCATAGATTTGTGGATGGGGAAACTGTTGTAGTTTGGAAACTTTGGTTCGTTCACAAG1454 A_95_P147367 EB451746

1801 22 16 495 TTGCTGCCCTACTGTCACTTGCTTATTGTACTATGAATAATTCTTCTTTTGGGTTGACTC 1466 A_95_P190847 FS417555

1803 22 18 452 TGTTTAGCTGATCGTTCCTGTAATTAGGTACATAAACGCTTGCCTAAAATATTCCGTTGT 1470 A_95_P143682 EB446921

1807 22 22 457 TATACAAGTTCCTCCCTCGTAACAGGGCACATCTTTGCATATACTATTTGTCAGTTGTTT 1478 A_95_P184262 TA13652_4097

1810 22 25 787 AGGATGATGTGTTGATTGAACTTTCTTCTGGATATGTAGTTTGCTATTTTCAACCTCGAC 1484 A_95_P018891 TA15828_4097

1812 22 27 967 GGGATATGATAGAATCCAAACGAATCCAATCCCTGCAAAAATATTTACTTTGGTTGAGTA1488 A_95_P216792 TA20781_4097

1816 22 31 828 CCAAGACACCACTTTTCATTGCGATGTCAGCATTTGATTATTATCAGATCAAAACTACTA 1496 A_95_P291938 EB425600

1817 22 32 757 ACTCCTGGAAGCTAAACGGATGGAAGAAGAGAATGAAAGAAAACGCATAATAGCATTGCG1498 A_95_P016556 FG135238

1818 22 33 766 AAATGGTTGAAAGTTGGAGGCTACATATTTTTCAGAGAGTCATGCTTCCATCAATCAGGA1500 A_95_P235519 EB441159

1822 22 37 711 GCTGCTAGAATAGTTCTCTGTTCTGTATTTTTGTGTGCAGTATTGCTGTGTATATTAGTA 1508 A_95_P265721 DW005248



1825 22 40 652 TGTGTCTGATTTGAGAACCATGGGTTCGTACAGCTAAGTGCATCTGTATGGTAGGCACAA1514 A_95_P284768 BP132833

1826 22 41 657 GCGGGTTTGGACCTGTTGCTTTAACTATGTAACAATGTATCTGTATGCTATAAATTAAAG1516 A_95_P306593 FG638062

1828 22 43 0 ATAGGATTCGAGACACAGCAGAGCAGTGAAAGAACAAGCAGTTGCACTAACCGAGTGATT1519 A_95_P292743 A_95_P292743

1829 22 44 813 GCAAAGCAAAAGCTAAAGTTGAAGGCAATATCTTTGGGGATTGTAATATCTTTATTGGTC1521 A_95_P258226 DV999323

1831 22 46 792 AGATTCTCTGGGCTATGCTGCTTTGACACTCAAGTATGCAAATATCATCATACTTATAGA 1525 A_95_P127147 EB426607

1832 22 47 1230 TCCAAATGTTTGCCAAATTTGTTGGACAATGAAAGAAATGCAGAAGAATGGATCTTGGGT1527 A_95_P185567 TA13943_4097

1837 22 52 572 GTCGGTCTATGTTCAGTGTACGAGCGATCATTTTGGTCTTATAGGCCCGTATGTCATATG1537 A_95_P268847 EB683229

1838 22 53 720 TGCACATATTTGACATTCTTTGTTAATCACCTTTCTGGGAGGAACAATGCTTCAGTTACT 1539 A_95_P140782 EB444622

1843 22 58 1036 GTTTGTCCTCTGCTTCAGCATCCATGATAAAGAAATATCAGGATTTTCCTTTTGTATTGT 1549 A_95_P031851 AB017693

1846 22 61 624 GGAGATTCAGAGCTGGAATTATGTGATATATTGTATGGTGCTAGTTTTCTAGATTGTTTG1555 A_95_P200022 EB680907

1847 22 62 1481 CCGAAATTTATTTCTGATGTACCCGGACACAAACAACTTCTTTTGTCATTGTGTTCATTT 1557 A_95_P026906 TA11920_4097

1852 22 67 641 TGGTTTTGTTCATGCTATTTCTAGGTTGACCTGTTGTTATCAATGCTACTGGAATTTGCA 1567 A_95_P016481 EH616635

1855 22 70 886 AAAGACTAGCTATCTCTCGGAGCTCAAGTCTGGCAAAGAGGTCATTGTGGTTGATCAAAG1573 A_95_P267806 EB680163

1856 22 71 868 CCGGGATTTAGATGCTTGCTCTGCTGAATAAATTTGTTGTTGTGTTCTTAATAATGCAAA 1575 A_95_P010046 DV162733

1860 22 75 386 CCCATTCTTACCACAAGCTTTTAATAATATGGCCGTGATCTGTCATTACGTGCGACTATC 1583 A_95_P178507 TA12267_4097

1864 22 79 826 AGAGGTTCTCTTTGTTTTGAGCGCAAAAATTGACATGGCAGTTGTACTTCTCCCTCTATA 1590 A_95_P247167 EB425325

1865 22 80 719 CCATTGTTTGAAGCTAATATGGTCTGTTCTGTTGTTGCCTTACCGGAAATCCGGTCCTAG 1592 A_95_P136702 EB440471

1866 22 81 881 AGCAGATGTTGTCACAGCCTTGTCTTACCTTGCTGCACAAAGATTTGACAGTGATAGTAC1594 A_95_P230109 EB426242

1867 22 82 254 TATGCACCCTTTAGCTTAGATGTATTTGTATGCCTGTTTAAGTCGTTACAACTTCCAAAT 1596 A_95_P110177 CV019613

1875 23 5 634 TCAAGTCCAATGATATCATTAAGACGCTTTGTTCCCATAATTTGAATATGTAGCTCCTGT 1600 A_95_P284288 EB430965

1877 23 7 839 CTTGATAGAATCTCCCCTCCACTGAGCATATGTCGTTACTTCTATGTAGTCTCTTCTATT 1604 A_95_P224477 FG148796

1879 23 9 584 CCTGTATTTGTACTTCTGATTCTTGTGTTGTATCATAATGTACTAGTCAATGGACTCCAA 1608 A_95_P211872 TA19710_4097

1881 23 11 363 GGTTGTCTGAAAGGAGCATATATATTAAAATTTGAACCCTTGTAGTCATGTTTGTCCCTT 1612 A_95_P204082 TA17989_4097

1884 23 14 299 GTAAGCTTGCCATTGACAATCTTGTACGGTTAATTAGATTTTTGAATCCGTACAAGATAG1618 A_95_P004281 FS432984

1887 23 17 609 ACCTATAACTGTGTATAGTTCAAGAAAATCAAATGCCAGGATCTTCTGGCAACTGATCTT1624 A_95_P095078 FG641869

1888 23 18 425 GCTCCGGTTCGTCGGTCTTCTTTTGTTTTGATCCAGTTTTCTTCTCAACCATTAAGGTTG 1626 A_95_P037273 BP128961

1889 23 19 609 CCGAAAAGAGGTCAAATAATGTATTGTGATGTGGCTACAGAACTTTTTTCTCTTACAAAG1628 A_95_P262381 FG643390

1897 23 27 119 ACTTTTGTATGATTTTGTCCTGGATCTAATCTCCACCTAGTTGATTTCTTTGACCCGATC 1644 A_95_P212787 FS391062

1899 23 29 2235 CATTGTTCCTTTTTTGTTTCAATAAAGTGGCAATTTAGTTTGTCGTTGAGGTCGTCTGTT 1648 A_95_P129997 AB110952

1903 23 33 375 GAGCTCCTACATTTGCAGTGATAAGAGGAAGAGAATTATGGAGATGTCTTTTGAAGACAT1656 A_95_P092523 BP531842

1904 23 34 774 TTGTGTTCACATGTTCTTGATGTTGTATTCTTGGGGTTTGTTATGCGAAATTGGCAGGCA 1658 A_95_P014281 EB680757

1906 23 36 958 GTTAGTCCCGGTCATTGATGTGATTTTTATTAATGAAGCTATGAAGTACTAGTTCTTCTG 1662 A_95_P180877 TA12846_4097

1910 23 40 464 AACCCTCTGTGAAACAGCATAGTCTATAAACTGCTGATGTCAAAAATGCTTTTGTACTCT 1670 A_95_P304723 AM799542

1911 23 41 842 ATGAACCCTCATTAGATAACTGTTTTATTTCAACTAGCTATGATCCCACAACTCACTTTG 1672 A_95_P225048 EB446006



1923 23 53 384 ATTCCGTTTTCCAGTTGAATGGGTTGGGTTTCGATCCCAATTCGGGTTCTCCTTGTGTTA 1696 A_95_P085140 BP529205

1931 23 61 814 ATAGGCAGGTAACACGTGGAAGGAAACGACATGATTTAAGGTCCCCCAGTCATGATCATT1712 A_95_P261351 EB445678

1933 23 63 294 GGTGCTGGTGGATATCTGGAATTAGAGTTTTTAAATATTTCATCTCACTTCAGCTAAATG 1716 A_95_P106967 DW003761

1934 23 64 770 ACCACTGGTGTTGAACAAGTTTCAGAATTTGCATCTAATGTTTAGTTCAACTGTTTGGTA 1718 A_95_P005171 TA11929_4097

1935 23 65 551 GTTGAATCTGAGTAACAATTCTCCTGAGTTGTCTTTCAATCTTATTCTCTATGGACTTTG 1720 A_95_P001281 TA16836_4097

1936 23 66 573 CCTTGAAAATTGAGAGTGGTACAATTGTGCCGTAGACGCGGAAAAGAAACAATAAGAAAT1722 A_95_P222027 TA21943_4097

1939 23 69 383 GTATGTGTTATCATGATCCTGAACTTAAATGAAATGGGCTTTAACTAACTCTATAACCCG 1728 A_95_P114737 TA12197_4097

1942 23 72 1207 ATCCAAGTTGTATTGATTCCCTATCACTAGGACAGTCACTGCTGTCAACTTCTATTGCGC 1733 A_95_P183867 TA13554_4097

1943 23 73 440 AAGATGACAAGATTATAGCAGTATGTGCTGATGATCCCGAGTTCCGCCACTACTCAGACA1735 A_95_P147052 EB425859

1944 23 74 821 GTGTATTGTTGTGGCCCTTTTGCTTCTGCAAAAATGTGTTATCATAAGGAAGGATTTTCC 1737 A_95_P018206 TA12832_4097

1946 23 76 820 CTCTTCCAGCTCCCGTGCTTTGGTGCTCTTTATATCTTTTGCAGTGTATGTTAGCATCAG 1741 A_95_P285678 FG141850

1953 23 83 776 GTAGTGTAGAGTCTGTGAAGTGAGGATATATCAAGTTGCTATGTTGGCTTGAAAATATAT1755 A_95_P116242 DV158853

1959 24 4 413 ACATCCCATGAGTGCTTGCTTCTTCCTTATGAACAAGCACTTACAAGGGAGGATTCAACT1599 A_95_P181177 EB679951

1960 24 5 343 GGGGGACCACCCTCTAGTAGGAGATATGGCATAATGAAAAATAGAATAGAGGAATTCATA1601 A_95_P129167 EB428907

1963 24 8 455 GTTTTCTAACGATATCCATTACAGGAATTGTTTGTACTTCTTCTATCCCTCCCTTCCTGG 1607 A_95_P089858 BP530689

1966 24 11 279 GTAGCCATTATTAACAAGTCACTCTTGCATTCTAATTGTAGGAGGGAAGTACAATAAGTC1613 A_95_P154072 EB684240

1975 24 20 1992 TTGGACTTAAAATTGTGCCCGATTTCCTGTTGCTGCTTAATGAATTTGTTGATCCTTTCA 1631 A_95_P016431 TA13483_4097

1976 24 21 389 GGTCGCCCTGTTTCTAGTGTGTTGGATATCTTGAGCCTTACAAGATAAAAAATGTACTAT1633 A_95_P159807 EH618284

1981 24 26 1556 CATGCTGATGCTGCAGTTCACTTGAAGATGACAATAAGATGTTTGTTAGTATTTGGTTCC1643 A_95_P012346 TA13959_4097

1982 24 27 422 TCACATTAGTGGTCTTGTTGCTGCTCAGGAAGCTGCGGATCCGTTTGAATATTGTGACTT1645 A_95_P004841 DV160254

1983 24 28 844 TATTTTGGTTGTGCGAAGTTATTATCTAGCATTTCCATTTTGCCTGAGCAGCTCTGTGGC 1647 A_95_P010726 EB449682

1984 24 29 639 AGCCAAAAAGTATGTCCAAATTTGCATACATCCATATTCCCCTGTACGCAAGAAGCTACT1649 A_95_P067730 BP136949

1987 24 32 690 GAACGTCTAATGATAGATCATTGCGGTCTCTACTGGACCAGTTCCTCTTTTTAGTCAGCC 1655 A_95_P134182 EB436164

1989 24 34 788 GACCTACTGGCAAGATGCCTCCCAACGGGTCTTTGTTAAATGAATAGCTTTTGTTTGCTC 1659 A_95_P289688 DV160487

2001 24 46 765 CTGTTCTTGTCTCGGAGCACATTGTAATCTTTAAGGAATTGTTCATAGTCCTACAAAAAA 1683 A_95_P293438 EB435226

2002 24 47 434 TATGCGACCAAGAACTAATCCCATATATAGTCACTACCCCTTGAACGAGCCCCGTGTTTT 1685 A_95_P050266 BP132354

2003 24 48 849 TGCGAGTTTGTACGATCATCCGACATGATCAGAATAATAATAAGGTTGGGGGTCCGCACA1687 A_95_P293188 FG155602

2004 24 49 760 ATTTTGCAACGTGCAAAACCATTGAGTCAAATACCCCTTGTCGGGCCACTGTTTACTCCT 1689 A_95_P013546 EB677742

2011 24 56 391 TTTCATGGGAATCTCGTTTCATATCTTCGGCTGTTTTTCATGTGTAGCTGTAATTCAAAA 1703 A_95_P133402 EB434846

2012 24 57 726 CTTGTATTTGTCAATTTGAATAAAAGAGAATCTGTATCCATCACAGCAAGCTAGAGGTGT1705 A_95_P124872 DW004680

2013 24 58 806 CTTTTTCCTGCTGTCTGGCTCAAATCACAATCTTTATAGAATGCATATAAGGAAATAGGT 1707 A_95_P013136 TA13402_4097

2015 24 60 375 GTACTAGTTGGTTTGATTGTGACCTTTCATCAATAAAATGATGAAGAAGCTTCATTGAGG1711 A_95_P090638 BP531039

2016 24 61 608 GTATTGGTTCGACAGGTCAAAGAGATGCTCCAGGAAAGGTATTTAAAGGGAGAAAGATGC1713 A_95_P148262 FG138767

2019 24 64 583 GTAGTGGCTGAAATAGTCTAGTATGAGACAGAAGTAGTTGGTTCTTGAATGTAAATGCAT1719 A_95_P212312 TA19806_4097



2022 24 67 1106 CTGATCGGATGTCCCTTTCATAAATATTTTCTGTCTGTTTATCTTGCTTTTGGATTGCGT 1725 A_95_P194612 TA15934_4097

2027 24 72 1040 TTTCCTGATGAGTCACCGAGGGACTGAGTTTGTTCAGACATTGGCATCAGAATTTCAAAA1734 A_95_P161942 TA14378_4097

2034 24 79 1136 GCGGGCTGGTAGGGAAAAATGACTTTTCTAACAGAAATTATTTCATTAGTGTATACATGA1748 A_95_P193757 TA15739_4097

2036 24 81 124 ATGAATAAAACATTTATAGGGCGTTCTTCAGAGCTTGAATGGTTAAGTCCTTTTTTGTCC 1752 A_95_P134657 EB437242

2037 24 82 668 CTCGACAGTGGGACTCCTGCTTATATTGCTCCGGAGGTTTTTCTAAAGAAAGAGTTATGA1754 A_95_P157827 EH615857

2043 25 3 962 CTTTGTGGGTGGTTTGTATTTGCGCCCAATATAGAGAATCGTATTTTAACTTTCAGTTAT 1756 A_95_P001921 AB029614

2045 25 5 179 TGGCCGCCATTCTCGTTAAATTTGCGTCGGTGTTTCTTACATTTGGTATGTCAATGGTAT 1760 A_95_P112832 CV020871

2052 25 12 1735 GCATGTGCCTAAAAGTTTTGCTCGTTAGAGTTATTTTAGCCTTGGTAAATGATTTGTACT 1774 A_95_P003346 Y13465

2053 25 13 815 ACTTCGATTATGTCTGTTATGTGTTGTTCTGATTCACCTGGTATTCTATCCGATATTTCA 1776 A_95_P135867 DV160063

2055 25 15 599 TGAATTGCTGCCAACGCAAACTAAACAATTTGAATTATGCTACTCCCATCTCTCTTTTTT 1780 A_95_P043741 BP130693

2061 25 21 1124 GGAGGTGGAGGTGCAACTTTTTCTGTTTCTTTTCTTTTCCTTTTTTGTTGTATTGAATGC 1791 A_95_P027921 TA15259_4097

2062 25 22 630 GCTATCGCTGTTATCGATTCGGTATTATGAGAAGATGAACTTCAAAGCTAATAAATCAAC1793 A_95_P003801 TA20677_4097

2064 25 24 729 GATGTTCTTTTTCCTTATGCTCGTGATAATGTGGGGAGACATTTGGATGCAACATATGAT1797 A_95_P207742 DW000809

2067 25 27 91 TTCTCCCGCAAATCCAACAGTATTTAGTAGAAGCTTGAATGGATAATATGCTTAATTGCC 1803 A_95_P103242 CV016417

2068 25 28 501 GCTAAGGATTATTGCTGCCATTTTAATGGAGGTTTTCATTAGCAGAAAAGCTTAGTTTTG1805 A_95_P269511 AM789132

2070 25 30 528 TTTTCTTCTGCTAACCAGAATCTGTACAGAGACCACCTTATCTCTTTATGTTACAGATGA 1808 A_95_P074455 BP526474

2073 25 33 468 GATGAAGCTTGGTGGTTAGTCCTTTGTAATACTTCGGCAAGTGAACTGTATGCTCTGAAG1814 A_95_P073815 BP526307

2080 25 40 1311 CACAGGTCTCAAGTATGTGTGCAGGGATATTTAACTAAATACAAACGTTTTCTTTGCAAT1828 A_95_P021576 TA15994_4097

2081 25 41 1310 GGAGAAACTTGTTTCATAAACAGCAGCTAGATATTGTTCAACATCTTTTACTGTGATGAC1830 A_95_P198507 TA16791_4097

2084 25 44 1023 AGCAAAGAATTTCCTTATGGCTGGTGGTATGGTATTGTAGGCCACTTGGAAACATGTGAT1836 A_95_P216182 TA20649_4097

2086 25 46 956 GTGATGGAGAATCCTTCTTTAAGTGAGATGGATAATTGAGATTCATCTGTTGTACTATCT1840 A_95_P287948 TA15643_4097

2087 25 47 532 TCCAGGATTAAGTGGAATTTCACCAAAGTACTTGGTTGAATAAGGACGGAAAAGTAATCC1842 A_95_P020017 CV021245

2092 25 52 789 TATAACATTCCAAAAAGATTTGCCTTGCACTGCTGTGTGACTGGTGTGCCTCCTGCACTA 1852 A_95_P310938 TC50163

2093 25 53 365 GGGCTGGGCATATATCGGGTAAAACCGATAAACCGGACCGTTAATTGTTTAATGGGTTAT1854 A_95_P040811 BP129930

2095 25 55 154 CTTGCTTCCTTTCAATTTCGATTTTGGTGTTCCAAAAATGGAGATTCAGTTGATGTATGA 1858 A_95_P091208 BP531254

2102 25 62 854 ATTCTCTGTGAGTGCGAGTGGTTTGGTTCTAAATTTTGAAGGCATGATTGCAAGTTGTAG1872 A_95_P162127 TA11944_4097

2107 25 67 781 TCTCAAGATCGTGTATGGTCTGGGTCTCCATTTTCTTTTGTATTTGCTGCTGTGTTTTTT 1882 A_95_P217947 EH621825

2110 25 70 375 GCTGCTCTGGTCCTCTTTTTGTTGCTCCTTGAGCTATTAAACTATTATGGAGTATCATAT 1888 A_95_P092738 BP531949

2111 25 71 125 TGACTTGTATAGTCATCAGTTGGCTAGCGACGGATTAAGTGTTTTTGTGGATCTTTACAA1890 A_95_P119677 DV999151

2116 25 76 771 TACGCCTATATTCCACCAACTCAGTGGCAACAACAGCAGTAGCAGCAGAGATCTAATGTA1900 A_95_P264966 EB449034

2120 25 80 910 ATATGAAATCACAAACCGTGGAAAATTTAGTTGTAGTGCTGATACTGAAATTATGGTCCG1908 A_95_P200727 TA17269_4097

2129 26 4 134 AACTGGGTTAACTTCCTTTGGCCCAAGGTTAATTTGACAGACTTTCTTTTAATTTAACTG 1759 A_95_P141937 EB445540

2137 26 12 876 AGCTACCACTGCCTGAATACCCTGGTTGCTCGTTTCTTCATTTCCTTGCTCTTCAAGTAT 1775 A_95_P258653 TA12129_4097

2144 26 19 402 GTACATGCACAGAAATGTAAGGTCACTTATGCTTCAACTCTGAATATAATAACACTGTCT1789 A_95_P008531 EB431801



2146 26 21 622 CTTCAATTGCGATAATAGGCAGGGAGATTACTATGTCTGCAGTTCGAGAATGGGCAGCTT1792 A_95_P127127 FG144509

2147 26 22 764 GTCTGATGCTTGGGTATGAGTTTTTGACATAAACAATCACAAAATGAGTTGTAGTTTCAC1794 A_95_P204952 EB445412

2151 26 26 343 TCAACCGTGTTTAGTGGTGAGAATGGGTATTTAAGTTACTTCAATGTTACTCTTTCTCAA 1802 A_95_P019386 EH620340

2152 26 27 607 TTGGCAAGAACACTGTTTTTCTAGTTTTGACTCTTGAGCAAATATTGGCTTCCTTTATCA 1804 A_95_P182252 TA13168_4097

2155 26 30 690 CCCCCCTCTTTCGAAACATAAAATTCCAAAATCCTTTAAGAATTTCAGAACTTGACTTGA 1809 A_95_P088473 BP530081

2156 26 31 1221 AGTATGTTCTGAGTGGTAATCTTTTGTGAATTATAAAGTAAAACCTGGGTTTAGGTTGCC1811 A_95_P018561 TA14557_4097

2160 26 35 277 TACAGCTGAACAGGAAAGTCTTGTCAGAATTGTCGATGCACGAACCATACAGCTTCAAGG1819 A_95_P102157 FG640658

2161 26 36 486 ACTGCTCCGACAGCTAGTAGAACTAGAAGACAATTCTAATTTTTATGGAGGAATGAGGTT1821 A_95_P307938 FG640175

2162 26 37 500 ACACTGTAATGCTGCTGAAGTATTTATTTCTTGTATGAGATTCTTGTTTGGAGTGTTGTC 1823 A_95_P287943 BP530879

2168 26 43 141 GGAGCTATATGGATGTGATTGTGAATTAAGACTGGTTCGCATTGAATCTATTAGTAGTAT1835 A_95_P112332 CV020626

2169 26 44 1168 TAATTGCATTGTGTATCTGCTTCAGGGAAAAAGAACGAACTAGATCAATAATTTCTGGCC1837 A_95_P011461 AB036735

2172 26 47 145 GTGAAGGATTTAGGGAACCTTATGTATTTAATTGACTCCTTAAGAGCTGAATATGAGTTG1843 A_95_P147652 EB452169

2175 26 50 856 AGATTGAAGAACTTCCAGAAGTTGAACGTGCTTTTGTCCATCTTGATTATGAGTGTGATC1849 A_95_P228929 EB424649

2180 26 55 407 GCCTGAAAAGAACCTTGGGGAATTTTCTACGTCATCCAAATTATGTGGTTTCAAATATAT1859 A_95_P018086 FG623230

2181 26 56 422 GTATGAAAGGAAGCTGATTTGGGCTGTAACACGAACTTATCAATATATATCTCCTCTTTT 1861 A_95_P000051 FG625247

2185 26 60 380 TCAACAGGCATTTTCCAACAGGGGAACAGCCCAAGCTAAATCTCTTGATGCAGCTATTGA1869 A_95_P236074 BP134550

2187 26 62 781 TTGAGGTTCATAATGCCATTTCTTTGCCAACCAATTTGGGTGTAATTTCAGTCAAGTGCA 1873 A_95_P012871 TA18107_4097

2188 26 63 334 TGTTGTAGGGATGTCTTTTGAAACCTGTACCTTTACAGAAAAGAGAAAGAAAAAGTCTGA1875 A_95_P134582 EB437145

2191 26 66 821 ATGTTATGATTCTGGTTATGTTTGAGGAGGAAGCTTTTATTAGAGTAACTTGGTGTTGGG1881 A_95_P198832 EB424739

2193 26 68 615 ACTCTGATAGAATAATGGATGTGAGATGTTATCTCCTGCGAGCATAAGATCTCTTGTGAT1885 A_95_P019186 TA19579_4097

2197 26 72 583 GAGCTTGGTGGGTCCTTGAGAGTTGTGGATTCTGCATTATCTGTTAACGCATAACAAAAT1893 A_95_P046781 BP131484

2202 26 77 768 GGAGCTCGTATTGCACTTTGTGGGATGATATCCGAGTACAACAAGGTTTGGACAGAAAGA1903 A_95_P295973 EB449118

2206 26 81 712 GTTCATGTGCTTTCTGGCATTCTGAGGTAATTCATTTGGTTTTCATCTAAAGACTGTATA 1911 A_95_P196962 TA16457_4097

2217 27 7 108 CTCAGCGGGCTATGTTATATATGAATAGTGGACCATTAAGACCATTTTATACAGGATAAT1925 A_95_P142752 EB446162

2221 27 11 771 GTTCAAAAAGCCCATCCATCTCTTTCAACTGAAGATGGTTCGTGGTTTCTGTATATTTTC 1933 A_95_P254174 EB449045

2222 27 12 449 TGTCCTGTTTAACTTCTGGTCTTCTGCACGCTCAATATTGCTATAACACTTGTTAATTTG 1935 A_95_P152562 EB682890

2228 27 18 679 GTACAAAATTCAAGGTTGTTCACCTAAACTAGTCGAGGCATTTTTTGATTACAGATGGAA1947 A_95_P286458 FG640556

2229 27 19 159 GTAACTTAATTCTCACTCCATCACAAGGCTCTTTCCGAAATACCAAAAAATCGTATTTGG 1949 A_95_P097413 BP534033

2235 27 25 745 TATAGCAGCATTTTGGACCTTAACTTTGAGATTCATATGATTCGCACATCGGTACCAGCG1960 A_95_P145987 EB449801

2238 27 28 411 TTGGGGGACTGTGAACTGGCTTGTTTTGTGTAGACCTGATGCCTCTGTTAATTTAAATAG1966 A_95_P242207 AM803627

2245 27 35 1052 CGCAGTTTCTAGCGCTGTGTCAATGATCTTTGCTCTCCAGTTTTATAAATAAATCTTTTA 1979 A_95_P192222 TA15405_4097

2247 27 37 246 GTCGCTCTTCAGAGCTGTATCAAGGCAAATCCTAACGCATTTTCAAAGGACATCCTAGAG1983 A_95_P069290 BP530854

2248 27 38 796 GATCCTGTATGAATGCTAAATGCCTCGTACATCAAGCTGCCCTTTTAATCTATAAAATTA 1985 A_95_P028561 X97945

2249 27 39 652 AACTGCTGTTACGCTGAATAGCTGAACTGTGGAGTAATACTAATGTTTCTGGCTTTAGAA1987 A_95_P266306 FG636446



2255 27 45 3121 GGTTTACTTCACCAAAATGAACTGTAATCTCATTGTTGGCTCAATGGAATATCAAGTTTC 1999 A_95_P239934 X59016

2257 27 47 42 TATGTTGTGGATTAAACTTTTGTTGAGATTTCTAAGTGTTAATCTGCAATGGGGTACGTG2003 A_95_P031561 EB445604

2264 27 54 60 TTGGGTGCACATTTATGTGACCCAAATCCGAATCTCAACGGAGTCGAAATGTGTCAACCA2017 A_95_P097838 BP534219

2265 27 55 785 GTTGTTGTAAACTTGTAACTTTAATCGGTGCTTACGATTGCACCGTGTTATATCATTGTA 2019 A_95_P133977 EB435692

2266 27 56 689 TACAACAAAGCAGAAGTCTGAGCACAGAGGTTTGGCATCTAGACCTCCAGTTAGTTGCAA2021 A_95_P314558 FG173217

2268 27 58 128 AGATGGATGTGCCGTCGCCTGCATAGACGTATTGCAGATAACTCATGCAGCTATATCTAT2025 A_95_P155942 EG650334

2269 27 59 135 ACATTACATAGCATTGATGTTTTGCGTATCCTGGCCCGGGTTATTTCGACTTCCAAAAAA 2027 A_95_P255909 EH617005

2274 27 64 844 GTTGGAACCTTTTGAAAGTGAGTATTCTGTAGCTTTTTTGCTCGTGTAAGCAAAATATGT 2037 A_95_P020786 TA14532_4097

2278 27 68 795 CATGTCTGCATTGCGTTCATTCAAGCGCCGAGTTGCATATTCAAATGTTGGCTATGACCA2045 A_95_P079970 EB424877

2280 27 70 807 CAAATTATCATATATCAAAAGCCGACGCCCTCAGAAAGAGAAAAAGAGGAGATAGAAGTT2049 A_95_P227919 EH622808

2289 27 79 1195 AAGAGATCCTGTTCAAGTGAGGAGAATGGCTTCGCGGAAAGAGGAGATTTATCAAGCCTT2066 A_95_P184667 TA13745_4097

2290 27 80 666 CTCGAGCGGATGATAGGGTTCATTTAAGTTTCCTATTCAGGATTTTAACATTCAGACTTG 2068 A_95_P014241 TA12817_4097

2291 27 81 440 AACGGTGTTGGCCAAAATGGAGAAGATCCTTGGTGTTAAACTTAGAGGTAAAATTCACAA2070 A_95_P025311 FG642155

2299 28 4 1334 GAGATACTATGTATATGTAATTGGCATTTTCATTTTCTTGCTTCGGCAAGTTTGCAACTG 1920 A_95_P214117 TA20193_4097

2303 28 8 784 GCTGTGTCAGTTAAGGTTTTCCTTTTAGAATTTAATCACAGACTTGACATACTCTATTGG 1928 A_95_P003146 TA16403_4097

2304 28 9 782 TATGCAGGCAGACACAGTAAATGTGCTTCGTAGTACTACTTTATATATCCATGTTAAAGT1930 A_95_P271191 EB440232

2305 28 10 1370 GACTGTCTGTCTGTGGTTGTATTTGTTCTTCATATACCAATACCAATCTTTTCTCCATCA 1932 A_95_P011211 TA16016_4097

2309 28 14 946 TTGGATGGTTTGATAGCCATGTTGTTGTATTCCAAATTGATATTCCACTAATGGTATTGC 1940 A_95_P025901 TA17914_4097

2317 28 22 778 GAGAACTAAAGGCAATCTGAAGGAAAACATGCTAAATTTTGGGCAACATGTGCAAATTTT1955 A_95_P192692 TA15508_4097

2318 28 23 663 AGGTTGGAGCCGTTGCATAGACTTGTGGCATATCTTTCAGTCAACATCCTTGTCGAATAT1957 A_95_P146287 EB450281

2320 28 25 632 TCCATTTCTTCTCCGATGATGCTTGCCTGGAGTGCAGCGAGCTTGTATTCTGAGTATATT 1961 A_95_P066415 BP136598

2323 28 28 371 TGTACTTTTGATTCGACATGCTGTAACTGTCGCTGGATGCTCCCTTATACTGAAATATGT 1967 A_95_P127787 EB427357

2338 28 43 775 TCCGTTCCTTTGGTCATGTCAGCCGAGTGTATGTTGCCATTGATCAAAAGACTGGAATGA1996 A_95_P234779 EB450504

2344 28 49 1090 GCTGCACCCATGTAATGATGATTCAAGATTTTGAATGCATTTCTACTCATAGATAAAGAG2008 A_95_P177967 TA12113_4097

2346 28 51 495 AAACAACGATAGCGTGCAAATACTACTAGAATTGAATGAAATGCCATATCATCGGAAACT2012 A_95_P285363 FS418967

2357 28 62 492 CACAATCCAAATCTGTGATATTCCCTATCATTGCTCCTTTTGTATTGCTATAGCCAATTT 2034 A_95_P009516 BP128540

2360 28 65 773 TAGGCTGGGGGGATAGTCATGCAGTTCATGCTGTTTAGAGCACTTCTAATATATACCTTA2040 A_95_P229355 EB450123

2361 28 66 836 GATATATGGCATCTCTTTGCACGGACGCAAATTTGATGGTCACACAACATTTTTTGAGAC2042 A_95_P217027 TA20838_4097

2367 28 72 19 ACAACCCAACTGGTATTGATCCCACAATTGAACAATGGGAAAAGATTGCTGATGTAATTC2054 A_95_P127937 AB126259

2371 28 76 720 ATTAGTTCACAAAAACAAAATAAAAAGCCGGCCGGGGGTATCCAATGCCTATGTGCGTAA2061 A_95_P232624 BP530798

2373 28 78 934 GCAGCTCGAAATTCACATTACATGTACAATAAAAATGACAATACATTGCACTGCCCTCTA2065 A_95_P183007 TA13355_4097

2375 28 80 122 ATTTATCAGGGAGAACTGTCAACTTATGATACTTATGACGCGGTCTTCGTGTTTCAGTGT2069 A_95_P034529 AJ718931

2384 29 4 662 AGTCACTGCCAGAATGGTAGTTTATATATTCTATGTAGTAGCACGAAAAAAGATGCTTTG2079 A_95_P207337 TA18718_4097

2385 29 5 238 ATGTTCTATTGGAGTGTAGCGTTGGGGTTGTTCTAGGTTAGCAATGGAAAGTAAAGTAGT2081 A_95_P138812 EB442551



2394 29 14 601 GATTTGATTGGCTGGTACAAGACATTGCATCACGGATCTATATGCTTGATTGAGTAAAGT2098 A_95_P292993 FG644433

2397 29 17 650 ATATATGCCTCAGGACATTCTGGATTAGACGAAAATCTGCCAATATCCTGATGAGGCAGA2104 A_95_P062085 BP135422

2401 29 21 1070 TTTTGCCCTTTGGATGGACAATGGACAGTATTACACCATCTTTTATGGTTGTGGTTCTTC 2112 A_95_P010656 TA13680_4097

2404 29 24 409 TTCTGCTTTGGTTAGTTAATGGTCATACTTTTGCGTATTTTGGCTTGTTTATCAAGCACA 2118 A_95_P141007 EB444809

2407 29 27 786 CAATGAAAGAAATGCAGAAGAATGGATCTTGGGTAACCAGATTACTTTGATTGTTGCCGC2124 A_95_P010986 DV999391

2410 29 30 1021 CGGATGTCATATCTATAGTGAATTGTTTGAGTCATTATAAATGATTGGTTGGTCTCTAGC2130 A_95_P012886 TA15273_4097

2413 29 33 866 GAGTTTCCCGAATGTTTTAGTGATTTTTCTGATATCTGATAGATTTGGAGGTTACTGGTT 2136 A_95_P192398 TA15443_4097

2414 29 34 490 TGGGTGGAGGCATCAGTTCGTTTATCGGAGGGCGAATGAACATGATTTTGTATTAACTTA2138 A_95_P083005 BP528649

2415 29 35 669 GGAAAAGAAGTAGTGAGGTTTATCTTGGTTGATTTACTTGTCCCATCTTTTTGATTCCTA 2140 A_95_P005026 FG167674

2416 29 36 99 AGTTTGACCACTCGACCTCCCATAGTGGTAAAATTAGAGTTTATGGTTTGATTTGTTGTG 2142 A_95_P129542 EB429512

2422 29 42 454 AAGTAACAGATAGTCATGAAGGCATTCCCCCTTTGTTCTATTAAAGCTGTACTAATTAAC 2154 A_95_P023261 BP531380

2426 29 46 662 TAGCTTGAACCAGATGAGCTGCTTTCCAGTTTTTGAATCAAACTAATGTTCGAAGATGTG2162 A_95_P015941 EB444306

2428 29 48 1525 GTGGTGTGATAGTGTGATTTGATTTTGGAGTGTGAAACTTTTGTATGGTTGATGATGATT2166 A_95_P008451 Z37978

2441 29 61 619 ACAGTGTAAGCTTAAAGTATACAGAGCCAGAACTCTGGTCTCTCTCTCTTAAGAGATAGA2192 A_95_P039586 BP129590

2444 29 64 394 TTCCATTGTTTAATTGCCTCTGATTTATTGTTGTAGGAGTCTTAGTTGGAGAAAGGTTGT 2198 A_95_P198017 TA16687_4097

2455 29 75 775 AAGCCTATCTTTATTGCATCTGGAGTTGGCACTGATCTTCTTTTGATGTAATGTTTTCTG 2220 A_95_P117737 DV160682

2457 29 77 832 CATGAATTATCAACCCCCAAGAAGAAAGTCCACAAGAAAAGAAAAGAGCAAAATGAGTTC2224 A_95_P289278 DV158497

2460 29 80 156 CTGTTGCACATGTCTCAGCTGCGAAACTATTGGCTCAAGCATTGAGTTGGCATCATATGA2230 A_95_P233934 AJ718943

2462 29 82 511 TGTAAAGAGTAGTAGATGGATCAATCACTTGCATATTCCTTTTTGCAAGTACCTGATTCT 2234 A_95_P283093 AM834279

2463 29 83 813 ATGAGAGATGGGATCCGAAAGCAGTACTAAAGTAGAGCATCGTATCAGTACGTGGTCAGT2236 A_95_P312698 FG160619

2470 30 5 650 GGATTTTATGCTTTTTACGTGCTTGATGTAGTCATTAGATTTCATGGTCCTGCTCTTTTT 2082 A_95_P192917 TA15559_4097

2471 30 6 553 GGGATAGCTAAAGGGGTTTTTTCTGAGACTCTGAATTTTGTTGCAGTATTTAGTGATAAC2084 A_95_P017496 TA13353_4097

2473 30 8 561 TCTGTCCATAGATCGCTGCTGTATTAAATGCGGATTGGCTTGTGTATAATATAACAGTTT 2088 A_95_P309303 FG645534

2476 30 11 701 ACTGTTCGTTGATGAACTAACTTCTGATCCTTTCTAACACCTAAGTTTTTCTTCCTTAAG 2093 A_95_P136082 DV162727

2477 30 12 1623 GAGGTTCTCTGACATTTTTAAAGACCTCAATAGCTTTGCTAATATAGTGGGCACTTTGTT 2095 A_95_P023801 TA14230_4097

2483 30 18 550 ATCCTGGAAGTTAGAGAAGTGAATTTGTATGATGCCGTTGTTCTTTGTTTTGCTTTTGTT 2107 A_95_P017441 DW005086

2486 30 21 821 TATAGCAGCTTATACTGCAGCTTGTAGTAGCAGCTTACACGGCAGCTTGTAATAGCAGCT2113 A_95_P128092 EB427637

2492 30 27 564 CTAATGGTGTTAATGTCTTCGTTACTTTCTATGTTTAACCCCCTAACCATCCCTGCCAAA 2125 A_95_P161947 EH620535

2494 30 29 1478 AAGCCATCTTCCATGTGGAGTGTATTGTTTGAGAATTGCAATTTACTGAAGCTTTTACTG 2129 A_95_P182927 TA13338_4097

2504 30 39 1025 GATGTCCCTTTTTCTCCCCTATCTTTTGGGTTGACATAAACCTTATGTGCATTTATTGAA 2149 A_95_P223262 TA22211_4097

2509 30 44 419 CTAAGGACTCTATGAAGCAGACGATTTCTACTATGTTAGGCTTGCTCCCCTCCGATCAAT 2159 A_95_P158727 EH616596

2512 30 47 875 ATAAATTGACACGCCGCTGTGAAGTGACTGCAATTCTTATCTTATACGGTCTACCTAGGT2165 A_95_P069635 EB682391

2513 30 48 841 GTCTTATTGAGAAACTAAGTCTGTTTTTCCTTGATCGCTTCCTTGTCCTTTGATGTTAAA 2167 A_95_P248247 EB424783

2514 30 49 782 GCGTTATTATACCTTGGGCGCGCCATTAATCTTGGAGTTTATTTCTTTGTTCTTTTTTAA 2169 A_95_P218122 EB426328



2515 30 50 771 CTGTTTCGAGTTTGGTATTTTGTTTGCTTGGACAGTTGGAATCCTAGCTATAAATAACAA 2171 A_95_P258663 FG163600

2517 30 52 1590 CTTTTGATTACTTGTTCTCTCAGTCTCAGACTTGCTGTTGTTGGAGTTATTGAATTTGAA 2175 A_95_P181207 TA12924_4097

2518 30 53 845 AAAGCTGAGCATCCCACATGACATGCCTATTATCGATTATGACTTGGCTGTCTCATCAGC2177 A_95_P291028 FG153536

2524 30 59 613 CTTCACTGGTGCTTTAACTCAGCTTCCAGCTCATCGATAATCTACGTCAATAAGAAAATT 2189 A_95_P158977 EH616867

2527 30 62 781 TCACTTGGCTATAAGGTCAAGAAGAGCCTCAAGAATCATGTATCTTCGTGGGGGATGGTT2195 A_95_P217412 DW001948

2528 30 63 915 CGCCCTACCAGAAAGTTATGTCAAAATTGTTTTACGGTGAATTGCTCTATACTACGTTCC 2197 A_95_P133467 EB430421

2532 30 67 1284 CCTATTTGGACTGCTTGTCTGTGTTATACGTTTAGATAGTTTCAACTTATTGTGTGTGGC 2205 A_95_P230619 GQ260131

2534 30 69 1089 TGATGCAGACAGTGACAATAGCGGGGATGATAATGATGATAGTGGCATATCGCTAGTTGG2209 A_95_P200792 TA17283_4097

2540 30 75 351 CACCTACGAAAGGTTGTTTGTGAGCATAACCCAAGGTATACACTTTGTAAATTTCCTTGA2221 A_95_P095893 BP533380

2541 30 76 329 GTTATCGGTATGCCTTGACAAAGAGATGTATTATGTCAATGCCTCTGAACACTATGGTTA2223 A_95_P132677 EB433261

2542 30 77 1643 GAGGATAGAAATAGGATTATGGATGCTCCTGACCATGTACACTTAAAACATATCTGTGAG2225 A_95_P019581 TA12715_4097

2553 31 3 239 GGGGATTAACCTTTGTATAAATGAGACTCTCTCTTAGTTTGCTCCATATAAGTTTCCATA 2241 A_95_P154742 EG649742

2555 31 5 443 ATGGCCCACACTTCGAAATGTAAACTAAGTTGTAAAGAGATTTCTTGGGAATAAAGCTTT2244 A_95_P003001 FS414230

2559 31 9 111 TCCACCACCTTTTGACTGGAGATCTTTGGCTTAAACTTGTGCTGTATGAGGTTGTACTGG 2252 A_95_P143382 EB446710

2563 31 13 795 CTCGGCATGACATTTAGTTCATTAAGATGTTAGGTGTGGTTATTCTGTATGTTGAATTAG2259 A_95_P204227 DV160192

2575 31 25 709 TAAAGTCGAATGATCACTAGCAGATATTTTCACTAAGTCTCTTACTGGTTCTCGTATTAG 2283 A_95_P164597 EH623846

2578 31 28 738 GTGGGGATTAGGCCTTTGAAAATATACAATTCACGACAATTCAGAAAGAACTGCTCTAAT2289 A_95_P145302 EB448935

2580 31 30 266 GGCTCAGAACTCAACACTCTTGAACACGTTTAAGTTTCTAGGATTATACATGTATATCAT 2293 A_95_P134732 EB437461

2582 31 32 636 AGAAGAATGGGAAGGAAATCATCCATGGAAACCTTGGGACCGTGAAAAGGATTTGACAGC2297 A_95_P204982 EB677299

2587 31 37 1139 AATGGAGATTCAACTTTCTTGATCAGTCGATTGAAACCATTCGTGCAATGTTATGGACTT2307 A_95_P028306 TA17377_4097

2589 31 39 408 TATTGGGGTGGTTTCTCAGATTTTGGGGGGTGAACAGAAAAGATAGGGGAAAAATTTAGA2311 A_95_P099223 FG202927

2591 31 41 874 AGATTTGCTCTTCTTTTAACCTGGTGTTGCGTAATAAATGTTAATGCTTGAGCTCTAGTG 2315 A_95_P008781 EB426350

2592 31 42 854 AACAGCTGCTCTTGATCAAACTGCCACCCAAGTTGTTGATTGCATCAGTGGGAAATGCTT2317 A_95_P231184 EB426728

2595 31 45 467 ATGACGCTAGCCTAGGGATGTAAAGTAACGAGGTTTATACTGAGAGGTCTATGGAAATTG2323 A_95_P106667 CV017998

2596 31 46 636 GGTTACCTTGGAATTGCAGAAGACCTGGATAAACTAGATTTTGAGACGAAGAAACGAAGT2325 A_95_P295568 FG637271

2610 31 60 308 GGACAAGAAAGGAAAGGGAACCTCATCTTTTCTAAAATTGCCTGTGATGCAAAATTTGAT2353 A_95_P106592 EB102901

2611 31 61 949 ACATGTGGTGCAACTTTGCTTATGAAGAGAGCTAATCTAGATTCAATCTTACACGTTTCC 2355 A_95_P025501 TA17447_4097

2612 31 62 424 AAATTGAAAAAGAAAGCTTGGGTTCTTCCCAAACCGATTCCACGCTTGTCCAGGTCCTTC2357 A_95_P280003 AM838454

2613 31 63 513 GTTGCTAAGGTCTGGATATTGTAATTCCTCGTTATACAATCAAGTAAAACAGACCATTTC 2359 A_95_P000741 TA12963_4097

2616 31 66 1067 AAAGGATTTTGACTCTTGTGGATCTACTGAATTGTTTAGTCATTGCTAGCACGGTTTTTT 2365 A_95_P179272 TA12465_4097

2620 31 70 613 TGCCAGTTTTGGCGGTTGTATAATCTACTGATCCTACAGAAGTGGAAAGATTCTTTTGGC2373 A_95_P151302 FG635179

2621 31 71 935 GCTGCCTATCTTAAGGTTTCAATTTGTCAACGCATTTGATGTATGATGTGACTTCTTCAG 2375 A_95_P002256 TA11934_4097

2623 31 73 716 ATTCAGAATCCGACCACTCACAGGAGTCTGATCAAGGATATGAACCTTCAGATGTAGAGC2379 A_95_P242932 EB426614

2633 31 83 312 TCAAGGGCTTTATTTCTTAAATGTCCATAGCTGGAACTACAGTGGCATCTTCGATCAACT 2399 A_95_P070640 BP192688



2640 32 5 630 TCTTTCATCTGGGTGCTTACATATTCATCAAGTCTGTCGGTCAAACGAGTCAGACTTCCT 2245 A_95_P063525 BP135803

2643 32 8 225 CTAGTCAAGAAAAGTCTTCCCAAGATGTGGGATCACATTTTTGAACTGTACTCATTTATT 2251 A_95_P158982 EH616875

2648 32 13 787 TGCTGTCTTCTGGAGCAGATACTAATAATGTTGGGGATAAGGTGCTATTTTGACTGACAA2260 A_95_P186577 DV158612

2649 32 14 784 GGTTTTCCATGCGTTACCATAGACCAATTTTCAGTAGTATAATGTCTTCTCCCATTTTTT 2262 A_95_P307768 FG155283

2651 32 16 730 GGCATTGTCTTGTGCTGTGATCTAGATGTTCTTAATAATGTGATGGAACTTGATATATTC 2266 A_95_P012661 EB683906

2655 32 20 281 TCATGTCCATGCATGGAGGGGTTTTATCTGAAGTTATGAAATAGACATTTGCTCAGCAGT2274 A_95_P134747 EB437498

2657 32 22 243 GCCCTGATCGAATTCTTCAAACATGGGAAACCAAGAAAATAATAACAGTTTCTGAAGATT2278 A_95_P137077 EB429767

2671 32 36 819 CGAAGATTGTTTTACCACAGGAATTAGCGAACCTTGGAAATGCATGAAAGAGAATTATTT2306 A_95_P205782 TA18364_4097

2675 32 40 415 CAAAATCTGATCTTCACCGTTCAAATCAAAGAACAGGATATTGAGAATCTCCGGTCCAAA2314 A_95_P038751 BP129361

2684 32 49 415 TTTGAGTGGAACAGTGAAGGAGATAAGGGCACGTGTGTATCAGTTGGTTGTACGGAAAAT2332 A_95_P108087 CV018663

2686 32 51 197 CCTGCAGTTTATCTATCAATGTTCTATTTCTTCAATAATCCAAGATCCACTATTGTGGGA 2336 A_95_P080425 BP528000

2691 32 56 510 AGCTCCTGCTCGAGTTCAGGATCTAGTCTCTATTATGCAGAAAGAAGTTTGCGTTGTCAG2346 A_95_P085100 BP529196

2693 32 58 905 TGGACCTCCTTGTGGAATTCTGTTAATAATATGAGTTAATTGGTACTCTGTATCAAGGCA2350 A_95_P015741 TA13590_4097

2694 32 59 886 GGTTTGAGTGTTATTGTACTGTAAACGTTTCGTTTTTTGAGGAAGAAATCTCCCATTTCA 2352 A_95_P032191 TA12181_4097

2697 32 62 140 CTAGTGTCTGAGATTACGAACTTGTGAGTAATTTACACTAGCGTTGTTTAATCAATCACT 2358 A_95_P091948 BP531574

2705 32 70 378 TGCAAAAGCTGAACCCTTACACTGGACATCTCTCGAATATATGAGAGAGGCTGCTGTAGT2374 A_95_P014441 TA13869_4097

2711 32 76 181 CGCACTCCATCAGTTCATAGCCAAGGAAATGTTCAGATGGAAGCAACAATATGTTAAATA2386 A_95_P003821 TA21758_4097

2712 32 77 831 AGCTTTATGGAAAGCTGCCTTTCCTGAGGAAGAACTTCGTGGTTTAATATCTGAACAGTG2388 A_95_P146222 EB682547

2715 32 80 797 GTACCTGATCAAGAAGACATAGTTGGAAGGAGACACATTGATTCATTAGGTGGGTGCCCA2394 A_95_P210962 DV159002

2722 33 2 0 CAAGGATGTTGGAGATGCATTTTGCATTCCATAATCGTTTGTCTAAAACAAAACCACCAC2404 A_95_P023906 A_95_P023906

2723 33 3 840 CTTGCAGTGTAAAGGGCATTGTAAAAGTCCTTGTTGAATCTTGATATACTATTAATCCTG 2406 A_95_P124617 DW004404

2724 33 4 788 TTGATAACTATGGGGAAGACGATTTGGAGGGTGAGGATGACATTGATGATGATACCGATG2408 A_95_P229609 DV160165

2728 33 8 540 AGCAACTGTGCTTCTCTACGATGCTCCTATAAATCTTCTTGTTACATTTGAGGTTGCTTT 2416 A_95_P143952 EB447159

2729 33 9 648 GGATTTGAGGATAATTTTGGAGAAAGTGTCAGTTTTATTGGCATTGTTAGGATTTGGATC2418 A_95_P190657 EB678112

2731 33 11 883 AAGGATATCATCGCAGAGATACAAACAGAAAATGGTGAGGAGTGGTGGACGTATGTATGC2422 A_95_P229389 EB442871

2732 33 12 862 ATTTTCTCAACCCCACCTCCAGCGAACGCTACGAAACAACTTGTCTCGTTTGAGAAAGTT 2424 A_95_P212852 EB449778

2744 33 24 658 TTCCAATTACTTTTGTCGATAGAGTATTTGGAAGTTCCAAGTCTGGGAGGATCTGAAATA2448 A_95_P050931 DV159747

2745 33 25 609 ACTGCCCGAACTTGGCTAATTTTTGACGTTACGTGAAATCTTTAACTTGGAGTATTCTCT 2450 A_95_P189012 EH617488

2748 33 28 150 TAAACGCAGGCACTGGACGTAGAACCACGCTAGGATTATAAGGTGAAAGATTGGTGCTTT2456 A_95_P105072 CV017286

2749 33 29 1205 CAACAGTCCATCTAGAATGTAGGTTAACATTTAACCTAGGAGAAAACCTTTTAGCACTAT2458 A_95_P204187 TA18012_4097

2750 33 30 554 ATTAGACTATGTTGGTGCGGAAATCAGCATGTCAACTAATGCATCTTCCTTTATAGTAAA2460 A_95_P231944 FG637879

2751 33 31 735 GCTAGCTCGTGACATGAACCTACTTTATCTGGTGTTTATTATTGAATTGTGTATTTCTTG 2462 A_95_P010296 DV999846

2759 33 39 727 GCAGAGCTTGTTCCATATTTGCTTTGATCTCTGTACATTATATTTCCTGATAAGATGTAC 2478 A_95_P024386 EB428278

2763 33 43 1520 CTTTGGTTGTTCTTCAGTTGCTGCATTTTAGACATTCCAGTACTAGTTTATACTTTGATG 2486 A_95_P009281 AB052822



2764 33 44 794 GAGACGCAATCTTTGTTGTTGCTTAGATTGAGTATTGTTTCTCTCTTCTTTGTTTCACTA 2488 A_95_P255459 EH615240

2766 33 46 149 TAATAGCAGCCTCTTCTGGTGCCATGAAAGCTGACGAAGTTGCCAAGATAGCTTTGAATG2492 A_95_P033919 AJ717913

2767 33 47 795 ATCTTGTTGGCAAGGTACACGGTACTTCTTTTGATGTTTTTGTGACTTGTGATGTCTCTA 2494 A_95_P127992 EB427565

2771 33 51 1539 GTGGGAGTAGCTATTTGATATGACCAGAATTGTGTATTTATGAAGTCACTTCTGTTTTGT2502 A_95_P133687 U35111

2772 33 52 527 GGAAATTGTAGCCTTTTGTTTCTCTTGAGCTTCATGTCTTTTCTAATGTACCTTACTAGC 2504 A_95_P141602 EB445283

2776 33 56 822 ACCACCTGCTAATGCTTCCCTTTTGGGAGAGAGAATGAAGCTCTGCAGAGACTAGAAATT2512 A_95_P225772 FG135892

2780 33 60 777 GATATGTGCAATGCTCCTTGTCTGCTTGTTTGTGTATGACATATTTTGGGTTTTCTATTC 2520 A_95_P014326 DV161576

2784 33 64 1485 TGATCTGAAGGATCAATTTTCTGTAATTGATGTGGATAAGAATGGTGTCATCAGTCTCGA2528 A_95_P028096 AY971376

2785 33 65 901 TTCTGAGCATGCGTGGCTCTTCAAGTTGATGCAACCTATGAAGGCAATCCTTCAAGTGAA2530 A_95_P011106 EB680133

2790 33 70 858 GACCTGAAAGAAAAAGCAAAATTCAATTTGTTTTCTCCGTTCCTGGATTACTTTCCTCTT 2540 A_95_P013661 DV999924

2794 33 74 1142 ATATCTCTACTTCAGAACACAACCATCTTTTCCCGAGTAGAAGTGAAGAGACTGTTTCTC 2548 A_95_P198307 TA16750_4097

2797 33 77 474 CTTACCACTGTTAATGTGGCGATTTGATAAGTGATTGGTTGCTTAATCACAGTTGATAAT 2554 A_95_P197802 TA16644_4097

2801 33 81 2001 GGTTGTATATTGTGACAAAGTCCTCTTTACCCTTTTTCACCCATTGATTAACATTGTTTG 2562 A_95_P023196 X71057

2802 33 82 861 AGAAGCTTGCTATATGCTGCTGCTGTCGAAGCTTTTGTGTGACATAGTATTTTTCCTTCT 2564 A_95_P218817 EB450082

2803 33 83 513 AACACGCGTTGTTCAAGAATCAATATCATCTTGATTTTGACCAGTTTGGTTATGTTGCAT 2566 A_95_P231789 FG644307

2809 34 4 458 TTTAATAATAAGGATGGCTTCTCAGGACGTTGGGTTGCGTTTGGTATACTTTATAGGATA2409 A_95_P116502 DV159262

2814 34 9 136 TATGGTAAGAGAGATAATTTTACCTCCCAGGCCCACCCCGAAGCCAGAAGATCTATGAAT2419 A_95_P055326 BP133672

2821 34 16 497 CTCTCAGAAGTTCTGCCTCCACGTTCTGCCAGTGATTCTAATTTCTATCATAGTATGTAT 2433 A_95_P226509 EG650211

2823 34 18 475 GCAAAATGGCATTGATCTAAGCACAGTTGATGTCAGTTATGTTTTTCTTTCTCTCATTGT 2437 A_95_P158112 EH616189

2825 34 20 492 ATTTATTCATGCTTTCTGTCGAATAAGCCCATTGAAGAAGACGGAGCATGTGAAAATACT2441 A_95_P139872 EB443794

2828 34 23 173 AGGCATCTGTATTGATGGATTGTGTCATTCACTTCCTGCTCGCACCATTGAATTGGAAGT2447 A_95_P110277 CV019661

2831 34 26 545 TTATCATTACTGTTGTAGTTTAGAGCAGAACCTTGGTTTCTGGGTGTACTTTGTTAGAGT 2453 A_95_P044446 BP130882

2835 34 30 622 CTCTTGATTCTTTTATCATTGTGGAAACAAGAAAATCCCCCAAATTCTCTGAGGTAGGAG2461 A_95_P143482 EB446772

2839 34 34 784 TGGTGAGCTTTCTCCCTCTTGACTTGAGAAAAGAGAGCAGCATACAGTACATCTTATCTC2469 A_95_P116257 DV158876

2840 34 35 759 AAATATGTATTGCCATTATTCTTTCATTTCATCTCCCTCCCAAATACTGGGCAACCCCGT 2471 A_95_P097853 BP534229

2841 34 36 486 TTACAATAAAACAGTGAACTTCACTTTCTTGCTAAGACTTGGAATAAGCTTGTTGCTTCC 2473 A_95_P053156 BP133101

2843 34 38 467 TCTTCGATACCTGCTGGAAACACGTTAACATTTCATTCATCATCTATAATGTCCGCAGCA 2477 A_95_P091918 BP531557

2846 34 41 0 CTCTGTTTCCACCTCCAGTAAAGCAGAAGCCTCAGAAGGCAAAGAAAAATTGGAGAAGAA2483 A_95_P013166 A_95_P013166

2847 34 42 1123 ACAGTTGGGTGCGCCTGCGATGTGCATGTTTTCTTTGGTTAGGATGTAGTTGCAATTAGT2485 A_95_P192832 TA15541_4097

2849 34 44 1101 CATAAACTGAGCCATTTTAAACATGTGGGACATTCATCAACAAATAAAACAGCCTTGCTT2489 A_95_P194202 TA15842_4097

2850 34 45 475 ATTTTCGTAAAAGAACGGACAAGTTGGTAAAGTGTCATAAATTAATCCTCCCCAGTCTCA2491 A_95_P131472 EB431765

2856 34 51 262 CTCTTCGTCATATTGAACCACAAGTTTGCTTCTTTACTTTACTATGTATTGAGCTGTATC 2503 A_95_P154437 EG649591

2858 34 53 503 GGCATTCTTTTGTCTGCAGATGTGAAACATGTGATATATACATACCTCTTTGGTCTAGTT 2507 A_95_P026251 TA21745_4097

2859 34 54 556 AGGCAATGTTTAGTCTTGCATTCGTGAGCCAGTTGACTATGGGTCCTACTATATTATATA 2509 A_95_P125127 DW004935



2865 34 60 837 GTGAACTTTCAGGGAATGTGATTGATATTTGTCCAGTTGGAGCCCTTACCTCAAAACCTT2521 A_95_P129057 EB428820

2868 34 63 756 GAGCTATGTCTAGGTAAAAAGGATTTCTTTCATCTGAGAGGAACTCTCATGTCTTGTTTC 2527 A_95_P123182 DV160610

2874 34 69 356 ATGCTTTTGACCCAATAATTATGTTTGTTTCATAGCCTCTCTTAGGTAAGTAGGATTTGC 2539 A_95_P192187 TA15398_4097

2876 34 71 770 AATGGAGCTGGAGTTGTGCCTTATGAACTGTTGAAACCATTTTCTGGACCTGGTGTTACC2543 A_95_P150967 EB681141

2877 34 72 28 CCTGCTTTGTTGCTTTGCAAATAGCAGGCTGTATTTCTGATATTAATTGAATGTGTAGTA 2545 A_95_P012376 EB442968

2879 34 74 890 TCTCAAGAATAATGACAGATGCATCTATGAAAGACTTGGCGTCTGCTGGCACTCCTGAAT2549 A_95_P289158 DV157868

2883 34 78 159 AAGCAGATTATGACAAGGAGTGCAAGATATGCACACGACCCTTCACAGTGTTCAGATGGA2557 A_95_P167646 EH664239

2887 34 82 755 TGTTGTTGTGATTCTTACCTTTAAAAAGAAACTTGTTCCCGTCACCATCTGAAGTAGCTG 2565 A_95_P017636 AF422802

2895 35 5 491 GAGGGAACCATATTCAGAAGGGTTGGTAACTCAAATGGGCATTATATATTAGTTAGTTCC2577 A_95_P308568 FG642847

2897 35 7 628 GCTGTGGGCAGTAACATGAATTGCTAATTCATCTAGAGTGCTAATTCTTGAATTGAAATT2581 A_95_P140142 EB444092

2900 35 10 367 GTATAAGCTTCATGGCCTTGGTCAGGAGTTCAAGTGTGAGATATGTGGGAACCATAGTTA2587 A_95_P175012 EH665986

2901 35 11 203 TTCCCTTTCACATCTAAGTGGAAACAGTTGTTCATCTAAGTATACATCCTCGGTTTTGCT 2589 A_95_P095818 BP533357

2910 35 20 1294 GATGACACATTGTTGTACTGCTAGTAGACATAAAAAGTATTCAATGCTGCAAGGAAAATG2607 A_95_P010631 AB004307

2913 35 23 490 GCCGAGCTTCTTCAGTTCTAAGAAGAGACACAAAAAATGAAGCTTCAAAGAGGTGAATCA2612 A_95_P071375 BP525688

2917 35 27 204 CGAAGAGACGAGAGGAGTTTTGACAGATATTTTGGGAGAATGTGATTCGTGATGCTGTGA2620 A_95_P110737 FG632373

2918 35 28 600 GCAACTTCAGGTTTGACTTTCAATTTTTCTCCCATGTAACTCTGTTTTCTCAAGCTGTTC 2622 A_95_P019236 BP530353

2920 35 30 570 CCTTAGGTGAATTTTATTCCCCCTAATGTTTTTGAAGAAACTCTTCTGAGAAGTAGAAAG 2626 A_95_P195567 TA16145_4097

2922 35 32 845 GACAGGGTGATACTGGTTGTTGGATTTATTATTTTCTCCTTGGCTGTTCTTTATGTGGTT 2629 A_95_P290318 DV162653

2923 35 33 779 CATCTCTTTACATGTACAGCCAACTCGATATCGACTATATGACCTAGTATACAATAACTA 2631 A_95_P267336 DV159801

2930 35 40 874 TAAATGTTCATTTCTCAAACTCAGAGAAGCATTGAGGAGAAAAAGACAGGCTGGGCAATG2645 A_95_P206427 EB438827

2931 35 41 606 GAATGGTGACTGTGATACTCCATAACTTGCGGTACCAAGCAATAATCGGACCTATGCTTG2647 A_95_P246802 EB435034

2934 35 44 216 TTGTAAGGACGCTTGTCAGTAAGGACTAAGGATTTTAATCCCAGATGGTTTATGCAAATG2653 A_95_P176252 T18337

2941 35 51 767 CAGCAATAATAGTGTAGAACCGAGGATGACAGTGTAGAATGGGTGGGAGATGAGAATAAC2667 A_95_P310283 FG135791

2942 35 52 610 GTGGTATGACAGTAATAAAGATGGTAGAGATCTAAGAGTGGTTTTTCTTTCCCTTTGTCT2669 A_95_P259406 EB436297

2949 35 59 475 TGGATGTTACTGGTGATAATGGGACTGCAAGTTTCTCTTTTTCAAAAAAGGCCATTCGCC2683 A_95_P159877 EH618406

2952 35 62 813 TTGATAGGCTTTTTAGTGAGGTATTACTTTCTTCCCAATTTGGTATCTGGCATTGCTTTG 2689 A_95_P232974 EB425670

2957 35 67 566 GAAAGGATGTAGAATATATCTGTACAGTGAGTGGAGTTCTGGCAAAAGTTAACTTATCTA2699 A_95_P053861 BP133296

2960 35 70 386 TTCCTAGCCCTGATTATCATGCCTATTTTGAATTTTCTCCAATTCCAGAATACAGATTTG 2705 A_95_P065565 BP136366

2962 35 72 658 GAAAATAACGTTTAACTTATTCTGCACCCCCACCCAAATTTTTCCAAGCCAACCTTTTTT 2709 A_95_P296603 FG638025

2965 35 75 125 GGCGAACTGCTGCCATCATCCATGAATTGAAGAATGAGATCGTAATTCAGAATGACAATA2714 A_95_P114977 CV507105

2968 35 78 445 ACCTCCTGTATTTGGATTCTGAATTGTGCATTTCATGGTTATTTTTCATTCAAACCAGTG 2720 A_95_P181737 TA13051_4097

2977 36 2 221 TTAGCTTACCATTTTCTGTGAACCTGCAGCTTTTGAAGGTTTATGTTTCTCATTAGAGTA 2572 A_95_P196597 FG626013

2981 36 6 732 CATGCAATTCAGTATGAATTTGCTTGTAGATGCATGATTTCATCTCCTGCCATGAAATAA 2580 A_95_P016821 EB681829

2984 36 9 593 CACCGGATATTTGGGGCTGTGTAGTTTCATTTTTATTTGACTTCCGCATATATTTTGTTG 2586 A_95_P201752 TA17490_4097



2999 36 24 0 GAGCTCCCTGCTCCTTTCTTTGCTTTTATTAGGGATAATTTCGCAATGTATTATTGCTGA 2615 A_95_P265926 A_95_P265926

3011 36 36 435 ATATCTGGAAGACTCATTATTTGACAAAACTTTCAATAAACCACTGCGTTCATTGAGCAG2638 A_95_P104552 CV017065

3020 36 45 576 CAGCGTTAATGAGTATGTAACGAGTTCCCCATATAAGTGATGCCCGTATTATTGTTTTTG 2656 A_95_P028016 EB443690

3022 36 47 320 ATATGCTAAAACAAAGTCAGATTGTATTGCTAAGGCAGAGGGGACCTATGACAAGAAACA2660 A_95_P200922 FG644997

3024 36 49 126 CTCTGGACATTCGGGTTATTACTTGGTACAAGTTAATAACACTTATGCTCTCTCTTATTT 2664 A_95_P033259 AJ344589

3025 36 50 705 TCTGAAAAGTATAGTGATTGATGGAGATACAACTGTACCCGTTTACACGATTCTTGAGGT2666 A_95_P127812 EB427384

3026 36 51 110 TGGTTGTGGAGGTTCTGTACTAGCTTCAACTCCGGAATTTTTTGCGGCTTGCCATACAAA2668 A_95_P242202 AJ719161

3028 36 53 290 CTTTAATCGTTTCCTTTTCGTTCTTTTTTCTTAGTGGGATGGAGTCTGCTATTTGAGCGA 2672 A_95_P077050 AM783661

3033 36 58 731 TCCTTGCAAGGGAGAGGAAGCTCATCAAAAAGAATAATTTTGATATTCAGAGGTTTGTGG2682 A_95_P126797 EB426152

3038 36 63 814 GGGATGACAAAAGGGAATTAATTGGAACTTGGAACTGTTAGACCTTAATAGGTTGTTTTT2692 A_95_P100978 TA12699_4097

3046 36 71 425 ATCAGTGTCAATGGACGATTGGATCTGGAGAGGGTTCAAGTAGTTTTGACCAAAACGAGG2708 A_95_P052446 BP132926

3048 36 73 710 AAATTTAAACCACAGATAAGTGAATTTGTTTATCAAGGTGAAGAACCCGTTTCTGGTAGC2711 A_95_P150902 EB681052

3057 36 82 370 TACTTTAGATAACGTGTTTATGCAAAGCATGTCCTGTTTTCTATTGACCTTGAACATCGT 2729 A_95_P040221 BP129769

3058 36 83 1077 TGATCTTATATGAGATGCTAGAAGGTGATCCACCATTATCCCACTATGAACCATATGAAG2731 A_95_P008056 TA15653_4097

3059 36 84 1122 TTAGGTCTAGTTTGGGATAATTCATTGTTGATGGGGATGGATTTAGACACTGTTAATTTG2733 A_95_P017346 TA14303_4097

3062 37 2 325 GGTTTTTTGCCCTTTGGGAAGCTATAGACAATCGGGTTTTAAATTTAATCCAGAAAAAAG2736 A_95_P113562 CV021194

3071 37 11 623 GCGGCATCAAGCATGTATTGTGCGATTATTGTTGCTTCTATATGTTTATTTTCCTCTGGA 2753 A_95_P090088 TA16335_4097

3072 37 12 294 TGCATCCCACTCGGCTCTTCTAGTTAAGCAACATAAGTTTCATGTTTTCTTAAAATACTC 2755 A_95_P157992 EH616031

3073 37 13 586 CAGTTGCTTTCTTGCCCAATTTAAGCAAAATGTAATGTTTTTGTGCCTGGAAGATAAATG 2757 A_95_P280808 FG635057

3074 37 14 141 TGGCCTTAAGATCAGCTGCCTCATTCCCTGTTTCAAGGAAGCAAAACCTTGACATCACTT 2759 A_95_P105292 EB438050

3077 37 17 1075 TAGGAGCACATTGTCTCCTGAACTTTTGGAGCAAATATTTCGTGATTGTTTGGGTGCTCC2765 A_95_P190027 TA14917_4097

3079 37 19 449 CATGAAGGACTGCTTTGTAATTAATTTGTTCGAGTGTTATTTGTGTGGCCTGTATATGCA 2769 A_95_P033439 AJ632746

3082 37 22 342 AGCCACGTGTCTAGTTTGTTATGAAGTTGATTCTGCCTATATTTATATTCCTTGTACTCG 2775 A_95_P133192 EB434485

3088 37 28 682 TTTCGAAGTATGTAGAAGACCATAGTTGCTCTGCTGATGTGCTTCAGCCTGACCAACAAC2787 A_95_P138707 EB442425

3091 37 31 1319 GGAGCATGGTCTTTCTTGATTTACTATATATGCAGGTCCTCTTTAGGGATATTATATGTA 2793 A_95_P250337 AB041514

3095 37 35 905 CATATTGTTTGAATTGTAGCGAACCACACTGGATTTTGAGAACATCTGTTGTTGTTTACC 2801 A_95_P253654 DV161692

3099 37 39 496 GTATCAATGGTTTCGGTTTCTCATCTTAGATTTGGGAGCTGAGATTTAGTGTATTTTAGA 2809 A_95_P153677 EB683895

3101 37 41 1366 GAAGGGGATGGTTTAATGCTTCAGCTGTATTTATCAGTTGTTTGAGAAGATCTATATATG2813 A_95_P011416 TA12493_4097

3102 37 42 1379 CTCTGAATGTTTTCTTTGCAGTGGTGGTGTATTGGATATTTAATGGCTGTTTGCAGCCTT 2815 A_95_P002656 TA16132_4097

3111 37 51 330 ATATCTCCGATCTCGATTACGGCGTCTCAAATGAGGATATCAAGGAGCTCTTCTCCAAAG2833 A_95_P102547 CV016069

3112 37 52 413 TTTGGGCATTCTGAATCTTGTACTGAGTTTTGAGTTTGAAATGAGTTCATAAACACTCTC 2835 A_95_P187742 FG125349

3116 37 56 578 GGACCTACTGGTTGCTACTTTGATCATACTGGTAGTAGCCGAAGTTTAAGATCCTGTTAT2843 A_95_P102327 EB681115

3118 37 58 450 ATGGTCTTTTGAACTTTTTGTGCATTCCAATCTACTCCAGGAATGGAGTCTGAAAAAATA 2847 A_95_P156602 EH614327

3120 37 60 847 ATAGGGTTGGAAGAGTTCGAGAAGCACTCAAATACTACTCCATAGAGTCGACAGCTGCTT2851 A_95_P242602 EB427401



3124 37 64 271 TTTCAGTTAAACGCTTTAGTTCTCTTTACTTATGTTGATGGCTTCTGATCTTCTGGCAAA 2859 A_95_P183927 TA13571_4097

3130 37 70 540 CTTCTTTATGTTGGTAAAACTGCTGGTTACCATAGCAGGACTCAGGAAGAAATTCATGAG2871 A_95_P051126 DV161248

3136 37 76 503 AGGTTCAAGCATTCGATTCCAGTTTGGCATACTGGATGGGAAGCTTTAGCGTGTTATCTC2883 A_95_P088268 BP530000

3144 37 84 2532 CACCTGAATTTTCTTGTGCTTTTTCAGTTTAATTGCAGATGCAAGCTGAAAATTTAACCC 2899 A_95_P182947 TA13342_4097

3145 37 85 131 TTAGAACAGGCAAAGGATGCATTGGCCAATCTTGAAGTTCCGGTGGGTTGCGTTATTGTT2901 A_95_P158182 EH616253

3146 38 1 882 CAGTATATGCTCACTACTTTTTGGCTTATATAAATGAAGGGACACTCTGCCTTCTAAAAA 2735 A_95_P008396 AB079024

3153 38 8 2218 CCATGTAAGATTGACAAAATGTGTACGCTTTCTTATCTCTATAGTTGGCTCATATCATGT 2749 A_95_P237724 AB004797

3155 38 10 290 CTCCGCTCCTGCGACTAAGAATTCTCAACTATATGTTTGTACATAAAATGCATAATGAAT 2752 A_95_P155337 EG650018

3157 38 12 670 AAGAAGAGCAGGAAACATCATGTAGGCACTGCGGTATTAGTTCGAAATCCACTCCTATGA2756 A_95_P028876 TA15643_4097

3159 38 14 753 TGACTATAATTAAGGTTGGTTGGGTGCTTTCGCTAGTGCACAGCCTTGCTTTTACTCAGT 2760 A_95_P198702 TA16835_4097

3160 38 15 1229 CATCTTTGATGGCTTTAAGATAGCGTGATCGATTTTGCATTGTCAATGTCTAGTTATTAG 2762 A_95_P176842 TA11803_4097

3161 38 16 663 TAGGCATATCAGTCACGAATGAGAGATCTGTGAATATGTTGCTATTATATTTACGCACAT2764 A_95_P153427 EB449788

3165 38 20 481 CATAATGCGATCCGTAGTGACAGCAAATGCTTCTCTCTTTATTGATGTTTGAATTGTAAA 2772 A_95_P035358 BP128453

3166 38 21 572 TTAATTGACACAGGAGTCAAACGGCTATGCAAGTGCTGAATGCATTCCATTATTTCTAAA2774 A_95_P234179 FG645147

3168 38 23 729 CAGAAAATTCAGTGCTCCGAAGCAAGCTCTTGGAACATGATAATCTTGTAAGATACACTG2778 A_95_P302058 FG194027

3169 38 24 261 CATCTAGCTTCGACCCTCCAAATGTTTTAGAAAAGCGTGGGTTGTTTGTCACTTGCAGTA2780 A_95_P071340 FG642353

3170 38 25 765 GATGCTCAAGGATAATATTGGAATGTATGCCCAAGTTTACCCAGCAAATTCATTTTGGGT2782 A_95_P164742 EH624051

3173 38 28 127 ATACTGTCAAGCAAAATTTAATTCTACCACATAGGTGGGTGCGGCAGCATTTCGCACCAC2788 A_95_P113257 CV021079

3180 38 35 900 TTGGAAGATTTACCGAGCAAACTAAGGGGTCTTGTGAGAAATGCGAAGAAAGTGGAAGCT2802 A_95_P145807 EU342421

3183 38 38 895 TCGGTGTGATTGTAGCTGACAATTGTAGCTGTTTGACACAAAATAGAGTGACTAAGATTT2808 A_95_P186237 TA14082_4097

3189 38 44 988 GGTTTTCCATTGGGACTGCATGTTGGGTAAGTTGTCATCGTCTATTGGGACTGGAAAATT2820 A_95_P193942 TA15779_4097

3190 38 45 583 AATACAGCTTAAGGATGCTTTCCACACAATTGAAGTGCAAGGACTGCTTCAGCACACAAA2822 A_95_P254834 EH617724

3191 38 46 787 GGGAAGCAAGTTTAGGTGGTAATGTAAACTTCTTATTATGGATTAATTCGGCTTTAGAAC2824 A_95_P211407 DV157963

3194 38 49 683 ATTTATTCATCCAATATGGGATGGTGAAAATTATCCCCAGTCAATGTTTCCCGCTCTGAG 2830 A_95_P242822 FG636021

3195 38 50 623 CATTCATGATTTGTGTTGTTAGCCAGGGGCTTATTAAATTATAGCTCCATTTGTCAAATG 2832 A_95_P062030 BP135410

3196 38 51 703 TTGGCTGAGGTGGATTTAAAATTTAAACGTACGTCCAACCTTTATATTCTCACTACAAAC 2834 A_95_P178707 TA12325_4097

3198 38 53 774 ATGGAAGCCTATTGCCGGCCTCTGTGATATCTGTTTACTGTGCTTATGTTTGCTACACTG 2838 A_95_P253969 FG125331

3203 38 58 364 TAAGATTAGTTAACTGTCAAGGCATTGCTGTAGAAGACCAGGCTCCCGGAATTCACCTTC2848 A_95_P115712 FG644328

3212 38 67 406 TAATGTTGGAAAGCTATTGAGTATTCCTTTAATTTATTTATGGGGAGCCAGTGGCTGTTA2866 A_95_P132482 EB432975

3223 38 78 702 AGCTGCTGACAATGGAAGACATTCTCTGTACATAATTCAATTTAGCAAGTATTTCGTTCC 2888 A_95_P117907 DV160875

3228 38 83 850 GATTTGTTTGGCCAATATCATGGGAGGATTTACCAGTCTTTTCTTTCCGGGGTGAATTAG2898 A_95_P180712 TA12811_4097

3232 39 2 603 GAAACTAATTCCGAGGCGATAACAGGCTATGTCAGGGGTCGTGATGTCCATTTCATATCT2904 A_95_P004746 FG176614

3233 39 3 588 TTCACTGAGAGGCTTCCTTTCTTGCCTCTTATGTTGATAAGCATATACTGTGCCTTCGGA 2906 A_95_P236189 BP133167

3237 39 7 531 GATGTTTTGCATAAGCTAACATTGATTTATAAATTGGTCAATGGATGCCCCATTTTGTGG 2914 A_95_P029381 DW003030



3238 39 8 184 GAAATCCATAGGCTTTCAGTTGTTTAGCAGCATGGATATAGATCTTCGGCTGCCTTCTTG2916 A_95_P127507 EB427025

3240 39 10 82 CGCCTTTTTCTGTATTTTCTGGGGTTGTTTGATTGACCATATTACATATAATCTCAGTAC 2919 A_95_P013211 EB446083

3241 39 11 1382 ATAGCATCCACCACCTGTAATTGGTGACTCATTAGTTTGCAGGGAATAAGAGTTTAATCC2921 A_95_P123412 X96727

3242 39 12 765 TGACACAAGAACTCCATAACATAAGTAGAGCTCCCAGGTATCTCCGGTGATTGACTGTAA2923 A_95_P147237 EB451503

3243 39 13 806 GCCTGAATGTTGGTTATTATTGTACTTACTATGCGTCCAAGTTGTAATTCTAAGGAAAGA2925 A_95_P010341 TA13001_4097

3244 39 14 304 TAGGTCAAAGGGGGTCTGTAAAGTACCTTTGCTTATGCCTTATGTCAAATTTAATGTACT2927 A_95_P084360 BP528997

3247 39 17 732 ACAATCAGTGATGGAAGGATATTCTCAAAGGATATGGGGATCGCTTGGCATAAAACAAGA2933 A_95_P162097 EH620870

3248 39 18 232 CTTCGATTTTAGTTGTTGTTGTATCCTAGTCTACGACTAAATCTGTCCTCAGCTTTATGT 2935 A_95_P027856 EB442502

3251 39 21 461 CTGGCCATGTTATTCATGTAACCGTAAATTCCGAAGGTTGATACAATTTGTTAAATCTGA 2941 A_95_P005591 TA14421_4097

3262 39 32 930 ATTGAATTGTGACGATTAGTCTAAAATGATCCAGCAAGCAATTGTTGGGATTTCCTTTCG2963 A_95_P222892 TA22130_4097

3263 39 33 722 ACTGGGCAGGCATTGCTTAGTTTTTGTATGAGATGTTTGTTAGTAAATGGAAAAATGGAG2965 A_95_P012556 TA13220_4097

3277 39 47 1454 AAATGCTATCTGGCGTTATATTCCTTAATTCCAGTTGGCAAGTTCTAGAAATTCAGTGAT 2991 A_95_P192007 TA15360_4097

3282 39 52 409 GAAAGAGAGTGGAAAGTCATCCATTCTTAAGGACGTAAAGCCATGGGATGATGAAACTGA3001 A_95_P103947 CV016769

3283 39 53 549 AGAGAACTAATATTTCGGGAGATACTAGAGTACCATCCTCAGCTTCTGAAGGACTACATG3003 A_95_P164402 FG151562

3285 39 55 1307 GGAAAAAGAACGAACTAGATCAATAATTTTCTGGCCAGTCTATGTTTTTGTTCCCTTCAA 3007 A_95_P180357 TA12723_4097

3287 39 57 578 TGAGTGAATGATAACGTTTATCTAAGTAAAGGGACTTTTTTGGGGGATAGCTTTGTTTGA3011 A_95_P161392 EH620136

3288 39 58 578 TTGCTGGCTGTGAGAATTTTGCATCAAGAATACAGAACTAGTATCTGTTTCTACTGTTTG 3013 A_95_P179042 TA12415_4097

3290 39 60 955 CTTCTCCTTTTTCAGGCTTGTAGATTACTGTCTTGATTCATATAAGAGAAGAGCTTGTGC 3017 A_95_P176187 L29271

3293 39 63 826 GTCTGATGATGAGTGACTTGTTGACGATGAAGTTTATTTTGTTGTCTGTGGGTCAGCTTT3023 A_95_P126482 EB425800

3296 39 66 921 CGCTGTTCACCTTTTTGTTGTTAAGATGTGCATTTTCATATAGAAATCAAAGAAAGCACC 3029 A_95_P016346 TA13728_4097

3298 39 68 566 TTGGAATACTTGTTGAAGGTAGCAAAAGGGTTTGTTGTCGGTTCAAATCAACCTTTAAAA3033 A_95_P068170 BP137067

3299 39 69 795 ACTAAAGACAGCTTTGGAAATGCTAAGACTAGCATGCACCCTCGAAGAAAGTTTGCCCGA3035 A_95_P299388 FG172777

3302 39 72 635 ATATCTGAACTTGATTTATTGTACTTTGTATGAGTTGCACAGTGGCCATTTGTAGTGCAT 3041 A_95_P270277 EB445989

3304 39 74 622 GGCGGTGGTGACTGCGTACATGCTATTGATTTGATTTTTACTCTGGTTATTGTTTATTGT 3045 A_95_P181307 EB683516

3309 39 79 664 AGATTCAAAAGCCGATGCTTGGAGAGCTCTTTGGACTGTCTGTCTACACAAGATATTTGC3055 A_95_P275003 FG192759

3315 39 85 293 TTCCACCCAAAACATCAACAGCAATGGTAGCATATGCCTTGACATTTTGAAGGAACAGTG3067 A_95_P114207 FG636798

3316 40 1 377 CCATTCAAGTTCTGTCCTAATTTGGAGAAGGAAAAAGTTGAGTATTCTAGCCAATGGTTT2903 A_95_P131752 EB432143

3320 40 5 668 GCAGTAGAGATTGATATAAAGTAGATTATGAGCTCTCCTATGACCTATCTATCTTGCTTG2911 A_95_P232314 FG641881

3330 40 15 538 ACCAAATAGATGGGTTTTTTACCCATGCAGTGACTTCCCTTTTCGTTTATACTGAAATTG 2930 A_95_P057036 BP134112

3341 40 26 839 ACAGACATAGACCGCATCCAAACCAAGATTAATTCTTCTGCTAATACCCTTGCCACTAAA 2952 A_95_P309753 FG172772

3344 40 29 410 CGTTCCTAATTCCATACCCTGTAGAATTTTAGTAAACTCTGTAGTAGCTCATGACTTGTG 2958 A_95_P092528 BP531845

3345 40 30 648 GTTTGGAGAGGAACCTTGGCATGGATCCAAGTGACCCAATTATTCCGTTTGTTCTTTTCC 2960 A_95_P214587 FG136377

3348 40 33 763 CGGTGTTTTTAGCAGAATAAAGGGGCGCTTAATGTTTGCTTCGAAGGAGCTGATGTCTTG2966 A_95_P180542 TA12769_4097

3356 40 41 728 GATCTATGCAAGAAGAAAGGAGCGTGAATATTTTGCTACCAGTCCGGACTATGGGCATCT2980 A_95_P297028 EB680938



3358 40 43 481 GCTTGGATTTCTCATTGTTAATGCATTGAAGATGCTTTGCCTACCAGTGAAGGTCCCTTT 2984 A_95_P275138 AM804984

3361 40 46 863 GAACTACTTGCCATTTGTACAGCTGAAACAGTTTGAGCACTGCTGCTCATGATGCATTGT2990 A_95_P253574 FG177904

3364 40 49 834 TTTCAGAGATAACAGAGGAGAATGTAAAGCAACACGGTGAGAAACTTGGTGAAGCCATAT2996 A_95_P220837 EB424748

3366 40 51 796 GGATATGACTCCGTGGTGCCCTTCCCGTGAAGATTAATTCAATGAATAAAATAATTACTT3000 A_95_P146457 EB450511

3369 40 54 701 TGTAGATTCTCCCAAAGGAGGATTAAGAGATTCCACTTTTTATAGCTGAGATCTTTTTGT 3006 A_95_P029031 TA17801_4097

3373 40 58 300 CTTCTATTATGCTTAGAGGCTCTCTAGACAGGTTGTGGGTGGTGTTTGATGTTGGGAATT3014 A_95_P160977 EH619674

3374 40 59 803 ATTTGCTGAAGCAGCTTAATAAAACCAATGACCCTACATTCACCCCGTTCTACAGCTGCT 3016 A_95_P188467 TA14577_4097

3375 40 60 647 GAGGTTGCTTCAGAATTGAAGAAGTTTCACTTGTCCTGCAAAAGTTGATATTATCAGTGT3018 A_95_P210502 TA19411_4097

3377 40 62 960 AGGGTTACATTTTACTCGGTTTGACAGACGCTATGGGATCAGTATAACTAAAACAAATTC3022 A_95_P129452 TA18724_4097

3378 40 63 788 ATAACTGGTCTTAACTCTTACCCAACCATTGCATTTCTGTTTGTAAAGTTTACAGAAAGC 3024 A_95_P017336 EB425231

3386 40 71 0 TCCAACCCTCCCCCGAATTCGAGCGTCAACTGCATCTCTATTTGAGATTTATGAAAAGAT 3040 A_95_P285233 A_95_P285233

3388 40 73 1696 GACATGTATAATGAGTTATATACTTTTTTCAGGTGACGTCTTTCCGTTCTACTTGACATC 3044 A_95_P198987 TA16896_4097

3389 40 74 420 ATATGTACAAGACCGATAAAAGCAAGTATGAAGCCACTGCTCGGAGCTGGACTCAAAAGT3046 A_95_P106047 EH619487

3392 40 77 831 TTAAAGCAATAAAGGAGAGATCCAGTACACCTAAAGCGCCTCGTGATCCGCGTTTACCAA3052 A_95_P030566 EB680520

3400 40 85 261 CACTTGTTTCTGGTGCTATTGGATCATGTTCAGTATTGTTTGCTAAGTCTCTTTCAAACA 3068 A_95_P242547 DQ460173

3402 41 2 706 TCACTGTCCAAATGGTGAAAATTCCCCAAATTGGTTGGGACATTAGGCTATGCCTTAAAG3071 A_95_P054096 BP133353

3407 41 7 635 CATGAAATGTAATTGGTCGTTGCAACAAATCACCTATATACGTTCTAGTACTATCTACGT 3081 A_95_P000966 FG638726

3411 41 11 1035 TGGCAAACAGACGAGACTCACGGATTTTGGAACTTTCTGCATTTCTTTTCCAATGTAATC 3089 A_95_P026766 TA18491_4097

3412 41 12 719 AGCTCGTTTTCAACTGATTCTTGATTTTGTTCTTTCTTACGGCGTAAATTCAGTTGTCTC 3091 A_95_P032906 AF197568

3416 41 16 314 TGCATCAAACTGGAGGCACAATTCTTTAGAGTCTTCTTTGCTGTATCTGTGAGACCTAGG3099 A_95_P106167 FG640961

3419 41 19 520 CTCTTAAGGATACGATATCTCAGAAAGATGAGGAGATTGAGAAACTGCAGTGATCAAGAT3105 A_95_P085145 BP529206

3420 41 20 783 ATTGTTGCTACCTGCTAATCTCGTCTGCATGAAAAGCTCTGTTTCTGCATTATAAAGATA 3107 A_95_P013776 TA12614_4097

3426 41 26 742 GTTTGTAGTTCTGTTAATTGCTAAATTTGTGTAGTTTAGCTCTCTGCATTGACAAGTAGC 3119 A_95_P012371 TA15245_4097

3428 41 28 1601 ATAACGTTATTTCATGTTTCTTGCATCCTATCTCGGGATGGAAAACTCATAATGTTGCTC 3123 A_95_P041432 TA13097_4097

3434 41 34 436 GTATTTGGACCATTATATCTGAGAGTCCATTCAAGGGCCAGCTACTTGGTCTTACTTATG 3135 A_95_P203573 FG643084

3435 41 35 142 TATTAGGATTGCGATAAGCTGATTTTTTGTCCTAGCTCCGGCGCTCGATCTTGGCAACAA3137 A_95_P058386 BP134463

3440 41 40 356 TGACCTGCTTTGACAGGCCAGAATGAATTTTCTTCATCAGTTTAAGTGTGTCATTTAACA 3147 A_95_P180847 EH618138

3441 41 41 667 CCTGGTGTGGTTGCCTCATATATTTGATACTTACAAAGTCTTTGCAATGAATGCATTCTG 3149 A_95_P287823 EH620884

3442 41 42 648 CACTCAGAAGTTACATCGCCCGATCGCTCTTAAAGATCTACTTATTGCTAGCACTCCAAT 3151 A_95_P300273 FG637378

3444 41 44 460 TCCAATCATTTGTACCTGTAAATGTGCACCAGATGTTATAAACTTGGTAGTGTCATACAT 3155 A_95_P154022 EB684183

3447 41 47 715 CTTATTATTCTCGGAAAGCTTCAAGTTGGATTGTGGAAAGATTCTTGTCCAGATTATATG 3161 A_95_P239139 AJ344536

3452 41 52 297 ATTGTCTAATTATTTTTTCCTTTTCTTGGTTTTAGTCGAGATGATGAGTTGCCACCTTGC 3171 A_95_P124562 TA20094_4097

3454 41 54 346 ACCGATTTCAGAACTTTGTAGATACTCTGCCTGCTTCTCTATTGCTCTTGTTTGACAGAT 3175 A_95_P090453 BP530961

3455 41 55 756 CGGTTCATCCCTGTTACTACATTTTCCTTTCCAATCAAAAACCATAAGCGTTTTATTTAG 3177 A_95_P020621 TA21510_4097



3459 41 59 529 TTAGCACAGTTGAAGAACTTAGATTTTGCTTTAAAAACTTGCTTGAGGCTGACATTGGAA3185 A_95_P018611 TA15760_4097

3460 41 60 630 GTGGGATAGCTTTGTTGAGTTTATCTATATTGAGACTTCTTTTCGTGCAAGGTTTTGGTA 3187 A_95_P116172 DV158743

3464 41 64 374 GGGCTGTGTTAAGATGAGTTTGTTTTACATGTGTTATGTGGTGATATAATTGTTGTGGCG3195 A_95_P143207 EB446547

3470 41 70 734 GAAATCCAGTTTCTACGTTCAAAGTAACATTGCCGGTCTTGTACTTTTTCTAGAGCTTGC 3207 A_95_P163042 EH622055

3477 41 77 816 CTTGTGGACTTGTCCTGCAAAATCCTTACAGCTAGATGTATCTTCTTTTTTCTTGATTAA 3220 A_95_P001106 EB443952

3478 41 78 505 ACAAATGAAAAGTCTTACCTTCTTGATAACAATGCTCAAGATCATCTTCCTGTTAGTGTG 3222 A_95_P082985 BP528645

3480 41 80 519 ATCAGTGTACTTTGACCTTGACCTTGACCTATAGTAGTGAGTAGGCAAATTTTACCATTT 3226 A_95_P083640 BP528812

3482 41 82 923 ATGGTGCCCAGTCTCTAGTAAGGCCTCGTATGCGCTCATATATGTGAATTTCAATAGACA3230 A_95_P195007 TA16025_4097

3486 42 1 290 CCAGTTTGAGTTCAGAAGAATATTTGTAATGTATGTAAAACTTGTGCAAAATCGGAGCTC3070 A_95_P094163 BP532589

3491 42 6 807 ACACATGACCAAGCTCTGCAGTACTTGTGGAATTGCAAATATAACTCGTTGCAGTCACAA3080 A_95_P289118 DV157762

3496 42 11 856 ATAATGAGTGGGTTCTTGCTACAGCATCATCAGATAGTACTGTCGGTCTGTTCGACATGC3090 A_95_P269961 EB428345

3497 42 12 379 CATGGTGGGTTGCAGTGCTCTTCTTGTATCGTGTCAATATTATAATACTAACCACAATAA 3092 A_95_P075800 BP526819

3499 42 14 1523 AAACACTATCTGCTTTAGAGCGTCATGAAGAATCTTCTTCTTCTTTGTCCAGATATCCTC 3096 A_95_P196582 TA16370_4097

3501 42 16 705 CAATACTGCGCACTACCACATTTTGAAATACTGTTATTGAGGCTATCACAATTGTTGTAA 3100 A_95_P204557 DV158965

3506 42 21 454 GAATACATAGCAGAGGTTTGTGTATTAGCCAGCCTATTCATCCCATTTATTATTATGTGT 3110 A_95_P161212 TA17504_4097

3507 42 22 805 CGGTTTGAACCTGCGTTTAGAGGTCAATATTGAGGATTTGCTGATTATAAACATGTTTAA3112 A_95_P258601 DV162530

3508 42 23 1411 ATTGTCTGACTTTGATTTACAATGCTTGTCTGGACGCTGTTGATAAGCATGTAAAATATG 3114 A_95_P003836 TA12877_4097

3509 42 24 643 TGCCATGGACTGTTGAAATTTGTACTCAAATCAGATCTCTTAGGGCTGTTAATTGATGTT 3116 A_95_P293768 FG635385

3513 42 28 223 GTGCTTAGCATGTTGTAAATAGACAAGAATGTCAAATTCTATCAGTGCAAAGCAATCACT3124 A_95_P139082 EB442786

3521 42 36 768 AATTACTTTGAGATCTGGTTAGAGCACTGGAGATGTCTTGCAGATGTGGATTCCCAGGTG3140 A_95_P228304 FG167556

3528 42 43 186 TCCATCAGTTCATAGCCCAGGAAATGTTCAGATGGAAGCAACAATATGTTAAATATTTGT3154 A_95_P002331 TA21758_4097

3529 42 44 0 ATCAACCTTATCAAATATGGGGTACTCGGCCTTGAAGCGAGTGCAAACCATGTTCTGGAT3156 A_95_P241639 A_95_P241639

3532 42 47 687 GGTTGTTTTCCATGTCTGCACTTCACTACATTACCCTTCCTATTTAAATGAAAGTAGTAT 3162 A_95_P213172 TA19992_4097

3539 42 54 406 TATTCCCTGATCCATTGGCGGTCCCTGACGTATCGACTAATTCGGCGTCAATATAGTTAT 3176 A_95_P271746 AM791353

3540 42 55 685 GGAGATATGTTTAGCAAAAACAGTGAAATGCATATTTGCTATCCCTTGGTCCTAGTTAAA3178 A_95_P291668 DW005231

3544 42 59 581 CTACCACAGATAGTGATTCTACTTAGTATACTTGACGTGCTATGTAATGTCAAAGTGCAT 3186 A_95_P211287 TA19577_4097

3549 42 64 856 TTTATTTTGCACTTTCATGTGGCTTCATGTGGGAGCTCATTTGCAGCTCGTCTATGGCCA 3196 A_95_P259031 FG138736

3553 42 68 619 ACTAATGCACGGGTTGCTTGGTTCAGTATCATGTCTTTGGGAGTCTGCATTGTAGCATCA3204 A_95_P301358 FG634200

3558 42 73 806 GTACGGTGCAGCTCCCTGTATATGAGTAAATTTTTGTATAGTTTTAGATAGCTGATTCAT 3214 A_95_P122492 DW002464

3573 43 3 516 ACTTCAGATACTCAACTCGAGGCCCATAGGATATCCTTACAGCAGCAGATTGAGATTCTG3242 A_95_P032151 BP128511

3577 43 7 523 AAAGCTTCACCCTTAAGGGGTTTTGTGCATGGAGATGTGAAGCCAGAAAAACTTTTTTGC3249 A_95_P162267 EH621204

3580 43 10 648 AATGGTTTTGAAATTCTGCTGGATGGGTTCTAAGTGGTAAGCATTTTAACCATTGGGAAA3255 A_95_P016101 TC50020

3581 43 11 780 TTTCCCTGTTGACTTTGCCTTCTTTGATGAGCAGTACCCCCATTTCTTTGATAAGGAGTC 3257 A_95_P312538 FG150405

3583 43 13 240 TTGGTTACCTGTCTGACATGCTACTTTCCCTAACTTTCCCAATTTGCATGACTAGTTGGA 3261 A_95_P029806 CV019868



3589 43 19 370 TGTTAGGATTGTAAAGGCATTCGTTGACAACCTTATCGAAGATCCAGCATCACTTGCTGG3273 A_95_P091603 BP531431

3600 43 30 708 ACTTAGATGGTCCTTTTTCAGGGCTCGTCCTTCTCAGATTCTATAAATCTTTTGGGTCTG 3294 A_95_P068405 BP137120

3602 43 32 675 AGGATCGTCCAAGGATTTGTCCTAGAGACGCGAGAAAAATCATGCTTCATGCTTTTGGTG3298 A_95_P223732 EB684141

3603 43 33 385 TTAGGTGTTCCACCCGCAAGCCCTATGAACCTGCATTTTGAATTCTTGTGTCAAATAAAC 3300 A_95_P110667 CV019842

3604 43 34 1476 CATATGATAGGCAAGCTTGGATGCTTTGCTTTCAAATTTGCCATCATTTCTCTACATTTA 3302 A_95_P013611 TA15009_4097

3606 43 36 412 TACCCATTGCAGATGCACCTCCTGAAGATGAAGCTGCCTTTGCAACATTTAAAGGCATGT3306 A_95_P041136 BP130016

3608 43 38 352 TCTGTGGTTGTGTAATGTGAGTCTGTATTGAAAAAGATTGAAGCTAGTATTGGAGGTGTT3310 A_95_P141797 EB445426

3609 43 39 1018 CCTTCATAAATGGAAGGGGAGGTCCATTTGTTGGCTATAGTTTATATTTTTACCTTAGAA 3312 A_95_P032746 AF068724

3613 43 43 297 AATCTACACCTGGGGACTCTTGGTCAGAGACTGAAGAAATAGACCGAGCTATTGCAATCT3320 A_95_P136607 TA16023_4097

3614 43 44 446 AAGGGTTGAAGAAGTTCAAGTATTTGTTGTGATATTCATGGTACACTAACGGGTCTGTAA3322 A_95_P282703 AM833244

3617 43 47 462 CAGAATAGTTGTTATGGCAGGGCAGGAAGCTCCCACAATTACCAAGGACAAGAAGGAAAA3328 A_95_P086968 BP529679

3618 43 48 557 CCATGAATTGCAGAAGCATGGGGAAGATTTGAACTTGCAAAACACAAAAACAACAATACA3330 A_95_P141442 EB445170

3619 43 49 720 AGTTGGACCATTTTCAAAGACCCAAAATTACACCATTTAACAACCTCCCCTGTTTTAGAC 3332 A_95_P127852 EB427399

3628 43 58 777 AGCATTGGCTGAAAATGAAGACATTGATGACATATTGCCATCGCCAGAGCTACCAACGGT3350 A_95_P145697 EB449444

3629 43 59 784 GTTTGGACTTAGTTGAACACGTTAAGATATAATGCAAACTTGATTCTTGTGTAGAGAGGG3352 A_95_P236304 EB449505

3631 43 61 824 GTTATACCTTTTTAAAATTTCTATGGGGGTCTGGATGGGGGAGAAGGGTGTTCACTGGAG3356 A_95_P073290 BP526179

3632 43 62 824 TCTGCATGTTGACGCATAACCTGTAATTTACATCTAAATTTAAATGCCTGTTAGTGCTTG 3358 A_95_P011791 TA17964_4097

3633 43 63 443 ACTTCTTTCAGTCTCAGATCATGTACTTGCCAATGTGGATGCCATGACGTTATAAAATCT 3360 A_95_P092448 FG638854

3635 43 65 561 TCAAATGGTTCGTGAGCTTATTCAGAGCGTTACAGCAAAATCTGCGGCACCCATGATGAA3364 A_95_P117717 FG163875

3637 43 67 1670 CTGTTCGAAGGGAGAAAACATGGATAGCATTTTATACGATATTGCCTTTCTCTTTTGTTG 3368 A_95_P015786 TA13905_4097

3644 43 74 443 AGCACGAAGGTGATGCCGTGTCATGATATGTAAATGTTAATGCACGAAAGTGATGTCGTG3382 A_95_P148002 EB643514

3651 43 81 399 ATTACTCTGACTGTCGATTTTGATTGGAAATCTGTTGTAGCTGCTAAGGACTGGACCAGT3396 A_95_P125612 FS416721

3652 43 82 412 GTTGGTACAGTTCCAGATTATGGACCCAAGCAAGCTCTGTTTATTTGGTTATTAAATGGC3398 A_95_P131102 FG638602

3656 44 1 1338 AGAATATATGCAAAACCTGTGCCCGGAACGACTGCAGAAGAGATTGCTTGTGGATTGACA3239 A_95_P021111 TA14936_4097

3657 44 2 401 CGAGGCCTCGACTGTTTCAGTTTGGAATTCTTATTTATTATTTGTTCCATCGAATATCTT 3241 A_95_P270606 EB433468

3661 44 6 843 GACTTGTTAATGTTGGCGCTACCTTTGTTTCCATCTATGCTGTTGACAAGCTTGGAAGGA3248 A_95_P227589 EB428791

3664 44 9 777 CTTTAATGAAGCTATTATAGAGGAACGGGAGCAGGGAATACAAGAAGTACAACAACAGAT3254 A_95_P145382 EB449091

3665 44 10 11 GAATGTGGAGGAATTGACATTGAAGAAACTGGGACAAGGTTAAGACTATTTTCGTGCCCC3256 A_95_P161087 EB426400

3666 44 11 659 AGATCCAATTTTGTGGAAAGGATCTTCTGTACCTATACTCTAGATATGTTGGCCTAGAGT3258 A_95_P300303 FG636488

3667 44 12 541 TCTCGATCGGAAAAGAATCAAGAGAAAAAGAAAGAATCGGAATTGATCGATAGATTTCTC3260 A_95_P026466 TA17335_4097

3670 44 15 608 GGTTGTCTTGTTGATTTCTCTTCCATCGATTATATAATAAGCCTTGTTTGTAATGCAGTG 3266 A_95_P243307 DV999315

3671 44 16 880 TGAGTTTGACAGTGGCCTTTCCAGGGTGTTGCTTTGGAAATGGCTTAAATTCACATGTCC3268 A_95_P246472 EB679910

3674 44 19 926 CACTTGTGTGATGATTCCTTGAATTTGCATCTACTATGTGTTGTTAAAATGTAACCGAAC 3274 A_95_P007861 U64924

3678 44 23 1607 GAGCTCAAGCTTTTTCTGCTCATCAGATTTGTGTTGTAGCAAATTGTCTTGTAAAATGAT 3281 A_95_P180902 TA12853_4097



3679 44 24 315 CCCAATTGCTGATATTCCATAAAATTGGTAATTAGACCTTTATTTGTTATGGTGCGCTGA 3283 A_95_P032631 AB293952

3681 44 26 1993 GGAGTCGTATATTGTTACTAATTCTTTTGTAGGATTTGACATTCAAGATGCTGTGACACT 3287 A_95_P189352 X97913

3682 44 27 571 CTTTCGTCGGCTCCTGTGCTTTGACGTTTTAACTGCATTTACTACCTTTTTATGGTTTTG 3289 A_95_P123062 DW002976

3685 44 30 241 GGCAGACTAGCTCCTTCGTCTCACATGATTTACATTTTCGTCATATTAACTACTGATGTA 3295 A_95_P142222 EB445748

3686 44 31 567 TCCGATCCAATTTATCGTAATCGATTAGTTTACATGTAGGTTACCGTATTCTGAAACACG 3297 A_95_P236404 BP132634

3692 44 37 412 CTTGGACCTCTAATGTGCCTGAGAATCAGCCTCTACTAATTTTGATATTTCTTTCAGAAT 3309 A_95_P273756 EH620104

3693 44 38 782 TCAATGTCAAAAGAGAATCCTGATTTGCATGATCAACACATGTATCCTAATGAGGAAGCT3311 A_95_P219107 EB442007

3698 44 43 575 GATATTGTTAACAGGGAGTCGAACTTTGAAATCAGGATTATGGGGGAAAATTCCCACCAA3321 A_95_P200772 DV159471

3702 44 47 418 GGACTTGTTCCTTTCCAATATAATGACTTGTATTGTGGTGCCTTTCCCTATCAATAATTC 3329 A_95_P000291 EH616159

3703 44 48 824 AACGGTAGAGAAATGAAGCCTAACGTGTTGGTTCGTGCCGATAGTTGTATTCCTACACTC3331 A_95_P233559 EB426457

3705 44 50 532 GGAGAACCTCCAATTGCATCTCCAACGTTTGAGCATTTACAGTTTAATCAACCACCACTT 3335 A_95_P051501 BP132663

3707 44 52 468 TTCATACTAATGGATTCCATCTGTTTTGAATCATACACCCTTAGTTTAGAGGCCACTATT 3339 A_95_P095248 BP533100

3708 44 53 789 TATTTATTCTTTCGCACACATTCGTCGATTCGTTGTGAATTCTAAAGTTATAGTCGCTAG 3341 A_95_P115902 DV158330

3711 44 56 821 GTAACAGGCACTCAAATGTTTTATTCCCTGAGGTTGTAACATCATTGAAGCAGCTGAATG3347 A_95_P009266 TA18912_4097

3720 44 65 930 TTGATGCTGGCGCCTTGAGTAACTTTTCCAGGTCTTGAGGCTTACTGGAAATATCTTAAA3365 A_95_P026486 TA14276_4097

3724 44 69 898 GTAGGTTATTAGAAATGTGGTGTTAGGGCATCTCCAACCTTTACCCCATTTTGGTACAAC3373 A_95_P236999 DV999529

3727 44 72 452 TTTGGCTGTGGATTGCTGGATGTATTTTCTCTTTTCTGAGTGAGTCTTCTTCTTCTCAAA 3379 A_95_P306783 FG636230

3728 44 73 664 GCGGTGAACTTCCACTATAAACTAAGGTTTTGTAAATGCAGATATGGAATCTATAGACTA3381 A_95_P003966 FG640581

3733 44 78 124 GTGGATCAGTTAGATAGTAGGTTTACAGTGGATACTAATTTGACCCTTTCATTTTGATGC3391 A_95_P141857 EB445475

3739 44 84 486 ATTACTAAGTTGTGGTTTGGCTGCTGAGATTTGAAATCAAACCCTGTGCATGGCTGTTAT3403 A_95_P121947 DW002019

3741 45 1 403 GATTATTCCTTATTTCCAGTGCTACTCATGGGAAATCCCGATTGGTTATGTTGGCTGGCT 3406 A_95_P096568 BP533679

3742 45 2 2340 GCGGTATTACCAGTGTTCTTATCGCCATTCATCTTCTGTTTCTTAGTTTTACCTGTAATA 3408 A_95_P217582 AY220483

3743 45 3 359 GCTTGGCGAGAATTCTTTAAGGTCCATTTCTAACTGTACTCTTCAATGTTTTTGTATGAT 3410 A_95_P093868 BP532453

3745 45 5 1944 TGCATGGCCAGTTACAAAGTGAAGCTTACTACACCAGCGGGAACAGTTGAGTTTGATTGT3414 A_95_P114352 AF223573

3748 45 8 1462 TTTGTACCTTAAAATTGGAAGGGTGTATTTATTCCATAATCTATCGATTCTTGCTGCTGC 3420 A_95_P195537 TA16139_4097

3749 45 9 198 GTTCAGGATATTTTAAAGAAGGCGGAGGTTTTTAAGGAACTTCGTCCTAATCAATCCTAA3422 A_95_P007101 TC72713

3761 45 21 762 GTTCTGGTCTGGGGGTTTGGTCATTTTTACATTTTTATTATCTCTACTTTGATGAAGGTT 3446 A_95_P012736 EB440145

3762 45 22 305 AAAGCAGCAGTCAGGCGATTCTTTCTAGAATTGTCACACCCATATTTTGGGAGTCTTTAT3448 A_95_P038111 BP129180

3770 45 30 376 GACTCATGGATTAGCTTCATATGTTGCTGGTCAAATTGATCGCACTATGAGTTGGAAGGA3464 A_95_P111112 CV020059

3772 45 32 570 CCAGGTGCAATATTGGCTTTTCTATGTAAATGAAGTTGTAGTGTAATGTAGCCTTTTGTC 3468 A_95_P132927 EB433720

3776 45 36 79 ATTGTTGAGATGATACTCTTTCCCGTTGTGAATGAGGCATGTCGTGTTTTGGAAGACGGG3475 A_95_P088913 BP530270

3779 45 39 460 GTACGGATGAAGATATTTACTATTAGGTTTTCAGCGCAAGTATATTGATCTCATGCAAGT3481 A_95_P097890 BP534246

3781 45 41 1899 CATTTAGAGATAGCAACGCTTTTCTCAATTGGAAATACAATGTGTAGTCCTTTAGACGTC3485 A_95_P176887 AB009881

3783 45 43 863 CTCCCTAATGGTTTACAGAATTTGCGTGTCTATAATTTAAAGTGCTTGTTGGTAAAGGGC3489 A_95_P029171 TA13947_4097



3785 45 45 2302 CTGTGAAATATTTACATCAACAAGGTGGAGAGACCATTAGAGTTGGTTGCTCCGACCTTT3493 A_95_P022741 TA11868_4097

3786 45 46 861 TAATATATCGTGCTATTGTCTTGTGAAATGTACTGTTTGGTCCATTATGCATTAAGCCTG 3495 A_95_P120117 DV999850

3789 45 49 615 CTGCTGTTGCTAAGTGAATGAACAAATCTACTTTTGGGATATTGCTTGTTACATCCTTGC 3501 A_95_P178982 FG146455

3802 45 62 338 GTAGAGTTTTCTACTGATGTTTTGGTAAAAGTATTGGAGCTTGAATTTCCGCAGATATGT3526 A_95_P189437 TA14789_4097

3806 45 66 374 ATGGTAATGGAAAGAAGAGTGCCCAGTGATACATTCTTTCGATTGTGCGGTAGGATCCTA3534 A_95_P090883 BP531131

3810 45 70 677 GGCTACTTAAAGTGGAAAGTTGATTGAGCTTTCCTCTTAGTTTTTGGGTATTTTTCAACT 3542 A_95_P206662 TA18566_4097

3812 45 72 693 GCAATAGCAATAGCAATAGCACAGCAACAGAAACACCAAAAACTTAGTAGGTGTTTGGAC3546 A_95_P302828 FG638481

3816 45 76 473 GGTTGAAGTGTTGGCTTATGTTTTTTCTGCGACATTGATTTCTCTGGCGTTTGTTGTACA 3554 A_95_P094123 BP532576

3818 45 78 1263 CACCCCCCAAAACCTCCTCCATAAAGGAAAATAGAAGAAACAGTGAATTTTAATATATTG3558 A_95_P203917 TA17956_4097

3820 45 80 488 TGGTCAGATCAGAAGTTTTATCCATGTCAGCACGGATGAGGTTTATGGGGAGACTGATGA3562 A_95_P035093 BP128355

3821 45 81 1074 CCTTTATGGATCAAATCTTGTTCTTTTGGTTCTAAATGTGCTTTACTGTGACCAGGTTTC 3564 A_95_P113422 TA13535_4097

3824 45 84 748 CCTGAAGGCTATTTGGTGTGTTGAATCTTGGTTCTTTCAAACATTTTTATGTCTACCTAA 3570 A_95_P162612 EH621581

3825 45 85 446 CATGCCTCTGTCGAAGGACTAGTCTTCCTTTTTTCTTTTGATTGTTTTACTGTAAGAGAT 3571 A_95_P139727 EB443613

3832 46 7 338 TTGTAGAATACATATTGTACTAACTGTAGTGTACCCACTTTTTTGGGCAAAACTTATGCG 3419 A_95_P130642 EB430687

3838 46 13 0 CAAAATCACTAGCTGTGTTTACCCTGAAAACTTTCAAGTGCCCGTGACCGCACATACATC 3431 A_95_P296703 A_95_P296703

3846 46 21 389 CTGTGCGAACAGGCAACACATTCTTGGGTTCACTATTGTGGGTTGATTATGCTCGTTTGA3447 A_95_P135882 EB439426

3849 46 24 775 GATTTCGCGTTACATATGCCTTTCTCTTTCCGACAAGAGTGAATTTGCTTCCCTTCTGAA 3453 A_95_P226389 EB683342

3853 46 28 356 AGCGCCTAAGCGGGCAAGAATTGTATGTAAGGTTTACTTTTTTGCCTATTATCTGGAATT3461 A_95_P104282 CV016923

3854 46 29 836 TGCACTGACTACATTATATCACTAGATGCAGATGAAATGTCAAAGGGAGGTGGAACTTGT3463 A_95_P127742 TA17459_4097

3858 46 33 891 CCTTTTATGGTTTGAACGTGTATGCTTACTAAGTTGTCTGCCTGTGAAACAAAATGTATG 3470 A_95_P199402 EB426061

3865 46 40 427 AATGGATCAATCACGCAAAAGTTGAAAATCACAAACAGCCAACGTGGCAAGAAATCCCTT3484 A_95_P075850 BP526833

3867 46 42 874 TTCATATGGCTGATGGTCAAAGCAAGAGCTTCTTTTATCCTTTTAGCGGGGTCACTGACG3488 A_95_P289128 DV157784

3871 46 46 800 ACAAGAACTACGACTTTGGTAGATGCCCACGAGTTTTATTGCAGTGGACAGCCTTGTCTT3496 A_95_P189872 DV160053

3872 46 47 768 CTGCTGGTGAATCTTTTAGTTTTCTTGAAGATGCTATTTTACAGTGTTGGATGGATTACT 3498 A_95_P029541 EB424800

3874 46 49 589 AGTTGGTAACCACTATATACATTTTCATCTGGGGTATAATGTCAAATGAGGAAAGGTGAA3502 A_95_P017491 EB430176

3875 46 50 1229 TAAATTGAAGGCGGTAATTCTGGGCCAGCAAATAGCAGAGATTCAGGATTCCGGTAGCTA3504 A_95_P239389 AY220480

3881 46 56 809 GTTGAAGCTACATAACAATTTTCCAGTCATCGAAAAGCATCACATTGTTAAATAAGGAGC3515 A_95_P178452 TA12256_4097

3887 46 62 741 TTGAAGAGAAGTTTGGGATTGTTTTTAAGAAGAAACTGCCTCTGGTGGCTATACCTACTC3527 A_95_P128392 EB428093

3892 46 67 621 TAAGTAGAGGACTTTTGGGGGATAGCTTAGTTGAGTTTATCTATATTAGGACTTCTTTTC3537 A_95_P108177 DV158042

3902 46 77 699 AGATATGCTGCAATTATGCAGTCGCATAACTCACATTCGAACCGCATAATTGCCCTGCTG3557 A_95_P260236 FG640213

3905 46 80 1558 GCTTTACCTTGATGTGTGTGATATCTGGCTATTGTTTTGAAGTCTTGCACATATTTGATT 3563 A_95_P197042 TA16476_4097

3906 46 81 222 GTAGGAGATGGAATGCATGCCAATACACTCAAGTCTATTTGTTTTTCAGTAATTGAAAGC3565 A_95_P006476 TA19814_4097

3907 46 82 377 GCTTTGTAAATTCTAATCTTAGAAGCTCGTGATTTGTACTACCACTCCTTGGAAAATGGA 3567 A_95_P099803 BP535071

3910 46 85 549 CGCCTAGCGTTGTCCTTGTCTGTAAACAGTAGCTTTAGTACATGAATTAGCGTTATTTAT 3572 A_95_P001631 EH623842



3912 47 2 1096 GTGTGTTGCACACTATGTAATAGTCTCTTGCTTATTAAGAACCTTGCATGTTAAAAATGC 3575 A_95_P198197 TA16726_4097

3914 47 4 831 TATATGTCTTCACATCTTAGTCCTTCTGGAGGAGAGGCGGGGGTAACAATTTTGGTCCTA3579 A_95_P026856 TA18162_4097

3917 47 7 855 TTGGATTCCTCCTTATTGTCATGCTTCTCCTTGTCATCGTTTGTGCTGAGGTGTCTCTTG 3585 A_95_P244727 EB428396

3919 47 9 842 CTTCTTTAAAGATGTTAGCAGTGATTGCAATAGCATTCAAGGTGCCAATTTCTTCTCAAA 3589 A_95_P005066 DV157707

3920 47 10 688 TGCTGACTGTTGGTTTTGGATGTAGAGTTTGATCTCTTCTTGATATGAGTATGTGAATTC 3591 A_95_P018991 TA14550_4097

3923 47 13 331 TAGTGTATCCTTTGGGAACTTCTTGAAAGTCCATCATGTACAGAATCTAGAGTTATATGT 3597 A_95_P090523 BP530987

3927 47 17 159 TGGTCAGTCTGTTACCTTGTTAAATGGAACACATATATCTCTTAGTTGAAGAATAGTTGC 3605 A_95_P134187 EB436165

3929 47 19 92 ATGCAATGAGCTCCATGAGAAGCAGGGAATGAAAGAATGTCCTTCTTGTAGGAGCCTGAT3609 A_95_P034199 AJ718275

3930 47 20 489 GTACGCTCACATTTTGTTTTGATTCCATTGACGGTGATGTAAAGTCGAGAATAACTAATG3611 A_95_P209162 FG636399

3931 47 21 875 ATCCCTGCACTTTTCATGGGCATTGCCATTGCAAGTTTCTTTTTCGGTACACCACTCTAC 3613 A_95_P243132 DW000541

3935 47 25 831 CTTGTTTAGAAAAAATTGCTAAATGAGAAGCTGCTTATGAATGCAGAGAGGATAGGAGAC3621 A_95_P205097 DV157876

3937 47 27 416 TGTGGTATTCGTAGAATGGCATGTATAATTTGGTACTGTATATTTAGACGATAAGCAGCA3625 A_95_P221212 TA21773_4097

3938 47 28 540 CAATAGCTTCTCACCGTTTTCTGCTATGTTGTACTAAAACATTCCGATTATATTGCATTC 3627 A_95_P024236 TA17414_4097

3942 47 32 304 TTTAATGCTCTCTACCTTGTTTCAGTATTCTACTATTGATACAAATATCTGGACATGGCG 3635 A_95_P196417 TA16334_4097

3944 47 34 611 TTGCGTTTCGTCGTGAACTTTTGTCATTGACCTATTGGTTGATTATATATAATGGAATGG 3639 A_95_P001951 TA14124_4097

3946 47 36 675 TCAATGTCCTGTTTGTGGAATAGCGAAAAAAGCAGCATTGAGGGTTTGATTGACCATAAT3643 A_95_P215117 BP131006

3947 47 37 783 TGGTTACTGCCAGCCTCACTTTTAGCATTATCTGTATCACTGTGGATGACGAGAGTTATA 3645 A_95_P125677 EB424755

3953 47 43 556 CAAGTGGAACTGTCTCTCTGCAGGTATTCTTTTTGAGGGGTAAATAAATAACTATCAACT3657 A_95_P133747 EB435398

3954 47 44 525 GTTTTTTGCTGCAGTTATCTGCAATGAGAATGGAGAGTTATGAGTTTACTTACTGTATAG3659 A_95_P039981 BP129699

3957 47 47 766 CTGTTCATTGTTGGGGTTTTGTTGAACCATGTCTACGGAGACTGTAACTTTTTATTTATT 3665 A_95_P000026 EB439159

3958 47 48 485 TTGAAGAAAGAGGCAACGGAGAGGTCATTCCTCCCTCCTTTGACAATTTGAAGGAGGATT3667 A_95_P062710 BP135584

3961 47 51 748 GCCAATGTACACTTTAACCCCTGGAAAGACATACAGGTTCAGGTTTTGCAACGTTGGCAT3673 A_95_P013121 EB426854

3962 47 52 630 ACAAAATGGCTTCGAGTCAACTCAGCTTTATGCTGTTTCAATGGTTAGTTTTTACAATTG 3675 A_95_P284293 FG190566

3963 47 53 897 CTCTGCTCGTATATTACTTGTAAGTAGTGTTAAAGTTTCCAATGTTTTGATGGTGTCAAG 3677 A_95_P244642 EB424839

3965 47 55 172 CTAATTGAAGGATATATGTGGAATTTATAACTGAACGCGCAATGCGTCTTGGATTTCTTT3681 A_95_P144397 EB447769

3966 47 56 567 TGTGGGACGGCATGAAAAGGGTGCTGCATTTTTATTTTATTTTTGCATATGGTGTATGTT3683 A_95_P024521 BP535201

3970 47 60 769 GAAGGTACAGATGATTCCTAGTTAGTAGGCTTCTTTATTCTTTTGTAGACTTCTTTAGAC 3691 A_95_P014591 EB451434

3972 47 62 776 TTTTGGGAAGACAAAGGAAATGGTTTGTACTCTGAGGCCACCTGCTGAACTGGTGACATT3695 A_95_P236939 EB450672

3974 47 64 260 GAAAGAGTTAACTACCTGTATTCTGTCCAAAAATGAAGAAATGATGAAGTCATTCTCAGG3699 A_95_P130982 EB431109

3975 47 65 699 AACACAGCAACACCCCAAGTTCGAAAAGGATTTTGTGTCTTGATCGATTCGTTGACCAAA3701 A_95_P304378 FG173393

3977 47 67 1262 AGCTAAGCCCATGCTATCTTTGGTAGAAGAGAAGCTTTGGACAAGTTATTGTTATTTTTT 3705 A_95_P012656 TA12420_4097

3979 47 69 975 CGTACTGTGGATGATCTTTTGTGACCTTTGAACTTATAATGGATTAATGTTGGCTTTATG 3709 A_95_P198452 TA16780_4097

3985 47 75 639 TCATTGGGATCTTTGATAAATTACAAATGTGGATCAGTTGAGACTAATGTTTGAGTCTGG3720 A_95_P181822 TA13069_4097

3987 47 77 252 GTAGGTCTCAATTTACTGTTGCAGCACATTTCTTGTATCTTTTGACAAGAAAGATGATCA 3724 A_95_P079765 BP527843



3988 47 78 716 AAGGCGGCTGCTTTTATTAAGGAAAGCAAAGGCCTTTTGATGGTGTTCGGAAAAAGGGCT3726 A_95_P163697 EH622802

3998 48 3 254 TCGTTTGTAAATTTTATGGAATCAGCTTCAGTGTTAGATTTAAACTTTGCCATCTCGCTG 3578 A_95_P133832 EB435523

3999 48 4 416 GTGCTGTATGATGCCACACTTCCAATGTATACTTTTGGTAAAAAGGTTTGTGGTTATTTA 3580 A_95_P212222 TA19787_4097

4000 48 5 1273 CTAGGTTAATTGTGATAGACACTATTAAACTTGGTGCTGCATTAGTCCCTTTTGCTTTCA 3582 A_95_P185452 TA13915_4097

4001 48 6 188 GACGTAGGCTCGGCCACTCTTTATTGTGGAACTGAAATTAAGAGTATGTCCTCATGCTTT3584 A_95_P134482 EB436850

4004 48 9 235 CAGCTATCTTATGGCTTGTGGGTTCTAACACTTGATAATGCACATTGAAATAAAGTTTGA3590 A_95_P134387 EB436630

4013 48 18 240 CCTTTATGGATCTCCTCGTCCGATAGACAGGTCTATGTAGTTGGCTGGTATTTGCAATTC 3608 A_95_P109047 CV019124

4017 48 22 1091 AGGGGAATTGTATGTTATGCCGATGCTTCTGCTTCTGCAGAGAAATCTAATTGCTTCTCG3616 A_95_P010911 TA14600_4097

4021 48 26 971 CCATTTGTTGCCTACTCAGGTTCTTTCTTATCTAGGACCAGTAATTTATCAAATGTACAA 3624 A_95_P015751 TA13441_4097

4023 48 28 1076 TGTCAATGGTATGAATTGCGAATGGACCACTGTTTTCTTAGTGAAATTTGATTTCGTTTG 3628 A_95_P016966 TA17738_4097

4024 48 29 454 CTTCAGGTGCTTGTCTTTCTATAATTGTTGAATTAACATGTCTTTCCACATTGATTGCAC 3630 A_95_P006436 DW004769

4026 48 31 718 TGACGACGTTAACAGTATACGTAGTGGAATCTGAATTCACTACTTGATCTGTTGTTAATG3634 A_95_P013591 EH618959

4030 48 35 145 AACCGTTTTGGTTGAAAGCTAGTTCCTTTTCCATCTGCATTTGCTCTTGGTTATAAAAAA 3642 A_95_P100088 BP535209

4031 48 36 543 GAGCAAGTCTTAGTGCTCATTCGTGGTTGACCTATTTTATGTAAGCAGTTTAAAATGCTT 3644 A_95_P125242 DW005039

4032 48 37 554 GCGGACAAAGATTGGTTGTATCACCATTATGAGTTCAGTATCTCCTTATATTATCCAAAT 3646 A_95_P245537 TA13261_4097

4033 48 38 1174 GTTGGTTGATGCAAAAGTATTCTTATGGTTACTCTCTCCACATAGCAATAGATTTTGTCT 3648 A_95_P186302 TA14095_4097

4034 48 39 1352 TTGGTCAATCCCTCTGTGCTTCACGGGATTCTTTCATCTGGAGAGGACTATATGTTGATG 3650 A_95_P220372 TA21593_4097

4035 48 40 717 TACTGTGGGATCAAAGTTTTGCCGGTTGCGTTTGAATTAATACATTGAATGAGTACTTTT 3652 A_95_P013321 TA13046_4097

4038 48 43 731 TTCAACATATGTTGGGGGGCTAATATCACCACAGTCTTCTGGCTGTGCTCTTGTTTGATC 3658 A_95_P192827 DW000248

4039 48 44 110 ATTTAAGCATCTAGGTGTCCCTCTGGACAGAATTTTACTATGGTGCAATGGCAATCCTTG3660 A_95_P132897 EB433713

4046 48 51 724 GTAGCAGTCGGGAGTTTGGAGGAGAATTTCATTAGCATTACTACTATAATTGTTTGATTC3674 A_95_P207167 TA18681_4097

4048 48 53 393 AACCAACAGTCTTCAAGGAGCCATTTTGTCTTCACTCTGAGAATTTCGGGTGTGAATGAG3678 A_95_P032411 NP916877

4051 48 56 1709 GATACCGATAGGGGGTCTTTATAATTATCAGAAGCTTTTCTTCTGAAACACTTGAATCTT 3684 A_95_P022886 TA16036_4097

4053 48 58 735 CTAGACAATAAGTGTTGGATATGAAAGAATTCGCCGCCATTGCTTTACCATCTTAAAAAA3688 A_95_P215007 TA20389_4097

4054 48 59 708 AGTAGGCCATGGCTTTGATCCATGCTCAAGCATGAAATGGCATCAACATGCTTGATCCAT3690 A_95_P315583 FG180841

4061 48 66 1003 GGTTGTATGAATTTGGTTTAGATACTTGTGTAACTTGTACAGCAGCGAAGAGAAAATTGA3704 A_95_P202712 TA17693_4097

4062 48 67 676 ACAAAAATTTCAGTACGCTACCCTGTGCATACGTGAAAAATCCAGGAATGTCTCTTTTTT 3706 A_95_P157562 EH615609

4067 48 72 518 AGTCCTAGGGGATGTATGTTTCTTTTCCCTTTTTCAGAAACAGAATATTATGACCTCTGA 3715 A_95_P088688 BP530178

4068 48 73 332 GGACATTTTCTTGGATTAATACATCACTTAGACCAAAGATTGGCTTCGGTGGTATTACCG3717 A_95_P216622 TA20746_4097

4070 48 75 306 TATGGGAGATTATCCTGAACGTATTCTCTATAGCTAGAATGCTTGACTTTCTTGAGAGGA3721 A_95_P176272 U26255

4071 48 76 532 TTGGGTTGTGTTACTGTTGCACCCCGCAATATTACGTCAATATTACATCCTGCAGTATTA 3723 A_95_P149367 EB679206

4077 48 82 722 GCTCATGTAAATTATGAACTCTGGTATTTGATTTGCTTAGAATGTGGTAGTTGCTTTTCC 3735 A_95_P124002 TA13071_4097

4083 49 3 541 GGAACTGCAACCACTCCTGTTGTGAAGAAAGTCATAAGACTTGATGTTCCTGTAGAGAAG3745 A_95_P079705 FG148784

4084 49 4 93 GTGCTGGTTTAGGAAAGGGATTGTTTTGTACTCATTTCTGTTTAGCAAGAGTACAGAATT3747 A_95_P032981 AF211726



4085 49 5 750 GGTGGTGTTTAATGAAAAATTCAGCTACGGATTTCCCTTTGTTGGTAGTATTTTACACAT 3749 A_95_P000656 EB683570

4087 49 7 866 GTCGCCATGAGGATTCTAGTTGAGAATATTAGTAATGCAAAAGTTTTGTTGTTGTGGTTC3753 A_95_P179057 TA12418_4097

4089 49 9 439 GATGTTGGAGATAGCCTTCAGGCCTGATAACTATCAATGAATGTTAGTTGAATGTTAAAA3757 A_95_P299473 FG641450

4097 49 17 789 GGAGCTGGTAGTGGAAGTGGTGCTGGACCAAAGATTGAAGAAGTGGATTAATAGTTTTTT3773 A_95_P231164 EB429028

4102 49 22 423 TGTCATATCTTCATATTGGTGTCGGGTGTGAGGGATGAAGCTGTCTTTTCTGTGAAGGAG3783 A_95_P067030 BP136752

4104 49 24 697 TGATTGTTTCATAACTGAGGCCGGAGAACCTGAAGCTGCAGGCCAAAAATCTCCTTTTCT3787 A_95_P137317 EB441048

4106 49 26 629 AGATATCCATATGGAGGAATAATTCTGAGGCCTGGATTTATCTATGGGACCGTCGTGTCG3791 A_95_P061650 BP135314

4115 49 35 815 CTTTCCCGGCAGCATGGCATATACTGTCCTTTATGATATGTTTAGATTCTTTTTTGTTCT 3809 A_95_P233129 EB678181

4122 49 42 215 CTACTGATTTATGTACCTCAGGCAAGAACTATCAATCTTATTTTGTAGAATGCACCGTAT 3823 A_95_P141447 EB445171

4127 49 47 865 TGTAGGTGGTTATACTCTTTGAATTATGCCCCTGATTTGACGGGGGAACTAAAGGTGTGC3833 A_95_P227399 EB426308

4128 49 48 515 TTGGAAAGTTGATAAGTCCATCAGGAAAATCTGGCAGATGGTTCCTGCCTGCATCTTTTG3835 A_95_P279383 AM784351

4129 49 49 596 AGTTGGGGTTAGCTGTATGAATCATACTTTAATTTCTTTTATGTTGGGCGATAATAACCG 3837 A_95_P001201 EB446750

4133 49 53 398 AATTCTTTGATTCAATCAAAAGCCACACCAGCAGTGTGCTGCATTAATGTTTGTTGTATA 3845 A_95_P193062 TA15590_4097

4135 49 55 133 TGGGCTTATTCAATTGAGCAAACTATTTTCTTGGTTGAGTTTGGAGGTGGAGGGGTGGAC3849 A_95_P040401 BP129821

4136 49 56 444 TCCCCTCTTCCAGCCTGCTATCAGATTTTGTAAACTTTCCTGTTGAATTCAAGATTACAA 3851 A_95_P003061 TA12899_4097

4145 49 65 340 GCGTTTAAGTCATGGTGGAAACCTTCCTTCACTTTCAATGTTTCAGCTACTAGAGATCGT 3869 A_95_P070340 BP192601

4146 49 66 831 GAAATTGCTGCAAAAGCAGGATCTGACCTTGGATTTAGATGGTTAAAAAGACTTGAGGAG3871 A_95_P018901 EB428306

4147 49 67 251 CAACGGGAAGTTGCAGGCCCGTTTTTGCTTTGTAAAAAATTCTCCCAAGTTATTTATAAA3873 A_95_P100003 BP535166

4148 49 68 196 TATTAGATTGTGTCCATTGCCAAGTTTTGCTGGCTAATTTGACCAGTTTGTTCTATCTAG 3875 A_95_P105717 CV017582

4149 49 69 829 CATCTTTATTATCCAAAACATCCACTTGACTGTGCTCATGCTGAGCTTGGATAGACGTTG 3877 A_95_P310423 FG142191

4154 49 74 783 AAGAAAGTCTACTTCAGGAACCCCTATCAGCAGTACTAGACTTCTGCGCTCGAAGTCAAA3886 A_95_P220982 TA21724_4097

4159 49 79 870 CTTGCTCAACCGGCTGGCATGAATTTAGTTCAATATGTTATCGAGAATCAAACAGCTGTT3896 A_95_P245677 EB438409

4160 49 80 356 ACAGTGAAAATGGGTAACACAAGTTACTCAAAGATTGCGGGGATTGGTGACATTTGTATC3898 A_95_P155937 EG650332

4164 49 84 657 CAACTCAATTAGTCTGTTTTGTGCGCATTCATTCAATATAGGAAGAACGATCAGATTTGT 3906 A_95_P291233 FG187663

4170 50 5 678 TCACCAGCTCTTCAATAAGTTTGCAGTTTGGCGTTGTTTTAAAAATAGTTGATGATATGG 3750 A_95_P204162 EB427763

4183 50 18 451 GTGTATGAAAGCTGTCACGTTGGGTTACCAGTACAAGGGAAACATTATCCCTGTATGAAA3776 A_95_P023916 BP135073

4184 50 19 800 AGAGGAAAAATCTGCTTCTGCCCCTCATGTATCATCATCTGCTATTGAAGCTGATGGCGT3778 A_95_P191332 DW000704

4188 50 23 663 TAAAAGTTATGGATTCAAACGCAGATTAGTAGTGCTACCCGCCCCTGCTTCCTCTTGTGT 3786 A_95_P124332 DW004189

4193 50 28 1002 TGCAATGCTGTTGTACCTACTATCATGTGCTTCAAATAAAATGCTCTGTGATAATACAAG 3796 A_95_P008626 TA14741_4097

4201 50 36 438 ATACTGAAAATACCTTATTATGCCTATGTTGTACATGGAGCTCTGTTTCTTGTGGTTACT 3812 A_95_P043416 BP130610

4206 50 41 1030 TTCTTGTATAGAGTTGGTATATGGCGGCTCTCCCTTTTCCTCCTTTGCATCTTTGTTTTC 3822 A_95_P134072 TA14095_4097

4207 50 42 0 GAGAGTGCATGAGCTGATCCACATTTGTAAAGGGCTACACCAGAAAGTGCTGTCAGTTTT3824 A_95_P251662 A_95_P251662

4209 50 44 505 CATGTTTTTGCCATGGGTTTCTTTCTGAATTGTGGTGGTTGTGCTTTGTTTTCAGATAAT 3828 A_95_P004331 TA12804_4097

4212 50 47 1836 TTATGTTATTAGAGTATGCGGTTCTGGACCTTGTGATATAGTTAGCTTGTGCTTTCTTCC 3834 A_95_P032771 AF116915



4219 50 54 998 CAGCAGTGGACGTTTTGGATAAGTAAAAACAGTAGACATTAGCAGATAAATTAGCAGGAA3848 A_95_P027371 TA11967_4097

4221 50 56 779 AAGAGCTGAGTGAAGGAGAAGCAAGAGTATTAATGGCATATGGTTGGGTACCTAACACCG3852 A_95_P149467 EB679315

4223 50 58 742 TGAACCTCTTTGTCGGACAAACTTCTGCACTGGTTTATGATGATGATTTCCGTGTTTTTT 3856 A_95_P292153 EB426676

4226 50 61 710 AGATTCTTCTTTGTGAAATGAGGCCTTGTTCCCTCTCTGAGCTTTATCTTGATCGTCATT 3862 A_95_P316283 FG199960

4230 50 65 882 GGAGAGAACAAATTCCTCCTTTTTAAGCCGAAACGGAATTGGCTTATATACTTAAGTAAT3870 A_95_P011346 TA17203_4097

4231 50 66 367 GTGTGGCTAAGATGTCGCTTAATAACTGGAAAGTCACTCTTCCTTTAGTCATAGTAGCTT3872 A_95_P037971 BP129145

4233 50 68 990 AATGATGAAAAGTTTCCTGTTCGTGAAACATCAGCGAGAGCATTAGGATTGCTTCTAAGT3876 A_95_P206012 TA18414_4097

4237 50 72 789 TTGTCAGAGAGATGGAGTTATCATGAATGATGAGACTGTGCATCAGTTGTGTAGCAGCGT3883 A_95_P229214 FG158067

4238 50 73 783 CAGCTTGTTGAATGTTGTAATTCGAGCACTAAATAAATCTCCTATGGGGATATTGAACTT3885 A_95_P116182 EB446238

4239 50 74 1674 CAAGGTGGCCCAGAAGTTTTGTTTGTTATGTTGCTTAAGATACTTAATTCGGAACTTATT 3887 A_95_P002321 U04632

4240 50 75 193 CTTTCCAAAAGGGTTTAATGCCTTCTCCTCAGACACCAGCAAAGATTATGCACAAAGCTG3889 A_95_P211082 TA19534_4097

4245 50 80 820 CGAATCTCACTTGCCTCTCGTTGAATAATCTCCGAATGTTACATTTATAAGTCAAGTTTT 3899 A_95_P020091 TA15046_4097

4246 50 81 313 TTCTACATGAATCCAAAAGAGAAGAGGCGATTTTGCACCGTCTTTAAAAATGCCAAATTG3901 A_95_P087723 BP529866

4258 51 8 358 TATTTATGCGCACTTGGTTGTGGTCGTTGTGGTCACTGAGATGCTTGCTCTAATTTAAAA 3924 A_95_P213247 FS403828

4263 51 13 709 CAGCAAAAAATCCTCCTAGGAATTGGTGGGGGACATTACGTACCACGGCATATGGATATT3934 A_95_P295693 EB448394

4264 51 14 397 CCGCTGTTGGTGGATCTAAAGACTAGTACCTTTAATCTGAATATTGGTTCTATACCTTTC 3936 A_95_P153862 DW003761

4268 51 18 914 GGGAATGCATTGCAATATAGTTGGCTCATAAGCTTTTGATAGTAGTGTTTCATCTTTTTG 3944 A_95_P009236 TA13141_4097

4277 51 27 864 CTTGTTAAGGAGCCAGTTCCGAGTGGATAGTGCTGGGTTTTTGTTGTATTCTATTCCTTG 3960 A_95_P218527 TA21195_4097

4284 51 34 232 ACTCATTTTGGGGATTAACCTTTGTATAAATGAGACTCTCTCTATAGTTTGCTACCTTAC 3973 A_95_P102287 CV015956

4285 51 35 580 ATTTGAATCGCTCAAAAAGCGGAAAGATACGGGGAGCTTCACTGTTCAAGATTTTGATGG3975 A_95_P287163 FG641271

4286 51 36 604 GCTGAGACTGAATTGGGCTTGCCTCAATGACTTTCTTCCTTCTCATATTATGTAACAGAA 3977 A_95_P267441 DV160207

4292 51 42 597 ACCCTCAATGAGTCTGGCTTCATTCGTCTCATTTAGCAATGTGAGAGTCTGGCTTTAACC 3989 A_95_P038906 BP129401

4293 51 43 252 ATTGCTGCTGTATTTGTTGCTGTTTGCACCGGAATTGCTAACTGGTATTTTTCAACCATT 3991 A_95_P096138 BP533490

4294 51 44 231 GCCTTATTTGCTTCTCCATAGGTCCAAATTGTTTGTAAAATAACTACCACGTTTACAGAT 3993 A_95_P164202 EH623346

4299 51 49 375 ATTTGTCTCAGGAGGATTTCTTGGAAGTCAAGCTCGGAGAAAAAAGTCATCTTCGTCCGA4003 A_95_P220667 EH664450

4303 51 53 654 TGACATAGCAGATTGTAACATGAGTATTAATGCTAGAGAAGAATGATGGGGCTTGGAGTT4011 A_95_P121627 DW001741

4307 51 57 474 ATTTGGAGGGGCAAGTAGACATGCCTTTGTAGGTTTAAGGACTTTTTCCTTAATATTTCC 4019 A_95_P174682 EH665907

4311 51 61 682 GCATTTTTGTCAAAGTTTGAGTGTTCTCAAATGCCGCATCCTCTGTTAGAGAATATCACT 4026 A_95_P059141 BP134661

4312 51 62 450 AAAGCCTCTCAAATTCAGAAATTTTGAGCTTTTGTGGAGCATGGCAAGTGATGGTTTTTC4028 A_95_P139917 EB443828

4317 51 67 118 TCTAATGTTCATTTAGGCTAAATAGAAGCCACAATGCATAAAATGCACTAACCCCATTGT4038 A_95_P241890 AJ718724

4318 51 68 1377 GGCCATGAAATGTACAAGAACATATGCCCTTGATTTGCAATAAATTGTGGAATTTGTACA4040 A_95_P210177 TA19343_4097

4319 51 69 817 ATCGAGAGGATTTACTGTTCTTGATTAATTTTTGTTATTCTTGTGCTGTCCCTTTCCAGT 4042 A_95_P009681 EB439113

4326 51 76 524 GAAAATATGTATCAGTAAATATAGGGCCCATTCAAAGTTGTTACTAGATGAGCAGGGTTC4056 A_95_P103407 CV016487

4327 51 77 252 ACCATACATTTAGAGGTATCGCTTTCAATTGAGAAATAGCAATGAGACTGTTCCTGTGAC4058 A_95_P103967 CV016776



4333 51 83 338 GGCAACATGACCAATAATAAGCTGAAGTTATGGCCCTCAAATTTGTAATTCAATGGTGTA4070 A_95_P077100 BP527165

4334 51 84 831 ATGGAGGATATTGAGCAACGTTTATACCTGATTTGCTTTGGATATATAGATGTCTGGATT4072 A_95_P124277 EB435434

4336 52 1 252 GCTACTTAGTTTGGAACTCTTTGTTACCCCATGTCTTATAATAAGCTGTCTCCTCTCATA 3911 A_95_P102872 CV016242

4341 52 6 137 CTTGAGGTTACGATTTATGAACATCTGTTATGTCAGTAATTGTTACTTATTGCTGTCTCC 3921 A_95_P154337 EG649523

4344 52 9 81 GTGGGATTATACTGGATTGTTGTTGTTGTTGTTGTTGTAGTCTGTTGAATTTTGGCTAAA 3927 A_95_P103902 CV016740

4346 52 11 701 ATTGCAGTGATGAGGGCTCATGATGGTCGAGGTCCACAAACAATGCTTTCGAGTTGTATT3931 A_95_P116972 DV159737

4347 52 12 850 CTGGCTTTGTCAATGCCATCAAATCTTCATGAAAAAAGGTTGTTTCTTTGTGCTTCATTT 3933 A_95_P229324 EB430351

4353 52 18 21 GGTCATTGAGTTGATTATCTGTCTGAACTACATGGAATCCTTGCTGGAAATTCATTATAT 3945 A_95_P013511 EB437780

4355 52 20 517 ACCTAGGCCTAGCGTTCATGTTCTGTTTTTCTTATGTATTTGTGGATTATATTATGTCCA 3948 A_95_P023291 FG645383

4361 52 26 139 CTGCTTAGGATTTAAAGGGTATTCTGGTCAATTCAGTTAGATGGAACATAGTGATTGATT3959 A_95_P120947 DW000919

4365 52 30 853 TTTTTGGTTGTCCTGCTATTCTAATATCTTGAGTACATAGTTTGTCTTCCACAACACTAC 3967 A_95_P018736 DW000151

4370 52 35 780 TGCTGTAACTCAGCGGCCATCCATTTATCCAAACTTCTAGTCGATAAATCCAGATTATTT 3976 A_95_P011331 TA13385_4097

4371 52 36 725 AGCACGATCTGCTGAGCAGCAGTTAGACTAATGAGCAGACGACTTTATCTGCATTTGATT3978 A_95_P161107 EH619832

4372 52 37 1659 TATACCAAGTGGGAGAAAGGAAGGCAAGTGTAGATCTGTGAAGTGGGGTTGTAATAAATA3980 A_95_P012771 TA12291_4097

4374 52 39 202 AATTTGTTTGAATGATGTGTGGTATGTATGCCCAGAGTTCGGTTTGCATTATATGGACTT3984 A_95_P111257 CV020125

4377 52 42 465 TTTGTGAACACTTTCAACTTAGTCATTGGCTACTCTTTGGGAAAGTGGATTATTCTGATA 3990 A_95_P190097 FG635177

4378 52 43 846 TGTATACATTCGCCTCATCTAGATGCATGGATGCTGATAGACATGAGTGTCGTGACGACA3992 A_95_P250377 FG161363

4382 52 47 176 TTACAACAATAACAACAACAAACCCAGTTTGATCCCAACAGGTGGGGTATGGGGAGGGTA4000 A_95_P142267 EB445777

4383 52 48 733 AAGGAGCAGTATAAGCTCATGTTTGATGTCAGTTAGTTTTCCACAATTGTCTGGATGCCT4002 A_95_P308088 FG640803

4385 52 50 766 TTACTTGGAGTCATCGGAATCTCAAGCTTTACTAGAGTTGCTCGCCAACAGCCAGTTGAA4006 A_95_P230214 EB679403

4389 52 54 514 TTGGCCAAGCTTTTGAGAGTCTAAAAGTACTTTTTGGAAAATTAAAGGTGTGTGGCCAAA4014 A_95_P188012 FS401498

4390 52 55 1849 GCGAGTTGCCTTCTTAACTCTGCGACCATGTTTGTCAATATTTAATCCTACCTCCTCATT 4016 A_95_P196752 Y13466

4392 52 57 310 GTGATATTCTTTGAGTGCCTCTTTGGTTTACTGTTGTGTTCCTTTTTGTGCAACAAATTA 4020 A_95_P143052 EB446421

4396 52 61 274 TTATTTTTTGATTTTTGATGTAATAACATGACCGTGGACCGGAATCTCGACGGAACGGCA4027 A_95_P089158 BP530370

4397 52 62 593 CTCAGCAAAGGAGTTAAAAGAGAACGCTCCAAACTGTTTGCAGCTCAAGTTTCGGAGTTG4029 A_95_P024241 TA19175_4097

4399 52 64 594 ATGGGCAAGAAAGTAAAGACCATGTCAAAAACATATGGAATACAATTCCGACCTGCATTT4033 A_95_P024906 TA14548_4097

4404 52 69 315 ACGGATAATGGTAGGCATGATTTGATCATGTATTTCATACTCTTGTATTCTTAAGGAGGT4043 A_95_P110842 CV019936

4405 52 70 510 CAATGCCTTTTATATTTGATACGGTCTGGGACTTGATAAAACTGGCAGATTATCTGACAG4045 A_95_P103252 TA14564_4097

4406 52 71 832 ATTTGCTTCGAGGCTTGAGAGGAGTTATTTGGGCATTTGCATGAGTCTGAGAGCATTGTC4047 A_95_P300083 FG137250

4408 52 73 780 GCTGGAGTGGAGACTTAAGGTCTTCTATTATAATTCATTCATTGTACAATGCATTAACCT 4051 A_95_P268141 DV999608

4412 52 77 1031 ATGTGTCATCTTTTGCCTGACATGAACTATTGTGCCAATTGTGATTTCTGGCCTACTACT 4059 A_95_P009066 TA12228_4097

4414 52 79 269 GCATGTGCAGTTTGGTTGCACCTCCTCTGGCATATGACTATTTATCAATAATCATTGCAC 4063 A_95_P095158 BP533050

4416 52 81 429 GGCCTATGATCTGTATCTAGTAATTTAACTCTGTTGACACTCTGTACAGGATATTCTTTT 4067 A_95_P273821 FG644588

4417 52 82 317 TGTTTGGCTACTCTGTGTTGTTGCTGTCTCTTGGAGGAGTGCTGTAGATGCTTCTAATAG4069 A_95_P106922 CV018125



4418 52 83 560 GGCCCTCTATAGATACCAAATGGGATTTCTGGTGTTTTGAAGTCTCTTGCATGGATATTT 4071 A_95_P264826 TC66144

4422 53 2 300 CCCAGGTTTTGTATCTTTAATCATTTCTATGTGGTGAACGATCTATCATCTTAGAGCAAA 4078 A_95_P141397 EB445132

4425 53 5 784 CAAACAGAGGAAGTCATCTTTGACCATTTGCATTCAACTGCATTCCAGTACTCACCTTTG 4084 A_95_P016786 EB444467

4426 53 6 538 GTGTGCATATGCTTATCGTCAGCTTCCCTTGTTTATTTTACATTTCATAAGACGAATTTG 4086 A_95_P014951 BP128466

4429 53 9 747 TTAGCCTGATCGGTTACTGTATGTGCTATGTGATTTGTCCGCGATCTCGTTGTTTTTGCT 4092 A_95_P286033 FG176065

4430 53 10 894 TCTGTTGATTTTAGTAATTGTGCTTGTGATGAAGTATTATTGTGTAGGTTAGTCTGCCCT 4094 A_95_P251562 EB679203

4436 53 16 412 CAAACCCCTAATGTAGTGATACCCCTTCCCCTTTTATGAAATTCATAAAGTCATACTATT 4106 A_95_P073185 BP526154

4442 53 22 342 GGCCAGTTGTTATTTCAGGTTTCAGTACTGAAACCGTTGGAATGGGATAATGTTTTTTAC4117 A_95_P008541 TA14036_4097

4443 53 23 704 CTTGGAGATTATACTGTGTAATGCTTACTCTCAAACTCTTCGTTTACACAGTAATGATTG 4119 A_95_P124902 DW004697

4444 53 24 618 GTGCAATCTCTTTCAACAACGGAAGTGCTTAAGGTGTTCCATGATTATCTGTCAAAGAAA4121 A_95_P085075 FG639353

4447 53 27 1193 GCAGATGTTAATCTATTGGTCTTTTTGGTTTGACGTTAATCCAGAGTTGTGTTAAATTGG 4127 A_95_P236339 AF098635

4449 53 29 756 TGAAGTTCTGTTGCCCTCAGCTGTTGGTTGTGTTTCTGTGAATGAACTTTTTTAGCCTTG 4131 A_95_P019311 EB678616

4451 53 31 764 ACCTGTGCTCAAGTCATACGCTTCATTGGTGAGATTTTTGTTCAGCGAAAGGATGTCAGA4135 A_95_P162782 EH621767

4452 53 32 1124 GCTGCTTTGTTCAACTTTCCATGTTGATTGCATTTGCTTGCAACTATGCCTAAACTTTTT 4137 A_95_P198637 TA16822_4097

4453 53 33 352 GTTGCTAGTTGCAATGATGAAGTTTTAGCTCCAAAATCAACCTGAATATATTGTTCTGGT 4139 A_95_P209917 TA19290_4097

4460 53 40 732 GGGACATAGTCATTATAATGTGAAAATTATGCATTGTCTGCCGATTTGTCAATTCAGCTT 4153 A_95_P163187 EH622159

4463 53 43 320 GTTTTGGGTGCAGGTACCCTTCCTTTCGGTACTCTTTTCATCGAGTTCTTCTTCATCATG 4159 A_95_P094710 BP532841

4466 53 46 365 CCCTTTAACAAACTCTCTTCATGGCAATTTGCCCCTGCTAAAGTAAATGTTTGCACATCA 4165 A_95_P078505 BP527532

4467 53 47 519 ATGGTCACCAGATTTTGAGTGTGATTGCAGATTGCCTTTCGATGGCTAGGAGTAACTTGA4167 A_95_P115872 DV158291

4472 53 52 596 CCCACCCCCAACAACCAATTTAACTTTTATACAGGTATAGTATCTGTTAATAAAGTAAGC 4176 A_95_P200652 EB444504

4473 53 53 727 AATTGAACACTGGCTTTAACTGTGGTTGTAACTTCAGTCTCTTCTAATATTCTTCCTTCC 4178 A_95_P020041 TA21816_4097

4474 53 54 478 AGGTTGATGATGTCATTCTCCCTTACATATTCAAGGAATAGTAATAGCTAGGTCCCCAAA4180 A_95_P105207 CV017355

4477 53 57 608 GACGCTGATATATTTACCTTTCCTTCAAAATACGAAGTTCGACAGGAAGTAAATTGTGTT4186 A_95_P146392 TA18636_4097

4482 53 62 1376 GTAATGCAAAAGTTTTGTTGTTGTGGTTCAAAGGCATGATCACTACGTGAGAGTTGAGAC4195 A_95_P016956 TA12419_4097

4487 53 67 830 AATCAAAGACACACCACAAGACTGTGAGGTGAAGTCTACGAGTCAGCTAGCAGCAATGAT4205 A_95_P200317 EB438594

4498 53 78 689 GTATTTTGTTAGGGATCTTGGTGATGAGATTGAAAATGTCGGTTAATGACACTTCTGGAT4227 A_95_P241709 FG636765

4501 53 81 488 GCATAGAAGCCATGAAGGTTCTACAACATATAAAGACTTTGCCAAAGGTGGAGGGACTGG4232 A_95_P084250 BP528970

4505 53 85 54 GCCTTGAATATGCTTTACACGACTTGTAGATCAATTGTGCGTTTGTTATAGTTACATTGT 4240 A_95_P131842 EB432260

4508 54 3 636 ACAACTCAGTAAAATTTACCTGGTGGGATTTGGGGAGGGTAGAGTGTGCAGATCTGTTGT4081 A_95_P223677 BP129613

4512 54 7 1217 TTAAGATTCTTGAGACATACTGGTTGGAGGAAGATGACGAGACAATGCCACCTGGTGATG4089 A_95_P203867 TA17945_4097

4513 54 8 476 CTCTTTCTTATTTCAAGGTATGACACTAACAGAATAGGGAGTCTCGACCAGCGAGCACAT4091 A_95_P059705 BP134806

4514 54 9 293 CTGTTTTCCTCATCTCAAAAAGTGAACCGTTTAATTAGGTGCCAAACATCCTTGCAGAAA 4093 A_95_P107632 FS416927

4515 54 10 531 ATTACTTGTGTGGTTGTATGACAGCCTGGTGATGCCTTTTCTGTAATCATTCATCCTAAC 4095 A_95_P122127 DW002161

4516 54 11 572 GCTTATTGAACTGGCTTCGACTTATGCTTTATGAAAACATGAATATTGAGTGATGATTGG4097 A_95_P275143 FG641096



4519 54 14 1089 TATATCTAACCTTCACGAGATGCGGTTGGAAAACACAAGCAAAGCGGTCAAATCTGCAAC4103 A_95_P196512 TA16355_4097

4527 54 22 857 TAGCACGGACGATGGGTTTAGAGACTAATTAAGAGATTCCTGATACCATTAATGCACTTG4118 A_95_P012071 EB447706

4534 54 29 112 CTTGGCTGGCTTCTATTGTTCTCTGTTTCTCATATATCATGAATGTACCAAGTTCTAATA 4132 A_95_P212317 TA19807_4097

4542 54 37 549 ATAGGAACTGCACCACTGAATTCTCCTTTTATGTTATGGAAAAGATACCACTACTCATAA 4148 A_95_P307373 FG638314

4543 54 38 705 GAGTACTTTGCTTCTTTAGTGCTAGTGCTTCTCTAGATAATATACTGGAGCAATAAATGT 4150 A_95_P291048 EB449388

4546 54 41 811 GTCTCTTGCATTTGTAGCATACTATTCATGTATAGTAGAGATCAAATGGTAGGATGGTTT4156 A_95_P254529 FG163907

4549 54 44 248 CTGTCCTTTATAGCTGAAATTAATGTTTTATTCCTGTCTGGCATCTGTGTGTTCTTGATT 4162 A_95_P160647 EH619317

4550 54 45 247 TTTTGTGATCGCATTCGCAGGTGAAGGCGAACCTTGCGTTTTGTTGCCAAAATAAATTGC4164 A_95_P145612 EB449372

4553 54 48 889 AATATACTTTAGGAGGTACAATATATGGCTGCATTCAAAACGGGACATGCACAGCAAGTC4170 A_95_P011426 EB424698

4554 54 49 295 GGGGTCCTAGTAGAGTCAGTTCAACCTGGGGATTTCGTTTTATTGTTAGTTTTATTGATG4172 A_95_P141407 EB445138

4555 54 50 874 CTAAAGCCTACGATGGCTGACTTTACTCTCCAGTTAAATTATTCGTCTAGTCAATGGCCT 4174 A_95_P228174 EU880279

4558 54 53 486 ACAAAAAGGTTGAATCTGGATGCTGTTGGTGTTGAGCTTGACAAGATGCAAGCCGTGAAG4179 A_95_P207697 FG159329

4561 54 56 1080 TTATCTTGTGGATGTAGAATTCAGCGTGGCAAGAGTCGTCTCTTGTATTTTCTTTTTTCC 4185 A_95_P018011 TA17173_4097

4573 54 68 235 TATTAAGTATAGGGTGACCTTTGTATCTTTGTTGGACAACAAACTTCCCTCTGTTTAAGT 4208 A_95_P100868 BQ842877

4574 54 69 1578 GCCCATGTATCTTGTATTAATTGTTACAAGCTCGTGTATTCTTGAACGTTTGTCTAAGTT 4210 A_95_P181327 TA12952_4097

4576 54 71 746 AAGGCCTTAGGTGATAGGTCTCCTTGTATTCCTTATCAAAAAATAGGTCCTTTGTATCTA 4214 A_95_P260881 EB681914

4578 54 73 0 TTTCTGATCCACATCACTCTGCATCAGAGCAGCTAGTGTAGACTGAAAGCATGCAACATG4218 A_95_P267256 A_95_P267256

4580 54 75 1326 GGTCTGATGAGTGTACCTGATTATTTACACTTACATGTGGCTTTATAAATCATGATGAGT 4222 A_95_P007531 AJ271748

4584 54 79 254 CATTTAGCAGTGATAGCAGTCCAATAAACCATAAGCTCTGCTTGCAGGCCAAAAAGGAGG4229 A_95_P062115 BP135430

4585 54 80 564 CAAAGCCTTGATGAGCTCATTAACACAGTAAGGCGCAGTTAGAGTTCGATCAGCAAATTG4231 A_95_P056896 BP134073

4588 54 83 643 ACTGTTGGACGCTGTAGCTATTCTATAAACTCGTTGTTTTAGAGTTTTGTTCAATCAAGT 4237 A_95_P125037 FG144478

4589 54 84 750 GCTCATCTATTCTGAGTTCCAACATTTTCATGATTTGTTATTCATTCTGAGAGTAGTGCT 4239 A_95_P003736 EB438934

4591 55 1 504 TAGTAGCTCTAGACCAATTGTTTATAGTCCTAGTTCAAAATCGTCAGTCGATGAGATATT 4242 A_95_P053476 BP133188

4592 55 2 90 GTGAAGGATTTCTCGCATTTTGAAAATAGGAGCGGAGAAAATGTACGGAGAGAAAGGAGA4244 A_95_P241185 AJ718186

4593 55 3 756 GGATAGCAGCATCCCCACTGCACAAAAATAATACTTAATTCTATGTAAAATGTAAAACCC4246 A_95_P240905 EB681754

4596 55 6 353 ATTTAACCGCTGTTGGTGGATCTAAAGACTCAGTACCTTTAATCTGAATATTGGTTCCAT 4252 A_95_P037826 BP129104

4598 55 8 658 CTCTGGAGGGTCTTCTGTTAAGGAAAGGAATCATCAAAGAGAACAAGGAAGAAGAAGATG4256 A_95_P114947 EB677239

4599 55 9 358 TATGATGATGCTGTACAAGGTATATCGGTCACCAAACGTCTAACAGCTACGGAAGAGAAA4258 A_95_P048961 BP132047

4607 55 17 147 CAACAAACTCGGTGGTCTTTTGAGGCAGAGCATTTCTAGGAAATGCAGTCAAGTGCAACA4273 A_95_P112482 DV158042

4609 55 19 812 CTGTATCCGAACATTCCGAATCATTGTGAAGTATAGAATGAAATCTCTATGAAAAGGATG4277 A_95_P268466 DV159080

4613 55 23 434 TAAAATTCCCGTCGTAAGGGCTAATGTGTGACCCTATTGAAGTGATACGAAATTACTACT4285 A_95_P099148 BP534811

4618 55 28 44 CACAAAGCTTTGGCACTGATTGAGTTGTGCATACACCAGTGTTGTATAATATCATTATTA 4295 A_95_P132687 EB433279

4621 55 31 255 AGGGGTGTTTTATATGTACTTCTGTACAACTCTTCACGTTTTGTGTTTCAAGATCTTTGA 4300 A_95_P110957 CV019980

4626 55 36 499 CCAGGAAGAGTATCCTGAAATAGTTGCAGAACAGCTTTACAGGTTTCTGCAAGAGAAGTT4310 A_95_P034464 TA17755_4097



4628 55 38 707 TAAAATGGAAAGGTAATCTCTTGGAGTTCTTCCCTTCAGCAAAGCGGACACCTGAAGCTG4314 A_95_P216417 FG145536

4633 55 43 699 TGAGCATCTAGGTCACCTAAGATTGTATGGACATGGGGTTACCAAGACTTCCTTAAAAAA4323 A_95_P271831 EB445661

4639 55 49 212 CACAGGCAAAAGCTACTTAGTTTTTCTAAGAATTTTGATTGGATTTGTACACGAAGGATG4335 A_95_P132977 EB433894

4640 55 50 522 TTTGATATTGCTAGTGCAAAATTGTCACTCCTGACTAGTAGTTTTCTTGAGATTGAGTGT 4337 A_95_P123207 DW003077

4643 55 53 873 AAGCGAATGGTATTGGATTTTCAAATACAAGTGAGACTGACAGTGGGAGGCAATATTTCT4342 A_95_P273141 EB681892

4658 55 68 527 CTAGTGCCACTGATTACTTAATTGCTTCTGGTGGTAGTCCATATTGCAATGGGGAATATG4372 A_95_P040521 BP129852

4659 55 69 925 ATGATTTTGTTGATGCTGTAATGGCGTGCGTGCCTATGCAATGTCCTGTCCATGCATGAT4374 A_95_P247182 EB438044

4660 55 70 673 TTTTTTGTATTCATCATCCACTGATCTGAGCCCTCAAAGATTCGACCCTCCTATCTGATG 4376 A_95_P299883 FG640616

4662 55 72 830 TGCAATATGTGCTTTGGCCTGAATGTGGTTGGCAGTCTGTGTCCTTGACAGATTTGATAA4380 A_95_P215172 DV159554

4664 55 74 749 TCAAATTATCTCCTGAGGTGAAAACTTCCTTTGTTTATCAATTGGTTTGCCTTTGTCTGG 4384 A_95_P013146 DV160860

4666 55 76 819 TTGTTATGAATGCTATGACACAAGCGATGAACATGGCCGAAGAACAGACTAGCGGACAAG4388 A_95_P260801 EB438781

4668 55 78 467 CCATATACTAAGGTCTATGCTCTCCATCTGCTCCCTATTGACTGAACCAAATCCAGATGA 4391 A_95_P106137 CV017770

4682 56 7 894 TAAACTATAAAGACATGCCTCATTGTGCTGCACTTTTCCATAGCTATGCGTTAATCTTAT 4255 A_95_P008096 EB677862

4689 56 14 90 ATTCTCAGTGGTGATCATTGCGATCTTTGGTTGAAACAGCTAAAAGAACGGCTTTAATTC4268 A_95_P152277 EB682620

4690 56 15 0 CTAAACTTTTGGTAATGGTATAATTATCGCTTGGATGTCAAAAAACTGGAAGAATTCGCG4270 A_95_P025376 A_95_P025376

4692 56 17 454 CTAGTTGCTTTATTGTCTTTTTGAAACATTTGTGCACTCTGAATCTTGTACTAAGTTCGG 4274 A_95_P024626 TA14413_4097

4694 56 19 862 GTCTTATCGATGCTGTTGCTGCTTCCACTAACATTACCATATCCAATTGCCACTTCACTG 4278 A_95_P013181 EB428794

4696 56 21 697 GTCGCCTTTTGTTGTACTACTGAATCTTGATAGTTAATGCAACGAGAACAAGATAATTGC4282 A_95_P132812 EB433568

4708 56 33 93 CCGTTTCAATTTACGAGAAAATATTTCCTTTTTAGTCGGGGCTAAAAAGAATGAGCCATT4305 A_95_P115267 DR109313

4715 56 40 0 CGGTAATGTCTGTGTTCATCTTTCTTCTTCTTCTCTCTTGGGTTTGGCTATTCTTCGAGC 4318 A_95_P235174 A_95_P235174

4718 56 43 863 AATGAATTGTTGGGGTTTACTTGAATCAAATTCGAGATCATACATAACAGCTCCCAATCG4324 A_95_P187177 EB448119

4721 56 46 769 GAATGTTCGTTCTGGTTTAAAAATGCAAGTAACTTTCTGTACGAAGGGAATTGGTTTGCT4330 A_95_P012381 TA12284_4097

4723 56 48 0 ATTGATCTGAGCTATGCTGTAGCTTCAGTTGGACTTTGGGAGAGACTTTCTGGGATCTAC4334 A_95_P312453 A_95_P312453

4725 56 50 818 ATTACCCTGTGCCGCCGCATCAGCTGATTTATTCTGTTTATCCAACTACTTTTGTTTTTC 4338 A_95_P000346 Z56282

4733 56 58 805 AACAGATTAAGGATCTGAAGTGCCCGCGTGATTCTACTTCTGGTTATGAGTTTAGAGCTC4353 A_95_P272626 EB451564

4744 56 69 1120 CATGGCCTTCAAAGGTTTATTTTGGAACTGTTCGGCATATCTAATCCTTGTTATGAATTT 4375 A_95_P195337 TA16094_4097

4745 56 70 823 ATAATAGGGCTTGGTGAGGCTGAAGAGGATAGAATTGGTTTGTTGCATACCCTGGCAACT4377 A_95_P009206 DW000005

4746 56 71 1370 GCTTTGTGCCACTTGTACGAATGGTTGAATTATGAATATGATTTATCTCTTGAAAGCTTG 4379 A_95_P002281 TA14949_4097

4751 56 76 903 ACCTCAGCACTAACGATTCTGTTCAGCTTATAGTTGTACATTTTTCACATATCCCATTTT 4389 A_95_P288238 EB424835

4755 56 80 848 AAGTATCTGCAGAGATCTAGATGCTGATCTGATGAAGTATCATTCAAAGCATGCAGACAA4396 A_95_P285973 FG138693

4761 57 1 289 GAAAAGATGGGAAGAGAAGATTCCTGTGATGCTAAAGAGTCATGCTATCAAAGAGGGTCC4407 A_95_P146957 EB451143

4766 57 6 677 GGTATCATCCCAAATTAGTTGGGGAAGACGATATGCGTCAATCTGATGATTTGAGTGTTC4417 A_95_P219622 TA21434_4097

4772 57 12 233 ATGAATGAGGGATGTTAGGGGAATTTTGGGTTTGGTTTCTAAATTTCCCTGGGAATTTGT4428 A_95_P031251 BP532474

4773 57 13 317 GGGAAATAAGGAAAATGCTTGGTTTATTTACCTGAATAGGTTTCCATATTGGCTTTCTGA4430 A_95_P156377 TA18129_4097



4775 57 15 708 CTATAAGGCGTCTTCTCTTGTTGAGGTTCAGTCACTGTTAGAAAGTCATTTCGAGCTGAC4434 A_95_P078240 EB680119

4787 57 27 131 TAGTGGTCGCGTGCCAAGTGTGTATTGTTGAGTTACCTTATTGCACTATCACAAACGAAT4457 A_95_P112842 CV020875

4789 57 29 1094 TCCTTAGTGAGCAGCACATTCTTTAATTTGTCTGTGTTAGACATGTTCAGTGTTGACCTC 4461 A_95_P091368 TA16297_4097

4790 57 30 1165 GATCCAAGAAGCTCTTTTGCCTAGCCTTATGAGTAATTTTATGTTTCCTTCTGTGTTTTT 4463 A_95_P007856 D17526

4803 57 43 253 GAGGTTTTCTTGTCTCTGTAGTATGTTTTCTAAATTTTCGATTTGACATAGTGAACTGGG 4488 A_95_P130232 EB430269

4807 57 47 851 TTCCTGTAAATCAATTTAATTCCATTGAGGACGCAAAATGGCACTATTGCTTGTGCATCG 4496 A_95_P011876 TA12111_4097

4812 57 52 428 TGGGATAGCTTATCTTTGGATATTTCACTTGGCTTCATGGTTTTGATCTCCTTTTCTGTT 4504 A_95_P181082 TA12894_4097

4816 57 56 489 ACCGCAATAAGGAAACCTAATTTAGCTCGTTGTACTTTGTATTGCATTGGATGTTTATCT 4511 A_95_P146997 EB451231

4818 57 58 175 TTATGTGTTCACCAATGGGTTTCGTTCATGCTTCCGCAGCTTTTCAACCAGGCAACATGT 4515 A_95_P102737 CV016169

4824 57 64 652 TCAAGGAGATAGATAGCTGAGGTCTGATCAACCAATATAGTCCTGGGAAACGTCTACTTG4527 A_95_P287178 FG642291

4826 57 66 438 GCTTGCAGGCTGCAGCATTTCTACATTTTGTTTTGTCCATTTCTTATTTATGATGTCCTA 4531 A_95_P039296 BP129511

4835 57 75 101 ATACTAAAGAAGAAGAAGAGAGAAGGAGCTCTGATGGGATCTTTGCTGAACTAACTGATA4548 A_95_P077845 FG136330

4843 57 83 555 CAAGTGGAGAAACAAGTTCAGTTGGATTCTACAACTCCTACTGTAGATGAACAAGGCCCT4564 A_95_P125152 DW004953

4850 58 5 716 GATTTGTCAGGAGCTGTGCGCCGTCCTTCTGAGCTAATTTCTGGAAAATTTGATGGACTT4416 A_95_P128692 DV161230

4855 58 10 694 AAATTTCACCATTCCTCTCTCTTATAGCGGCGAGTATAAGCTTCCTACCTTGTCCGACTT 4425 A_95_P259066 EB440322

4859 58 14 794 ACGAAAGGATAACTGGAAGGGCTGAATATTAACTTGAGCATAAGAGTAATGCTTTTATAG4433 A_95_P245942 DW005092

4875 58 30 666 TTTTCTATGCATCTTGAGTTTTGAGTAAATGTAATATTCCAGCGAACGACTTCCCCTTCG 4464 A_95_P193282 TA15637_4097

4878 58 33 550 AATTAGTTCAGTGAAGCAAATTTGGTTTTTACATCTTGAATGAAAAGAGCACGATTGGCC4470 A_95_P021611 DW002468

4882 58 37 568 CGGAAAAGAGACGTTTATTTATGAACATGACAAATGGTGAATAAGACAGTAATTGAGCTG4477 A_95_P302308 FG641357

4888 58 43 551 AATTTTGGAAGGTCACTTTTAAGTATGCGCCGTGATCAGGTGCATTCGATGGAATCTGCT4489 A_95_P145172 EB448736

4889 58 44 1006 TTGCTCTTTGGATGGATAATGGACAGTATTGCACCATCTTTTATGGCTTTTGTTCTCCGG 4491 A_95_P184372 TA13681_4097

4896 58 51 534 GCTTGACAGAACTCCAGAAAAATGAGAGATTAGGTTTCAAAAATTTCTATGCTGGATATG4503 A_95_P280973 FG635775

4899 58 54 818 CGTTAGTTGAAATGTATTTCCAACTTTGGCTCATGGGTGTTATGTGAAGGAATGATAAGT4508 A_95_P107782 DV999956

4902 58 57 899 ATTTTGCAGAGGGAAATGCACTACCTACAAGCTAACTCTTTTTTGCATGATTTATTTCTC 4514 A_95_P224172 DV162682

4905 58 60 599 GCACTTTGTAGGAAGGAACTTTTGTGTAGTGAAACTTGTCATGGAAATTGTAATCTTTCT4520 A_95_P143412 FG175871

4907 58 62 240 GTATTTTTGATAGCGCCAGACTTTGGCATTTGACTGTGGTGCATACTGGTCTTAAAAATA4524 A_95_P127447 EB426991

4908 58 63 211 GTGTTGCAGTATGACATTGAGTTGAATCTTAGTATGTTGTACACTTGAAATATAAAGGGC4526 A_95_P097043 BP533860

4909 58 64 0 TGTGCGTAGCTTCTTACATATCTTGTTGCTGCATGTCAGCTGTATGCTAACTGCAGTATG 4528 A_95_P269151 A_95_P269151

4911 58 66 271 TACTGTTAAGAAGGGTACGCCAGATCTTAAGAAGACGGTTATGCCAGCGTGTCATTGTAC4532 A_95_P113056 CV020981

4919 58 74 524 CAGTTTGTGCTGCCTGATTAACGTAGAAATTAAATGACATGTAGCGGCTGCTATTAGTAA4547 A_95_P000861 EH624123

4923 58 78 786 AATAACACTACTCTATATCGCTGTTCAATGTCTATTGGTCTTTCTTGCTTGCATTTTCAG 4555 A_95_P135562 EB439058

4929 58 84 693 AGATACAAAAGAGTTTGATTGAGTTGCACCAAGTGTTTCTTGATATGGCTGTTATGGTTG4567 A_95_P303668 FG192050

4932 59 2 852 TTACTATGCAGATGTTGCAAGGTTCTCTCAAGGAATTCCTCCTGAATGCAAGCGTTCGAG4572 A_95_P146262 EB450248

4933 59 3 678 CTCCTGAAACAAGACTCAAGTACTCGCAGAGATAACAAAGTTTCGGTGGGCATCATCTAA4574 A_95_P067455 TA18559_4097



4935 59 5 294 CCCTTGCAATTGTTAAGATAACTCTCTTGTGATATCCACAATAATGTGTGTGTTTACTGT 4578 A_95_P102557 TA11636_4097

4937 59 7 829 GACGTTCCTGTTTATATCTTATGTATCAAGGAATATCCACAGTGGAATATAGGCTTTACA 4582 A_95_P130397 EB430442

4944 59 14 699 TTTACCTTTTCTCATGTAAAACATGAAAAGTTGGTTAAAGCTGACTAGCTGAGATTGGTG4596 A_95_P014766 TA15482_4097

4950 59 20 1187 GTATACTGTTTTTGATTCGGATATTTCTGTTGGTGTTGAGGTATCTTTGCTCTTCAGTTT 4608 A_95_P023361 TA15533_4097

4953 59 23 630 TCTATCTTGGAGCGTGTCTCAATCTTGGTCAGCATCTAAACAGCTCCAGTCAATTGCAAG4614 A_95_P128632 DV160797

4954 59 24 231 GTAGATGAGGACGTCCATTGTGGTTCAAGAATTTTGTCACCTTGTTTTGTTTGTAAAATT 4616 A_95_P000981 EH624474

4956 59 26 402 TCACCATTTGATCTGTGAAACTGAAGAAGCTGTTTTACGTCTTTCCTCTGCAATTAGTTG 4620 A_95_P005896 FG638066

4958 59 28 861 TCGAGCATGTGTTCATGTGTGACTGATAAATGATCTTGGGGCTATGCAAGTTATGTCAGA4624 A_95_P295243 FG143459

4959 59 29 935 TTTGTCAAAACTCCAGACTATGACTTCCAATTCTGAGTTACTCATTCTCTTCTGCTCTAA 4626 A_95_P009726 TA12569_4097

4962 59 32 771 TCCAAGTGGAAGTTGATTGGATTAAAGCCTTGCGGATGCAGTAAGCAAAAGGGGAACATC4632 A_95_P296828 EB680052

4964 59 34 807 CAGTTTTTGAGGGGGAAGTTACTACTGAAGAAGCAGAGAGTTTTATTAGCTCCGTTCTCA4636 A_95_P212182 EB444636

4977 59 47 727 AAGGAGCTATGCTCGTGGTCCAAGATAGGAGCTTCTTATGTCCTATGAATTCCTAGATGC4662 A_95_P126407 TA17269_4097

4979 59 49 394 TACTCCTCCACCAAATCCTTCTGGATGTGCTCGCAGTGAGCCTTACAATTATTTTGGAAA 4666 A_95_P073220 BP526163

4980 59 50 259 GTATATCTGCTAGCGTCCGCAGACCTCAAAATCCCCTTCTATCCTTATTATGTTGTTTCC 4668 A_95_P093018 BP532102

4982 59 52 2083 GTCGGTTTGGTACGGTTTTGAAAGACTTCGATTTGCTATTTTCGGTTTTAAAAAGGTTAT 4672 A_95_P213547 AJ244024

4984 59 54 838 GCTGCATATACCTATTGGATTAGAGGTTTTGTGGCATGTAAAGCTTTTGTCTCAAGGAAT4676 A_95_P241490 FG172752

4987 59 57 344 TATGTGCTGATCACAATGTTAACCTGATCACAGTTCCTAGTGCCAAGACACTCGGCGAAT4682 A_95_P107207 DV159293

4990 59 60 224 CTTTTGTGCGTAAGGGCGTGGCCATCAATGAAATGAGCTCGTCTTCTTTCTTGGTTAAAG4688 A_95_P204232 TA18022_4097

4994 59 64 829 AGGTTGAGTACTGTATATGGTGCTTGGTCAAATGAAATTTGAAGCTTTTGCTATACTGCA4696 A_95_P204167 TA18008_4097

4995 59 65 804 ACTCGAGCGAAAATGATTCCATGAGAAAGAAAGTCTCTCACAAGGACAAGAAGTTTAATG4698 A_95_P291833 EB425003

5000 59 70 305 CTGATGTATGCATGATCTCCAAGTTCTTTGAGAATTCTGAGTTGCAACGTCTTGGTTTTT 4707 A_95_P144977 EB448528

5001 59 71 301 GGGATTCACGGTGGGTCGCATGTGCCTTTACATTAATTTAATCATATTTCTTCTCTGCAA 4709 A_95_P134152 EB436081

5004 59 74 851 TCTATAATGATTCAGACTCGGAGCCTAAAGTCATCAGGAATGTCCCGAGAGTGTTGCAAA4715 A_95_P228689 DV999980

5005 59 75 828 GCTGGCCATTTTGGAGGAATCTGTAAATAGAGAGGGCTTTGATATGGAATTGAATATACT4717 A_95_P121687 DW001798

5006 59 76 417 ATCCCTTTAAAAAGCTTGTAATGTCGCTGTAATTGGCAAATCTCTCTAATGCTATTTGCA 4719 A_95_P025076 TA17794_4097

5007 59 77 207 CAAAGGAATGGAAAGAAAAGCTCGACAACAGTTCAAGGACTGAGGAAACAATTCAGTTAC4721 A_95_P093283 TA12804_4097

5008 59 78 846 CTGAAATACTTGCAATGACAAATCTTATAGCAGCATATCAACGAAATGAGATCTTGGAGT4723 A_95_P235219 DV162035

5009 59 79 378 TTTCGCAACTGGTTCGCGGTCTTCGCTTCGAAATTGTTGCTGGTTTTCTTGGACAGATTT 4725 A_95_P158782 EH616659

5011 59 81 859 ATCTTGAGCCTGTTGACATCGCACTTTTTCAATTTCGGGTGTATCATGTATGACAAATTC 4729 A_95_P236014 DV161341

5015 59 85 592 TTTGATGCTATCATGTATGTGTGTGTTTTGGTAGTGGATTTGGCTATTTATATAGCGCAA 4737 A_95_P000258 EB441762

5019 60 4 565 CTTCGCGTAATTGGGATAGTTTTCTGATTGACAAAAGGAAGGAAAGCTAGAAATGTGTTT4577 A_95_P220707 TA21664_4097

5020 60 5 290 GCATTTCTTAATTGCTGCTGAAATAATTCGCTTGTTTAGATTTTACTCGCTGGTGATCAA 4579 A_95_P028736 TA19500_4097

5021 60 6 596 TGGAGCAAGTGAACTTGGTTCTTGATACACTGTTGGGTCAAATAATTTATGCTGAAATAT4581 A_95_P178372 TA12231_4097

5026 60 11 353 AACTACTTTTTGAGCCTCATGTTGTGGGACTGATTCTTGTCGGCGCTTTATCAAATTAAT 4591 A_95_P076675 BP527049



5027 60 12 454 CTAGTAGAGTCAAATCCTTCGTTTGAGGTCCCTTCTTCCGTTTGTTTTTCTTCTAGATTT 4593 A_95_P074875 BP526583

5029 60 14 352 CTAACTTGCCACCTAAGTCTATGGGATCTAAAGGGTTTAGGGGTTTTTACATTGTTACCC 4597 A_95_P107812 CV018541

5030 60 15 1092 CTGGAATTAGGTGTAGCTATATCACAAGCTCATGTTTCTACGATCTTAATCTGTATTTAC 4599 A_95_P022591 TC60690

5034 60 19 821 TCACCACAATGCGAGATCAAGGTGGAAGTATTTCGAAGTGGAGTACTACTACGTGGAAGA4607 A_95_P188652 TA14618_4097

5036 60 21 112 TGATTCAGATTGATGGAGTGAACACTAATGAGTGAAGTGGATTGGTCACCTCGGCACACA4611 A_95_P102652 CV016125

5037 60 22 457 TTGTGATCAGGTATTTTGGAGGAATTAAACTTGGCACTGGCGGTCTAGTTAGAGCTTATG4613 A_95_P067385 FG196569

5047 60 32 449 CCAAAATTACTATGAACAAAGCTCTGTGTTAGCGGAACCTTCCTTGGAGCATCCTCTTGC4633 A_95_P057666 BP134274

5049 60 34 740 TGTGTCTCCTCCTTTGGCAAAGTGCCATTAATTGGCAACAGATTTGCTATTGACTTTTGC 4637 A_95_P261566 FG641293

5053 60 38 530 ATGCCATCCAATACCTGTTTCCAGTTGCTCATAGAACATGTGAAAAAGAGATTTAAATGA4645 A_95_P021021 EB682892

5054 60 39 906 GCGTAAGACCAATGGTGTAGACCTATGTTTTGGATTAACTTGTGTACAATCTGAAATTTT4647 A_95_P000806 TA13182_4097

5055 60 40 297 CTGGCCTTTGGGGATGTCCAATTGTGATAGTTTACCTTTCTTTATTGTATACAGTTCATA 4649 A_95_P003931 EB445315

5058 60 43 504 TGTCGTGGTTTTGACTGTACTGTTTTCATTTAGTTGATGGGACCATTTACCATTTTATGG 4655 A_95_P188067 FG639309

5063 60 48 155 GCTTAAAGTTGTTTTTGACTTCTGGCTCCTTGAAGTTATGGAATTTCTCTGAGTTGCTAT 4665 A_95_P163322 EH622333

5064 60 49 901 AATTAGTGTCCCTCGCACTAATTGCATATCTGCAAGCCATTTAAAAACTGACGTCAAGTA4667 A_95_P210882 TA19490_4097

5066 60 51 823 GATTCAGGATGTTCTTGAAACAAGAAAAGCAGGCTGTAATCTTCGCAAAGTTATTGAAAA4671 A_95_P186102 TA14054_4097

5068 60 53 522 TCCATGCCTGTGTGGATCTTCCAATTGCAGGGGACGTCTTTACTAAATTCTCTGATGCTT 4675 A_95_P302453 FG636848

5071 60 56 1025 AACATCAAGTTCCCCAGCAAGCTTACTTCTGAGCAGAAAGCTGGCATTAAGCGATACTTA4681 A_95_P220592 TA21641_4097

5075 60 60 216 GAAGGTATTTGGCATCAGCTTCATTTGAGAGCTCTTCATTCATCATATGGGATGTTGCTC 4689 A_95_P138667 EH664831

5078 60 63 302 TGCTGATGTAACAGCTGATACTGTGATCTTATAATATATGCAGTATGCACTGTCGTTCAT 4695 A_95_P121922 DW002001

5081 60 66 863 TCATAAGAACTCAAACATGGCTGGCATGATTCTGAGATACTCCAACGTGATTGGTTCTGA4700 A_95_P294363 EB440991

5083 60 68 297 TGTCTGTCCACTTGCAACCTACCTTGTAATTCTGTGTACCATTATAAATTGAAAGAGAAT 4704 A_95_P159762 EH618208

5088 60 73 242 TCTTAGAATGCTGGGATCGTGAGAGGAAAGAACATGGTGGCTATTAAAATTGTTCGGGGC4714 A_95_P172001 FG152454

5089 60 74 465 GCTTAGAGATTTTCTCACTAGAAAAACTGAGGCTGGATGTTACCTTTGGCTATGTAAAAT4716 A_95_P005471 CV018427

5094 60 79 618 TACGTTTACGAAGAGAGAAATACAGTTTTTGATTTATTTAAAGAGTTGCTTGTGCCGTGC4726 A_95_P136017 EB439579

5095 60 80 1030 TAACATTAATGTTGGCCGCTTGGTGCAGCATCCTTAATAAAAATGCCTTCTCAGCTCGTG 4728 A_95_P198122 TA16711_4097

5097 60 82 749 TCCGTGCTCGTATATTGTCCTGTTTGTTGAAGATTCTCTTAATTCGCGAGCTATTCATTA 4732 A_95_P220292 TA21577_4097

5111 61 11 353 TTTCGAAATCACTGTTGCTGGTTGCCCGAATATGCTGTTTTTATTTCTTGATGTACTTGA 4758 A_95_P093913 BP532471

5113 61 13 157 AGGTAGATGTCATGTTTCGCAGACCTTGTCTCTCCTTCCCTATCCTCTTGTTTATTTTAT 4761 A_95_P077710 BP527321

5118 61 18 504 CCTGAGATTTTGAGTTGATCTGATACTTACTTTCAAGATTGAAGATTTTGGTTACTTGGC 4770 A_95_P019221 TA11958_4097

5125 61 25 677 CTGCTTTGAGGAAGCCATAAATTCTTTACCTTAGTCGGTGTTGTATATACAGGCATTTTT 4784 A_95_P122997 DW002883

5126 61 26 625 CTAGGGACCTGTATTCGAGCATTGCAAATCATTGTTAAGTTTGAGTATAGAATGAAATCT4786 A_95_P153567 EB683815

5128 61 28 705 TGATTATCAATGGAAAGAGCGGGAAAGGCGACGGTAAGGATGAGCCAATGTACACTTTGA4790 A_95_P227754 EB426854

5132 61 32 848 AGGGGGAATCCGAAGATGAGGAGTGATTTTATGTTTGGTTGGATTATTGTTTAGTTGGAT4798 A_95_P293993 EB439039

5133 61 33 228 GTCCTATGTTTCGGAAATGAACAGGACTGAGGGATCCTTCTTTACTTCCAGTGATATTTT 4800 A_95_P055936 BP133833



5136 61 36 401 GTTCGATGTGAATCCCTTGAATTATGAATGGTATAAAGTAGAAAGCCCTAAGGTTTTGTA4806 A_95_P006316 TA15490_4097

5137 61 37 639 TGTGCCTGTAGCTTTGGATATTTTGGCTGATATACTTCAGAATTCCAAGTTTGAAGAGAA4808 A_95_P139017 EB442727

5139 61 39 560 TGAAACTATTATCTCACTTGACAGCCGCCAACACGAGTGACTTATGGTCAGTTTGAACTG4812 A_95_P143777 FG634181

5148 61 48 636 GACTACTATTTGTGAATTTTTGCTCCCTTTCTTTTGGCATGCTATCGTGTTGATTTCAAA 4829 A_95_P219647 TA21439_4097

5150 61 50 685 CCCTGGAAGTTTGCTTAATTTGCTCATATGCGCAGAATTAATACTGAATATAACCTTGTT 4833 A_95_P120432 DW000345

5154 61 54 160 CTCTTTCCAGGTACACCGAAATGGTTGATGATGTCATTAGGTCTCAAGCTGAGAGATTGC4841 A_95_P195597 TA16151_4097

5157 61 57 631 TCGCTCGTATGCATTTGTAGTGTACCATTGTAATTTAGTTTGTACACAATGCATACTTAG 4847 A_95_P305538 FG636265

5159 61 59 493 CAAACGTATCGAAAAGAAAGCATCATGTATAGCAGTGATTCTTATACAGTTCTTGTTTGC4851 A_95_P031101 EB431808

5164 61 64 885 ATCTAAAGATCTGATCAAGCGCATGGCTTCTTTCATCCAACGCAAGTGATTACAATTCTG 4861 A_95_P183507 EB429241

5166 61 66 2429 GCCAAAGCTGTGTGATATGTTTTAGCATCCTATATGCAATGGCTTAAGAATAAAGTGTTT4865 A_95_P188932 TA14682_4097

5167 61 67 969 CTGATATCCCCCTCCATCTCAACCTTGTAAACATCTTTAATGTATGTGAATATATGTACT 4867 A_95_P123017 TA15096_4097

5170 61 70 625 AAGGTTGAACATGCCCCTCTTGTAACAATTTGATTTGCTGTTTGTTTGCAAGAATCTAAT 4873 A_95_P258256 FG636798

5171 61 71 1215 TTGGTATTTCATGATTTCCTGTCTCATATATTATGCAGCTGTTACTGGTGCTGTTACTTT 4875 A_95_P183167 TA13397_4097

5182 61 82 744 TTCTTGAGCACTTCTTGGAAGAGCAATTTCCCAAGTTGTATGCAGAAAGGAAAAGCGCAT4896 A_95_P222677 EB443066

5186 62 1 490 GAATGGATTGCTAGTGCAGTATATACCATGGTGGAGAAGGTACAATGATAAGTTAGTCTT4740 A_95_P046941 DW003630

5188 62 3 290 TATCAAGCACCCTTCACTATTTCGGATAGTATTTATGGTTCTACCTTTTTCTTAGCAACT 4744 A_95_P147877 EB643481

5189 62 4 800 AGAAGAGACAGTCCCAGCTAGTTTTAGAAAATGAAGACATGAGCACCTGGTACACCAAAT4746 A_95_P125872 EB424994

5192 62 7 693 GAGATGTCACTTATGCTCATCTCACGATTTGTTCAACTTTGAATTTTGGGTAAATGAAGA 4751 A_95_P151147 EB681377

5196 62 11 857 ATATTTCTTTGGTAGAAAAACTAGTTCGTGCGTCGGATTTTGCAGGGAATACTTAGAAAT4759 A_95_P248842 DW004634

5199 62 14 449 GCTAGGGGTTGTCTATCAAGCTTGATTTTGGAGGTCAGATGCATTGAAGGATTGCAGTAT4764 A_95_P054221 BP133380

5204 62 19 738 AATGAGTTGCATCTGTGTGGAGATGCAGCAGCTGTTCCTCTTGTTCAGGAAATCCTCAAA4773 A_95_P128892 EB428617

5205 62 20 638 AACATTATAAATTAGTTGCCATATGGGATTGAGCTGACACATGTGGCTGGCTGCTAGCGA4775 A_95_P221732 TA21882_4097

5208 62 23 661 GGATGTTATGTAAAGCTAGCCCTTTCTAAATGTAGTAGTTGATTTTCTGGCAATCATAGT 4781 A_95_P020866 DW003321

5220 62 35 1105 CTAAATGTGCTTTGCTGTGACCAGGTTTGGTTTTAATAAGGATTCATGCCAGTTTGGTTT 4805 A_95_P026241 TA13535_4097

5223 62 38 795 TTGTGGCGTGGACTAGGTTACTTTGTGATTCAGACTTCAGCTTTCATGAGGCTCACTTTC 4811 A_95_P018591 EB449715

5230 62 45 429 TGCAAAGTGGAGGCTAATTTGTTATAAAACGTCTTTGCAGATTCCCTCCTCTAAACTTTC 4825 A_95_P079405 BP527753

5233 62 48 707 CGTTTTCTGTGACAATGAGCTTGCATGTGTATATTATGTAAGGCTGGTATATGTTTCTTT 4830 A_95_P232529 EB430886

5235 62 50 0 TTGACACTTTGATATCAACCCGAAGATCTGATTCGATGTGTTGCCATCGTGCTCACGCAA4834 A_95_P284853 A_95_P284853

5238 62 53 742 TAAAACATTGACTGAAATGAGGAAAAGGAGTGGGGTTGGGGGTTTTGAATTCATGCCTTC4840 A_95_P128452 EB428150

5241 62 56 157 TTTTTCTTTATTGCCAACACAGTAACTTTATTGGTACTGAACATGGCATTACCTTTGGGT 4846 A_95_P034434 AJ718741

5248 62 63 976 GGATCTACCAACTCGGAGGTTTATTTACTGTCATTCGTTATAGAGAATGATGTTAATTGT 4860 A_95_P008611 TA14267_4097

5250 62 65 157 AGTCCTTTAGGTAGTGTCAGAGTCTATCATGTCTTTCATTATCGTATTTCCCTTTGTATT 4864 A_95_P097743 BP534179

5253 62 68 372 GGTATTGTATGTCGTACCTACAGAAGTTGTGCTGAATTAATGAAGATAAAGCTTTATAGC4870 A_95_P220312 TA21581_4097

5256 62 71 457 CTGCTCTCGTCAAGTTCCTTTGTAACTTGTGCTTACACAATTAAAATGTAGTACATTAGA 4876 A_95_P105172 CV017334



5257 62 72 373 AACTTGCTGAGATCAAGCATGCTCGTCTTGCTATAGGTTGACCTTCTTGGGCTTTGATGT 4878 A_95_P107127 CV018219

5266 62 81 358 AATGGAAATCTGCTCTCCCAAATATCCGTCCATTTTACGCTGTTAAATGCACCCCTGAAC 4895 A_95_P160357 Y10472

5268 62 83 232 AACTCATAGTTGTCCCTTGATAGAGGCTCCTTCTCTCCTTTCAATTATTCTGTTTCTTGA 4899 A_95_P099023 BP534733

5271 63 1 313 TTGCAAAGGCTAAGGAGGCATTAGATAGGAAAAAACGCAATGCAGAAAAGGCCCAACTGA4904 A_95_P157822 EH615856

5272 63 2 771 GAGAAGAGTATGAACATATTCTGCTTCAGATAATCAAAACAATAACAATGGAGGAGAACC4906 A_95_P126957 EB426356

5274 63 4 763 ATGGAATGGTGAACTTCAAAGAATTCCTTTTTGCTTTTACTCATTGGGTAGGGATCGAGG4910 A_95_P236489 FG194427

5275 63 5 753 TTACTGTATGTAAGCATACACCGTCGTGTATTGACGAAAGAATAGATGCAATCTATATCT4912 A_95_P234994 DV158042

5280 63 10 837 CAGTCTCCGGTGTGACCTCTTGTAGCTGACTTGTAATTTATGCAAAGCTGCTCGTTTTCA 4922 A_95_P224647 EB447622

5282 63 12 315 TCACTCTGTGACTGTAGACATGTGATTTTTTGACCCTCCCAAGATTTTTTATATTTTAGC 4926 A_95_P089958 BP530737

5283 63 13 760 CAAAGCTTGACTGTGACTTCCTCCATTTACTTTGCCGTCTTTCTCATTTGGGCCTTCTTT 4928 A_95_P116192 DV158776

5284 63 14 739 TCAGAATTGCATTAGAATCCGTCTTCAATGCTATCCACCCTGCTGCGCTGAAGTATACGT 4930 A_95_P267786 DV161891

5292 63 22 522 CCAGCTTTTTATTTGGTGGAGGTCAAGAAGTCCAATGGAGATGCATTGGAATATCAGAAA4946 A_95_P043516 BP130636

5297 63 27 788 CAGATGGGCATTTGATCATTGAAGCTATTAGTACATCTTATTGTTTAGTGAGTGAGCAAA4956 A_95_P126507 EB425820

5300 63 30 555 ATACTGTTTACCCATTTCTCTATGTTCGAGAGTACTATCCTCTGAGGAGACCATATTGAA 4962 A_95_P042601 BP130400

5301 63 31 722 GGGCTGCCATTTATGTGACTTTGTATGTGATGTTTGTATTATATGTATATTGTGACAGTC 4964 A_95_P017061 TA13746_4097

5303 63 33 2531 GCATAGGTCTTTGCTCATCATAATTTCCCTATTTCTTTTTTGCCGTTAGAGTTGAACTAT 4968 A_95_P033166 AJ294474

5304 63 34 809 CCCACGTGGCAAGATCTAATTGCTTTTCTATCCAAAATTCAACCTTCAATTTGTAATTGA 4970 A_95_P178392 DV999089

5310 63 40 704 ATGCTCCGTTCCTCGTAAATATATACCCTTTTCTTAGTCTTCACGAGAACAAAAATTTCC 4982 A_95_P315618 FG196991

5312 63 42 599 GTGGACTGTTCTTAAAGGCCATGTCTACAATATAACACCATACATGAAGTTTCACCCAGG4986 A_95_P303688 FG644381

5321 63 51 499 AGCAATTTGAAAACCCTGCAAAACCAAAGGTACACTATGAGACCACTGGTCTGAGATCTG5004 A_95_P035323 AM087458

5324 63 54 296 ATTCCCAGAGCTGGCAGATTTATATGTAAAGGGCTCTTCAGCTCCCCTTATTAAGAACTC 5010 A_95_P113202 CV021049

5325 63 55 420 ATCTCGAGGCCTAGTGGTGCTAGTTCATTCTTCTACGGCTTCTTCTGATAAAAACTGGAA 5012 A_95_P072540 BP525991

5327 63 57 994 CGATTTGCTTAGGTTTGAAGGGCATGTTACTGATCTGTTTCTGACCTTAGTTCCTTTTTT 5015 A_95_P201082 TA17348_4097

5328 63 58 827 TTCACTGTTTGGTCAGTACTTCTGTCTCATTTGAGCATTTCAGCTGGGATGGCACCGTAA 5017 A_95_P292323 FG148939

5333 63 63 116 CGCAATGCTTGTATGAGAGACTATGAGCAGGCAAATCATATTTTCTTTCTCAAAATACTT 5027 A_95_P110807 CV019919

5334 63 64 291 GAACATAAACATTATGTGCAATGAACCTAGAACAGACGGTTTCGCTGTCTCAATCGAATG5029 A_95_P218017 TA21076_4097

5339 63 69 397 ATGCCACCTGAAGTTGCAAATGCACTTGAGAAGAATAAGCAGTTGCTGCTTAGTCAGCAG5039 A_95_P085255 BP529232

5342 63 72 123 AGATATGTAACTGTTCTACGCAAGGATTATTTAGACGTAAAACTAGGAAGTGTTGAACGG5045 A_95_P106472 CV017916

5344 63 74 800 AGCGATTAGTTTCTGCTGCTAAAGATGGTGATCTCCAGAGCCAGCTTACTGGAGTTAATC5049 A_95_P298158 FG145187

5345 63 75 563 CAGATGAAGCATCTCAATGCTCGTGAAAAGAGATACATTGGCTTCATTCTTTACAAGTGT5051 A_95_P125917 EB425045

5346 63 76 664 TAATGTGAATCTGGGCAGAGAAGTAAGCTCAGCAGACCATGAGATAGTGTTGCCTTTTCC5053 A_95_P203837 TA17939_4097

5355 63 85 928 TGATTGACCTCAAGAGGGCTTGGAGCAAGCTAAAGCTGAGCAAAACAAGAAACTTTCATA5071 A_95_P008971 TA16183_4097

5356 64 1 893 AGTGGTCTGGTTGTGAGATTACCCTTTGCTTCTCTTTTTGATACCCTTGGCATGTGCTTG 4905 A_95_P212072 DV159330

5368 64 13 666 ATGCACGTAGTTTCCCCTCTCACTTTTCCCTACGCTTATGTGTTCACTGATGCAAATTTT 4929 A_95_P205187 EB441986



5369 64 14 556 AAACAGAGATACCTTCATTGCTGATCTCGCCGTGAGATTGTCACGGGACAAATCTAGACT4931 A_95_P163142 EH622112

5372 64 17 488 TCAGTTCAAGCTGAAAGTGAGGTGCAAAATGTGGGTGATAATAATGTAGAAAACACAGAG4937 A_95_P024466 DW004047

5378 64 23 848 AACAACTGAGAGCACATGACGAAATGTGCGCTGACCACATGCTGGAGATCGAAAGTATAT4949 A_95_P117022 DV159810

5380 64 25 1072 CGGGTACCCTATATTCTAAGACTTTAGATGTTTCACCTGAGATTGTCATAATCAACTGCC 4953 A_95_P008191 TA12790_4097

5386 64 31 88 AGATTACTCTCAAGGTGACCAGACTATCAGAGAGATTACTTTCAGGGTGGCCCGACTATT4965 A_95_P095648 BP533282

5387 64 32 582 GACAAAGATGTGGTCGGGTTTTTAATTCTACTTACTTACATTTTCATTTGCATGGATTGG 4967 A_95_P019121 DW002855

5388 64 33 749 CCCAATTGAACTGCATCCAGTATGGCTTTTGTAAATAGTTACTACTATATCAGCTAACAT 4969 A_95_P148497 EB677835

5390 64 35 723 GGATTTGCAGGAAGAAAAAGGACCCTTTTTGCTTTAGTTTAACTATCATCAGTACTGCAT4973 A_95_P224562 EB447840

5391 64 36 520 TGTTGCATTTAAGCAAGCTACACCGAAAGCTTCCCAAACATCTCTCAAATAGTAAACCAA4975 A_95_P152902 EB683232

5394 64 39 233 AGGCAGTCAGTTGATTTCAAATTCAATTGCCTTCTTGTTTGATGGTCGTCGTCTTCGTGG 4981 A_95_P103677 EH623004

5396 64 41 821 TCAGTTGGCAATTAAGCTTTGTGGAAAAGATGGCGGAACTGCTTGCATGGCTGCATATCT4985 A_95_P296443 EB452161

5398 64 43 297 GAAGAAAGTCGACCGAGCCAAACTCAGTTTACAAGTATCAACAAGTATTTTGTCGGTCTT4989 A_95_P031726 BP137283

5399 64 44 761 ACCACAATTGTGGGAACCTTGAATGTCTTTGTTTTTTCCTCCCTTTTGAATGAGTAATTT 4991 A_95_P010841 EB431255

5402 64 47 426 ATTCCTCTACACCACTTTGAAGCTGAATTTGACAATTCTAAAATACTCGAGGATGGCTGC 4997 A_95_P149259 EB679035

5403 64 48 283 GAAAAAATAGGGTTCTAAGAGAGTGCTCTTCTTCTCCTCAATTGTCCATCTACAATTTTT 4999 A_95_P005726 BP529971

5407 64 52 336 CGAGTGAGGTCTGTTAAAAACTTTGTGAATTATCAGAATGGATCTTGTTTGTGAATAACG5007 A_95_P207492 TA18752_4097

5408 64 53 680 CTTATAATGTATAGCTTATTGTTGCTGCGCAGTGTAGGAGTTTTCTTTAGAGTGACTTTG 5009 A_95_P265661 FG198611

5409 64 54 793 TTGGTTCTTGAGCTACTGTTGTCTCCTTGCTTAGGTATGTAAATCATAACCTTTCTTTTG 5011 A_95_P199357 EB443300

5410 64 55 319 AAGATAAAGAAGACACAAATTTAATATGGTTCGGTCAAGGTGACCTACGTCCACCAAGCG5013 A_95_P032721 AF057375

5411 64 56 148 TCTGTTCCGTCAAAACTATCCGAATCTGATTCTCACCGGATGTGAGATAAGTAGGCAACC5014 A_95_P133757 EB435442

5413 64 58 600 AATGTGTAGAAGTTCTCCGTTTCTCTGGATGTCTGTGAAAATTATAAGTCAAGATCCCGT5018 A_95_P027446 TC70136

5417 64 62 747 TGTTGAGCGCATTAAGAAGTATTGTGACATTTGCGGAGGTCCAGCTACCTTTATACAGGC5026 A_95_P150092 EB680158

5419 64 64 744 AAAGAAGTGCCTTGTGGAAATTTTGCAAATAGAGGTTGCTGTGGATTCCTCTCGAGCCGA5030 A_95_P029311 TA19358_4097

5421 64 66 753 GACAGTGTTAAAACTGGTTTTGAGTTTCTGTGGAATTTTGTTCCAATCTGCTAGAAAGAT5034 A_95_P005116 TA12237_4097

5423 64 68 181 AACAGACTAATGTAGTGGCATTGCTGTTGAATTATGTGTTCCAAAAGTTTCTAGCCGTTT5038 A_95_P189832 TA14872_4097

5424 64 69 460 AGAACCCCATACAGCAGTTATGGGGTCGAGATGGTAAAAAATTATCCGCACCAAATGTTT5040 A_95_P209077 TA19110_4097

5428 64 73 1473 CTATCGAGTTTCAAACAGTTGGCGAGACGATTTTCGGTGATAAGAGAATTATTGTATAAT5048 A_95_P185657 TA13961_4097

5431 64 76 0 CGGATTTACCCGGTTTACATTATTGGAGTCTTGAAAGGAAGCAGCTCAACACACCAGCAT5054 A_95_P308383 A_95_P308383

5434 64 79 502 TCGGGCTGGATTTCCGCATTTCTTATTCATACTTTCTGCTATTTGGTACTATTAAACCAT 5060 A_95_P286053 FS436570

5435 64 80 827 AGGTATTTGCATCCTTTCAAGTTCTTGCCGATCGTAAAGGAACGAACACTCTCATATGAT 5062 A_95_P261891 DV160431

5437 64 82 845 CTTTTCTTGGGGCTGTGATCTTATGATTTAGCAAAGGTCTTGTACTCCCCCTACTGCTCT 5066 A_95_P205452 TA18291_4097

5440 64 85 641 TATTCAAATGATATTCTATAGTGGTTTTGGCTGTTTGGGGAGGTACACCCTTCTTTCATA 5072 A_95_P149387 EB679215

5442 65 2 726 AAGGCGTCACGGTTGTCTTTGTTAGACAGGGGTTTCATTTATACTATTGCTCACATTCGT 5075 A_95_P119072 DV162148

5445 65 5 776 GGCCATTTTAACAACTAGTGTTACGTGAATAACAATTTTGATTTTCTTCTGGTTGGTGCT 5081 A_95_P195627 DW004694



5447 65 7 316 GGTTTAACTTCGCCCTTTTTCCTTCTCAATGATGGTACTTTGTACTTAAATTTCTGAAGG 5085 A_95_P006271 TA14481_4097

5450 65 10 682 ATTATGTAAGGTTTGGACTTCAAATGTTCTCCCATGTCATATTTGGTGACAAGTTGGCAA5091 A_95_P136207 EB439855

5459 65 19 449 CTTTTTCTGGCATGCTCACTTGGCAGCTACTGGAAGCTCTAGTTAATCTTATGCCATTTA 5109 A_95_P075685 BP526792

5460 65 20 1164 GGTATGAAGGCTTTTATGGATTTTACAAGGGGATGGGCACGAAAATCGTACAGAGTGTTC5111 A_95_P206037 TA18419_4097

5463 65 23 724 TTCGAGTGACTTAGCAGTCGCCCTTTGTTAGTGGAGATTTGACAAAATGCTTGGTTTTTT 5117 A_95_P261131 EB678007

5465 65 25 887 CCGGCTTGGGGAATGTTTGTTCGACAATTTCATCTTATAATCGACTTTGTTAAATTTTTG 5121 A_95_P234504 EB677577

5466 65 26 239 AATCTCTGTTCCGCCATTGATTTTCCTCCATTGTCAATCTCTGTTCCGCAGTTGATTTTC 5123 A_95_P097988 BP534285

5467 65 27 875 TCAAGCAATCTATGGATGTTCTGATGATGACAAAGGACTGTGCCCCTGCTGGTACATTGA5125 A_95_P267741 DW000842

5474 65 34 753 AAGTACATGGATAGAGCTGCAAACAGCCAAGTCCGAGAGGTTGCAATCATCATTGCTAGA5139 A_95_P287303 FG175007

5475 65 35 327 AGGCCGAGCTATACATTTCATGATTTCACCAATATATCCTCACCAATCTGTTGTATTGAC 5141 A_95_P026036 BP131251

5476 65 36 536 TGTTTGGCGTTTGTCATACCTTGAGATAATATACAGGGAATTATGTGTTTCCATATCCTT 5143 A_95_P020081 EB446960

5477 65 37 498 CCACAGGCAACTGAATTTTCTCAAAAATTTGCATGCTTTGTTTGTCTTTCTCACTATAGT 5145 A_95_P135947 FS399667

5479 65 39 675 AATTGGGACCAGCATTGAGCAAGGTTGCTTGCTGTGGAATGAACTAGAATCCATCGTTCA5149 A_95_P185117 TA13845_4097

5480 65 40 880 GTGTTTGGTTTGAGTGTTATTGTACTGTAAACGTTTCGTTTTTTGAAGAAGAAATCTCCC 5151 A_95_P178207 TA12181_4097

5481 65 41 487 GTCTTTGTACACGATTAGCAATACCGCACTTAATATTACTAATGTTGGAGTAAACTACGA5153 A_95_P264816 FG638060

5485 65 45 702 TGAATTTCATATATTATCTGAAGCTCATCTCCTGAGTTTTCCGGCGATGGCGTCAGATTC 5161 A_95_P144572 FG164439

5487 65 47 480 TAGTCAAGTTCACGGCATGATAAACACCTCAATGCTAGTCTTGAATATTGATTTTGGATG5165 A_95_P286683 FG642353

5492 65 52 771 CATGCTTGCCATATAGCTAGGATTTACGTGTAATAGGGTTTTGAATAAGAGTGTCTTTTT 5175 A_95_P010121 DW000310

5496 65 56 754 TCTCGCCATATTATTTCCCGTTCGTTTTCTCGAATTTGTACCAAAGACAGAAAAATTTTG 5183 A_95_P213992 TA20165_4097

5497 65 57 631 TGTTAGGTAATTCATATCCTCTCTGCTGGTGGTCCACTATCTCAGAACCATATCCAAGCA 5185 A_95_P037128 BP128917

5507 65 67 794 AGCAAGCGAGAAGAATACAAAGAACTTGTGGAGAAAGATCCCAGGCTTGTAGAAATCTAT5205 A_95_P193357 EB678282

5511 65 71 1210 TTGTACTGTTGTACCATAAATAAGCAGTTTGGCGGCCACAATGCAAAATTTGATTTGCGC5213 A_95_P189312 TA14762_4097

5514 65 74 754 CCTCACATAGTTAGCCTACTTTATTTGGACTTTATTGTTGGTCCTTATGGATTTTTGTAC 5219 A_95_P148092 EB677277

5520 65 80 582 AGGAGGCATGTTCTTCTAATCTCAATCCTCCATTCCCTGGTATAAAATAAGCTTCAATTT 5231 A_95_P032396 AB032548

5524 65 84 0 GAAAAGTAAATGGTATGCTCATGAATGATAAGCAGTATAATGTGGCATTTTCTCCGCAAA5239 A_95_P310268 A_95_P310268

5525 65 85 673 TCTAAACAATTAACCAAGTCCTTTCTCTCTTCCCCTATGTTGGCTGCTCGTTCTGGGTTG 5240 A_95_P299288 FG178141

5526 66 1 592 TGCAGAAGAACAATATATACTGACCCCCTCATTACTTTGAATTGATGATGTAGTTCTCTG 5074 A_95_P233244 EH618209

5527 66 2 794 TCAGCACTGTTACATCTTCATGCCAGGGCAGTGTGTTTGGTGATTATGTGAAAGAAAGAA5076 A_95_P293548 FG138251

5534 66 9 1119 ACTACCACCCTTGATACTGAGTTGGCCCCATGATTTTTACACGACGGGTTACAGTATTCT 5090 A_95_P007886 TA12921_4097

5537 66 12 813 GGAATTTTTACATTCCTATGCCACATACCTTATTACCCTCAATGTTTAAGGTTTGACTTG 5096 A_95_P015776 AB050837

5538 66 13 567 CCATGTTATGGTTATTGCTGGCCTTGTATCCTAATTGTGAGGCATTTAGGCTTTTTGACC 5098 A_95_P213092 TA19975_4097

5539 66 14 969 AGTTCACTTACTGTGGATGATCTTTTGTGACCTTTGAACTTATAATGGATTAATGTTGGC 5100 A_95_P124517 TA16780_4097

5540 66 15 949 CCAAGTTGCTGTTATGGTACCTCTCTGTAGTATCTATTATGGGAGTGTGTGATGTGGCAA5102 A_95_P190537 EB677519

5544 66 19 805 TGTTTTGCTTGTGCTTTTGTACTGGATATGAGTTGGAACGTCTGTTTGAAAGCACTGTTG 5110 A_95_P011776 EB683024



5547 66 22 112 GCGGCGCTGTCAGAATAGAATGTTGATAAATTTTTCACTAAGAAATGAGTAGCCTTTTTT5116 A_95_P142252 EB445773

5550 66 25 486 GCTTGAGATCCTACCGATCCTTCATAATCCCCATGAATATCCATGATTCACTATTTCAAA 5122 A_95_P033829 AJ633040

5554 66 29 798 CAAGGCAATAGGCATGATGTTATAATGGCTGGAGTGCGTCCTCTTATCCATGACATTTCA5130 A_95_P225902 EB441267

5558 66 33 46 CTTGCTTTTACTTCCTGATACCTGAAATTGTAACTTGCAGCAATTGAAAACGAACCAAAA 5138 A_95_P213802 EH618467

5560 66 35 493 AATTTATATGGGGTGATGATGCAGAGGATTTCCGGCCAGAGAGATGGTTTGATGAAAATG5142 A_95_P046071 BP131301

5569 66 44 769 CCCATCCAAATGAAGTCAAGTTAAGGCCTTTGCGCAATGTTTCTGAAATTCTGATGAAAA5160 A_95_P160097 EH618737

5572 66 47 708 CAAACACAAGAGTCTATTCTTGTTCTTGAAGAAGCTGCATCTGATTTTAAAGAACTGAGT5166 A_95_P302623 FG197710

5574 66 49 676 CTTTTGCATCAGACTCAATGTTTATCGATATAAAAAGTACAGGTAAAGTCAAGTTGCTCC5170 A_95_P129322 EB429062

5576 66 51 847 GAGGTCCCCTTGTTGTATAACAAACCTTTGGTTAAATTCAATGTGTTGTATTCTGTCTGT 5174 A_95_P229334 DV160558

5578 66 53 436 AACACACACACACACATACGAGAGACAGAAGCGGGCAGAACAAAAGCAAAATATATTACA5178 A_95_P096028 FS405146

5580 66 55 607 ATTTTTGGATTGGACTGAGTGTTGGATCGAGGGTTATAAATAAACAAATGGTTGTATGCT5182 A_95_P202987 DW004949

5581 66 56 530 CCCTTAATGCTCTCGTGTATTTATTTATTCATTCAAATTGTGTTGCAATGTCAGGACTTC 5184 A_95_P006621 EB683364

5583 66 58 386 TTTGGTCCCTTGGTTTCAAACAGATGATCTTTGTGTTATTGGAATTCAGAAGAATCAAAC 5188 A_95_P276758 TC67705

5584 66 59 856 TGAGGGGATGCCTCATAACTCGAATACTGTAAATCATTTAATAGCATGCGTCTTGGTGCT5190 A_95_P217752 TA21008_4097

5585 66 60 800 GGCTCTGTAATACTACAGTTCGGAAAATATGCAATGATGTTTGTCTACGTTCAAGTTAAT5192 A_95_P107927 TA12124_4097

5586 66 61 225 GAGCTACTTTCTTGAAGTTTCTTGCAGAAAATGAGTCAGCTTTTGATCTTCTATATTGCA 5194 A_95_P155657 EG650183

5590 66 65 947 TAGGGTTTATAGGAAATTGTTGCGAGAGAATCTGTTCACCAGTTTTTCTTCGGCTGAGAC5202 A_95_P182817 TA13309_4097

5595 66 70 480 AATGGCTATAGTGCAACAGTGTTAGTATTTGTCCTTATTCGATGTAAATAAGGATGGAGT5212 A_95_P125447 DW005251

5601 66 76 852 TTCAGATTACATTTCACCCACTATGGTGCTCATAGGATGGTATTTCTGCTGCTGGAGCTG 5224 A_95_P295843 FG142060

5602 66 77 823 AAGGATGAGTTTTTAGAATGGGCAAAATCAGAAGCGCAACTTCTTGCTCAAGCTGCTTTT5226 A_95_P147477 EB451919

5605 66 80 3135 ACCAGTGGAAACGAAACAGTTGAAGAGTTTGCCAATGCATTGAGGCAAGTGTCTAGATGA5232 A_95_P240424 DQ213015

5607 66 82 409 GCAGACTCGGAGTGCATTGTACCAATACATGATGCTAAAATCTGTCCATAGTGCATAATT5236 A_95_P155807 EG650273

5610 66 85 156 ATACAATCTGTACTTTCTACTAGGCCATATGTGTACTCAAGTGGTCGCACCCGTACTCCT 5241 A_95_P049306 BP132130

5611 67 1 977 TCTTTCCCCCCTTGTGTAAACTGCCTTAGTTTGGAGCTTGATTTGACCACTCCTAGTGTA 5242 A_95_P229104 TA18446_4097

5613 67 3 94 CTGCGAATGAATGGAGCTTTTCTTTTATGTATAGAGAGAGAGAGAGAGAGAGAGAGAGAG5246 A_95_P113107 CV021009

5615 67 5 982 AATACTGCTGATTAAAAGTGCCCATGATGCTCATTTCTTACATTTAAGTTGTTACACCTC 5250 A_95_P237119 DQ365933

5618 67 8 604 TGTCCTAGTATTCAGCCATTTGGGTACGTAATTCCCTTTTTGTGCACTAATTTTTAAGTG 5256 A_95_P291288 DW003644

5621 67 11 528 TCTTGCGTCAAACTGCACGCGAGTGCACATGACGTTCTCTAGTTTAACCGAAGCAATTTT5262 A_95_P046846 BP131504

5623 67 13 605 ATTCGGAGTATTCTTGATTGCATTTTTAGTGTAGTTGATCTTCGCTATGAGATGATACCT 5265 A_95_P001551 FG640794

5630 67 20 778 TGCTGGATCTTGAGCTGTGAAATATCTCCAGCTTATTATGAAGGAAAATTATCAACTGCA5279 A_95_P021776 EB439530

5635 67 25 0 GCTGAAGGCACCTAAATTTTGCATTTGAAATTATAATATTGTTGGATTTGTTTGCCCCCC 5289 A_95_P020171 A_95_P020171

5636 67 26 2825 GTATGATTCGGCCTCTTCCTATGTAATCTCCTGCCCTTTTTAATGCAGTTTGTTTTAGTA 5291 A_95_P249812 AF321137

5643 67 33 1135 GAGACTGTAAACTGCCATTGCGAATTATAGTTGTGCTGTAGTTTGTTTCGTATTTCATTA 5305 A_95_P014981 TA14610_4097

5644 67 34 427 TTCGTTCACATTATCAAACTTGCGACATACAAACTTAAATACAGTTCCTGTGAGCTTAGT 5307 A_95_P211667 FG626323



5645 67 35 276 AGGATCTTCAACAGAAGAGTCATCATTTTCATCTTCAAGCAGAACCCCAAAATTAGCCAT5309 A_95_P062990 BP135662

5647 67 37 919 GACTGTTCAATAGTATACATTCTATAGTTGTAGACCTATATTGTGAAGCGACGGTGGACA5313 A_95_P021646 EB438528

5652 67 42 820 AGACGACAAGGACTGTGGAGGACTTTGTAAAGGTCATTGGCAAGCCATATCAAGATAGAG5323 A_95_P273086 EB681364

5653 67 43 783 TTAGGCATACAAACCCGATGACATCCAACATTGTGAGTTTCAGCTGACTCTTGTGACGAA5325 A_95_P254039 EH619468

5654 67 44 321 GCGTATTTACTTTGCCTTGGATTATTGCGTCTTTTTGTTTCCCTTTTCAGAACTTTGCAG 5327 A_95_P102152 TA12957_4097

5658 67 48 589 TAATGCTTGGGTTCTCAGTTCCTTTGCCGGTCTTATTGTTCAATGGTATTGAGCTCATTG 5335 A_95_P100603 BP535448

5660 67 50 820 GCGTTGAGTCCTATATTTAATGTGACAGCACTTGAAGATAAATGTAATGTGAGGTTTTCT5339 A_95_P246612 EB424973

5671 67 61 748 ATTCTTGAGAGCTTACGACGTTTCATGCATTAAGCCTTGTCTCGAGGACAGTTCTTTTTT 5361 A_95_P190842 TA15101_4097

5674 67 64 838 GCCCTTTTTGCTTGTCATTTTTAGGCAAGTATAGTAGTTTTCAGTTCTTAATGCTGTCTT 5367 A_95_P010731 TA12837_4097

5677 67 67 567 ACATGTATCTAAGCTCTTGAACATTTAGCTTGACTTAATGATAGATGTTGACGAGTTCTG 5373 A_95_P301703 FG638349

5680 67 70 821 CTATACAATGGCAGTTTTGGCAATCATATTGGTGGGGTTGCTTTATGGTTTCTTCATAGC 5379 A_95_P291843 EB425061

5682 67 72 614 TTTTCAGCAGAACATGCTTAAAGCCTTATGAAGATACTTTCTTTGGATGCCTGGTAAAAT 5383 A_95_P156837 FG640413

5690 67 80 348 ACTGTAAGACAAAGCCCAGCCTGACAAAGGTTCAGGTAAAGATACCGATAGTGATCGAAC5399 A_95_P103732 CV016663

5694 67 84 891 TGAAGAAATTGGGGCTGATTTTTATGTAAGCAACTTGCACAAGTGGTTCTTTTGCCCTCC5407 A_95_P230849 EB428657

5695 67 85 432 TTGATCTCAACATTGTGATACGGACTGTTGTCATACACGAAGAGAAGCTTCAGTAGGAGC5409 A_95_P154617 EG649672

5696 68 1 2197 TGAAATTATGGCTAGGGGTACTTTCGCCAAACATCCGCATTGTAAACAAGCTGTAAAATG5243 A_95_P111588 AF194945

5698 68 3 469 GATCCTTGTCACCTGGTGTAGTCTTAGAGTTTGTAACTGAATGGCAAATTGGAGAACTTG5247 A_95_P196697 EH623258

5700 68 5 789 GACATTGTGAACAGCTGTCCACGTCATGGTATTGCTAGAAAACTTGTAAAAGCTGCCCTT5251 A_95_P296188 EB450614

5701 68 6 735 AATGTATCCGCTGCCAATGAGTACTAAAAGACGCGGAGCAAGGATTGCTGGAAGAAAGAT5253 A_95_P292678 EB428060

5709 68 14 532 GATCATCTATGTGTAGCACTTACTGAAAACACTATCGTCTATGTGTAGCGTTTGAAGAAT5268 A_95_P111577 TA12889_4097

5713 68 18 471 TTAGTACGCGGGCTATGTTATATATGAATAGTGGACCATTAAGACCATTTTATACAGGAT5276 A_95_P271916 FG636965

5714 68 19 422 GCAGCAGATAAACTTGAGGAGCAAACAAATGAAAACTCAGAGAAGATGCCTACAGTTAGA5278 A_95_P086050 BP529441

5716 68 21 544 CTGAAACGTCTATATAGCTTTTGCTGCAGGTTACTGGATCAATGCCAAATTTTGTGCAAG5282 A_95_P266666 BP534517

5721 68 26 813 TTAAACCATGTATTATACCTCTGGAAGGTGGTATTGCATCTGGATTCAAGAAGCCAGAGG5292 A_95_P125622 EB424706

5724 68 29 394 TGGTCAGTTTTGTTACAAGGTCAAACATTTAAGCACGTACAAAGACACCTTTTACTGCTC 5298 A_95_P098843 BP534667

5727 68 32 345 TTGGTGGGGGTGAGGATTAGTTGAAATTCTTGTGATGGAAGAGAATTTTCTAATAGATCT5304 A_95_P099233 BP534847

5733 68 38 656 TCATCTTCCGTGAAGTTCATGTTGTACCTGATTGTGTCCTTCTGTCGACTGAAGATTCAT 5316 A_95_P126162 TA16431_4097

5735 68 40 789 ATGTGATACTTGGCTAGCTTATTGCTGGACCGCGACGACCCATTTGGAAATGTATTACAG5320 A_95_P283578 FG148386

5737 68 42 744 CCACTCAAACCATTTTTCACCTTGTAATATGCAAGATGCTTACAGGGATTTGGATTTTTA 5324 A_95_P115367 DV157540

5741 68 46 392 GTTGATAATTTTACATAAAAGGGGGCAGGGGGTTTGGGAATCCATTGCAATGAGCCTATA5332 A_95_P079665 BP527821

5746 68 51 898 ACTGGATTACAAAGGGCAACCTGCATGTCTGGCACAGTCACCTCAACTTCACAAACAAAT5342 A_95_P191137 DV161215

5747 68 52 308 CTTGAATAAGTTGTGTAGATGGATAGCTTGGAGCTAAGTTGAGTTACCTCTTGTTTTATT5344 A_95_P031916 BP533836

5748 68 53 608 TGGTGTGGTTTACAAGTGTAATGCTAAACAAGTAGACATACCAAGATGATTGGATCAAAG5346 A_95_P032081 FG644694

5751 68 56 495 GTCAAAGTGTAAAATAGCTACAGATTATTGTTTTGCCTGGTCTTCACAAGCTGAAATTCT 5352 A_95_P002296 TA16918_4097



5754 68 59 874 GATACAGATATCCATCTGGGTCTCAAGCTCCATATAATGTCACGGTGAGTTTGTTAGTAC5358 A_95_P296893 EB680305

5757 68 62 123 TCAGGTGTGCATGGATTATAATCTATTATATGGGTGATACACTAGACTAATGACTTCCTT 5364 A_95_P130607 EB430659

5761 68 66 663 GAGCTTTTGTGCTGGTTTAATTTTTGGGCCTTAATGTTAGTAGCTTTCAATTGTTACTGA 5372 A_95_P116487 DV159239

5762 68 67 998 GGTGTAGGAGCTTCATTATCAAGTGTTAGGTAAGTATCTAGGTTTGGTATGTTTAATAAC5374 A_95_P216092 TA20629_4097

5763 68 68 514 CGTTAATCCATGAACAGGATCTATACATCTCGATCGGAAAAGAATCAAGAGAAAAAGAAA5376 A_95_P201017 TA17335_4097

5764 68 69 397 AGTCTGCTTATATGGGACACACTACTAAGTGATCCTGAAGGACCTCAGGAAACGTTGCTT5378 A_95_P266466 BP533691

5765 68 70 109 TTTATGGCATGTAATGGGCAGCTATTTCATGAATGAAGAATTTTCAGCTATTTCTCTGCT 5380 A_95_P113227 CV021064

5768 68 73 889 ATTTGGTTATGGACCCTTTCGACCTTGGATGTCTATAGCTCACTGGTGGCTCTGTCATTT 5386 A_95_P226864 DW001145

5771 68 76 553 TAGTGGGGTGTCAAAATAAAAGGTGGGGGCAACTTTAGAGGTTCTGTGTCATGACAATCT5392 A_95_P052986 BP133061

5772 68 77 804 CGCCTATTGTTTTCTCCAATCTCTCTCCATTCTTCTGCATGTTGATGCATAACCTGTAAT 5394 A_95_P203957 EB677471

5773 68 78 735 TAACGATAATTGCAAGCAGCGGATGAGCAAAGCTTAATAAGGAATTTTTGCTTGAACGAA5396 A_95_P152977 EB683289

5774 68 79 823 GCAGTGATGCTGCTTGATATATTCCTGTTCCCTAAAAGACTCTCTATCTTGATTTTATTA 5398 A_95_P287888 FG172969

5779 68 84 540 GTTCTTTTAGAATCTCTGTTTGAATTCTGACTTGGATGTATACAAGTAGAATGCACGGTG5408 A_95_P278863 AM824642

5785 69 5 180 CTGGGAAGTATTAAAATCCAATGCAACTGTTTTTTCTTTCTTTGTCCAGTCGTATCTCAA 5419 A_95_P163582 EH622612

5787 69 7 439 AACAATTGGCGAGAAGACTAAAATAGTTTGGGAAAACTGTATCCTTCTATAGTTTGCTGG5423 A_95_P124447 DW004283

5788 69 8 679 AAGAGGGAGGCTTGGTTGACTTATGTCACTCTCATTCCTGTTGTCACTGGGGTTATCATT5425 A_95_P151237 EB681458

5790 69 10 435 GAGTAAGGTCTGTATGCACTACTCTCTCTAGACTCCACCGGTGGAAATACACTGAATATG5429 A_95_P071440 BP525705

5794 69 14 779 GCTATTCGACAGCACGGATTCTTCTACGGGTGGACTGCATTACTTTGATCCCTGTTATTT 5437 A_95_P285438 FG151649

5797 69 17 604 GCCAAGAGAGTTGCTAAATCCTGTGGAGTACCCACTCCCAGCTGTTAGAATCTTAACAAA5443 A_95_P000551 FG640862

5801 69 21 774 AGCATTGGTAAAATGAGCAACACATTAGATGAGCTTGTTTTCACGAACAATGATCTTTCT5451 A_95_P128772 EB428503

5804 69 24 393 TATCCGAGATTGATGCACCAATTTGGATGTACTATTCTAATTTGCATTGAAGCATCAGTA 5457 A_95_P072990 BP526097

5805 69 25 282 ATTAGGAACAAGGACACAAGTTACCCCTCTTTGTAATCCACTTGGATTATGCCCCTCGGA5459 A_95_P126717 AJ719141

5814 69 34 697 ACGGATTGACTCCTAATATTGGATCTGCTCACCATTTACTGTTGTTTGCTAAACAGCATA 5476 A_95_P136337 AF026389

5819 69 39 896 ACCATGGAATTGATGTTGATGTATAATATGTCATGGGAATGCTCGTTAAATGTTGTTTGC5486 A_95_P247632 EB680718

5820 69 40 808 CAGGCACATGAAAGCGGAGAAGTTCGTCTCACCTAAGTGTAAATTATCAGCTTTGCTCGT5488 A_95_P146737 EB450851

5821 69 41 67 GGCTGGCTCGAAGTATTGTTTGTTATGTTGCTTAAGATACTGAATTCGAACTTATTTTTG 5490 A_95_P105467 CV017474

5827 69 47 655 CTGTTAACAACCATCAAGCGATGCTTAAGTTTTATGTCAAGATAAGTACTGTGATATTGC5502 A_95_P020501 TA12838_4097

5832 69 52 475 TGAAACACTCAGGCAAGCAGGCAAGCAGAGATTGTTAAATGCAATAAAGCAAAGCCAGCA5512 A_95_P059316 BP134707

5833 69 53 452 GGGGAACCTTCTATCTTAATGCCCATTGAAAAGATTGATGTGCTTAAAGTTTTCAAAGTA5514 A_95_P020551 FS406426

5835 69 55 751 ATTCAGATGTGTTGTGCACCTCTGAACACATACTTCTAGTCTGTGATTCACCACTGTATG 5518 A_95_P253354 EH620928

5848 69 68 994 GAGCTCGTCGAAATACTCTTCTAGTATTATTTATGGCCAATGTCCATTGACATACATTTA 5544 A_95_P011596 TC43080

5849 69 69 566 AATTCTGAAGTCCAGGAAGAAATGCCAGAAGCTGCTGAATCACCACGTACGGTTGATGAT5545 A_95_P080020 FG142351

5850 69 70 434 GAACTCTCTGATTCGCGCAATTGATATATAGGCCTTTTGGATATTGTATTTTCTTTAGCT 5547 A_95_P088398 TA12644_4097

5852 69 72 281 TGGACATTTTTCTGTTGGGTATGAAATCTGAAGTTCGTAATTCCAACAAAGTGGTGTAAG5551 A_95_P142117 EB445679



5855 69 75 633 ACTGGTCCTGTTATGGTTGTTAAGAGGTTTAGACATATGAACAAAGTTGGCAAGGAAGAT5557 A_95_P238759 AF246967

5862 69 82 97 GAATTGCCACTTTTCATTCCATACTCTGTATACCATATTCTCAAGATGCAAAAGAGATCT 5570 A_95_P112647 CV020775

5864 69 84 154 TACGAAGTGTTGGTCTGAGATTCATTTCGTGTTGGGGGTATAAATTAGTTGAAGTAAGTA5574 A_95_P045436 BP131138

5865 69 85 263 TTTCTTAGGTGGAAACAAAGTGTGGGTCAGTAATGGTCATGTTGGTGGCTTCTTCTTCTC5576 A_95_P214467 TA20269_4097

5867 70 2 794 ATTATTTGGGACCGAGCCATTGTAGTTGTTGTATATGGCCTTGTATTTACACACAAAAAA5414 A_95_P290463 DV999676

5873 70 8 91 TGTGCTCATTCCATTGGGGGAAGGATGACTAAGAAAGATATGTCATTTTTTGGTAATAAA5426 A_95_P032091 DV159517

5875 70 10 81 CTCTCTGCATATATAGCGATGTGATCCTTATAGATTTTCCTCATACTCTAAAAAACCCTA 5430 A_95_P006751 TA17411_4097

5878 70 13 734 ACTCTTATCAAATGCGCTACAGCCTAATTGATACCTCATGAGGAATTTTCTTCTGGCGGC 5436 A_95_P229299 DV157486

5884 70 19 478 GCTTGATTGTGTCAAAAGTGTTTACTGCTTTCGTTTTGAATCTATTCGTCATACAGTTAC 5448 A_95_P175396 EH666079

5889 70 24 636 CTGAGTTCTGCGTCGTGTTCACTAATGTTGTTGTACCATTCTTTGTGTTTATAATGTAAT 5458 A_95_P301353 FG636212

5893 70 28 882 AATGATCTCATGACTGAGGTACATTTGCTCTTGTGAATCTCAGGAAGACCTGGGTCTGCT5466 A_95_P258531 FG159147

5895 70 30 742 GAAGCAATGTGCTGTAGTCACTGCCGAACTGAAGGACTAGAGTTAAAATCAGCCGCTTTA5470 A_95_P258481 FG161897

5897 70 32 777 CTTGATGTTTACTTGTCCATTTCGGAGGCTGCAATTAGAAACATATTTCGATTCTGATTC 5473 A_95_P027336 EB680804

5903 70 38 268 GGCACTATTAGTCTGAGACTGCAGCTATTGTCTAGGGCATTAGTTTATATTTTACTTTTA 5485 A_95_P097573 BP534111

5904 70 39 705 CACTGTTCAAAGATCTTGTTCAATTTGCAAAAGCCAAGTCTTCCGTCATCGCCCAAACCA 5487 A_95_P088578 BP530137

5907 70 42 353 GTTGAATAGGTATTCCCCCCTTTTTTCTCTGAAGGGATATCAATAAGCATCAGTCTGGTC 5493 A_95_P096233 BP533534

5908 70 43 754 TCAAAGGAATTGTCTTTTTCGTTTTCTGGCAGGGTATTCTGCTTGAGATTCTTGTATCAC 5495 A_95_P136032 EB439598

5911 70 46 682 ACTGTAATTATCAACAGCTCCAGAAAGTCAGTCACCAACCGGCATTATCAATCGTGACAT5501 A_95_P195782 TA16192_4097

5913 70 48 831 TTTTTATATTGCTCGAAAACAAAAACCCATGAGTAGATGTGGTTTGGGAAGGGGGGCCGG5505 A_95_P185782 EB431659

5917 70 52 498 GGTTGGTAGTGGACTGAAGAAGTTGAGTCCTGATAAATGTTTGTGAAGAGTGAATGTATC5513 A_95_P073245 BP526170

5922 70 57 799 GCCAGATATGCCTCCATTTGTACATCCTCTATTTCTATATATCATCATATTGTGAACTTC 5523 A_95_P016451 TC45900

5925 70 60 732 TCTAGTACAAGAATATACATGAGCATTATTGGAATTCGGGATTGGTGCCTTTTATTCGAG5529 A_95_P059650 EB446106

5931 70 66 441 ATCTGTGCTCTTGTTTTGGAGTGCAATAGGTGACAAAGATGAGAAGGTTTTGGAATGGAA5541 A_95_P157472 FG180507

5932 70 67 614 ATGGAAGCTATCCATTCCAAGCATGTTGATGCAAACCTACTCGCTGAGTTCATCCCTTGT 5543 A_95_P089793 FG635833

5938 70 73 318 TATGGCGAAATTTTTTGTATGACTGCGGAGTAAGAGTGGAACTATGAGATGTAAAAATCA5554 A_95_P085360 BP529260

5942 70 77 788 TACAGACATCCTATTGCAGCCCATCGGGTTACGTATGAGCTACGAATATATCCTTGAGGA5561 A_95_P292418 FG137012

5943 70 78 259 GTTACATGAGTGATTACTGACTTGTGATGGTAAATCGAGTTGGTTTTATTATGCGTCTAA5563 A_95_P094293 BP532644

5944 70 79 728 CATGTGGTGTAAGAATTCCTGTTCAGGTAGTTGATTTCCTTTTTTCCTTTCTAACTTCGT 5565 A_95_P025861 EB445534

5947 70 82 1549 GGTGGGCTTTTGCTAGTTTTTGACATCCAAAGTTTTTGTATTTGAAGAATGATATCGAGT5571 A_95_P009001 TA13194_4097

5948 70 83 371 AGTGCTTAACGTCAGGTTCCCTCCACATACATATGAAAAGTAAGCCAGCCGTATTAGCTC5573 A_95_P044616 BP130928

5951 71 1 289 TAACCAGCACTGGATTCTCTGATTTCCAAGGTGAATTATGCAGATTAAGTATTGACATAC5578 A_95_P112122 CV020528

5956 71 6 626 TGCTGAAAAAGAATTGGCAAAATGTAAGGTGGCCTGTACTTGAAGGGCACATGGGAAAGC5588 A_95_P114127 DV157707

5959 71 9 713 TAAGGACCCCTCATGGGCTTTTGTAATCATATGTAAGGATCCCTCGTGGGCTTTTGTAAT5594 A_95_P116102 DV158670

5970 71 20 327 GCTCTTTTGATTGTGAATAAAATATGGTGTAAATATGTTAGTTGTCTTGTCCCGCATGTG 5615 A_95_P040361 BP129804



5974 71 24 252 GAACTAGTGTAAGCTGTGTTGTATTTGCTACGGAAAAATGCATCAGCATTTCCAATTTTT 5623 A_95_P094408 BP532702

5977 71 27 669 AGGCATTTATGCTTCTGCATTTGCCTTCTTGAATTTTGTTTTTTGGACCCTATGAATTAG 5629 A_95_P181757 DV159293

5980 71 30 1901 TATTAATTTGTAAACTATACTCAAAATGCAATGGAACTGTGTACTCTTATTTGCGGCCGC 5635 A_95_P238269 AF316320

5987 71 37 204 TTGAACCTCAAGGTAAACCAATTACAGAGTGAAGGGATGATGCTTCTTTCTTTTGAGTTC5649 A_95_P217527 TA20953_4097

5990 71 40 804 CCTCTACGCCTTATGGCCAATGTTGTTCATAACTAATAGTCACTGAGAGATTTATGTTCA 5655 A_95_P185502 DV999374

5991 71 41 849 AATGCAGACAACCTAGCTGCCAACTTCAGTAGGGAACTTGCTGATTACATAATCTACATA5657 A_95_P116247 DV158867

5992 71 42 541 GTGCTAGCTATATATTGGTGGATGATGAACTTGGTGTGATGTCTCATGTCATGCTTTTTT 5659 A_95_P099783 FS419329

5996 71 46 421 CTGACACACTTGTTAGAATTTAGCAACATGGTCATTTCCAGATAGGAAGTAATGTCTTTA5667 A_95_P061395 BP135249

6006 71 56 337 GAGATGGGAAAGTTGGAAACTCATTATTGAGCAGATGCTCATACCTTTAGAAAGTGAAGA5687 A_95_P093733 BP532391

6011 71 61 1194 GGCTTTCTGGTCTCGTGTTTCTTATTTTGACAGATTGATGATGTATTATGATTTTCCAGA 5697 A_95_P255399 TA14923_4097

6012 71 62 186 GAATTGCACTATCCTAATCCTTGTCATGAAGGTTCTTGATGGATATACCTGTATCTATTA 5699 A_95_P140247 EB444209

6021 71 71 395 ACTCACTGTTGTGTCATGTGGAAAGCTCAAATTTAAAACAAGATCTTGTGCAACATTTGG5717 A_95_P000996 FS417684

6025 71 75 422 AAGGGATACAATTGCTGAAAAGCTTTACTCCTCAGTTCCATGTTCTTAAGATTTTGTTCC 5725 A_95_P030871 BP530551

6026 71 76 888 ATATGAGAATAGACAGGTTAGTGGTACTCTTATTGTTGGCACTCATCTTGTTATGACATT 5727 A_95_P020031 TA16858_4097

6030 71 80 1685 TGATTGTATTTCTATGTCACTCTGAAGACTTTGTTGCTTCTTGTTGGTGCCTTGATTTCC 5735 A_95_P190067 TA14927_4097

6033 71 83 195 CAAGTTTTCACCTTTGTGTGATTTTCCAGTTTCAGAAGAATGTACGTTTTACCTACATTG 5741 A_95_P144262 EB447413

6038 72 3 176 GGGTCTCTAAGGTAATCCATATTTAGATGTATACCAAGTGAATTCCTTTGGTGTTGACAA5583 A_95_P154362 EG649550

6042 72 7 295 CACCTAATGTACTGCTTTTGAGGTATATTGAAACTCTGATAGCCATTTTCGCTTTTCTTT 5591 A_95_P181347 TA12956_4097

6045 72 10 510 AAGGACATTTTCAGTAATATGTAGACTTTGGACTTGATAAAAGCTCGCTTCCTTTTCACT 5597 A_95_P213722 EH623958

6054 72 19 847 GTACATGAGCTTGATGCTTCAAACTGAGCAGATTCCCTGAATGAGTCATAGATCCCTCAT5614 A_95_P252204 FG174513

6059 72 24 365 CCGAACCCCCTTCACCGAAAATTACACTGTATATGTAAGGTAAAATCTATATTTTATCTC 5624 A_95_P006341 TA17902_4097

6062 72 27 834 AACTCTCCAGGAAATGTACCATCCTTTGCAGGTCGCCAGATGGAGAGAAATTATACTGCT5630 A_95_P214752 TA20329_4097

6067 72 32 824 TACAGACTTTGAGACATAGTCTTCACCTCCTCAGCCAGTATCATCAGGAATGCAGCATCT5640 A_95_P300788 FG156326

6071 72 36 657 TTCTAAAGACATTATGAGGGCCATCTCTCTGTCAGGGAGGGGATAGAAATGTTATCTCTG5648 A_95_P067555 BP136903

6074 72 39 602 GATCACAATAATGTCACTTAGTCCAAGCCATAACGCAGTTGGATTTGGCCAATGGCATGG5654 A_95_P063900 BP135903

6076 72 41 910 ATTTGACTTATGGTGGTATGGAACTTCGAAAAGCGAGGAGTTAAATTGCCATATTTCTGC5658 A_95_P011391 TC40549

6077 72 42 916 CCTTTTGAATAAAGATTTGGTCAAAAATTAGTCACACGACTCACTTTGTCTTTGCCTGAA 5660 A_95_P126227 EB425480

6078 72 43 200 TTGGAAAAGGTTCTCCCATCCTCCTTATTCCCTAAGCCCAAAACCAAATAAAGCAAAAAA5662 A_95_P173172 EH665546

6080 72 45 918 TATGTCCAGTTACTTGAGTCAGTGTGCATTGAGAATTCAGTTGGTTAATTGGAAAGTCTT5666 A_95_P133702 TA15451_4097

6081 72 46 2164 CTAGGCACAGATGTTTCTGTAATTGTGAACTTTCTGGCAGATGGAAGCTTAAGTTTTGAT5668 A_95_P217602 Z28374

6083 72 48 421 GCACGTGGATCTACAGTCTACTTCTCAACTGGTATTGACTGTTCATTAATTCGCACTTGA 5672 A_95_P072010 BP525845

6086 72 51 931 TTTTGGCAGAGCTGAAACTGTAATTACTGACTGTTGCACTGCGTTGAAGTGAGGAAGCTG5678 A_95_P221287 TA21789_4097

6089 72 54 1915 CAAATCAGCTGATATTCGATCCTTCCCCTTGGACCAGTTGTAATTCGCCGAACCATATAT 5684 A_95_P119927 AJ305044

6105 72 70 486 CAGGATTTATTTAATAAAAAGAACGTCGGCTTTGTGACATTGTTGGGGTTTTTTCGTATC5716 A_95_P177677 TA12045_4097



6106 72 71 683 GTTGTTGTTGTTGTTGTTATTGTTGTTGTTGTTTTTGCTGCTGCACTATCAATGTAACCT 5718 A_95_P193932 TA15777_4097

6110 72 75 281 AACCTCCGTGGTAAAGATTTTAATCTAACACTGCATTGGCACGTTATGCCAAAGACCCGG5726 A_95_P108837 TA17015_4097

6111 72 76 346 ACAATATAGAAGGCTGGAAGCAAGGGTATATGCATATATGTTAGGCGTCGTTTTAATGCC5728 A_95_P094078 BP532552

6112 72 77 776 AGAATTTATTACTCCTTCTTCGCTCGACTTTCTGCATCGATGGTAACATGCCACCACCTT 5730 A_95_P290393 FG147498

6114 72 79 1265 TTGGGTAACTAAGCCCAATTTTTCTGGGCATTATAGACCTAATAATTCATTCAACTGAGT 5734 A_95_P094333 TA15200_4097

6117 72 82 528 TAATTTCCGATTGCTGGGCAAGAACCAGCATGAACGGCCTAGTTGTTGACGAAATCTTAT5740 A_95_P100373 BP535341

6126 73 6 977 CTTAGTTACGAGGTGATTGTTTGTGGATTGAAATTTTGGTGAGCTAATACTTTGTGAGAA5757 A_95_P293348 TC72930

6127 73 7 487 GCTAGTCCGCCTTCTTGTTACGGAAGACTATATATATGAGTGCTAAGTTTAATATTTTAC 5759 A_95_P139937 EB443875

6129 73 9 608 CTCTAACAAAATGCACCTAAGATGTGGCCTAGTGGTCAATGAAGTGGGAAGAGATGGTTG5763 A_95_P069165 BP137310

6130 73 10 653 GTTTTGGATGTGTTGGATATTTTGGGAGTCTTAAGTTTCTAATGTGAATTAGGTCTGTGT5765 A_95_P120682 EB437412

6133 73 13 708 GGATTTGGTTTTGTTGTGGACGTGGTTTGAACATTTCTGGTTAAGTGATTGTAATTTGAC5771 A_95_P195867 TA16212_4097

6134 73 14 361 GTATTATCTGCCAGTCACTAGCTGCCCCTATCAAGTTGTGAACTGCTTGTATCGTATGTG 5773 A_95_P179157 FS416927

6135 73 15 0 TTATTGTGTTTGTCCCTCCTTGCCCGTTGTAAGTTGTTGAATTACTTCAGGCCTGTGTTA 5775 A_95_P027551 A_95_P027551

6138 73 18 398 CATGCCTCAGGAATCTTGATAGTTTCATAATTTGCATTTTCTCACCTGTGCTTTACCTTC 5781 A_95_P094873 FG621848

6141 73 21 511 GGAAAGAACAAGTGCAACCAGGAGCTTTTTCATTCGAGTCTTGCAATTTCTTGAGCCTCG5787 A_95_P026001 BP128487

6144 73 24 725 GTACTTATTTTGTTGTAACTCATGCTGAATTCCAATCTTAAGAAGGAAATGGCTTCTCTC 5793 A_95_P146032 EB449863

6153 73 33 504 GGTCCAAAACAGAAGCTAAGTCAACCCTTCCAATTTTTCTAATAATCTATTTTGAGGGGC5811 A_95_P093388 BP532238

6155 73 35 701 TTCCACTTATTGCTCAAATCATACTCTCTCATCGTGAATAACAAGGTTGTCCTTTGTAAT 5815 A_95_P204937 TA18172_4097

6157 73 37 831 CCAAAGTTTATGTTGATTGCATTCTACGTTGATGCTCTTAAAGAAAACAACATCATCCTG 5819 A_95_P192717 EB438701

6159 73 39 220 CTGGCGTAAATCAGCATATACTGATTTCTTTTCTCAATGTTCAATGTATTTCTGGATGCT 5823 A_95_P062135 BP135437

6172 73 52 2309 GTAGTTTCTTCATTGTAAATTTGTAATGCTTTTCTCCAAGATGTGGGATGAGTTGTTTCG 5849 A_95_P179782 TA12583_4097

6173 73 53 747 GTGAGGAAAGCTTTAGCAACTCTGTACAGAATTCCTGTGAATTCGCAAATTCTGATTGCT5851 A_95_P152917 EB683245

6175 73 55 1101 GGGGAGCCGATGATATTTCCCAACACTTGTCTAACAATGTAAGAATCTTGAGCTAAAAAA5855 A_95_P226179 EB643439

6179 73 59 836 TGCATACATGTTAATCTTACGGTTCACGGTAGTCCTTACATGTCTTTAATACTCAATGGC 5863 A_95_P269406 EB424686

6180 73 60 808 GCTATTTGCACTCAAAAAAGATTGTACATCGTGATGTGAAAGCTGAAAACATGTTGTTAG5865 A_95_P151087 TA15718_4097

6184 73 64 596 CAGTTTAGACGTCTTCATAGCAAGAAGCTCCAGCATACATTCCGGTTCTACTCTCACCAT 5872 A_95_P304618 FG198773

6187 73 67 786 GACGGAAGTAACTATGAAAATGGAGCAAGCAACAATTAGTAATCATTGTTAGGATGAACT5878 A_95_P139332 EB443070

6188 73 68 831 TATTTAACAGCAGAGGAACAGGCCAAACTAAGAGAGAACAACCCGGGGAACTTGCTTTTG5880 A_95_P121027 EB680105

6198 73 78 1373 TTGGACTGTAAGTTTAGGGTATAAGTGGGTTCAGTATTTCTCCTTTTCTTGATGTATGGA 5899 A_95_P130217 TA12917_4097

6199 73 79 483 TCCAATGGCATCTTGGACGATCAAAATGAAATGTAACACTTCCTACTTGATGTGCAATAG5901 A_95_P105102 CV017298

6200 73 80 612 GTGGATGTATAATTTGCATAAGTTCTGTAAATTGTACGAGCATTTTGAACGCGATAGTGA5903 A_95_P140282 EB444245

6202 73 82 808 GTACGGAGGTGTAATAGTTATTGTTGGAAAACTCTTGTTATTGTGTTTGGTTTTGAGTGT5907 A_95_P178197 DW003366

6203 73 83 629 ATTTTAGATTTAGGGTGTGTTTGGAAAGCACTGTGTAATTACTAGGCAGTGTAAAGATGG5909 A_95_P308793 FG643622

6207 74 2 707 CTTAGCATTGCCAGCCCCTTCCATGTAAGACATTATAAAAATCAGCTTACTGAAAATAAA 5750 A_95_P208682 TA19021_4097



6208 74 3 162 AAGGAACTCTACAAGGAAGCTCAGGATCATCGAAGTCCACAGAATCTAACACAAAACGCG5752 A_95_P046746 BP131476

6211 74 6 617 TTTCTGATTTTGGATTGAGTGCTCTATCCCAGCGAGTCAGGGACGATGGCTTACTACATA5758 A_95_P129262 EB428964

6212 74 7 1024 CTCATGTTCGCCTCACATATTAGAGATCTTTTCTGTAGTGAAATGTCATCAGTTATAGAA 5760 A_95_P208357 TA18951_4097

6219 74 14 1738 ACACATCTAGCATACCTTTTTAAGTCGCTTTCAGCACTGTTGGTTCTCTCTTTAATCTCT 5774 A_95_P007431 AY553214

6227 74 22 1070 TTTTGGTTGATCCAAGCACCGTCTTTATGGATAGTTGTGCATTTACCTTGCCTTAAAAAA 5790 A_95_P249887 AB010878

6228 74 23 582 GATGAAGGTTATAAGTTACAGACCAGTCAGTCGATCATGTTTCGAACGTATCAATAGTTT5792 A_95_P272266 EB448670

6233 74 28 785 GTGAATCAAGAATTCCATCTCCAGTAATATACTCCTGCTTCAGAAAAGGCAGTATTTTAT 5802 A_95_P250877 DV160326

6234 74 29 452 AATATTTGGATTGATCATGTGTCAATGTGGCGTTGTAGTGATGGGCTTATTGATGCTGTG5804 A_95_P283783 BP128327

6235 74 30 811 GGTACAATCAAAGGCTGCTGCAACTGCATAGATCATATTTCACCTAGTTGAGATCAGTAA5806 A_95_P229599 DV159974

6241 74 36 670 TAGCATTTTGTTTCCCTATCCTTGGCTCCTTCACCTCCAAATGAAAAAGAGAGAAAAATG 5818 A_95_P255354 EH614582

6244 74 39 770 GGGTCATAAGACATCGACCAAGGAGTAGTTCAAAGTATGAAGATACTTAATGTATTGTTT5824 A_95_P222322 TA22008_4097

6249 74 44 561 TCAGCTGGGATGAGATTTCTTTCTTCAACCCTTACATCCACTATTTTCAGATGTTTTGGA 5834 A_95_P135847 TA18995_4097

6251 74 46 555 GTTGGCCCCAAATGGATTTCTCGGTCATCAGTTTTTTGTTTTTGTCATGCTTAATTCTTC 5838 A_95_P314173 FG165774

6253 74 48 522 GATATTGACCGGTTCCTACAATTTAATCAACTTCCAGATGGAGGAGACCAGTTGAAACGT5842 A_95_P138522 FG148973

6255 74 50 68 CAGGCATTGCCCTCAGACTCTTTCTTGGGTCTCCTGTTTTACTTTTGGTATTTATTTTGT 5846 A_95_P090563 BP531001

6265 74 60 1168 CTTTTATCTTCTGAATGGAGAATAAACTATGGCCAGTGTGCCTTCTTGCTTATATTGATT 5866 A_95_P002591 AY619950

6267 74 62 851 GCCGAGAAAACAGATTCATCCTCTCATTCTTGAAGAAGAACCAGTTAAAATAACTTAAGT5869 A_95_P247792 EB449524

6272 74 67 1504 TGCTTCAGATCTTTTTGCAATTGTAGTTTCCTATGTTCGTGTAAAGCATTTCCATCTCCC 5879 A_95_P211722 TA19676_4097

6273 74 68 419 GATTCTGTGGAGATTTGTTCCTGGAATTCCCACAAATCTTGATCCCACAGGTACCTGAAC5881 A_95_P088203 BP529986

6274 74 69 229 GGATATATATCAAATGGTACACCGAAGTGATACTCAATCAGATCGCATTCAAACTTTCTT5883 A_95_P131742 EB432138

6276 74 71 1048 TTGATACATAGAACGATAGTTGCTGGACTATTAAATTCCTGTCGAAGTCTGGTATTTGTT 5887 A_95_P016846 TA16826_4097

6277 74 72 435 AAGAGTGGGCAGTCCTCAACATAGGGAAAGCATACAATTTTTCTGATGTTCTTGAAATCT5889 A_95_P089818 BP530665

6279 74 74 883 ATTAAATTGGCAATTCTGCACCCTTCCACATTTCTGTCTTTACGCTCAATGAATGCGACT 5892 A_95_P011626 TA14282_4097

6280 74 75 309 GGATATTGTAGAGGTATTGTCTTCAGATTTGAAAGTTGGTTTAGTTTCTGTTTCTCATGC 5894 A_95_P089223 BP530412

6283 74 78 569 GTTTTGTGTTATGTTTCCGGTGGATTCCTTTTCCCCTGATTCTTTTAGCATTCTTGTTGG 5900 A_95_P018141 BP533405

6284 74 79 793 ACGGAATAGCTGTGATAACATTAGTGTGATTGTGGTTGATCTGAAGAGAAGTCATACTGG5902 A_95_P148077 EB677259

6285 74 80 1178 GAAAATTCTGATCCACCGTGATGGTGACAATGGGAAACAGCTTATATATGAAAAACTTCC5904 A_95_P015456 TA18679_4097

6288 74 83 421 GACTGTGAGGGCTCTAGTTCAGTTTGTACTCGATGCATTATGTTCATATATTATGTAAAT 5910 A_95_P293648 FG636961

6289 74 84 87 CACTGTATTGTGCCCTCTCTGTTTTCATTTGCTTTATGTATTAATGATTGAAAGATCCAG 5912 A_95_P003341 FG638896

6292 75 2 342 AGATTTGTTTTTTGCATTGACCCAACCCTTGATTCTGCAGCTGACCCGGTTTAAGTGTGG 5917 A_95_P158642 EH616541

6301 75 11 479 TCTGATGTCTGCCGCCTTTTTCACTAGCAACCAATCCTTTCTGCATGGAGATGTATGATT 5935 A_95_P277763 AM818948

6303 75 13 757 TAGTGATAAGTGATTATCCTTCAACTATAGAGAGCTGGAATAATGATAGCGTGGAAGCTG5939 A_95_P243932 EB682084

6305 75 15 516 AATATTTGTTCAGTCGATCTAAGTTTGGCTCCAAAACTGTACCATCTCGAGGTGGCTCTT 5943 A_95_P117462 TA12494_4097

6330 75 40 276 CAAACCACCGCCGACCTCGAAAAAATCGAAAAAATCTTCGAAGACGAAGCAGTGTACAAC5992 A_95_P104392 DV999016



6332 75 42 859 CATGCATTGTCTTTTTCGATGAAGTAGACGCTATTGGAGGTGCAAGATTTGATGATGGTG5996 A_95_P225372 EB444342

6338 75 48 383 GAGCATTTAGAAACACATTGCTTTTTTGACCCCGCTTACATTAATATGAACCATTTTCGT 6008 A_95_P023431 TA14313_4097

6340 75 50 266 TGTTTCAATAGCGTTCCCGGATTTATGTGCTAGAGATGATGCCAAAGAGGTCGCGAAAGA6012 A_95_P064340 BP136022

6343 75 53 541 ATCTTTTGCCCTTTATTTTCTGGCGACCTAACCAGAAAGCTTTAAATTCCAGCGGCCCCT 6018 A_95_P162972 EH621959

6357 75 67 573 GTGGTTCATTTACCGCGGTAAAATATTGATTGAACACATAATTATGCGAAATGGATCTCT6046 A_95_P181042 TA12886_4097

6358 75 68 782 AGCTTGTGTGGTTCCTGCAGATTTGAAGGAAGAGTGATTATGAAATTGAAAATCTAGAGT6048 A_95_P230584 EB439439

6359 75 69 686 GACACGCTACTTTGTTATGACTAAGACAATGATAATCTTAACGTGTAACCTGTAACATTC 6050 A_95_P200012 TA17118_4097

6367 75 77 155 TGATGAGTACTTGGATTCTTTGGACCCGTATTTGGCTGAGTACCCTGCCAGGTAATATCT6066 A_95_P058156 BP134405

6368 75 78 468 GCTGATGCATGTTGCAAACTCAAAAACTACCTAAATGTATCACATTAGCAGAATAATAGC6068 A_95_P039601 BP129594

6376 76 1 165 ATACTTGGAGCGACTGTAATGATCTCAACTGACTTTGGCCATGGGTTTGTGGACATTGCT5916 A_95_P069715 BP137463

6377 76 2 856 TTTATTGTTGTGGTAGTTGGTGGAACTCACTTCTGTGTGTATGACATCAAGTTCACCGCG5918 A_95_P003356 DW001848

6378 76 3 729 TTAGCCTACAGGGAGGGGAGGAGAAGTACAGGAAGGCATGGACACAAATTTGTGAAATTA5920 A_95_P150037 EB680099

6380 76 5 847 GGATTATGTGTACATATCACGTCATCTGTACATGCCATGTACTTCCTCTTCTTATGTACT 5924 A_95_P288138 FG163834

6382 76 7 584 AGAAAGAGTAGAACAAAGGCTCCAGGTCAGTGCAGGTGGGGTTCTTCACTTTGAAATCAT5928 A_95_P316393 FG188416

6387 76 12 853 TGTTATGTGAAGGAATGATAAGTAGACGCTGAGAGGCAAATCAATGATAAGTAATTCATC5938 A_95_P245437 DV999956

6391 76 16 793 GAGCCCTATTTATCTGGGAAGCATTTTAGAAGGACTTCTCATTATAGCTGGGCTTTATTT 5946 A_95_P158877 EH616771

6392 76 17 898 CTATATAGAGACATGTTTGGAGAATTGCTTTTTGTTACATCGACAATCGTACTGCTTGAA 5948 A_95_P258586 DV157767

6394 76 19 121 TGTGAGTTCGATTTTTACTGTCCCCATTCCCTGATCCTCCAATGTAATAGAGAAAAGGTT 5951 A_95_P098148 BP534341

6398 76 23 170 GCATAAGATGATGTATTCCATAATTGACAGTGTATTTGCTTAGGTGAGTGTTCGTGTAAA5959 A_95_P109627 CV019388

6401 76 26 177 GATTCTGCTTTGTTTCAAATTTTAGCATTGGAAAAGCGTGGCTTTTTGCTATCGCGCCAG 5965 A_95_P095008 BP532976

6402 76 27 446 ATCAAACTTCATTTGATAGGCATTCCAGTCAAACCAAGCTTGAATACAAAATTCGCTTGA5967 A_95_P074345 BP526445

6409 76 34 834 ATAGTCAGGTCCTAGTTTCCGGATCAAATTTTGTTGAGTGTTATCATTGCGGTTTTGGTG 5981 A_95_P191647 TA15281_4097

6411 76 36 352 TTGTTAATCTTTTTGCAGGTTCTTTCCTCAAGTGAAGTTGGATGATTCGTTTGTTACTTC 5985 A_95_P131972 EB432401

6412 76 37 600 TTACTTTCAGTTGCTCCAAAGGCTCACCAAGTTAGTTCTGATCCCAGAGAGTCCAGATTG5987 A_95_P164932 EH624415

6413 76 38 429 CCTAGATTCAAGAGCTTTTGTTTTCCTATGCTGTGTTAATTACATTTTGATCAGGAGATC 5989 A_95_P003491 EB102901

6417 76 42 643 TGATTCCCGTACTTCTGGAAGGTTTCTGATTTCAATCTGAGTTGGCTTTGTCTTTGCATC 5997 A_95_P162472 EH621421

6426 76 51 571 TGAGTGATAATGCAAATGATTCTCAGATAGGCAAAGCAGCTGATGCTTGAATACTTGTTG6015 A_95_P135627 DV999569

6430 76 55 746 TTCATGCTTTAGTGGATTTGGTCACTGATGAATAAAGATGAGGAAACTTTGGTCAATGAC6023 A_95_P146402 EB450438

6432 76 57 474 CTTCCTTTATATTGCACAAATTAGGCCCAGGCCTAATCTTTTTATTCACTCGAATAACGT 6027 A_95_P152882 EB683210

6435 76 60 484 GTACTTTCAAGTTCCTATTTTTTACATGCTTGCTAGAAGATGAGGCTTTTTCAATGCCTC 6033 A_95_P090903 BP531135

6440 76 65 780 TTTTGTAACACTTCACCCTACACTGTTGTAGAGACTATGTCCTTGGCGAAGGCTCTTGTG 6043 A_95_P125787 EB424886

6442 76 67 713 TATTGTGGGGTATTGGAACAGCTCTTGGAGAGCTTCCTCCTTATTTCATCTCTAGAGCTG 6047 A_95_P145062 EB448605

6445 76 70 731 GCAGAAACTTCTTAGAACAGCTCAATTTGAGCGCTGGATAATATGTTATACCAGTATATT6053 A_95_P012916 DV157680

6454 76 79 496 GTATCAGGTCCCTGCCTTGATTCGAGTTTAATTTTTTGCTGCTCTATACTTATTTCGAAA 6071 A_95_P288643 FG639219



6455 76 80 944 GAAAATGAAGAATGGTTATCGTATTCTGCTGAGCTCTGTGGTGGAACACACATTTCTAAT6073 A_95_P187072 TA14266_4097

6458 76 83 320 GGGTGTTCCTCTTGATTGGATTTTTCCATGTCTCGTGTCTTAAACAGTTGAGATTTTTAA 6078 A_95_P194447 TA15898_4097

6459 76 84 826 TTGGAAGCTTTCTTCTTGACAACCTTTGCTTTCTCCAGTTTAGATGACTAGATATTCTTT 6080 A_95_P301368 FG161210

6460 76 85 852 TTTCTGTCTCTGCTACCAGAAGATAAGATGCGCGAACTCATGCAGACTCCTGTTCTTGTT 6082 A_95_P301608 FG167602

6462 77 2 383 GATTATCCTGAACCTATTCTCTTTTCAACGCTGACTTGTCTTGCAAAGGATTTCTGTGTG 6085 A_95_P024946 BP131725

6463 77 3 810 GGGTGAAGTTTACTGAGGTTTAACGTCTTGGCTGCTAGTACTTGTTGACCTGTTGTCAGT6087 A_95_P221692 TA21874_4097

6467 77 7 422 GTTGTTGATCAGTGTTTTACTGCTATGAAATTGCTGGCTAATGCTCGACTAAGTTAACTA 6094 A_95_P195837 TA16205_4097

6470 77 10 757 GCTTCTCAAGGAGGGGGTTGTTGTAGTTAAAAATGGACATTTACTATTCTAACTTATCAT6100 A_95_P160362 EB449711

6483 77 23 958 CAGCAAGCGGATTGATGTATTTTGGAGAAGTAATCAGAGAAATCTTGTCAGTTTATGCTC6124 A_95_P016581 TA12014_4097

6484 77 24 169 GAAAATGTGACAACCTGAGCCTGAAAAGTTGGAGAATACAGCTCATTATCACTTTAATGC6126 A_95_P133592 EB435224

6488 77 28 456 CCCTAATGTTTAGGATTTATGGTACACCTCTCATTTGTCTTTTTGTATCTTCTTAAGGCA 6134 A_95_P220447 FS393498

6503 77 43 1205 ACTGGTTTTCCACCTGTATGGTGTGTGATAAATCTTTATTTCTCTGGGAGTTGTTTCAAA 6164 A_95_P009756 TA13127_4097

6508 77 48 1888 CAGTTTTGAAGGTTTTCCTGCCTTCTGTTAATGGTTGTACAAAATAATGATGTTAGATCG 6174 A_95_P032826 AF149981

6513 77 53 828 TGTTAAACCAGGGCAAACTAGTGATCCTAGAAGTGGTTTTGCTACTGTTGAGAAGGCCCT6184 A_95_P030376 TA15846_4097

6514 77 54 719 CGGCTGTGTTTTTCACTCTATGTTTTCGAAATGTCTTTGCTTCAAATGTGTGAAAACTCT 6186 A_95_P011661 TA11894_4097

6516 77 56 628 AATAATTCCAGTTGAAGAGATGCTATTCAGTTTTGGGTGTAGACATTTGTACAAGGAATC6190 A_95_P121517 DW001600

6517 77 57 334 CTTGACGGATTGATTAAGTGAGAATTTTTCGTGATAGTATTGATACTGGTCAAGGTTTTG6192 A_95_P129632 EB429597

6522 77 62 508 ACAGTTAAGAAGTATGCCGATAATCTTCTGCATGCAATGGAGGGAGTTAGTGCTCGGCTA6201 A_95_P127722 EB427299

6526 77 66 1062 CAAGAAATACCAAGAGGAGTGATCATGTAAATGGATTGTGGCTCGTGATGGACCAATGAA6209 A_95_P204717 AB193040

6530 77 70 192 ATCCAATTAGGAATTTGTTTCCTTTGAATTCTATCAGGGTCCCATTAGCTTGTATCGCGA 6216 A_95_P080625 BP528049

6533 77 73 880 CAACAAGTGATGAGACACAGAAACAAGAAATTCTCAAGAAATTTATGGCAGAGCATCCAG6222 A_95_P025086 TA17479_4097

6534 77 74 783 GCCACTGGATTTCTGTCCCACCTGATCCAAATTCTTTCTTCGTCAATGTTGGTGACTCAT 6224 A_95_P011252 AB125233

6537 77 77 587 CCTGAGTTGTTAGAGGATTCGCTTGAGAATTACCCCCGAAGAGTTTTCATTTCTGATGAG6230 A_95_P136457 EB440221

6540 77 80 343 ATTCTTCATGTAGGTTTTCACGAGCTTACAAGTATGGCATTGTCTTCTGAGGGGATATAA6236 A_95_P096438 BP533623

6542 77 82 461 CTGAAAAACGTGCTGCAGCAGTGAAGGCTTCAGGAAGAAGAAGAATCCGTAGTATCATTC6240 A_95_P108612 CV018923

6553 78 8 841 ACTTGGAGAGGAACTTGTTGCCATCTTCACTGAGGGATTTCATACATGAACACACTTCTG6097 A_95_P292403 EB427333

6554 78 9 424 CAGCGCGATCATCAAAGATATATAGCTTAAAGAAACTCCGAAGTTTCCTCTAAGTTGCAT6099 A_95_P064715 BP136129

6559 78 14 1038 TGTGGTAATATGTTGATATTTTGCAATCAATCGATTTGATTTCTTTTCCTCGTGGAAGCG 6109 A_95_P192382 TA15439_4097

6564 78 19 631 AACAAGGATGCAGCATATGCCTGATAGTGTGACCATTGGTCAGCAATATGACAGAAAACA6118 A_95_P136742 FG160232

6565 78 20 422 ACATGGTCTACAATTGATCGAGCTGCTTTTATTTGTGCTTCCTTGAGAAAGGAAAACAGG6119 A_95_P096488 BP533648

6566 78 21 849 GTGTTGGACCGCGAAACCAATAAATGGAAGTTATTTTCTTGTGCAATTAGAACCTATATA6121 A_95_P011096 EB680130

6571 78 26 394 CTCCCAAATCCACCAAAAGAAAAAATATTTCTGCTCAATTGAAAGGGTGTTCCCTCAAGT6131 A_95_P204702 TA18120_4097

6574 78 29 552 ATCTGTCCTCTACTTTCCATCCAGAAAAGTGTAAAATAGCATTGAGCAATGCCTGTGAAG6137 A_95_P103442 CV016502

6577 78 32 388 GCGTGGAAATGGATCTTGACAAAACTGATTTTGGCTGATCTATCCACATTAAGGAGAGAG6143 A_95_P063185 BP135708



6582 78 37 1008 ATAAAGCGTGTCGCTGAAGTGAAAGCCGCTTTAGGCTGCAGATCCTTTTACTTGAAGAAC6153 A_95_P202522 TA17654_4097

6586 78 41 866 CAGCTGCAAAATTTAAGCTTGTGATCCTTGGATATTTAAGTTCACCAGTGTATTTGTTGT 6161 A_95_P226244 DV158744

6588 78 43 461 CTGTTTGTGTTAGTGGTCAGTTTAATCTAGGGTATTTTAATTTCTGTTGTTAAGGTCTGG 6165 A_95_P000736 FG635626

6589 78 44 1215 TTGTGATTAACTATGACCTTCCTACTCAGCCAGAGAACTACCTGCATCGTATCGGTCGTT 6167 A_95_P152712 X79141

6592 78 47 798 GTTGCTCAACTACGAATGGTCTATGTACATATGATTTCTTGTATTATCCAACTGCAGTGA 6173 A_95_P137897 DW002580

6593 78 48 913 AAATTGACTTACCACTTGTTCCATGGTAATGTGTCTAATGCAATCACTTCATTTCTCCTG 6175 A_95_P014616 TA15703_4097

6594 78 49 172 ATTAAAGGAAAAGACCAAGAAATCCATAGCCCTATCAACGCCCCCTTTCACGTTAGCACA6177 A_95_P131547 EB431869

6595 78 50 314 ATGTAAACATCGAGGTACAGCTGATAACTTGCAGAATATTTATCTAAGCATAGATGAGGG6179 A_95_P019461 EB447384

6599 78 54 1083 CTAGTTGACTTGCCATGGAACCCCATGAAATTTTTGGTGATGCTATGAGTATATAAAATT6187 A_95_P214822 TA20347_4097

6602 78 57 627 AAAGGAAAACTTGCATTTTTGGGATCTTTACACAAATAGCCGGCGATATTCATTGTTTAC6193 A_95_P287268 FG635982

6605 78 60 600 TCGGAGATGCAAATTCTACTGGTAGAGAGATGCAAGTTCTTCAGTCAATCTAGCCAATGG6198 A_95_P061270 BP135218

6606 78 61 544 GCTTTTATGAACGAGAATGTGATGGAGTTCAGATTCAAGAGAGAAGATTACTTCACTGAA6200 A_95_P060680 BP135059

6611 78 66 969 ATTGATCATGTCTCTATGAGGAAATGCTATGATGGAATCATAGACGCTGTGGAAGGATCC6210 A_95_P010171 TC59215

6612 78 67 779 CCTTGTATAACTAATGGAAGTCCAGATATTGTCAAACCATCAGCAGGCTCAAGAAGCCTA6211 A_95_P126432 EB425758

6616 78 71 314 ACTCCAATCTTTCCTTTGAATATCTTGTCCTCAGGCATGTCTGAAGTTTATTTAAGCTTT 6219 A_95_P109767 CV019440

6619 78 74 759 TTGGAGAACTGCAAGCAGTCTTTAGCTGTTATACAAAGAATCGTGGAATCAACCTCAGGT6225 A_95_P253564 DV159957

6622 78 77 194 GTACTTTGGTTCATACTTCAGCCTCTTGAAACTAATGAAGAGAAGTCCCTTTCTCCTCCG 6231 A_95_P119982 DV999616

6631 79 1 1375 GTAGGGGTTGATTGTATCCCAAATCTTAGTACTGTCTGGATGAAAATTTTATGAGGATAA6248 A_95_P002691 TA13816_4097

6632 79 2 483 TCATCCTTGAAGTTTTCTCTGTGTCTGTAAAACACGCATTGTTCAAGAATCAATATCATC 6250 A_95_P136357 FG644307

6633 79 3 773 ACATCCACCACAGATCAAAGCTTCACAGAGCGATCAATAATTGATTTTCCCATATACCAA 6252 A_95_P197012 TA16469_4097

6641 79 11 641 CTGCTATTGCACATGTACAGTTCCTTGAAAATAAATAAAGCATTTGCTCTGGGTTTGTTA 6268 A_95_P188302 EB433758

6643 79 13 1724 CTCTGCCTGAACAAACTATGTTTGGAAGAGAATGTAAGCTTGACTTTCCTTTGAATTAAA6272 A_95_P007441 AB075948

6644 79 14 800 AATGTGATCCACTATTTCAGACTGATGGGATCTTCACCCATCTAGCTACATGGTGCACAG6274 A_95_P269766 FG159209

6646 79 16 801 ACTTGTACGTACTGTGAAGAAGTTAACTTTGACAAATACAAGGTTTGCTTGGAGTGAGGC6278 A_95_P253684 DV162053

6649 79 19 1145 TATGCTGTGTTGAATGAGCAGAAAGAGGTGAGGAATCCTCTTTTTAACTCTTGACTCTCC6284 A_95_P209852 TA19277_4097

6650 79 20 605 CGGGACAATATTCGGGTTTTCACCGTATAGTTTGATGAACATTGTTGGAACGCTTTGTGT6286 A_95_P128912 AB488495

6651 79 21 538 GGGCAGCTGGTTTGAGATTTGTCCTTGTTGTATCATATAGTCTGTCATATACGAAAATTC 6288 A_95_P116532 DV159290

6653 79 23 915 ATGTATACATGAAACATACTCCATGATGCTTGGGTCATAACACTTTGATGCTCATTCTTA 6292 A_95_P192287 TA15418_4097

6658 79 28 367 TCAATTTTTATTTGTTTCAGATTTGGAGCATCCAGAGGCCGATTCGAGAGGCAAAGACAT6301 A_95_P094263 BP532630

6659 79 29 468 AAGGTGTTGGAACGGTGTTTTCTCTCTAATATTTTTCCTCTCACAACGTTCTATAGTATT 6303 A_95_P036368 BP128714

6660 79 30 379 ATTTAGCAAATTCAGTTCCAGCACCCAAGCTCGTGTCAGGTTCGATAAGCATTGGCAATA6305 A_95_P067760 BP136958

6661 79 31 603 CTCTACTGCACTTGGCTGCATCAATTTGTATGTTGGGATTATATTATAGTTTTGATTCTC 6307 A_95_P223832 EH615961

6662 79 32 497 TCTGTAGAGCTTATGACTTGTACTACCAGTTTGGGATTGTAAATTTGTATCGAGATTTCT 6309 A_95_P079450 BP527768

6663 79 33 284 TTTGCTTGGTAGATATCCAGAAGTAGGGCTAGCCAACGCTGTGCCTTGAGATGTTCTTTT6311 A_95_P125522 EB102909



6664 79 34 580 TTGGGAAATATCCTATTCCTTAAGCCTGACCAGGTGGTGAAAGCCATGAAAGGGCCTAAT6313 A_95_P126367 EB425709

6667 79 37 627 TTGTTCAACATAGAAGATTGTACCTTGTTTCTTCTGGAGGGTACAAAGTTTCCAGCTACA 6319 A_95_P183737 TA13525_4097

6670 79 40 328 GACCTTTGAATAATTGCTTACTGTTTCCTTGGTTATCTGGAAATTGTTTGGGGAATACAA 6324 A_95_P093623 BP532339

6673 79 43 608 CTTTTCTTACTTGTGGGGCAGGTGGTTGACTGTCGCATATGCGGAAATCCCAATTTCTTT 6330 A_95_P163987 EH623041

6676 79 46 108 GGTTCTTGGTTTGTTACCTATGTATTTTAATCGTAATATTGTTTGCCACTGTGAACTGTC 6336 A_95_P152217 EB682535

6678 79 48 429 TGACACTTTCTTCCATTATGCGTGTATCCAGTTTTCCTTTCTAAAACTGAAGTTCAAGAC 6340 A_95_P020691 TA12997_4097

6680 79 50 869 CGCGCTTGTATCAACTTGTATCTGTAGAAAACTTAATTAATCTGCAGCAAATTACGTGTT 6344 A_95_P229414 DV159857

6685 79 55 687 GGATCTTTGAATAGGGACAATGGTTTCCCTGCTCGATATTGTGCCAAGAATCGGATGTTG6354 A_95_P162292 EH621249

6686 79 56 1180 GATGTCCTCTTTGGCTGATGTTGTGGACTTTTCTCTTATTAATCAAAGCTTTTTCCTCTC 6356 A_95_P217837 D86722

6689 79 59 876 CACAGAAGCTTACATCACAGAGACAGATGCAATTATCAAAGTTGTATAAACATTATGCAC6362 A_95_P116497 TA17798_4097

6690 79 60 844 TGATAGGTGGTTGACAAGGCCTTCACAAGGGTAGATTGTGCCTGGATAATTTTGTTCATC6364 A_95_P017746 EB449268

6692 79 62 622 TTCATTATTGATGAATTGCACCTGATTGGTGGTCAAGGTGGCCCAATCCTGGAGGTGATT6368 A_95_P037318 BP128972

6698 79 68 225 GTTTAGTTCTCATCGAAGGGTTTGATTGTTCAGACGATGAAAACTAGACATATCTTGTTA6380 A_95_P034399 AJ718674

6700 79 70 347 CATATTAATATATGTTCTCTTCCATTTTATCGTCCTTGGCTTCCTACTGTGCCGAGTGTG 6384 A_95_P081290 BP528217

6704 79 74 853 TAGACAGTACGCAAAGCTGTTACTCGCTATAGCCCATCTGGTGTGACTCATTTTTCTGCT 6392 A_95_P227429 FG161617

6705 79 75 842 TACAAACATTCTGTTCTCATCTGGCACAACAGGAGAGCCAAAGGCAATTCCATGGAGTCT6394 A_95_P205377 DV162298

6708 79 78 806 ATTGAGAAGACGCATTTACTTAGCCTGGGATAATGCTTGTATCACCCTTCCTATCTTGGA 6400 A_95_P159017 EH616951

6713 79 83 586 TTTTTCGAGAATTTTGGATGCCCTGATTATCAAATGCCTTTGTGAAACGCTTTCTTTCCG 6410 A_95_P019586 DW003011

6714 79 84 182 GGTCGTCTTCTCAGTCTATTGACAGAATATTCATATCAAAGGTTCATTTCCTCTAATTTC 6412 A_95_P034588 AJ719184

6715 79 85 873 TCTTCAGCACTGCCCTGAGGGTTTTGAATGTTCAAGTTGGAGAGACATCAAGACTAGCTT6414 A_95_P245547 DV159373

6716 80 1 1240 GCTGGTGTATCATTTATAGTTTTGGTGTTTTTCTAAGAATTGCCTGTTCAAAAGATCCTG 6249 A_95_P033091 AF352797

6720 80 5 535 TTGTCCTTTGATTGTGCTTATTCTACACTCTGTTATGTGAGTAGTGATCATATTTCTGCA 6257 A_95_P263751 FG637333

6726 80 11 469 GTACGAAGCTTAATTCTATCTCTCGGGTACTTGTTACCAAGAATTTCTCTTCACGTAATG 6269 A_95_P114212 CV021495

6727 80 12 463 AGGCCTTTCTAATGTTTTTGTGGAGCTTTTTCCATAAACATTGAGAGTGTATCTTGTGTA 6271 A_95_P028031 EB431080

6729 80 14 576 CGCATATCTACAATTTCTTTTCAAATGTCATGCCATTCAAGTGTAGCATTCAGTTGTTTC 6275 A_95_P055186 BP133634

6730 80 15 770 AGCTTTTGGAAAGAACATCCAAGAATACTTGACGAGGAGGAGCCATTGCGGACGATTTTG6277 A_95_P218642 TA21221_4097

6731 80 16 490 AATGGTGGTTGTTTTTCTTGTTTCAATTTGGCGATAATGTTGCTATGCCTGGTTCTATAA 6279 A_95_P018986 FG142809

6737 80 22 740 GGGGTTATAGCAACAGATCAATTTTTTGTACTTCTTGCAATTAATCGAAAAGTTGTGCTC 6291 A_95_P002046 TA16284_4097

6738 80 23 577 AAGATTATGTGTGGTATTATGCCAGTGATGCCTACGTACGAGAGGTCTCATTGGAAGAAG6293 A_95_P043496 BP130631

6740 80 25 647 GGCTCCAAACAACATGACTTCATTATGTTTAGTGAAATGGCAGTTGGAAATGGTAATGGC6297 A_95_P280378 FG184459

6742 80 27 1715 GCAGCTTTTTTCTCGTGTTATGTTTTCCAAGTTACTGAAAACTCTCATACAAGCAAAGAA 6300 A_95_P184492 TA13708_4097

6743 80 28 333 CTTTCAATTTTTGGTTTTCTTTCCTTCAGTTACGCGACGAGTTTGATATGGCATTAAACT 6302 A_95_P025726 TA16842_4097

6748 80 33 331 GCTACTCATTTGTCAAGGTTCATACAACTCCAAGTGATTTGGGCGCCCAATGTCTACTTT 6312 A_95_P080700 BP528071

6749 80 34 1033 CTGAATGTTTAGTACATTTCTGAGCTCCACTCATAATCCATGACTGTTCCTGCGAAAAAA 6314 A_95_P028411 TA16149_4097



6750 80 35 406 CTCGCCAACTAGCCCTTTTGCATTGCACTTCGTCGCAAGTTGATGTTCAAGATCAAGATA 6316 A_95_P100828 BP535535

6754 80 39 1478 GAGTTTCAAACGGTTGGCGAGACGATTTTCGGTGATAAGAGAATTATTGTATAATTTTTC6323 A_95_P021536 TA13961_4097

6756 80 41 726 TCAACTTACTGCTGCAACATTACCATCTGTGTGAGAAGTATATACTGTAGATTTCGCGTT 6327 A_95_P103437 EB683342

6762 80 47 444 CCAGGCTATATGGGTTAACTCTCTGGGGATAAAACTGCTTGTAAGGATCTATAGTTGATG6339 A_95_P045491 BP131156

6767 80 52 764 TTCTTCATCAGATCTGGTTCAGAATTTGACCTCACAGCTCGACGAGTAGCTGCTACAAAC6349 A_95_P228809 EB449914

6768 80 53 301 CGAGTTTTCTTTTATCAAGCAAGGGCATTTTGTCTGTAAAACTTCTTTCTGGGAAGAAAC 6351 A_95_P040501 BP129847

6770 80 55 440 AAGTTGCTTCTAAAGCACCAGAGTTGCACGCGGAGATTCAAAACAAAGTGCCATGCAACA6355 A_95_P104497 CV017044

6771 80 56 893 GAGTTCAACTTGTTACCTTACTTTTGCATTGCCAGTAACTTTTGAGTCTTTTGGATGTGT 6357 A_95_P198642 TA16823_4097

6774 80 59 362 GCCTTTGAAACACTGAAAAAAGGGTCCTTCGCGTTTTCTTTTTCTTGTTTCTTAATTTCT 6363 A_95_P089563 BP530554

6776 80 61 701 CTGGTGGTTGCATTTGTAGTTGAAATAATGAGGGAAGCAAAGAATAAAATTGATCCCTTT6367 A_95_P026021 EB681115

6779 80 64 727 GTAATTTCATTTGTTGCGGACGATTTTTCTCGAGCTAGCAGTACATGTGTTGGAAAACTG6373 A_95_P314793 FG199468

6780 80 65 500 CTATGGAACGTTTTTCTTGAGAAATTGAAACTTCAACTTTTAGGTGCCAACATGTCGAGT6375 A_95_P255584 EH616011

6783 80 68 435 CAAAAGACATTCAGCTTGCCAGAAGAATTAGGGGTGAGAGAGCTTAAATTGGGATTGCTC6381 A_95_P195022 FS436591

6784 80 69 723 TAGAATAGGTACTTGTTGCACATTGGTGTAGATGGGAGTGAAGAGGAAAGGCAAAAGCTC6383 A_95_P163157 EH622136

6787 80 72 1004 CATGCTTAGTAGAATGAGACATCACCAAAGTGACGATGTATGAGATTATATTTTGCTTCA6389 A_95_P212092 TA19755_4097

6788 80 73 57 TGGTTAAGAGTGTTTATTAGACCCCAGACGTGACCGCAGAATCACTGTCAATGAAAGCTG6391 A_95_P111797 CV020376

6792 80 77 580 TGTGCTTTTATTGAACTGGAAGTGGTAACAAAGTGTGTTATATAACATGTTGCTGGATCC6399 A_95_P032101 EB683726

6796 80 81 1156 AAGTACTATTGAATAGCAATCTGTTGTTTTGGGACCTTGACCTCATGCTTTAGATCAATG 6407 A_95_P008731 TA12866_4097

6800 80 85 503 ATGGGAAGGCAAGATTTTGTCCTAGGAAAGACATTTATGTTTAATGACTGCTCAAACTTT6415 A_95_P002326 FG643973

6802 81 2 849 AAGGATCTCTCTTGAAATACATTTTAGAGTCACGGGATCCTATATTCCAATGACCTGTAA 6418 A_95_P216297 EB680805

6806 81 6 393 TACTCTGAGCAAGAGTTGTAGCCAGATATTGGAATCAATCATAAAGATAACACTTCTCAA6426 A_95_P088613 BP530146

6811 81 11 1156 TTGTAACAGATTACTAGTACATTGGGTACTGGATCGCATCATATTCAATCAAAGCTTCTT 6436 A_95_P201697 TA17479_4097

6813 81 13 690 GCCCTCTATTTGAGCATAACATTCTTATTTTCGTTAAGGGTGTGTTTTATATGGAGGAAA 6440 A_95_P003606 TA12312_4097

6818 81 18 673 TATGCTATATTTTCAAGCACATGCACTTCACGGAGTAGTGATGATCTAATTAAGTGCTCG6450 A_95_P000661 TA12654_4097

6819 81 19 625 GAGGCAGTGAAAATTAAGAGATTTAAAAAGCATGTTCGAAGCTTTTCATCGGGTAAAAGA6452 A_95_P064880 BP136179

6820 81 20 710 GATTTTGATAATTTGAGGCATGAAGGGGAGGATGGTGAGTTGCAACCTAAGGTTGTTCGC6454 A_95_P291333 EB678797

6821 81 21 1112 AAAGCTGCTCGAGAAAGATGTGTTTCTGTGAACTGGGGAGGGATGTCACAGGGTTTTATT6456 A_95_P180287 AF352797

6827 81 27 663 TTCATCCACCTTTCCCCTTCTTTGAGTAATAGCTGGTGCTCCTCTGTGAATAATTGCCTC 6468 A_95_P287733 FG190143

6834 81 34 648 AGACTGGTCACCCTGGCACGTGATTGTCAAAAATGATCCCGTGTGCAACCTATGTAATAT6481 A_95_P066105 TA17246_4097

6835 81 35 1199 CTGCTAGTTAGCTTAGGTCTGAACCGTAGAATTTCGTTTGTTTCGAATTTTGTATGTTAT 6483 A_95_P238914 AB032536

6837 81 37 679 TAAGCTTTTTGCTGTATGGAGGAAGGTTATTTTCTATGCTGAGACGCTTCCCCATTGAAT 6487 A_95_P145622 EB449379

6840 81 40 876 TAGTAGATGTCCTACGCCGACAGAGATTTCTGCGAGACCCTGAAGTTATGACATCTTACA6493 A_95_P247897 DW000180

6842 81 42 758 TGAGCTGTCTCGGCTTAGCTATTAGCTGTCTAAAAGCTATGGTAAATAAAATCCCATGCC6497 A_95_P139632 EB443435

6843 81 43 1855 CCAGATGCTCACTCTGTCAGTTTATCTTACTTTGTATTAAGTAGTATCTAAGCTAACTCT 6499 A_95_P188412 TA14565_4097



6845 81 45 194 GTTTCAGTGTGAAAGTTTGAAGGAATTTTTCTCACCGAACAAAGAAATGGCTCCCATTTG6502 A_95_P158832 EH616723

6846 81 46 1634 TGCCTGTACAGCACGTTTTTGCCTGTAAAATGCCGTTACCTGTTGATTTCCTCTCTAATG 6504 A_95_P206572 AJ133453

6852 81 52 54 ATACATAATCTGGACATGGTTACAAATTTGAGGAACATTTCAGCTCCCCCCACCCTCTCT 6516 A_95_P050396 BP132385

6853 81 53 877 GGTATATAGATTGTGGTTTGTGATTCTGCTGGTGTTGTGACAACATTTTATATGTGCTCG6518 A_95_P296108 EB450034

6859 81 59 828 GGTCTCCTTCCAGTGTTGCATCTTTACCATATATATTATGGATTTTACTAACCTAATAGG 6530 A_95_P010551 DV999830

6864 81 64 621 CTGAGTGTTGGATCGAAGGTGATAAATAAGCAAATGGTTGTATGCTTCTGCATTATTTTT6540 A_95_P198252 DW004949

6866 81 66 573 ACGTGTCCGATTGACAATTTTGGGGTTAATTTGAGGGATGGTCACTTAACTTTCATTTTA 6544 A_95_P282418 FG636054

6868 81 68 495 TCTGTGTAGGTAGAAAGGATGTGTTTCTTTGTGCAAAAACTTGGGAACTCTAAATTTTCA6547 A_95_P119507 DV162724

6875 81 75 561 CAGGGTATATACTCTTCTGCATTCACCATTAGAAATAAAAGTGTGCAAATAATGCTTTGG6561 A_95_P025841 DW002115

6877 81 77 706 CTGTTTTTACCAGTTTGTTCAGCGTCTATCTAAAGTTCTGTCTTTAAGTTAGCTTAACTC 6565 A_95_P266706 EB439799

6879 81 79 733 CAGTAATGTGCTGATAGATGCTGTGTGTGTTATCCTTGATTACTTTTTTGTTTATGTTCC 6569 A_95_P190132 EB677573

6880 81 80 830 TGACAGTAGAGGTTCTTGGGTCTTGTGGGTGAAGTTTGAAATTCTAAAGTCACTGGATTA6571 A_95_P115382 DV157555

6882 81 82 842 AGTCTGTTCCTGGTTTTTTGTTCTTTCCCTTGTCTTCCTGTGATGAATGGCTATTTAGTA 6575 A_95_P017871 TC53016

6883 81 83 165 AATATCTATTTGATGAATGTTAGCACGGGGGAAAACGTAATGTAACGTGTACTTAGGTCA6577 A_95_P103032 CV016307

6887 82 2 834 GAGGCAACTAGTCATTGTTTCTCTCGATTTACTGAGAGGTGTTTCTTCTTTAATTGTAAT 6419 A_95_P119047 DV157598

6889 82 4 816 TGTGACTGAAGCTCAGATGACCACCAGCACGCTTTGCTACATTGTCATTTATTGCTGAGA6423 A_95_P283963 FG139568

6891 82 6 70 CTCTGTGCAGCTATTTTAGCCTGTATAGCTCTGACATGTATATAATATGTCACATAATTC 6427 A_95_P131372 EB431558

6896 82 11 654 GTTAGATCGTAGATGTCAACAATTGATGAAGATATTAGCAATATTGGATCATGTGTGCGT6437 A_95_P244297 EB683360

6903 82 18 1048 GCTTTTGCGCTTATATAATCTCTGTCTATTTGTGCTGCTGTTTGTATCTTAAAGCTATGT 6451 A_95_P008791 TA13304_4097

6904 82 19 580 AAGATACAAGTCAGGATTTAGATGCAACTGGGAAGGAAGAATTGGGTACTGAATCTTATC6453 A_95_P122142 DW002182

6912 82 27 758 TACTCCTAGTGCTTGTATCGTTAATCGGTTGAGCTTAAACATTGAGAGCTAAGTTATTTT 6469 A_95_P108167 EB440260

6916 82 31 1116 CTCAGCTGCTGTACATAAATACATTGACCAGATTACCAGACCAATGCAGTTTTTAGTGCG6477 A_95_P024271 TA18940_4097

6922 82 37 223 CGTGACCATTGAAAAGATTTCACTCTACGCTAGCTATTTCATTTATAGAGTTATGGATTG 6488 A_95_P140842 EB444664

6925 82 40 808 GAAGTGGACAATATAAGTCTATAAATGAGGCACTTAATGCTGTGCCTAAAAAGAATACTC6494 A_95_P010086 EB426940

6930 82 45 836 CCAGGAATGCTTTCGTTGGTCACTCGTATTGTTCTGTTTCTGAGCAAATGGACCTTTAAC 6503 A_95_P288948 EB445476

6931 82 46 550 AGCGGAGTCGTGTATCTCCTTTTTATTGCAGTTCATGCGAAGATAAAGAATACATAAACA6505 A_95_P039086 BP129448

6933 82 48 493 CACAGAGATCAAATTGTTCACTTCTCTTGACTAGAACATTTCCATGTATAGACTGCATCT 6509 A_95_P257529 AM808565

6941 82 56 508 CTTCTTCCTATTGTTATGGTGATGATCTATGTATTATGAAAGTTTGAGGCTAAATGGCTG 6525 A_95_P088813 BP530227

6943 82 58 534 TTTCCTGTCACCATTGTTAGAACTTTAAAGATTGCCAGCTAACTGAGAAATTTTCCTAGA 6529 A_95_P286308 FS412600

6947 82 62 806 ACTGTCCATGTGTCAATCTAAAGGTTGATTCAGCAGCTTTAGGAGTTGATAGGCCAGAGG6537 A_95_P270161 FG134970

6948 82 63 855 GTGCAAACTGTCCCCGATTTGTTTGGGAACCAGCTTAAATGAAAGTGCGAAGTTGTTATT6539 A_95_P178177 TA12171_4097

6951 82 66 420 TTACGTCTTGTTTCCTAGCAGTTCCATGTTTGAATGAGTGTGGAGTGCATAATTTCTGGG 6545 A_95_P209012 TA19096_4097

6952 82 67 1580 GTATCTATGCCCCTGTAAATTTTTAGTCTCTAGCTACTGCACTATTGATCCTATTAATGA 6546 A_95_P210682 TA19448_4097

6953 82 68 747 ATGCTTGTCTTTGTCAAGGATATTTGAGCTCTATCAACTTTGATGCCAAAGTTTTGGTTT 6548 A_95_P102672 TA12018_4097



6955 82 70 500 GGACAGAAGAAGGGAGGTCTTGCTTGAGTAATCTTTCCTTATTTGAATGTGTAAAAAAGC6552 A_95_P304698 FG638411

6957 82 72 439 CCCGTATAATGTAATGAATATGACCCTGTTTACTTAAGTTGATCCTGCTGGGTTGAACTT 6556 A_95_P021851 TA12197_4097

6961 82 76 76 TGTCCGAAAGCTACAAACAATGTATTAGTTGTTTGATACAATCTTGGCATGGCTTTCTTC 6564 A_95_P098018 TA18268_4097

6965 82 80 571 ATGACAGTGTCAGATAAGGATGATTTTGGAGGACAGACATGTTTGCCTGTCTCAGAGTTG6572 A_95_P054591 BP133478

6966 82 81 659 GCGGCTTCTGTTCTCGGGGAGGTTGAAATGATATATGAATATTATTATTGAAGAGGAATC6574 A_95_P195192 TA16062_4097

6976 83 6 851 TGTGGTGTCATTTTACTTGGGCTGCTGACAGAGATGAGGAAAAAACTGATGGGCTTCAGT6593 A_95_P229634 FG159651

6984 83 14 299 GCTACTATCGTGGAGCCCATGGCATAATAATTACTCTAGTGGTGTGAATCACTAGTGAAT6609 A_95_P155742 EG650239

6990 83 20 737 CACACAATAGCACTGTGCTGAAATTTACGAAATTCAAGGTGCTTTAATGTCCTGTTATAT 6621 A_95_P135192 EB438480

6993 83 23 821 ATTCCCAATATTTGGTTACCCCTTGCTTGTCAACTCTGCCGTTTACCGATTTGCTTGGCT 6627 A_95_P220877 DV162339

6996 83 26 840 GAGCGTCTCAAGAAGAAAGGCTATGAAGTGCTCTATATGGTTGATGCCATTGATGAATAT6633 A_95_P130272 TA15509_4097

6997 83 27 986 TCGGATAGAATTTCGTTTAGGTTTGTTAGCGGTCTTTGTTGTATTCACATTGTTGTTTTG 6635 A_95_P216722 TA20766_4097

6999 83 29 491 TTGTTTGTGTCGCTTGCTGCAGCACTGGTAGAATCCCATCCTATAAGCACAGAACTTGAT6639 A_95_P094473 BP532734

7000 83 30 1107 AGAGAACTAAGATGCATGATTGTATCAAATATTTCAATATCGATGCTTTGGTGACGGCCT6641 A_95_P011691 TA13363_4097

7004 83 34 816 CTATTCTGCAAATAATCAGGCAAACTTCTGATGATGCTTTATGTTCTAAAACGTTGAACC 6649 A_95_P014671 EB450443

7008 83 38 267 ATATAGGGACGCAGAACACATGTAATTCTCCAGAATTCTTATGCCATGCTGTTCTTTTCG 6657 A_95_P142702 EB446132

7009 83 39 311 GCTATGCTTCTTATAATGTAATCTGGTTGGTGTCAAGTTTGTTTGTGAAAGATGGTTGTA6659 A_95_P003586 TA13678_4097

7021 83 51 522 TATGTGGAGTTGTTGATGATGGGAAAGGATGTGGAGAAATTCCAACCTGAAGACATAAAA6683 A_95_P281208 AM791968

7026 83 56 492 GCTCTAAATACAAATTGGTGTGCACTTGTAATTGTGAAGATTCAAATGGTTTCTGCCATA6693 A_95_P209677 TA19241_4097

7030 83 60 1099 TTCCCAAATCGAACTGTATGTTGTTGTATGTATCAACCAATATTAAAGAGCACCGGTTCT 6700 A_95_P154167 M94135

7032 83 62 775 GCAGCTATGGATGTTTCTTTGCTGCGCTAATTCTTGTTGCATTTTCATGTATCAAATAAT 6704 A_95_P212862 DV158792

7034 83 64 488 TAAAATTGAATTCTGGAAACCTTGCAATACTCTGCACTATGTTGCTCTCTAGTCATTACA 6708 A_95_P186487 TA14138_4097

7036 83 66 655 CTGAGGTGACTGACCATTGGGAAGCTTATACTATTTTTAAAGACTTGAACTTGATACAAT6712 A_95_P144507 EB447883

7041 83 71 198 GCATGTCAAGTGAGTGCAAAGAACCCCAGCAGTTTGCAGTTTACAAGTTTCCAGTTACTC6721 A_95_P115162 DQ460120

7048 83 78 0 AGAGAGTGCTGGAGTTCATGTGGAGAAGGTATGCAGATGACAAAAGATAATCCCAGGAGA6735 A_95_P309343 A_95_P309343

7051 83 81 244 GGAGTAGGGAACATGAGAGTAAAGTTAGGTGAGTTGAATACTGTATGTTTACAGATTAAG6741 A_95_P143677 EB446915

7052 83 82 453 CGTACTTAAGTGCCAGCTGTTTTGATCATGTTGTTTAGCTATAATGTGAAAGTGAATATG6743 A_95_P005786 TA13604_4097

7055 83 85 858 GCCGGTGTAAAATGCTAATGACTATATTAACAGAGACTGTAACATTTGTCAGTTCTTAAG6749 A_95_P021616 EB446173

7056 84 1 730 TACTTCACATGGAGAAGTAGAGGCCTGGGAGCTTATCAGCACTAACATATTGCGCAAGTA6584 A_95_P265341 EB428206

7058 84 3 856 TGATACAGGTCCTTGCTCTATCTTATTATGTTATCTCCTACTTCCCCGGAGGTTCAGCTG 6588 A_95_P226229 DV161010

7063 84 8 762 CATGCTTGGAGATATGCCCCAACGCTGTTCGTCGAAAAGAAATGAACCATAACATGGATG6598 A_95_P146007 DW000151

7066 84 11 733 CGGCTACAATTGTCAACTAATCCATATTTGGAGAGAAATGTGGAATTTTTGATTGAATGC6604 A_95_P148073 TA14583_4097

7070 84 15 671 CTTTTGCACACAGTACCAATTTGTGCAAGATCTGTAGTTTACTGAATATGTGGTTTGTTT 6612 A_95_P001186 DW003166

7071 84 16 805 CTGAGAAGGAGACCTATTCTTTATTGAACGTCGGCCCTAGAAGCAACAAATTGTTTAAGA6614 A_95_P218197 TA21119_4097

7072 84 17 198 GGGTTGTTTGATTTTTGAGTTTGTTGGTCATCTATCAAACCCTTAAACCCAGTTTGTTTT 6616 A_95_P141262 EB445034



7082 84 27 188 TGTTCTCTTGTATGTACACTCAAACGGATGCCCAGTAATTATCCTCAGTTACTTTCTGTC 6636 A_95_P132307 EB432770

7085 84 30 284 ACCCTTTACTGGTGTCTCCGTTGAGATCAACGTGTCCTACTTGGATAGCTGCTTAATGTA 6642 A_95_P105672 CV017561

7086 84 31 830 ATGACAGTTATCACCATTGGTGCTGAAAGATTCCGCTGCCAGAGTCTGTCACATCATGAT6644 A_95_P224822 FG139197

7089 84 34 863 GGTGGCTCGGAAGTTTTGTTTGTTATGTTGCTTAAGATACTGAATTCGAACTTATTTTTG 6650 A_95_P176802 AF154660

7093 84 38 753 CGATATTCGAACATCAGATTATTTTATCCTGTAGCAACTATTCCTCACTTTTTGGGTTGA 6658 A_95_P140297 EB444258

7096 84 41 651 ATGGAGGCAACAAAAGCAGTCAAGCCATTACTCGGAGACTACTACCAATTTGACGGAACT6664 A_95_P148782 EB678289

7098 84 43 401 TTTCACAATTACGTAAGTTGTATGTGACCTTGAGCGTCACAATGGTTAATTTTAAGGGTG6668 A_95_P308718 FG643422

7104 84 49 410 GCTTAAAATGAAAATCTTTTATGAGCCACTCAAAGCAAGAAAGCCTGAGCGGGCTGTTCT6680 A_95_P130922 EB431045

7108 84 53 779 TTGGTGCTTTGTTTGTAAAATTTGTTGTTTCACATTCGTGTGGCGTATATGAGTTTCATC 6688 A_95_P000221 EB438050

7109 84 54 399 TTGGGGAATTTTGTTGGACAACAGCTATGTACATAGAAGGAAAAGTGACATTGTAGCTTT6690 A_95_P104792 TA12994_4097

7118 84 63 702 TCGGAGGCCTTTAGTTGTCAGTACATGGAGTAGGCTGCTTCCTGCTTATCAATTTACAGT6707 A_95_P148157 EB677366

7128 84 73 849 GCACCATAGGTGGTAGTTTCTACTATATACATAACCTGCTCTTGGTTCCAGATGTACTCT 6726 A_95_P009456 DV162425

7129 84 74 768 TTTTCAAGTATGTTTGCCTTGCTAAAGGATCCGGCATTGGCAATCCATCTCCACCATTGC 6728 A_95_P245292 DW004658

7133 84 78 961 AACTTATCATGATGAGATGGTGCTTTTTGGACTCTTTTGTTGCACATTGTAGCATGAATT 6736 A_95_P000426 TA12032_4097

7135 84 80 813 CTCTAAGGCATGATTTTCCTAGGCAACAACGCTAAACAATTGATATACACTTTATCGTAA 6740 A_95_P199252 TA16953_4097

7139 84 84 553 ACCAAAAACCCCCTCTTTATTGGGGTTGTGGGAACTACTTTCATACTTCAGATCATTATC 6748 A_95_P036908 BP128858

7140 84 85 817 GAGCTTTCTGACCTCAGAGCGATGGTTCTCACTGTTATTTTAATTTTTCTTATGTTTGAA 6750 A_95_P218887 EB677936

7142 85 2 1080 GCTGAAGTTTCTGCACAGCTGATTTATGATCTTAGGGTGTCCAATTCGACGTATTCTTAC 6753 A_95_P216637 TA20749_4097

7144 85 4 1286 CCCATTGTAATAAAGACTTGAGATGCTTTGTTATCAAAGAAAGCACGAGCCTTGATACCG6757 A_95_P187327 TA14320_4097

7146 85 6 686 ATGAGCTTTCGTTTGATAGGGAGTATCCTTGGATTGGTGTTGAGAAAACCGAGCCATGGT6761 A_95_P138032 FG160063

7149 85 9 1174 TCTCCATCTGAAGTGGAGCACCTCTGTATGTGTATACTCGTTTTGCCTGGGAGATTTTTT 6767 A_95_P195242 TA16072_4097

7150 85 10 1352 ATTCTTCCATAGTTTTTGATGTAGAAGATTTTTGTTCAAGTTGCTTATATTGCCCGTCGC 6769 A_95_P023866 TA13974_4097

7158 85 18 755 CCTGAATTCGGTATTGTGAACCTATGACGTGTTGAACTTTTTTGTTTTGTATTCCAAGTG 6784 A_95_P000061 DW000215

7159 85 19 545 TCTGCCTATTCCCTGTTTTATCTGGAATTAGGAAGCCAAGTTTACTTAAATGTACTATGT 6786 A_95_P133222 EB434534

7161 85 21 438 GAATCCACGAAAATGGCCCTATTTCCGTAGTGTGAAATACCTGACAATAGAAGGAGGAGG6790 A_95_P137822 EB680983

7163 85 23 730 CTGCTGGGTGTTTAATGAGCTAAAAAACATCCTTTATTTTTGTTGGCTTATTAAGGTCAG 6794 A_95_P244422 EH615725

7164 85 24 159 TATAACTGGTTTTTCGTAAGACTCAAACCCTAATATGCCTCATATTTTTCTGTTTCCCCC 6796 A_95_P139437 EB443182

7167 85 27 254 TGTATCCTTCTGAATATATGATCCCTCACTATAGCTGAATCAGTTAGCCGCTTATGGTTC 6802 A_95_P129947 EB429882

7173 85 33 978 ATAACCCATTTGAAATGTATATATCACTAGAAGCAGGTCCCAGGTGTAGCTTTCTTCATC 6814 A_95_P206032 TA18418_4097

7177 85 37 329 CTTCTTTTCTCGCCCATGGCTAAATTTGGTGTTCTAAGCTTAAGTAAACGTATGGGGTGT 6822 A_95_P102792 CV016201

7179 85 39 1376 CCAAGTTTCTTGGGTAAAGTTTGAGGATAATGGAAAATCATGGATTGAGATGTTAAAGTC6826 A_95_P179592 TA12545_4097

7186 85 46 0 AGAATCTCTTCTGTGAATGCATGTCAGCTTTTATGCGAGCTACTGAGCGATGTTTCACAG6840 A_95_P309738 A_95_P309738

7188 85 48 845 ATTGAGACATGCAGTATGCAGTTACCTTGGATGTCTACCCCACGGTTTTCTTCAGCTTTC 6844 A_95_P310253 FG172986

7190 85 50 1235 TGGATAAACAAGATAAGCGTCGATGGGCTCTTCACAGATTTCACAGGCAGCTTCACCATT6848 A_95_P011956 TA14869_4097



7193 85 53 456 TTGAGAAATTAGTTACTGGTTTTTCTATGTTGCGTCTCCTTGGAATTGCAGTTTTCTCGT 6854 A_95_P028081 TA13900_4097

7199 85 59 570 ACTCAAAACAACTCGATTGGAGTGTTTTGTTTACCATGTACTGGAATTTGTACAGTTTGA 6865 A_95_P192322 EB678300

7202 85 62 520 CACAAATTTGCTTGTGCTCTTTTAGTTGTCAGTATAGGGAATAATGTTCTAGGCAAAGTT 6871 A_95_P026176 BP528510

7211 85 71 848 ATACAAAGAAGCACTCATCACCTTTTTGATCCTGATGAGTTGTTGACGGTTGCTTTTGAT 6889 A_95_P126322 EB425654

7214 85 74 719 TTGAAGGGCTGAAGCTGGATGACATAGAAACTGGCATATACAATGTACACTGTCTGCCCT6895 A_95_P144162 EB447314

7215 85 75 775 CTTGAGCTCTAGAGGGAGAGAGCTAAAGATGTCATCTTTTTCTCTGGGAGTATTAGGATT6897 A_95_P302118 FG172161

7220 85 80 727 GTTGCTGCATAATAGTTATTACTGGAGTATTAGGTTGTATTTCCTCTTCCAAGTTCTCTA 6906 A_95_P153442 EB683711

7221 85 81 2010 GGAGAGGCTTGTATTGTACAGAATTTTCTACAAGTAAACAAGATTCTAGTGCTTGTTCAA6908 A_95_P028036 EF520286

7222 85 82 411 TGTGACACCAGGTCTTGGCACACACACTAGTAGAATTTTGGATTTAATTATTTTCTTGGA 6910 A_95_P049796 BP132249

7225 85 85 712 CAGTTCTATTCCAGCCTTTATTTGGCTTACGCTCATTTCATTGTTGTCAAGGTATTTGCT 6916 A_95_P216012 EB679884

7227 86 2 762 GTAGCACTTAATACTTGTGGACATGTCTTCTGCAAGAAGTTTTGCGTGGGTCTGTGACAA6754 A_95_P252654 FG640566

7228 86 3 823 TCTAATTTATGCCCGTGTAGTCAAGGCCAACACTGGAATGAACCCTGAGCTATCTTGCAT6756 A_95_P011761 EB441379

7238 86 13 141 TTTCACTGGTCTTAAGTCAGCTGCCTCATTCCCTGTTTCAAGGAAGCAACAACTTGCCAT 6775 A_95_P113007 CV020957

7253 86 28 776 GTAGCAAATTTTGATGACATTCTTCTCAACTCTGATGCATTTATGGTGGCAAGAGGTGAC6805 A_95_P192257 Z29492

7255 86 30 900 GAGTTCGATGGAAAATTGTCTCTGATGGATAAAACACCAGAAATGCACTTGCAATGTGAC6809 A_95_P225552 DV161327

7257 86 32 890 TCCATATGGCCTGTCAAATTATATTATTGATACCGACTCTCTAAAATCCTGCTTTTCAGA 6813 A_95_P011751 EB681792

7260 86 35 951 GCTATAATTTGTTATGGCCCCGTGCAACATGTATGACATTCCGCTTAAATATTTCTCTGA 6819 A_95_P008271 TA12344_4097

7262 86 37 1261 GTGAATGAGTCTTTTTGACATGGAAGAAGTGGTTGATGTTAGTAAGAAATAGAAAGGTTG6823 A_95_P026451 TA17910_4097

7263 86 38 771 TGAGAGGGAGCTTTGCTTAGGTAAGTTCCTTCAGTCAACTTCATTTAAAGTGAGCTTTAG6825 A_95_P126542 EB425874

7265 86 40 771 TGTATGATAAATATGCTATTGAAGATAGGCTTCTTACTGTCCGCCATTAGCAACTGCTTG 6829 A_95_P205797 TA18367_4097

7266 86 41 533 GAAGAAACAAATCTTCTAGAGGGCCGGGATATTCACATTCATTTTCCCGCTGGAGCTGTA6831 A_95_P051821 BP132749

7267 86 42 1036 CCTACCTTTTGTATTTTCAGTATGTATACTCCACATGAAATGAGTGATTACTGATCTTCC 6833 A_95_P027981 TA16733_4097

7270 86 45 665 GATTGCTTTGACAGGTTTTATTGGTGTTTCCAAGTACACGTCCAAGGAACATAATTTTGC 6839 A_95_P179742 TA12575_4097

7272 86 47 2491 ATTGTCGGCTTGCTTGTACTAGTCTTTTGTTAGTGTACTACCTTTCATGTTCTGCGGAAA 6843 A_95_P013486 X83730

7275 86 50 210 ATAGCCCCAATTCTTGCTGAGATTGCTAAAAAGATGCCCCATGTTAATATTCCTCAAGGT 6849 A_95_P108277 CV018765

7276 86 51 491 CTTGTCTTGTCTAGTAGTGTTGAGTATTTTAGGCGGTTTAAGATTTTGTCAAGTCTTTTG 6851 A_95_P129847 EB429796

7280 86 55 289 TATTCCGCACGCCTCAGCATTCTTAGCTTTTGGCGTATTTACTTTGCCTTGGATTATTGC 6858 A_95_P112107 TA12957_4097

7294 86 69 780 CAAACGTTCTTTCCTCGCTGCATGTAACATCTTTACTTCTGAATCAATTTGATTGAAGAA 6886 A_95_P182302 TA13183_4097

7296 86 71 406 AACTGTACATTATGCTCAAAGATATGTTCCAACACATACTCAACAGTACTCTCTATCTCT 6890 A_95_P100723 BP535496

7297 86 72 388 GTACTTATGTACCACTGTGAATGATTAATGATTCTGATTCCGACACAATTTATCCCTGTT 6892 A_95_P196682 TA16391_4097

7300 86 75 264 GTTTACTCCCTCTACGCCCCCAAGGTCAAGAGCGTCATGGAATTGAACTAGTAACTTAAA6898 A_95_P112727 FS383836

7302 86 77 578 GCTCAACAATTTCTACTCTACAAGCTACTTGTACCTACTCAAATTTTAACCTGTGAAGTC 6901 A_95_P276813 FG639951

7309 86 84 816 AAGGTACAAGATAACATTGACTATGACCGCATTACTAGTTCGTGTGATGGATACACTGGT6915 A_95_P139227 EB442966

7314 87 4 319 CAGATTGTTACCGTGATGTTACCTTTTGTGGATCTGTATTTTACGAAAATTATCTGGGAA 6924 A_95_P161532 EH620238



7315 87 5 525 CTACTGCAAATTTAACAGTGGATATGAATGTTGACCCTAAGACATTTCTCAGTCTTTTGA 6926 A_95_P124712 DW004497

7321 87 11 793 TTGTGTACGACATCTTCTGGGTCTTTTTAACCCAGTGATGGTTAGCGTTGCTAAATCTTT 6937 A_95_P200417 TA17204_4097

7322 87 12 900 GATAGCCTGTTGACGTGGCATGCATTCCAGAAAATTAGGGACGTGTACTTTGGAAAAGAC6939 A_95_P185302 TA13882_4097

7328 87 18 433 TGGCGACGTGATTTTGAATTCTCTACGGTTCCCTTTCTTCAGATTTGCATATTTTGTGCT 6951 A_95_P077250 BP527198

7330 87 20 793 CAGCTGCAGCAGTGAATGATGAAGTCACGAATTCTGTACGTATACATTTGAGAAAGAGTT6955 A_95_P236694 FG140148

7332 87 22 851 CATGATGAGTCTCTAAAATGGTTGACGGAGGTGTCATTTGCATTGATTGGCTTTGACGTC6959 A_95_P262736 DV159797

7334 87 24 678 CAGATTGGGATGAGCAGAGGGCTGAGTGGTTGAAAAAGAATCTTAATTTTCCTAATTTTG6963 A_95_P070930 FG132816

7335 87 25 806 CAGTTCCCCTCCCTTAGGTTCACAGCCAACGAAAAGTTTTTGTTTGTAGGTAATTGAAGT 6965 A_95_P116982 DV159759

7337 87 27 739 GCAACCGTTAGTTTCTTTCTTAACATGTTTTGTGCTGGATAGTTCACTTTGTCTTTTGTC 6969 A_95_P117977 DV160995

7338 87 28 458 GTGATGTGATGTGGGAGGAAGTTATCATCTAGTTGTTAGGAATGAAATGTTAATTAGGAG6971 A_95_P114097 CV021441

7340 87 30 701 AGGTCCTAATCATGGTGGAGTGTTTCTTCTAGAGTTGTAAAATACTGGTTTGCCTGTTTC 6975 A_95_P162897 EH621890

7341 87 31 1401 GGGGTTTGGAACTGATTATGTCTTTGCTATTGTGTATTCATTCAGATTTTGGTATGAAAG6977 A_95_P184622 TA13734_4097

7348 87 38 0 TCATCAACAACTGCAACTGAACTTTGCTCATATGCGCGAGAGTATGGCATCCAGAGAGAT6989 A_95_P285598 A_95_P285598

7357 87 47 1329 ATCTTAAAGAAGATGGGAAGGGATACACCTAGGCAAGGTGGTCCAGAAAAGACGGTTGTA7007 A_95_P238044 AY553214

7359 87 49 407 AAGGAGCCATTTTGTCTTCACTCTGAGAATTTCGGGTGTGAATGAGAATACCGAGCAACA7011 A_95_P006876 NP916877

7361 87 51 465 GTTTCTTCTCTCTTGAAGCTACTAGGTTCTCCTGATGATGCCAGCCTTAGATTTCTGAGA 7015 A_95_P038066 BP129169

7365 87 55 970 TGAAGAATTCCCTATGACACAGGAAAATTGCTTTCAGCGGTTCAATCTACCCGAGCCTGT7023 A_95_P214522 TA20280_4097

7368 87 58 835 ATGAGACATTCCGCAACTTCAAGATTCGAGTTGCCGATTACATACGCTATCGGAGGATCA7029 A_95_P128917 EB428663

7377 87 67 766 CTGTTCATTGTTGGGGTTTTGTTGAACCATGTCTACGGAGACTGTAACTTTTTATTTATT 3665 A_95_P000026 EB439159

7378 87 68 797 CTGATAACGTTGGACATCCCAAAGATGTTGAAGAGGCTGCTGGTGATAAAGTAGCTGATG7047 A_95_P230589 DV158076

7381 87 71 418 CTTGTAAAGGGACGAAACCTTTATAAGTTGAAGACTTTCAGACGGGTGAACCCGCAGCTA7053 A_95_P222532 TA22054_4097

7382 87 72 686 CCATAATTTGCTTAGCCATGTTTTAATGTGTACCTTCTAAATGAGGTCATGTCCCATTTT 7055 A_95_P129382 EB429240

7385 87 75 392 CTCCAAGCATCTCAGGTCTCTCTTTTCTCTCTCGTATATCAATATACTTACTGGTACTTC 7061 A_95_P094543 FS379071

7387 87 77 763 TGAAGAGTGTGTTTTTCATCCAAGTGAATTTTACCCTGTCTGGACACTGGAACCTGCCTC 7065 A_95_P133037 EB434087

7390 87 80 1268 CAATACCAGCAAGCGGATTGATGTATTTTGGAGAAGAAATCAGAGAAATCTTGTTGTTAA7071 A_95_P009411 TA12015_4097

7394 87 84 885 ATTTCCACAAGGTCACTGCTCCATTTTTGACAGTGCACGGGACATCTGATGGTGTTACAT7079 A_95_P002376 TA14115_4097

7398 88 3 614 TACCAGTAGTATAGTCAAAACCGCAGGCAGCAATTTCTCGAAAAAATGGTTTTGCATTTA6923 A_95_P141157 TA15893_4097

7405 88 10 552 TGAAACTTTGATTAATGTGAGCTATTATGTGAATGTTTTTATAGAGGCGGGTGGATGTTC6936 A_95_P122817 FG134826

7413 88 18 612 TAGGGCTGTTTAACAGAGTTTGGGGATGAAACAACTCTGAAATCTAAAGCTTGCTTTCAG6952 A_95_P250422 EB683598

7414 88 19 368 ATGTAGTCTCCAGTTGTGTTTTAGTTCGATGAATGTACTCACCAAAAACTCTATTTGTGT 6954 A_95_P265971 BP532939

7416 88 21 557 GCGCCCTTCTCTATCATTTGTGAATTCGATAGAATATCAATCAGGTAGACAGACTTTGGC6958 A_95_P025486 FG639535

7418 88 23 1389 TTTTAGCTTACCAAGACAGTTTGTTTCTTCTCCCTCGCTGTAGGGTGGTGGGAGAGATTT 6962 A_95_P203627 TA17893_4097

7427 88 32 576 CCTTAATGTTCATTGAGCATCTCATCACCAACGCTCTGATGGATAAGATGAATGGCAACA6980 A_95_P068175 BP137068

7434 88 39 616 GCTTTTAACAATCCCGAGAGAGCTGTTGAATACTTGTACTCTGGTATTCCCGAGACAGCA6992 A_95_P190177 FG160178



7438 88 43 816 GACCATTTAAGACAAGATGGTCTATTACATACAACATGTGGAACTCCTGCATATGTAGCC7000 A_95_P243107 DW000648

7440 88 45 958 TAGATGTATGATGTGACTCCTTCAGAAAATAATCTAAAGATGGTTTTGTACCTTTTGCCG 7004 A_95_P177282 TA11933_4097

7444 88 49 865 ATCATGATTCTGGGAAGTGAAGCTCTCTGAACAAAGGAAAAAAGATGCTGAGAATTTGGA7012 A_95_P277193 FG146297

7446 88 51 54 CGTCTTCTTTCACCACAAGCGTCTTTGGAAAATAAAAGTCCTCATATTCCTTCACCACGT 7016 A_95_P034618 FG642309

7448 88 53 0 TCTGGGCATGTCGAACGGAGCAACTCCTTTACAATAACTAGCAATTTGATATATATAATT7020 A_95_P030116 A_95_P030116

7455 88 60 878 ATCATGCAGTGTTCCAAAGACAAATGGTAAAGAGGACTGGAGTTGTGCGCTTTGCCAAGT7034 A_95_P292653 EB427898

7464 88 69 636 TTAGCCTATACTCTTGGTCCTTTAACCCAGCCCAGTCGCTGTTAAATGATGAGGTTTGGT 7050 A_95_P300378 FG636919

7466 88 71 522 AAGTTGCTGGTTTATTTGTTTATACCGGCTTGTTTCAACCTGTGTCGAAGCGAGGAATTT 7054 A_95_P125342 DW005134

7469 88 74 589 CTCTCTCAGAAATGAACAAAAGCAGAGTTAGATTTGCTAGCTGATTTCATCACCTTTTTT 7060 A_95_P304358 FG638642

7475 88 80 611 GTTTTATCAGTTGTGCTGGTGTTGCAATAGCAAACTTCTCTAGTGTTGAAGAAAGTTAAT7072 A_95_P031066 TA18216_4097

7479 88 84 781 CGAATATACTGCAACGAATCCGATTATCGGTTTTCAATAATGAAATCCATTTTCTTCTGC 7080 A_95_P011861 EB677971

7481 89 1 188 TACTCTCCAACCACTACTCCAGCTAGCATGGAGAAGGATATCAAGAAACTTTTGGGGGTT7082 A_95_P034339 AJ718476

7482 89 2 368 CTTCCCTCCTTAGCTTGACCGGCAATAAATTGGATTTTGATTAATGTTATATGACAGTTT 7084 A_95_P301693 FG635768

7483 89 3 642 AAACTATCAGAACCTATAACAGGGCAGACTATAGCAAAATGGGCGTTGCTGGGCATTGCT7086 A_95_P062270 BP135474

7484 89 4 610 GCTGCTCCCCCGGATGGTTGTTTAATTTATTGAAATTTCATACATTCTTTTAAAATTGCC 7088 A_95_P016811 TA14193_4097

7487 89 7 1309 TAGAACCAACAAAGACGATGAAATTCATGAGAATAATACTTCAGGAGCAAAGCTTCATCA7094 A_95_P176502 Z48603

7488 89 8 857 AGATTTACCAGATGCTGGAAAAGTATATATTTTTGCCTGATCTACTTCCTGCAACCTTTC 7096 A_95_P232804 EB677793

7490 89 10 308 GCATGATCATGTTTGTGCAACTCATAGGTTACCTGTATAGTCCTGTTGTATTATTTGAAT 7100 A_95_P107517 CV018414

7493 89 13 1160 GAGGACATCAGCTCTTTGTTTGACCTCTCAACCTTGTTATCTCAATGTCACCAATTTTAT 7106 A_95_P139322 TA11997_4097

7496 89 16 851 CCCTACATTTACCACAGCAAGGCTAGCAATCCATTTGTAAACTTGAAGAAAGAGTACAAT7112 A_95_P218542 TA21200_4097

7501 89 21 642 AACGAAATACTTGGTGGCGCCTATGGCGTCTTTCTTATATTCACTGTATTTTACGATTAT 7120 A_95_P048081 BP131816

7502 89 22 437 TACGGTGAAGGAATCTAACAATGTGCAAGATGCGGACAATCCCCTCTAAAAGTCCACAAA7122 A_95_P113307 CV021104

7504 89 24 750 TTGGAGCTTAGTATTAGGATTGTGGTGCGTTAGAAGACTTGTGCCTTGTTATTATTCTTT 7126 A_95_P135407 TA14351_4097

7508 89 28 734 CTAGTTGTCTGGGTTTACATGTTAGTCCATAACAGTACAAGTTAACTACGATTTGAGTTA 7134 A_95_P149707 EB679630

7510 89 30 456 CAATGGTTGGCTTCTGATGCACCTCCTTATGAGTTATCAGTTTCACTTGATGGTTGTAAA 7138 A_95_P052251 FG639495

7513 89 33 568 GCTTGATCATACATGTTCCTCCACTTTGGATATTTAATTATCATATACTCCCTCCGTTCA 7143 A_95_P006696 TA15575_4097

7514 89 34 738 ACATGTTTCACTTGCCGTGTATAGATACATGGCTGTTGAAACATGGCTCGTGCCCAATGT7145 A_95_P295023 EB443550

7520 89 40 846 CTTGGTACAAGCGGAACTAAGGTCCATAGCAATGTTCAATCTTCAAACTATTTTTCAAAA7157 A_95_P008896 DV159843

7524 89 44 964 GCATCAAGAGAAAGATTATCCCACATATTTTCAGTATACGAACATCACATGAATGATGCA7165 A_95_P010471 TA17261_4097

7526 89 46 525 AGAGTTGATTTTCTTTCTGGCCCAAGTCCTTGGCATATTAACATACCAGGGGTTTCTTGG 7169 A_95_P074775 BP526555

7527 89 47 795 TTAAGCGCGTGAAAGAGGCTTCCAGATTCGCGATTTGAACATATCCGGATACCACAAGAA7171 A_95_P163102 EH622089

7533 89 53 685 CTATTATCAATCAATGAAACCCCTTGTTTCGATTTTAAAACAACCCACATGACGACACAA 7183 A_95_P019151 TA12698_4097

7538 89 58 791 ATCTTCCTCATGCACTATAGCCCCCTTCGTGGTATCAGGTATTTGCATCCTTTCAAGTTC 7193 A_95_P117502 DV160431

7541 89 61 489 TTGAAAGCAGCTTTTTCAAGTGTCAGTAGCGGGACGTTCTGTCAATCGGGGAAGGTTTTT7199 A_95_P275673 AM803681



7544 89 64 1155 TTTGACTGATGTTGGCCATATTCACTGGGTAAATGGCAGTTACTGCCTCACTTTTTCAAC 7205 A_95_P185202 TA13862_4097

7549 89 69 489 GATTTTATATCATGTCTACGTACGGAGTGATGTTGCAGCGGGATCAGATATTCCCGTCAA7215 A_95_P051196 BP132586

7550 89 70 724 CTAGTAGTGGCGTATGAGGATGTTTTAGTTCTCATTTTGGCTATCAGATCAATTCAATCT 7217 A_95_P190007 TA14912_4097

7551 89 71 807 CCTATAGCTTTTTGTTAGGATAAAAACGTTGAAGACTTTTAAAGTGGTCAGGTATGTGCT7219 A_95_P009201 DV162419

7556 89 76 893 TTTATGTGGGTAATCTTGCTCCTCTGGTGACACAACTCGATCTCCATCGCCACTTTTATG 7229 A_95_P259026 DW001309

7563 89 83 1044 TAATTGAGATTAAGGTTCTCTCCCCGTAATGATTTGGTTAAAGTTGGTGATGTTTCTCTG 7242 A_95_P178522 TA12270_4097

7566 90 1 679 AACAGTCAAACTATGTGGGTAGTCCTGAACTTGATGCGAGCTCTCAAATCTATCTCTAAA7083 A_95_P029386 TA13901_4097

7571 90 6 832 AAAGCAATTAACTGGGATCGCGCTGAGATGTAGAAGTCTTCCAGTCTGCAGCAGATTATG7093 A_95_P243067 EB451275

7572 90 7 1015 TGTAATCAGTGTGAGAGAGATCACCAAGGACTTTGTTGGTGGGCAATGTTTAGAGTGGAA7095 A_95_P014841 TA13035_4097

7575 90 10 646 AGTGTATAAACAAGTTTTTGCTCGAGGTCATTGAGTTGATCATCTGTCTGAATAAGTGGA7101 A_95_P024281 DW004487

7578 90 13 1161 CAAATGGGAGGACATCAGCTCTTTGTTTGATCTCTCAAACTTATTATCTTAAATCACCAA 7107 A_95_P005121 TA11995_4097

7579 90 14 132 TTGGCTATTTTAGTACTGTGTTGATATGATTGAGTCCTGTTTTCCAGGTTGAGATTGCTT 7109 A_95_P150750 EB680873

7581 90 16 850 GTAGGCTAGCTTGTTGTCTTTGGTTTAACCCAGCAGTTAAAGTGACCTCAAACGAAAAAA7113 A_95_P199317 TA16969_4097

7586 90 21 845 GGCTTCGCTCCCTTTGCTAAATAACTCATTTTCAATGCCAATAGTTGTTCATATGTCATC 7121 A_95_P116992 DV159764

7588 90 23 551 ATTACTCAGCCAAACAATTGAATTGCACTGCTTGCAAAAGCCCCTCTGGGATGTTATCTT 7125 A_95_P212437 TA19836_4097

7589 90 24 856 TTTTGATCCGCTGCCGTCATGTCAGTCAATGATATTGTAAGAGCAGACTGCACTTAAGGC7127 A_95_P310943 FG162423

7590 90 25 918 GTGACTTATGCAACTTTGTAAGGTGTTTGCTGAAGTGATATATCACTCTGTATTTACAAG 7129 A_95_P181747 TA13053_4097

7593 90 28 925 TCTGATCGGGGGCTTTCGTTAGGACCAGCTTTAAATTACTACTGGGTTTTCTTTATCCGG 7135 A_95_P230704 DV157855

7601 90 36 847 GTGACTATCATGCTTCTCTTGCACCTAATGAAGGCTATCCTGGAACACCTCCAGTTGTTA 7150 A_95_P216857 EB441655

7606 90 41 777 TTCACTAAAGCCTGAATTTATTGATATCATCAAGTCCGCAACAGTGAAAACAACTGGTTA7160 A_95_P148152 EB677365

7610 90 45 836 GAAAAGTTTTACTGTTCGGTCATGGTTGTTGCGCCAGTTATATGCCCATGTGATTATTTT 7168 A_95_P208772 EB449346

7613 90 48 678 TCACTCAGTTTCTTTGTTTAATGGAGGCACATTCTCCCTGAGCGAGACCATTCATTTGTC 7174 A_95_P288803 FG199314

7614 90 49 153 TTAGGCGCAAGACAGATACTTTTCCATCTTATTTAGCTTCTTTTGAAAAGCTGCTTTGCC 7176 A_95_P132782 EB433496

7621 90 56 835 CTTGTATTATCCAACTGCAGTGAAATTGTATGAAGGTTGTTTCCATGGTGGTTTAAAGAA7190 A_95_P177952 DW002580

7622 90 57 218 GGTAGCTTATGGAAGATGCACCACTGGAATGAGCAACGAAAAGTTAGGTCCATTTTATGC7192 A_95_P110847 TA12840_4097

7625 90 60 856 TGGATACATGCTTAGTCCGGATCTGCATAAGTTTTGTTTTACATTTATCTGTGTTTTGGC 7198 A_95_P241180 DV159117

7627 90 62 773 GACTACTAGTTTTGTTGTTGTGTATCCTAGTAATTCAAGCAATGCTCTGTCTCTTGTAAA 7202 A_95_P177532 TA12000_4097

7630 90 65 500 ACAAAAAGCACATATCTACCAAATACTTCCACCTTGTTTGCAAATTTGTTGAGGGGAAAA7208 A_95_P081860 BP528370

7639 90 74 557 CCAAGTCTGGAAGTGATGTACTTGCAATTTATGGATATAGTAGACAAATACATGTCGTCT7226 A_95_P024866 TA21691_4097

7641 90 76 1236 GCGTTCGGTGCTTTACCTTCATATGTGAAGCTACTCTTTATCGATTAATTATTTATCCAT 7230 A_95_P193667 TA15720_4097

7647 90 82 770 ATCTCATCAGATGCCTCTAAATTTATAAGATGCAGGCTTGCAGAGCATAGCCTACATGCA7241 A_95_P298333 FG168498

7649 90 84 0 TTCTTGAGATGGTCATCCGATAGGATGTGCCCATCATATGCAAAAAATATGGGACTTTTA7245 A_95_P297983 A_95_P297983

7650 90 85 164 GAATAAGAGACTTCTGAATATTCACACCAATTGACAGTTTGTTATGCATGCGTGATGTTA7247 A_95_P034424 AJ718733

7655 91 5 613 TTGCAAAAGTTTTTCATTGTCCTGAAACTTCTGATTCTATGAGAAGGCCTGAGTTATTAC 7256 A_95_P153107 EB683431



7656 91 6 537 TTTCCGTTTGAAATTAAGAGAGGGAATCCAACCCGGACTTTCTTCCGCTTTTTTACTTGT 7258 A_95_P053261 BP133131

7657 91 7 466 TAACTAGATTTGCAGGTGCACTTGGCTGCAAAAAAGGAAAGGCTTGTTAATAATAAGGAA7260 A_95_P006986 U95924

7659 91 9 585 GCAGCGCTTTTTCCCCTTTATTTGGGATCCCAAATACATCATATAAATACTCTTCTTCTG 7264 A_95_P026046 EB445471

7661 91 11 764 ATGACATCTGCTCTATCTAGCCAGCAACTTTCATCTTCATGTCCTGCAGTTGATGTGGAA 7268 A_95_P096473 FG153654

7664 91 14 350 GGTTTCCGATGTTAATAACCACTCTCTTTTTGCTTGCATATGCTATTAACGTATGTTCTT 7274 A_95_P125897 EB425028

7666 91 16 374 AGTGGTGAAATCGCCTTGATTACATTTTCTGTGTTGGTCTTTCTTTTAGCTTTGTAGATG 7278 A_95_P133312 EB434716

7668 91 18 819 TACGGAATTCGTAGACTACATAGTGAGGTTGGTTTGTAATGAACAATGACTGGTGATGCA7282 A_95_P269736 EB426391

7669 91 19 1279 GCATATCTTGGAGATTGATTGGATTTCTATTGTTCCAACTTGTGTATTTCCCAGTCATAT 7284 A_95_P197192 TA16509_4097

7672 91 22 606 GCAAAACATCCTACATTTTCCTTCTTTGCTTGGGGGAAGCTTTAAAGAAATTAGGATTTT 7289 A_95_P212657 TA19882_4097

7677 91 27 1577 TGAGCATGTCTCATTTTTTGACTGCTGGTTCTGCAACTTTGATATGCATTTTGTAGTATT 7299 A_95_P108912 TA11833_4097

7680 91 30 723 TTTACTAAACTTTTGACAAGCCAGCACCATCGCACCTTGACTGGCAAGTTGGACATGTGT7305 A_95_P298583 EH623389

7688 91 38 800 ATTAGCCCGAGAAATTATGCCATGTCACCTGGAAGTTATGTTGGATCTGCTTACCCAGCT7321 A_95_P021371 DV161271

7691 91 41 776 ATCAGAAGGCAGGCACCTCTAGGATTTGGATAACTAGTGCGATCTGGAAAGAGCTATGAT7327 A_95_P295743 EB447894

7692 91 42 449 AGGTTAATGAGGTAATTTTTACCAGTAGATGATGAGAATGCTGTAAAAGGAAACAGCGTC7329 A_95_P159687 FG144962

7697 91 47 758 TTGATGAATGCAGTTTCATTATCAGCATTCCTGTGCTGTCGTTTCCGCGAATTAAATGCT 7338 A_95_P012481 DV160348

7698 91 48 620 ATATGCACCTCATGTAGCATTTCTTACTGCCTTTGCATTGTACTTGTCCTCTGCCGGTTT 7340 A_95_P063870 BP135895

7701 91 51 352 AAAGGGTTTCTTTGGGGGTAATTTAGAGGGGAATTTGCTTGGGGGTTTGAACAATTCCGT7346 A_95_P095728 BP533307

7702 91 52 638 TTTTTTGATGATGAAAGGACAGTGTATCATTGCCCGTTCTGCAATTTATGCCGGCTGGGG7348 A_95_P137177 EB440893

7707 91 57 724 CCTTAGCCCGTACATATAATAAAGGTGCAGGTTGTAACACCACCTGCCTACTCAAACTAG7357 A_95_P025181 EB679218

7712 91 62 271 CATTTGTGCAAGGACATGAATTCCATGGTGAGCAAAAGTGAAACACTACCAACCTTTTTT7367 A_95_P143462 EB446757

7713 91 63 756 TGGCTGGAAGCAAGCTGCGCAAATTGGATATTAGCTGGTTTTGTAAACTTGTTATAGTGT7369 A_95_P128372 EB428069

7715 91 65 760 CATGGAGTGTTCTGACTTTTTGCATGAACTATCTGTTTTAAGGGCGTTGAGTGATTCTTT 7373 A_95_P009216 TA16854_4097

7717 91 67 426 TCTGCACTAATGCTTACATTTAAACTTGGAAGCGTGTTCATATGTCCTTTCATCCTAAAA 7377 A_95_P001506 TA19130_4097

7722 91 72 549 CCCCAGATGGACTAATATTTGTTGAAGAACTTAGAGATGAAGAAGATAGAGAATTAGTGA7386 A_95_P059680 BP134799

7728 91 78 550 GTTCTTTTTCTGGTAGATGTGTTGTTTCTCATGAATATTGGCAGCTAAATATCGGATGAT 7398 A_95_P035213 BP128407

7732 91 82 794 CAATTTCTACTTTCATCTTTTGTTCAGGATTGTTGTGTATAGTGCAGTTGCTTTCTTTGG 7406 A_95_P198647 DV999246

7733 91 83 629 AGTCAGTTGCCTGCAGAAGATTGCCTTTGTGAGATATGCACCAATAGAAAGGGATTTTGC7408 A_95_P138207 EB441955

7734 91 84 701 GCAGAAGGCCCTGCTAACTGCTTTATATGCTACGAGCCTCTTACCAGTTTGTAGTTTTTT 7410 A_95_P146082 EB449944

7736 92 1 353 CACAATAGTTCATTATACCTGAGTAAAGAGGTTTTGGCAGTTGTCCTTTTTTGTCTTTCT 7249 A_95_P028671 BP531178

7738 92 3 428 GTTCTTAGTAGTTTAAACCAAACGACCCCTTGGATTTATATAGACATGGTCGCATTGAAG7253 A_95_P211182 TA19555_4097

7739 92 4 890 TATTCTTTGCTTTCTGGGTGATTGTTCACCTTTACCCCTTCCTCAAAGGTCTCATGGGTC 7255 A_95_P187142 DV161313

7746 92 11 479 GGTGGCTGGGTTGAGTATTAGTTGCAAGTTACACTATTGTAGTTCCTCTGTTCTCAACGA7269 A_95_P184327 BP530524

7748 92 13 1194 GAAGCCACTGTGTTGCAGTTGTTAATGGGATATAAAAATAAATCCTTGTATACGATTTCG7273 A_95_P016196 TA13049_4097

7750 92 15 754 GACTAATTGTTCAGTGTTACCAAACTAGTGTTGGCAGCATATGTTTACCTTTAGCTTTAT 7277 A_95_P273681 EH618301



7752 92 17 233 TACCTAGGTCAGTTTCAGTTGTGTCTTTTTTGTACAAGGGATACTTATTTGCTTATCAGA 7281 A_95_P098773 BP534635

7756 92 21 492 CCTGTAGACATGACAGATTCTTCAGTCTTTTGCTTTACTTCGCTAGAATTCATTGTTAAG 7288 A_95_P122797 DW002756

7757 92 22 778 AAAGAGGATAGAGAAGGCAAAGGTTGCTGTTTTCGTTCAAGGCGTTGATACATCTGCGAC7290 A_95_P139087 EB442787

7759 92 24 802 ACGAGTATAAAGACGGCTCGCTGCATATAAATATGGTAGTGTCTAGTGTTAATACGACAG7294 A_95_P188167 EB679714

7764 92 29 317 ACTGATACAATTTCTGTGTATTTCAACCCTTTTAGTATTTTCAGTTCCCCCTTCCCTAGG 7304 A_95_P133502 EB435068

7771 92 36 465 CTTTTCCTTATTGCTTGGCTTGCTTAAGAAGTAAACTCAAAAGAACCCCTTTGTATTTAG 7318 A_95_P091513 BP531390

7777 92 42 0 ACAGGGAACTGTTTAGTGTATATAGCTCTTACTCAGCTGTTTGACATCTAACTTATCCAA 7330 A_95_P029646 A_95_P029646

7781 92 46 629 GCACAAATTCACATAAGCTCCCCTCTTTGAGAATTGAAAAACTTCAGTTTCTTGAACCTG 7337 A_95_P063780 BP135872

7783 92 48 559 GAGAAACCGCGGAGTTTACTGTAGTTTTTCTTCCCGAGCCAGTAGAGCTCGAATTTTTTC7341 A_95_P219417 TA21391_4097

7785 92 50 834 TACAGGAAAGATCCAAGAAACTGGAGGATTCATTGACAGCTGCACAGAAGCTTACATCAC7345 A_95_P229999 EB438987

7788 92 53 360 TTTAGATATTTGGAGCCTTTGTTCTGCATACAAAGAGCGGGCGGGAATGCTTCCGAAGAA7351 A_95_P119422 DV162630

7790 92 55 900 GTTCTCTATTGCACTCCCTAAATAGGGTTCTTTTCACCTTTCCCTCACGGTACTTGTACG 7354 A_95_P176613 TA11663_4097

7792 92 57 951 CGCATAGCTGCTGCTCATTGGCTTTTTTCCTTAACAAGGTTTGTGCATACACAGTTTATG 7358 A_95_P223407 TA22245_4097

7794 92 59 826 TGGTAGTTTTATCTTCCCTGGGGCTCAGCATATCACATCGTCACTTCTCTGAAGAAGTAG 7362 A_95_P247832 FG142227

7797 92 62 568 GGATCCATTTCCTGCTTTCGATGAACCAATGGCAAAGCTCAGAGTTTATAATAACATACC7368 A_95_P291313 FG639427

7798 92 63 482 GTTGTCGTTCTTAAGGTCTCGATATTGTAATTTCTCATTGCAGATTCAAGGAACAAAGAT 7370 A_95_P004161 TA12412_4097

7800 92 65 629 CTCCATTTATGTATGATTTCAGCTACTTTGTCATGGTACGGAGGTTTGAATTAGGTAACT 7374 A_95_P108482 DV999474

7806 92 71 1590 TCTCATTTCTCTGTATTGCATATGGACATGTAAATCTTGGATATATGGTTTTGGCAGCTT 7385 A_95_P188147 TA14505_4097

7807 92 72 332 ATAGATCCAAATGTGCTGCTATCACAAATGGAAGATAGCAACTTGGATGATTTTTTCTGA7387 A_95_P314428 FG170087

7808 92 73 787 TAAAACCTTGCTCACATCTTTGTCAGGTCATGCGAGTTGGGTTTTGAGTGTGGATGTCTC7389 A_95_P293243 EB431978

7814 92 79 1309 ATGTACAACTGTGGGGAAGTAACAGTAATATGTACACCAATGGAGCTTTTCCATAAAAAA7401 A_95_P253784 AB031321

7816 92 81 614 TTTGCTGTAACACAGCCGCAAATTTGCAGATTCTTAGCTGCTATTGTTTTCTTTATAGTT 7405 A_95_P271341 EB442156

7818 92 83 868 CTGTGGATATATCTCCTAACCCTGGACGTTCGGACCCCATGTATATAGTATATTCCAGGA7409 A_95_P201472 DW000412

7820 92 85 395 AAATAATGTCTATCCATCCGCGAGGATCATCACATTTGTTGAATTGTCATTAGATGTCTA 7413 A_95_P106577 TA12334_4097

7824 93 4 0 GGGTCTTGTGGGTGAAGTTTGCAAAGAGAAAAAAGTCCTAAATAGTCACTGGATTATTCT7420 A_95_P010816 A_95_P010816

7825 93 5 2054 TCCCAGTTTTGTAAAAGCCAAATAATGTTGAGAAGTTTGTACCTTTTGAGGGTCGTTGAG7422 A_95_P014831 TA15521_4097

7829 93 9 848 AGAGTACATGCAGCTGTTCGCGATGGCTTACTAGATGTTTCAGCAGAGTTGCTTCTAAAC7430 A_95_P231689 FG163124

7830 93 10 254 GCTAGCAGTGTGGCCATTGTACTCTATTGTAACAATATGTTTTACAGATAAAACCATTTC 7432 A_95_P144942 EB448503

7833 93 13 797 AATCTTCTTTGAGGTTTCTGGTTTTTGTTGGCAACACTTGTGATAAAGAATCTATTGGGT 7438 A_95_P176712 TA11739_4097

7835 93 15 1045 CAAAAATGATGACGGGTACCCTGTATTCTAAGACTTTAGATGTTTCACTTGAGATTTTGC7442 A_95_P180627 TA12791_4097

7840 93 20 787 GTGGAACATCAGGATTCTAATCACTTACTTGACAGGTGACATCATTCTCATGGTATTGCA7452 A_95_P120337 DW005082

7841 93 21 638 GAATCTGCCCGTTTCCGATACTGAATCCATTCCACATGTTTCTGTGATTTAAGTTTACAG 7454 A_95_P178227 EB439272

7842 93 22 722 TATAAAGGCAGCCAATACCACCAGCAAGGGGACTTTCAATGAACTTGATAGGTTATCTAT7456 A_95_P164717 EH624024

7844 93 24 859 GTGGGCTCTTCAAATTTCATTTTTGAATGCACTTTTGTTGTAAGCCATTCTTCTTGATGT 7460 A_95_P265316 EB679991



7845 93 25 566 ACCTGACTGGAGAGGTTGTTTCCTCTTTCCAGTTCAGTGATACTTTAATGCATGGTAACT 7462 A_95_P001141 TA15333_4097

7847 93 27 1516 AACAATGTAAGCAAACTCATAGCTCTGCGGTGCGCAAATCTGCTTGCTAGTTTATTTCTG7466 A_95_P015926 AY429423

7848 93 28 773 GTGCTAGTCTTGGCAGTACATGTTCATCTTTTTAACAAGTTATTAAACTCGAGAATGTTC 7467 A_95_P144577 EB448030

7852 93 32 493 AAGCAGATTGTCATGAATGGAGCAATGGGGAAGAACTAGCAAGCATCCTACTTCAGCTTG7475 A_95_P139477 EB443235

7853 93 33 953 CAGTTTTGGACTCGATGTTTCTATTTGCTTAGTGATGCCATTTTTATTATGCGCCTTTTA 7477 A_95_P000466 TA12129_4097

7855 93 35 485 CTTGTATGCGTCATTAGCACTTAGTTTGTATGAGCTTTTAGCGTAAATGATCCTTGTTAC 7481 A_95_P153602 EB683840

7856 93 36 295 ATGGTTAAGCAAAGCACGGTTATGCTCTTGATCGCATGTGATCACGGAGCTCAAGGATAA7483 A_95_P040816 BP129931

7857 93 37 1114 GTATCAATAGAATTTCTGTATGAATCTTTGCTTTTACATCTGAAGGACGTCGTTCAGTGA 7485 A_95_P191592 AB281271

7858 93 38 365 AAGGAATTTAAAATGAGCCCTGATGTTTCCGTTCCTGATCATGTACACCTCTTTAAGATA 7487 A_95_P114242 CV021514

7859 93 39 279 AGCTCAGTTGTTTTGGTAATGTTTGTGTCCATGTCGGTCGAGTAATTTTGGTATTATTCC 7489 A_95_P100933 BQ842950

7860 93 40 674 ACAAAGTTGCTCGAGAATGGCTTTTTGATGATTAACATGTTGAAATTTTCAGTGATTGCG7491 A_95_P273151 EB681910

7861 93 41 451 CTGTCCTAGTGTGTTGGGCGTTCTTCTTCTTCTTTTCGCCTTTATGTGACATTGTATCTC 7493 A_95_P290363 FG635220

7867 93 47 547 GATTCCTAAACGACTATTGATCTACTTCTATTTGGTTTACTGCGATGCAGAAGAACAATA 7505 A_95_P028376 EH618209

7869 93 49 805 CACATCTCCAGCCTTAGCTAGTGTGTATAGTAATAGGTTTTTTCTTCTCGTTTCATTCTT 7509 A_95_P014571 TC47385

7872 93 52 722 ATAGCTGATTTCTGTTATATCATCCAAAGCGTCGAATCATATTGCCTCTGTGTTATTTAC 7515 A_95_P214063 TA20180_4097

7874 93 54 717 CGTGTCTTGAAATATAACCTAATGTCCAGTTACCCTTTTAGATGCAAAGTTAGAATTTGC 7519 A_95_P135427 EB438874

7881 93 61 765 TTTGCCTATCTCCAAGATATACAGAAAGTACTTCCAGCACTTACTAGGAGAAGTGGTCTG7533 A_95_P296203 EB450783

7884 93 64 690 TGTTATTTATCAGTGGATAGGTGTGATTTGTAATGTGTGGCCTACGCTGCATTGCCGATG7539 A_95_P192252 FG150164

7885 93 65 705 CATGTTATATTGGGTGTAGATCCAAGAAGCTCCTTTTGCCTAGTTCTTATGAGTTAATTT 7541 A_95_P162287 EH621216

7889 93 69 479 AGTTCTTGCACTTACATACTATCATGCTGCTGACGTTTCTTTCCTGATTTTGGTCTGTGA 7548 A_95_P005911 FS407121

7894 93 74 655 AGAGAAAATAATTCATGGGAAGCCATCTGGTATTGACAACACAGTGAGCACGTATGGAAA7558 A_95_P136597 FG134879

7895 93 75 5 TTTTGAGCTAAGTTTTTGTTGGAAATGGCGGAGTAGTGAAGCCCTAGCTTCCGATCTGTG7560 A_95_P046091 FG139803

7897 93 77 482 ATGTGAATGCTATTGTTGCTTGGCTTCAAAGAAGAAAGTTTACTTGAATGAGTGTCGTGC7564 A_95_P023336 TA13918_4097

7900 93 80 1168 GATATTCCAGTAGACAATAGACGGAGATCAGTTATTGCATTTTTGAGTGTTAATGTGATG7570 A_95_P219542 TA21418_4097

7901 93 81 635 TTGCCATAAATGTGATCATATCCAGTTCGTCATGTTTGTCAGACAGAATGTGAAACATTA7572 A_95_P015391 EB439146

7908 94 3 880 GAAAGGACTTATGTTATGCTATTCTGTAATTTTGGTCACTTTCTACTCTGCTTCTGTTTC 7419 A_95_P218502 TA21190_4097

7909 94 4 515 GTTGGTATGGTTTTGGTTTAGGAATCATTATGGATTTACTGCTATCTGAGAAAGTTTTGG7421 A_95_P016886 EH619999

7920 94 15 352 GTTGTAGAAGCATCTTACTGATCCCTGAACAATTTTGTAGATTCAGGTCAAATATAGTCT 7443 A_95_P308683 FG643244

7921 94 16 832 GCTATACACATGATTTAGTATAGACACTTGTTCATGATGTGCTTGGTTTGAAGATTGAAC7445 A_95_P309788 FG172993

7922 94 17 752 ATGACTCTTATAGGGAGAATGCTCGATATCTTGGCAGTGGAAGGGATCATGGGTATGAAC7447 A_95_P148062 EB677243

7924 94 19 704 TGTGCACCATCCTTTATTCATGTTACGGACATTTTCTTGGATTAATACATCACTTAGAAC 7451 A_95_P256339 FG635761

7925 94 20 2800 ACGACCAAGAAGTTGCTGATTGCATGCAGCCTTCGTAATTTTACAGGGGTGAGATTGGTA7453 A_95_P034673 AY219234

7926 94 21 711 TTTGTGCTAATGTTGCAGTAGCTCTTCAAATTTGGTCTTATGAGGTATTATAGAACGGTC 7455 A_95_P119367 DV162534

7928 94 23 709 TGTCAACCTTTGTTCTTGTGTAAAAGTCTGTACATGGTTTTGATATCTCTTTCCTAAGCA 7459 A_95_P149667 EB679586



7929 94 24 1062 TGTGCACTGGATATATCAAATACATCTGAAGTGAAACCCAACAATGGTAATCAAGCTTTC7461 A_95_P009101 AB119470

7930 94 25 221 CCAAGCCCAAGTCCTGAACTACCTTTTCAATTAATGTTCTAATGGTTAAAAGGAGTTATT 7463 A_95_P004291 EH616725

7936 94 31 796 TATATGTTGCTTGCTGGAAATGCACCACCTGTTACGCCAAGTGCAACATCTGCTCTATCT 7474 A_95_P292923 FG159197

7937 94 32 425 TGTGTAGCAAGAAATAATCTTTTGGCTCTTCAAGCATCTCCCCGGTCTTTCTGCTTGAAA 7476 A_95_P308958 FG644183

7938 94 33 569 AGGCAAAATTGGTTTTGGGTTGTGTTACTGTTGCACCCCGCAATATTACGTCAATATTAC7478 A_95_P182652 TA13269_4097

7939 94 34 74 GAAAAGGGTGAAAAATCAGAAATTGGAGAAAAAGGTTCTAGGGTTCTTTTCAGTTTTGGG7480 A_95_P097453 FG624638

7941 94 36 828 AAATGAAAGATTCGTGAGCTCACAGAACAATCTGCACCATCATGCTGCTTTTCCAGAGCA7484 A_95_P298348 FG159026

7942 94 37 384 AGACATCTGCACAAGAGTGACTTGTAATGTTCTTAGCATTCTATAGTAATTTAGCAGGTC7486 A_95_P076640 BP527040

7945 94 40 1313 TCTGCCCTTACAGTTTGTTGCTGATTAGGCATTTGAAATGTTGCCTTAATTTTTGGAGCT 7492 A_95_P191487 TA15247_4097

7946 94 41 350 ATTTAACCATATCAGGAGAAGATGGTCAAAACACAGGCAACTTTATCACGGACCGAACAT7494 A_95_P105472 CV017477

7950 94 45 468 CTCATCTGAATTTGGTGGCTCCTTATGTAATGAACATCTTAGAGGATTCTATGATCTCCT 7502 A_95_P180137 TA12669_4097

7951 94 46 466 TGATATACTTACCACTGTTCATGTGGTGATTTGATAACGTGATTAGGTGCATAATCACAG7504 A_95_P024976 FS390471

7952 94 47 652 CTCTATTATCTCTTTCGCGTGTCCAATTTTGGTGCTTGGATATTTGTTCTTGTTAGCTAA 7506 A_95_P141467 EB445181

7953 94 48 907 AAGGGTGTACCTGATAAGGGCATCTGTTTTGCTCCTTGTTTGGATTAATATTTAAAACTT 7508 A_95_P004086 TA12324_4097

7954 94 49 432 GTTCTGAATATCTTTTGTAGTGTCCAATGCAGAATAACTCATAATTTTGCCTAGCGGCCG 7510 A_95_P276788 AM841116

7958 94 53 727 ACAAGGGGTGTGATGTAGGCAACCTACCCTTATGGTTGAAGTATTAGTGGTTGATTCCAC7518 A_95_P147667 EB452184

7961 94 56 138 CCTGTGTTGTACGTACGCCTTTGGAACATTTTGGCTTAATTTAATACAGTGGTATCTCTC 7524 A_95_P098513 BP534515

7964 94 59 866 GCTTTTGCGCTTGTATAATCTACTATGTCTATTTGTGCTGCTGTTTGTATCTTAAAGCTA 7530 A_95_P182797 DW000146

7965 94 60 128 AGGTGTTTTTCCTTTGGTCAGTTTTGTTACAAGGTCAAACATTTAAGCACGTACAAGACA7532 A_95_P214367 TA20249_4097

7968 94 63 70 ACAGTGATCCTTATGTTGTTGTCACCATGGGTGAACAGCGAGTGAAGACTCAGTTGTACA7538 A_95_P109022 CV019112

7970 94 65 265 GGTATGTACATCCAAAGCATTCCACTGACATGAAATAACAAAATCAGAAATAGATGGCTT7542 A_95_P158667 EH616555

7971 94 66 710 GATTACTTGTTTTCTCGGTCACGGACTTGCTGTTATTGGAGTGATTGAATTTGAATTTAA 7544 A_95_P115797 DV158153

7977 94 72 315 GCGTAGGGGTATTCATTGGTTGGTTTAATATAGTCGGTTTTAAGATGTTATACCAATACT7555 A_95_P030611 BP527351

7978 94 73 686 CTACTGATTAATGGCGATACTAGGCTTCACAAAGATGTTCACTTGTAATTGTGACTAGTT7557 A_95_P135792 DV999689

7979 94 74 689 AAAGAGAATGACCAGCTTGTATATAGATTCTGTGCCGTATGAAATCTGCCCTTTCTATCT 7559 A_95_P213332 TA20024_4097

7980 94 75 375 TCACCTTTGTAAACCACCAGCACACTAGCGTTGATGAATGATTGAAAGCTTTAGCTTTTT 7561 A_95_P142797 EB446224

7981 94 76 635 TTTTATGCTTTTGTAGAAGAGGGAGCCTTCCTCTATTGGAACGCATTATGGTACCCTGTG7563 A_95_P028276 TA18172_4097

7982 94 77 845 AGCATCTGGAAAATGAAATTTGTGGTGATGGACATTGGAGATGCATATGACATACTTAGA7565 A_95_P015661 TA15151_4097

7987 94 82 622 ATACTGGTTGTTGCCAAATTTCCAAATATGCACAAGGTTCGTATTTTCGGGATAAATGCA7575 A_95_P306178 FG634510

7992 95 2 350 TTGGTACTCGATTGCGTCGAGTTTTACATAAATAGGCAGTGTATTCAGTTGGCCTTCTTG 7584 A_95_P161752 EH620373

7994 95 4 818 GCGTCTAATCTAGGGGTCTGAACTATATAATTATGTTGTAATATCTTGGTGTTATTGAGG7588 A_95_P272746 EB677863

7996 95 6 766 TATGAAAGTAAATGTTGAAGTGGAGAAGAGGCTTTGTTTGGCTAGTAATGCTCTCTGAAA7592 A_95_P221617 EH622008

7997 95 7 384 TATGTCGATCAGAATTGGCAATGAATTCAATTAGATGCACTATTGTCTTGTTAACGTCGT 7594 A_95_P163097 EH622087

7998 95 8 350 GTCAAAGGATAAATTCAATGCAGGTCTTCGATCAGCGCTCTTGTTGGGAGCTACAGGAAT7596 A_95_P277213 FG625263



7999 95 9 1501 CCCCGTCTGTAATTCTTGTAAAATTTGTGTATACTTTTACGATGTATAGCAGATTGGTGA 7598 A_95_P239399 AY220484

8002 95 12 1411 CCAGTATCAAACAATCAGATAGTGCCAGTGTATGGTATAAATGAATATAGATCTCTCTGA7604 A_95_P018926 TA12620_4097

8004 95 14 260 ATGCTTGTTCTTATTGTTGTTTTTCTTGTGTGTATGTATCGTGGCGTAATACAGGTTGAA 7607 A_95_P210197 TA19348_4097

8013 95 23 853 AACTCGATTATGTCCCTTCAACAATCATGGCTCTTGAAGAGGTTGTGAAAGCTGCACAAG7625 A_95_P258096 EB431820

8016 95 26 812 TAGATCTGGATTCTTTGGTGCGAGAGAGTTTCAGATCTATTCTCTCAGCGAGCTAGTCGA7631 A_95_P229989 FG163770

8017 95 27 73 GAGTGATCTCTTTGTCCTGTTGGTTTGTTTGAGATTGAATTATAACATGTAGCTGGATTT 7633 A_95_P138757 EB442482

8019 95 29 549 AGTCCCTAACTTTGTACAGAGCACACATTCCAATTTCTGAATTATACTGAAACATAAGTG 7637 A_95_P154077 EB684241

8021 95 31 865 CAGTCATCAATTTTGGCAATATTATAGCTTCGGTATTCAGACTTCAGTCTCTGTGTGCGT 7641 A_95_P186292 EB451332

8022 95 32 626 CACTCTTTCTCTATGATAAGAGTGAGCTTGTTGTAAGTGCATGTGATCTTATTTATGATC 7643 A_95_P026141 EH615198

8024 95 34 977 GTTGAGGACCAACGGTCATAGCCACATTTGACCTGTTGTCTTCTAGCCCCATTTTTGAAT 7647 A_95_P031701 TC76477

8025 95 35 405 GGAGGAATGGTGCTAGCCGAGGAGGAGCTCCAAAACATTATATTTATCTTTGTTCTTTTG7649 A_95_P092783 BP531969

8026 95 36 851 GTTTAGTATGATGTCTTAAGACTTTGTTAATCATTATCAGCTTTCCTTCACTGGTTCCAC 7651 A_95_P178212 DV158570

8028 95 38 903 CTGATTGGGCCCTCTCTGGTTTCATTTGCTTTATGATTAATGACTGAAAGATCCAGTTGG 7655 A_95_P213947 AY029330

8032 95 42 573 TGATGGACATTTGTTCTGCTAATTACAAGTCGGACGTTGGAAGTGTAAGCGGTTTTGTGA7663 A_95_P063390 BP135770

8033 95 43 776 CGAGTTGTAGTCTTCCTGTATTTAGCTACAAATTGTGAGTGTAGGACAATAAATGAATGA7665 A_95_P117837 DV160812

8034 95 44 846 TTGCTACAGGAGGATATGCTTGCCATGCAGAGGATCAACCAATGGAACTTGGATTTCACA7667 A_95_P179717 M64261

8036 95 46 789 GGTCTACTGGAAATATAGACTGAGTTTCTTCAAATGCACAGTCAATAATCAATGGCTACA7671 A_95_P179807 EB677669

8042 95 52 824 AAGGGAATTAATTGGAACTTGGAACTGTTAGACCTTACTAGGTTGTTTTCTATTATCAGG7683 A_95_P180252 TA12699_4097

8043 95 53 415 ATACGAAAGCTTGCAGACAACTGTACTGGTCTTCAAGGGTTCCTGGTCTTCAATGCTGTT7685 A_95_P002596 CV017816

8046 95 56 481 CAGCCGAAGTGTATACACTACTAGCTCAAATTGCTAGTATTCTCTTCTTCTCAAAAGAAT 7691 A_95_P263046 AM833705

8049 95 59 316 ATGCTGCTATTGACTTGGGGAATGAATTGGTAAGTAGGAAGATTGACTTGGTGTATGGTG7697 A_95_P163947 FS406206

8056 95 66 479 GGTGCGACTGTTTTGCACTCGTATGTTATGTAAGCTTTTACTTGTAATAGTTTTACTCAG 7710 A_95_P207107 TA18669_4097

8058 95 68 866 CCTTAGAGCTGAAAGCCATTTTTAACTTCTAATGTGGAATCATAATCGATTCCTTTTGGA 7713 A_95_P013966 TA14348_4097

8066 95 76 938 TGGATCGCGTATTTGAGTTAAGGTGACAATGAATTTGCTTAATATCAGGTTCTCTGAAAT7727 A_95_P206432 TA18515_4097

8069 95 79 1365 ATATATACCTATTGACAAGCTCATAAAGGTGGGCATTTGCTAATATATGGTGTTTCAGGT7733 A_95_P207392 U81312

8071 95 81 547 GTGTGAAGATGTATGCATTGACTACTGAGATGCCAAGGCAAGGTAATAAACCTAGACCTA7737 A_95_P057896 BP134333

8072 95 82 886 GGTGATGGAGGAGGGTTTAATACTGTTGTAACGTCATTTAATGTATTTCTCTTTCTCATT 7739 A_95_P007731 EB428028

8074 95 84 206 CTACGCTTGGAAAAGAAATGTAATTTTTATCCTTTAATTCATGTTCGGCTGTTAGCCCAA 7743 A_95_P118237 DV161249

8077 96 2 599 TTTGTTGCCTGTTTAAGTCGTTACAACTTCCAATTCTAAATCCATTATGGGAAGTTATCG 7585 A_95_P177117 TA11882_4097

8081 96 6 709 GATATTGAGGATGGTGAAGACTTGATTGATAAGACAATTTCAACACGTTGGAAGAAGACA7593 A_95_P161722 EH620360

8084 96 9 782 CCCAAGACCTCTTTTTACCTGTTTCTAGTTCCTATTAATGTCCAAAAGGAACACCTAAGG 7599 A_95_P211902 TA19716_4097

8085 96 10 465 GAGTGGGTAAATCAGCATATACTGATTTCTTTTCTCAATGTTCAATGTATTTCTGGATGC 7601 A_95_P130562 EB430609

8088 96 13 428 AGACCATTTTTGCGTTTTTACTTTATTCCCGTCTGTCCCATATATTGGAGATTTTTGCGT 7606 A_95_P022016 TA14504_4097

8089 96 14 521 ACCTCGATCTCGATCTATTGATCAATTTTTCGCCGGAGAATTTGTCGACCACAGGTACTG 7608 A_95_P088348 BP530022



8094 96 19 955 GGAGCAGGTGTAAGCAATGAACTATATACAGTATACATGCGTAATTTATTTGCAAAATGC7618 A_95_P207287 TA18707_4097

8095 96 20 503 GGAGATCAACATCTCAGTCAGATACCAGAGTGCAGTTTCATCAGGACCAAACTCATTTCC7620 A_95_P020411 FG168633

8098 96 23 276 GTTACCTCTGCATTCTGGTATTATGGATTGGTGTTCTGATATTAAGATATCTATTGTTGG 7626 A_95_P011721 TA14031_4097

8099 96 24 809 TCTTTCACAATGATTAGAGTTGTCAAAGAGTTGAATCATCACTCTGAGTGCTGCTTCTTG 7628 A_95_P248457 EB684243

8101 96 26 316 TCAATTGCTCAAGGATGTCGCCTTGAGGAACACAATATATGCACGTGTTGATTCAGCCCT7632 A_95_P135782 EB439340

8106 96 31 414 GGAGCTTAAGTTTGGGTAGGTTTCTGAGATTCTCATACAGATTTCTTGTTAAAGTTTGTA7642 A_95_P101168 BQ843215

8107 96 32 611 TGTGGATCATGATAAGGATGTGAAGAGGATGAAGACGAATTTCGAAGAGTTGTGTGATGA7644 A_95_P138367 FG142142

8109 96 34 696 GAACCATCTGAAGATTCTACCAATCATGAAGCAATTGAACAATCCGAGGAACCAGGCCCT7648 A_95_P126477 EB425789

8111 96 36 757 GTTCATGCATTTTGTAGACCAACATCTAATTACTCCCAGAGTTAAGTAGTTTTTGAGAGT 7652 A_95_P250592 EB439564

8115 96 40 435 CAAAAGATGCACGCGCTAGAATAACGAATAAGACGGGAACACGTGGATTTAACTTGAACA7660 A_95_P042756 BP130436

8116 96 41 498 TCTTCATACCCCATTTATGGGACTACATTGGGTTTGTCGTCGTTGTAGTGTACTGGAGAA7662 A_95_P263056 AM807618

8120 96 45 1958 CCTCCGAATAGTTTGGGAGTGAGGCATGATTGTTGGTTGTATTCATTTGTTTAAAATATA7670 A_95_P190087 Y09876

8123 96 48 494 GAGGCGCAATTGTTGTAATACTCCGGAAACAAGAGCGTAATGTCATATGCCAGATGTGAC7676 A_95_P129412 EB429294

8124 96 49 871 CAACTGACCGTCATGGCGGAATTGTATAACATGTACATTTGTTTATAGTTGTACAGTTTT 7678 A_95_P027456 DV159197

8132 96 57 423 GAAGATATACTGTTTCTAGCATAGCTATTACCATTGGAGCTTGTAGGATGTGGATACTTT7694 A_95_P184377 TA13682_4097

8133 96 58 253 AAACCACTAAGAAGATCGTGTTGAGGCTGCAATGCCAAGGGTGCAAACACATGTTTCACA7696 A_95_P104237 TA12974_4097

8146 96 71 816 TCATTGGATGATTTGCAGATCTAGAAATGAATTGTTGGTGGAGATTGCAAGCATATTCTC7719 A_95_P267286 DV159689

8151 96 76 956 GATGGGTGTCAAGTACAATTTCCCGAAGTTCAAAATAAAGTATCACTGATGTTGCAAAAA7728 A_95_P009426 TA12687_4097

8152 96 77 800 ACTAGAATTCATGGGCTGGCTTGCTGGTTTGATGTACTTTTATGAGCACTGTACGAGGTG7730 A_95_P308688 FG172795

8154 96 79 585 GACTGCTTTCCCCATGTACTTTAAGCTTCATCTGTTTCCTGTTTAAGTCTATAGGTTCTT 7734 A_95_P097848 BP534228

8162 97 2 846 GATGTTTGCATGGATGAACTGTGCCTTCCCTTTTTGTTATCCGGTTCAGGGTCTTACATG 7749 A_95_P223512 DV159253

8165 97 5 252 AAGATCAATATAATGGACAGAATTCAAGTGTCCCCCTATACTCCTCAGGAGATGGGCGTC7755 A_95_P155207 EG649952

8174 97 14 799 ATCGAGAAGAGAGGAGAGGCAAAGCTGATGTTTTTTCTGATGATGTTCTTTCTGTCATCA7772 A_95_P300493 FG174638

8178 97 18 808 TACCTACTCTTGTTGTCAACAATCGACAATATCGAGGAAAATTGGAGAAAGGGGCTGTTT7780 A_95_P150057 EB680108

8184 97 24 815 CTCTTGTACTTGTTGAATATCCAGTAGAATCTGTTACACTTAAATATTTTCGGTCAGAGG 7792 A_95_P208677 EB439408

8190 97 30 432 GTCCCTATTGTGATAGTTGATGGTGAAACTATGCTGGACTCATCAGATATTATTGATAAA7804 A_95_P093653 FG158784

8194 97 34 1439 GCCAATGTGGTGACTCTTATGTTCTAAACTTGTACAGATTCAAGCTGCTACTTAATGGTT 7812 A_95_P214817 TA20345_4097

8195 97 35 1438 ACATTGTTTACTCTGCTTGTGGAGTTTTTGTACGGTCTTTAATGTGGTTCTTAGGTTCTT 7814 A_95_P103102 AF120093

8196 97 36 550 TGGTGACCCATGTATAGGAGTGACAAAAAGTTTAGCTGTAGAAGCTTCCTGTTCGTGATG7816 A_95_P150737 EB680862

8200 97 40 1343 TACTGGAAGTGATGGTTTCTGTTTGGAAGGGCGGGCACATGAATATAGTTGGCTTTTCTG7824 A_95_P208387 TA18958_4097

8204 97 44 765 AATTGTTTCTGTAGAGTTGATGATGAGGTAGGAGGGTTTGGTTGTGAAACAGACGGTACT7831 A_95_P210107 TA19329_4097

8205 97 45 944 CTATGTTCCTCCTATTTGTGGAATTCGGTGAATGATAATTAATCTTCAAGGAGATTATGG 7833 A_95_P026531 TA16388_4097

8206 97 46 794 GTCGGATTATGGCGCCATAGCATCTTTGAATAGTAGCTTTCGCTCATTAATTAGGAGCGG7835 A_95_P188832 TA14656_4097

8208 97 48 499 AGAAAAGTGCTGTCGAATGATTGTTGGTCAACCTAGATTAGAAATATCTTTGATCAAAGG7839 A_95_P302923 FG644087



8209 97 49 468 CATCCTTTCACTTTGTGCTCCACCATAATGCTGTTAATCTCTAGTGATAATTTACCTTGA 7841 A_95_P287933 FG157352

8210 97 50 110 AGTCAGTCCTAGCCCAAAAGGTGATTCATTATTTCATTATTAAACAGGTATCCCAGAGCC7843 A_95_P139857 EB443783

8212 97 52 854 GATTCACGAGCTGTTCTTTCTCGGGGTGGTCAAGCTATTCAGATGACAATAGAACATGAG7847 A_95_P120632 DW000595

8215 97 55 212 TTAGGGGACTGCTGTATATATGGAAATCACCAAGTTCTTAATCCTTGTGTGAGCAAAAAA7853 A_95_P092058 BP531621

8217 97 57 898 GATTTATGATCTTGTAACTCGGATCCTCTTCCACGAGGTATCCTGCTACATAATTGTGCG 7857 A_95_P010791 TA16202_4097

8221 97 61 214 AGACTTGTGTGATTTGTTTTGATGTTCGCTTGTTTTTATCCTGTCTGAACACTCGTTTCT 7864 A_95_P004361 EH618582

8227 97 67 880 GAAGACTGTTCACCGTTATCACTTTTTACTTTCTTTTGGCACTTTGTCAAAACACTCAAT 7876 A_95_P210982 TA19513_4097

8233 97 73 772 TACAAAGGACGGCACTATAGCACCATTAGGAGAAGCTGGTTCCGATAGTTGATTGTTCAC7888 A_95_P121577 DW001660

8234 97 74 849 TTATCGGGTATTCTCCTCTTCCAGCATTGCCTCGATTATGAATGTGGTAACTGGTATTTA 7890 A_95_P248237 DV999351

8235 97 75 123 TTTTCGACATTGATGAAACTTTGCTCTCCAACTTGCCCTACTATGTGACCCATGGGCTTC 7892 A_95_P114337 CV021551

8237 97 77 198 GTCGGAGTAAAGGATCGTCAACAAGGGCGTTCTAAATATGGGGTAAAAAAGCCAAAATAA7896 A_95_P007106 NP918018

8238 97 78 883 TCTGGTGTGGAGGTTATGCGCAATAAGATTGGCATGAAAAGCAATGTCATCCGTAACCTC7898 A_95_P246122 EB451637

8240 97 80 340 ATCTCGATCTTGAACAGTGGAAACTAACACCCTTTCAATTGTATATTAGCTTTTTCCTTG 7902 A_95_P099993 BP535160

8241 97 81 574 CAGCACTGTAATGCAGTTCTCTCTTTCTTATGCTAATGATAAATGGAACTGGTTTTTCTC 7904 A_95_P019166 EB437086

8242 97 82 888 AGCACTACTATTTCCAGAATGAGTTTTCCTTGCTATGTATTTTGCACATCCTATTGCTTG 7906 A_95_P247122 EB425471

8251 98 6 448 GTGAATAATGACTCCTGGACTGTAGATGACAAGTTGAGAAATGTGCTGACAAATATCCTT7758 A_95_P263906 BP525578

8255 98 10 459 CTTGTCCTGAAATAATTGATTTGACAGACTCACCTATTTTGGTCTGAAGTGGAGTATTTT 7765 A_95_P277273 AM843516

8261 98 16 380 ATCAAGATTTGTTGCTGAAGTTTCAAGTTCCTTGTGCTGGTGGTGGTGATGGAGGAAGTA7777 A_95_P310298 FG183282

8263 98 18 750 TCTCAGGTCCGTTCTTCTTAACTTGCTCTTGATTAATGTAATTTTGATGTCTCAATCACC 7781 A_95_P135652 EB439185

8265 98 20 244 AACAAACTTTCTTGTGTTATTCTGACGTCGTTACCTGAATAAAGTGAAAGTAGTTTGTGC 7785 A_95_P009921 EB432848

8270 98 25 467 AGGTTTCAGTTTGTAATTTCGGTATTTCGTTCCCAAGGATGGTTGCTTTGTTTAGCCTGA 7795 A_95_P080225 BP527954

8271 98 26 686 CAGATAGTGATATTGTGTCTGGTTTATGGCATAACTGATGTTGCAATTTGTTATTTGGCA7797 A_95_P115377 EB425143

8275 98 30 842 GCTCAGTTTCCACTTCTGTTTTGGCTTGGAAAGATAAGTCTTAATTGGTTCTTTTGAAAA 7805 A_95_P295793 EB450832

8277 98 32 695 ACCATTGACAAATTTGGCATTGGCTGTCAAGAGGGACTCAACCTTTGCAAGCAAGGTGAA7809 A_95_P139317 EB682717

8278 98 33 549 ATAATCTATTTCGAGGGGCGTATAACTTTGTGTTGTCGCCTTCAAATCTCACTGATCCGA 7811 A_95_P021306 BP134065

8284 98 39 413 ATTTGTAAAGCGCACATACGGATTTAGATACTGCTGTATATTACGTATAGCATACGCAGA7823 A_95_P213357 TA20029_4097

8285 98 40 184 CAAATGGTGGCTTGTCTGAAGAACCACTAGTTAGCGTGACTCACATGCATAAGATACGGT7825 A_95_P107317 EB677644

8286 98 41 565 ATCCAATGTAACACAGAGATGAATACAGGATGCTTTCCTGGAAAAGGGAGAAGATATAAT7827 A_95_P044421 BP130871

8292 98 47 675 CGACCATAGGCAGATGCTTCGTGTATTCAGTTTTCTGTTTTGATTTATTTCACAATCCAC 7838 A_95_P125347 DW005140

8296 98 51 585 TGTCCATATCATTTCTTGATGTAAACGATCTTGATAGCTGAGTGTCCTAATGTGTCATTC 7846 A_95_P134722 EB437405

8300 98 55 867 TACTTGCGTTGAATGCCAGACCAGTAGCTCAGGACATCTATTTCCTACTTCGTCCTAATT 7854 A_95_P151497 EB681708

8304 98 59 821 ATTAAGCCAAGGCAGGCTTGTTCGACTTTAGCCTGTAGTTATGTTGGACAATGTCCCTTG7861 A_95_P244607 EB678191

8305 98 60 246 GAGGGAGGTTTAGCACGTCATTTGCACAACTTTATATATATAGTTTTAACGCAAAGTCTG7863 A_95_P109202 CV019185

8306 98 61 800 TGTTTGCAAATGGGGAGGAAGTTTAGTGGAAAGTAAATAGTTCATGGTTATGCAGTGTAG7865 A_95_P198542 EB424705



8308 98 63 425 TCATTTCTTGGGCCTTTCTCTGTGCTGATCTAAGTTTGTTCATAATTTTATCCATGGATG 7869 A_95_P264941 AM822487

8312 98 67 524 TTTGCGTACTATCTACCTCCCCAAACCCACTTGTGGGACAATACTGGGTTGTGTTAATGT 7877 A_95_P068785 BP137216

8314 98 69 664 TTCAGTACCTTTCTAGAGATGTTTTGCCTTTCTAGAGATGTGTTGTGGCATATCTTCCAT 7881 A_95_P178677 TA12309_4097

8316 98 71 1095 GATTCGTGAGACTGATTCTTCAAACTCAAGCAAGAAAGACAGAAGTTAAAGAGAACAAAT7885 A_95_P193297 TA15640_4097

8319 98 74 643 GAGGCAAATTTTTGCTTGGTGCTCTTTGCCATGATTTTCGATTTATTATTTCATGAGTTG 7891 A_95_P016071 EB429539

8321 98 76 825 GATTGAGGATCCACTTTGGGTCATGAATGTGGTTTCCTCTTATGCTGCAAACACGCTTAC7895 A_95_P013981 AB120529

8323 98 78 854 AATTGAACATATCGTGGCAAACTGCTGCCAGATCTTCAAAGGCTCAGTCAACTATGCCTG7899 A_95_P229819 DV159724

8329 98 84 805 GATTGGCATTGGGTCCTAGATTGAAGGATTTCTATGAATTGTATGTTAGATCATGAGATA7911 A_95_P130302 EB681752

8330 98 85 335 CTGGAGTGTATATAATCTGTTGCGGCACTAAGTTGATTGTCCCTGGATATTTAGTTCTGT 7913 A_95_P160957 EH619640

8331 99 1 897 AAAGCTCCGGATCTGGCACAATGCAGGCCAACCACTATTTTTAACTCCCTTTCAGTGAAA7914 A_95_P245447 EB427825

8337 99 7 179 ATATGGTTGTTGAATGAGCTGTTTCTTCAGTGAAAATTTGAAGTTCCTCTTGTACGGATT 7925 A_95_P107769 CV018522

8340 99 10 773 AGATGCTGTGTATATGTTAATGAAGAGACTTGGATATGGAGATGTGGAAATTATTGCAGC7931 A_95_P027166 EB427252

8343 99 13 1799 CGGCTGCCCTGATCATGTACTATAAATCTACAAGTATAAATTGTTAGAATCAACATGCAT7937 A_95_P023086 TA13666_4097

8345 99 15 905 CTTTTGAAGAGAACTTTTGGTGGAATTGTTGGTTTTAGTCTTCTTTTGCCTGCTTATACT 7941 A_95_P007876 D85912

8348 99 18 2610 CTCCAGTTTTAGTTTGTCGTCGAAGTTGTCTGTTTTTGAATAATACCCTTAGTTGGTGAT 7947 A_95_P238104 AF127239

8351 99 21 790 GCCTTAGCTTTGAGTGTACACTTGAATTACTTTCTACTACTTGCCTGCCCTTTCATTTGT 7953 A_95_P012616 DV159852

8353 99 23 1187 CTCCTGAACAGACTGATGTACGTTTTTAAAGCTATGTCTGTATGTATGTATAAACTCTCT 7957 A_95_P207967 TA18862_4097

8354 99 24 661 ATCAGATGTTGGAAACACTTGGTTGTTCATTTTCTTGTCAAACTTAAAACTTCAAGCTGG 7959 A_95_P033684 EB677750

8355 99 25 799 TCTCCTTATGGGACGTTAACATCTATGTATCAAAGTCATCCTTGCAAAATCAATGTTGCT 7961 A_95_P296688 EB678890

8356 99 26 470 GAGAATCGGGATGATTACTATTCTCCAAGGAGATGCAGGTCAAAATCTCCATCTGTTTCT7963 A_95_P148212 EB677460

8357 99 27 258 TATTTGTTCCCGTTGTAAATATGATGTTGATGCTGCGTATGCCTTTGTTGCTTAGGTTCC 7965 A_95_P142637 FG640214

8369 99 39 1270 TCCCAAATATATATTACTCCAATTGCTATCATCCCTTCGCTGTCGTTATGAAAGGATATT 7989 A_95_P013216 TA14129_4097

8370 99 40 729 GGACCTGTAGTTGCTCCGTAAATTATGACAATGTTATATAGTTTCTTCATACTTGCTTGT 7991 A_95_P016231 EB683870

8372 99 42 638 GGACTTTGGCCTTAGTGCAAATACTTTTCTGCTTTCAATTTCTAAGATGTATTGGGTAAT 7995 A_95_P016391 EB679128

8373 99 43 859 GGGTCGTACAAAAAGCTGAAAACTTTGGAAGCAGGCAACAAAGACTATGAAAAGCGTGTC7997 A_95_P298873 FG155294

8375 99 45 376 CGAGTCTCGTTCAGAAAAACTTGCAAGGAAGCTAAAGAAATGTTCAAAAACTTCATGCTG8001 A_95_P134027 FG640186

8377 99 47 555 GCGTGAAGCTGGAAAACAGACATCTCATGGTGAGGTGAAGTTGAATGAGGTTGATGTTAT8005 A_95_P054771 BP133531

8378 99 48 703 GGAAAATCAAAGTCCTTTTGCTTCAAGAATGCCCCTGTGCTTAGTAAGGTTATCCTGTCT 8007 A_95_P136697 EB428526

8385 99 55 555 TATGGTGCAAGGAATTTGAAGAGAATGGCATACCAGGATAGGTTTGAGAACTGGGCATCC8021 A_95_P136447 FG143463

8396 99 66 353 CTATTTCTGAGGCTAGAGCAAAAGAGATCCGCAATCAACCAGGGGAAACACTAATACACC8041 A_95_P112067 FG136272

8397 99 67 127 TTTGGCTCAGTGTAATGCTCCTAAAGCCAAAGAATCTAATCCAAGCTGTCAAGTACAGGT8043 A_95_P094283 BP534288

8398 99 68 856 CTGGAAATGGGTCTTCAGAATTTCGAGGAGTACCAAGTGTGTGCTGTTACTGTTGGTGTT8045 A_95_P296958 EB680579

8402 99 72 752 GAGTTTGGCAATCTTTTTGCCCATTTTAGCAGTATTCCTTCATCTGCTTGGCTACATCTG 8053 A_95_P019626 EB447882

8403 99 73 509 CCAAAGAAGGAGTAGTTGTGGTATCTCATGGTGGTGCAAAGTGCATGGACCATTAAAGTC8055 A_95_P151477 EB681680



8404 99 74 663 TTTCCCGCTAAGGGGCTACTTGTATGAGAAAAAGAAGAGTCCTTTCCGAAGGCTTTGTAT8057 A_95_P053391 BP133164

8409 99 79 803 ACAAAAAGCATTCACCTTCAGAGAGCGGGAACATAGAAAGATCGCAGAGACTCGTGATCA8067 A_95_P294308 FG162382

8411 99 81 1201 TGTGGTGAAGCCAGATGTTAAAAACTTTACAAGCCTTATGTCATATGCTTGTGACCGTGC8071 A_95_P210972 TA19510_4097

8412 99 82 400 ATTATTGCACAGTTGCTTGGATCCACTGTTGCTTGCTTCCTCCTTGAATTTGCCACTGGT 8073 A_95_P004971 EH666154

8416 100 1 737 ATTCTTGTACCCAGTGTGCGTTTTCCTGTTTTATGATATTTGCAACCTGTTAATCTAGAA 7915 A_95_P244782 EH614145

8417 100 2 729 AAATTTGAGAATGAGCGAGCTACGTTGAGCTCTCAGAGAGAACGCGCAGCTGATATGAAA7917 A_95_P137457 EB441186

8418 100 3 979 GTTTCTGAATCTTATGTGTACGCAAATACAACTTTTATGATGACTACCTGGATCTTGCTT 7919 A_95_P179917 TA12616_4097

8425 100 10 737 CGACTGAAATAGTCATGATTCATGAACATGGCATCTTTGTGCAATGTGATTGATTGACTT7932 A_95_P195532 TA16138_4097

8429 100 14 334 TGTATCTTGTAGAGATGTTGCCTGATAAAATATATATACACTCGTGACTCGTCTATAGCA 7940 A_95_P198044 EH621781

8434 100 19 485 GGTTTCTCATATTTCTCTAGCTGTGCTAGTGAATCTTGAATCCGAGTTTTTACATGATTT 7950 A_95_P300798 FG644329

8437 100 22 2238 CCTCTCGTTCATTCTTGGAAGACATGTATAGAGACATTCATCAATTTAGAGTTGGAACTT 7956 A_95_P143072 X60057

8439 100 24 860 AGTTGAGGCATTTATCCCTAATACTGGCCGTGGTATCCAAGGTGCAACTTCACACTGTTT7960 A_95_P027556 TA20092_4097

8441 100 26 1561 GACATCAAAGGGTTGTATCTGAAGTACAATGTCAAAGTATGAAATCATTCACTTATGTCG7964 A_95_P189707 X79138

8448 100 33 804 CTGCTTGATAGAATTATTCCTCCTCGTTGCAGTTATTTTTAGTAGTTGGATGTGATTTTG 7978 A_95_P272501 FG157506

8457 100 42 955 GGCGTTCTATCCGTTGGTGTGGTACGGTTTTAAGTTCAGTATGGTTTGGTTTTTTATTTC 7996 A_95_P009331 TA12523_4097

8458 100 43 687 CAGAGGATTTTGCGTTTTACCAAGAGGTTATTCCTGGTTACTTCTACCTACTCGGAATGC 7998 A_95_P231914 FG197322

8459 100 44 863 ACTGGAAAGGCAATCATTCTTTGTTTAGTTCGTCAAGTCTGCTTTAGTGGATTTTGCTTT 8000 A_95_P203977 TA17968_4097

8460 100 45 379 CACTTGATATGGCCAGTGCTACATTGATTCAAATATTGAATGACGACTTATAACCTTATC 8002 A_95_P002246 TA13486_4097

8464 100 49 144 GCACACACTCTCTTTATACCAACTTTACCTTTAAAATTGGGGAAATAAAAAAGACGGAGT8010 A_95_P126007 EB425207

8468 100 53 575 GTTCATGTTAAACCCCTGTAATCTTTAAAGGCATCAAGTCATCTTGAGATTAAGTTTTCG 8018 A_95_P202117 TA17566_4097

8470 100 55 753 CGACATTAGTGACTTATCTGGAGAGGGAAATATTGAGAGTATGCTGTCAGTTGAAATGGC8022 A_95_P136737 EB440491

8474 100 59 1358 AGCTAATACATGGTCTAGTCGACAGAATCATGGAAGCAACTAGAACTTCTTTTGTATCAC8030 A_95_P203477 TA17861_4097

8475 100 60 679 GGAAAAATCAGTTATCACAATGTCTCCCTTAATGCAGACTTACATGGTGCCCTAATTCTA 8032 A_95_P161007 EH619708

8476 100 61 421 TCACTGTTGGATAGCTGGTAGTGAGTTCGACTTGATGGCTACAAGTTGATTGTCTTATTT8034 A_95_P045541 BP131172

8477 100 62 757 TCAAAGCTATTGACCTGTGGAGAGGAGTATGACCTTGAACAGAAATGGACTGAATCCCGA8036 A_95_P311483 FG142405

8479 100 64 633 ACAAAAAATTCTGCAGCAGTACGATCAGGAATGCCTATTTCCCATAATGTGGGGGCATCC8039 A_95_P304428 FG186266

8484 100 69 791 ATTTGCATTGGCTTCCAAAATACCTGCTGAGGCTACTCCTTCAGCCACTGATGACAAGAT8048 A_95_P128992 EB428762

8490 100 75 868 GCTCCGGAATTTGGTTCTTCCCTCCTTGCACTTCTCTTTTTATGTTGCTTATGGATCTGA 8060 A_95_P025766 EB429415

8497 100 82 609 GAAAACTCGCTTACTGATTTTGGCTTAGGCGCCAGAGGATAGAATTCTGTGTGCGATCTT8074 A_95_P049481 BP132172

8501 101 1 794 GTCCTCGTTTGTTTGCACTTAATCGAGCTCTGAATTTTAATCATTCAGATCTCAGATATT 8081 A_95_P201742 TA17488_4097

8506 101 6 423 GTAGACAGTGATGAATGGATGTATAAGAGGGGATGAAATAAATTTGAGACTTCCAAACGT8091 A_95_P308258 FG641836

8509 101 9 475 GCGTTTGTACTCCTTTGGAATCATGGTTGGTTGTAATTTGAACGATAAACAGTTTAGCTA8097 A_95_P001586 FG637765

8511 101 11 742 TTTCCGAGGAAATGATCCAGACTCATTTGCCCTGCACCTGCAGCTGACATTTAGATTACT 8101 A_95_P159727 EH618178

8512 101 12 534 AGCTTGGTGGTCTTAAGAATGGTTCGGGTGGGGGATTCTCTTAAGAATAAAGAATTAGAA8103 A_95_P007221 NP918186



8516 101 16 107 TAAGAGCATGCACTATCCGTTTTTAATCTACGATGTTACGCTGGGAACTATTTTCACCTT 8111 A_95_P107352 CV018333

8519 101 19 792 GCATTTTGTTGTGCAATTACTGTGTCAAGTACATTGGTTAGTCCGTTCATTGATGTAATT 8117 A_95_P180882 TA12847_4097

8520 101 20 839 GTCATAGCACAACTATTGGATGTTCTTGTTGGCTTGATTATCACTTGACTTTAATCATAC 8119 A_95_P227744 EB449440

8524 101 24 469 GTCATACTTTGCAGATGCAAAATTCTACCTAGATTCTTGTGAACCAAATGTGGATAAACC8127 A_95_P041751 BP130174

8525 101 25 224 ATATAAATAACCAGGATCTGCTGAGTTTACATGGTTCAGATGCCTTCCAATCATCGCGCT8129 A_95_P155117 EG649909

8526 101 26 476 ATTGTTCACTCTACATGCTTCTCAGATTCATATTGATTTACCTACCCTCTCAGATAAAGA 8131 A_95_P127777 TA17748_4097

8527 101 27 907 ATGTCAAGTCATGAAGCTACCATATTAATATATGTTCTCTTCCATTTTATCGTCCTTGGC 8133 A_95_P015206 EB441030

8528 101 28 415 TCGCAGACTATTTCTGCTTGGCTTTCCTCAATTAAGTCATCTCTCGTTAAACTATGAACT 8135 A_95_P086385 BP529523

8531 101 31 384 GGTTCTTGGACTTTATTTATGCTTGGGGAAGCATTCTTATCAGTTCAAGAAAAAGAGAAA8141 A_95_P024326 BP535420

8537 101 37 3053 TAGGGAAGAAATGTACTGTACTGTACTAGTATGTCTAAGCCGAAAGGTTGTAATGTTTAC8153 A_95_P007297 TA12768_4097

8538 101 38 872 AGTCTGTTCGCATGTTGTCGCAAATGGAGGTGAGTACTGTGCTCAAGTATGCAAGATATG8155 A_95_P231389 FG160044

8542 101 42 230 ATATTTCACTTGGCTTCATGGTTTTGATCTCCAAAACTGTAAAATAAAGCGGTCGACACG8163 A_95_P096248 BP533540

8543 101 43 758 ATTGCCCCTTCGAGGTTTTACTTAGTCGTTGGTTAGGTTTTGTAAGTAGATTCATTTTTT 8165 A_95_P290258 DV162430

8548 101 48 536 CTCCTAATTAAGAAGTGCAATTTTGTGCTTTCCTTTTACTTGGTTCCTTTAGCTTTGGAA 8175 A_95_P125302 DW005102

8552 101 52 889 TAATGGTAGCCAGGTTCCTGCTGGTCATGTATGAAGCTAAAGTATTGATTTTGTATTTGT8183 A_95_P217172 DV159981

8554 101 54 704 ACGTGCTGAACTTTCTAATCTGATGTAGAGCATGGGTTGCAGGTGATCATATGGGATGAA8187 A_95_P161382 EH620127

8555 101 55 547 GTCAAGTGTGTTGTAGAGTTCATACTGAAGTTGCTTGTTTGTACTCTTAAACGGTTATGA8189 A_95_P221922 FG635938

8560 101 60 323 CTGTAGCCTCTTAAGTCTCTGAACTCTATTTCAATCTGAATATTTTCCTTAGTATTGGGA 8199 A_95_P002706 TA14555_4097

8565 101 65 474 CGCCCTTCTATCGAATTCATTTTTCCTTTATCTTTTTTAGTATGGAGGTGCTCATTTGAG 8209 A_95_P097953 BP534267

8578 101 78 333 GCAATCTCAGGCCGAATCTTGTGGCTATTGATGAATTGTATTAGTTTAGTTGTTATATGT 8235 A_95_P159217 FG635710

8581 101 81 648 TTAAGATGAACTTCCCTCAATGACAATGTTGGTTGATATTCACGGCCACTTTTCGACTGT 8241 A_95_P030621 FG645098

8582 101 82 852 CTTTTCTTTTACATGTGAAACAGGTTTCTTTGGGACTGTCTTCAATTCGAAAGGGGACTT 8243 A_95_P020021 TA13824_4097

8583 101 83 1934 CGTATCTGCGCATTACTCATGTTATTTACATTTGCTTGTAATACCATGCTTAAGCGATAA 8245 A_95_P020721 TA16563_4097

8586 102 1 507 TTTTGAACAGGAAGTTTTGACTGATGTCGAATCTGAGTAACAAATTCTCCTGAGTTGTCT8082 A_95_P207282 TA18706_4097

8592 102 7 773 CCTGATCATCGATCTACTTTTGAACCATTACTTGAGTTGTTACTGCTTTGAACATTTTAG 8094 A_95_P027731 EB428593

8607 102 22 776 GAAACTCGATGAGAGAGCTTACGCCTTTTTAGCTGTTTCAGGCTATGATGGGTTAGGAGT8124 A_95_P146627 EB450702

8612 102 27 752 TCCCTTTGTATAAGAATCAGTTAGCAGAATGCCCAAATAAAATATGAGGCTCCTGTAATT8134 A_95_P164132 EH623282

8613 102 28 85 GCATTTATATGCTTTGTATAATGGCACTTTGGACCCTGTCTTAGCTGAAACTAATACATA 8136 A_95_P019891 EB682845

8623 102 38 301 GCCTCTCTTCATAGATTACAGCTATTCAGTTTCTCTTGAAAAGAGATGTATTTGTTGCAA 8156 A_95_P111777 CV020369

8624 102 39 2093 ACTATTTAGATCTGCTAAGCTCATGTAGGTGGTTTTGTTAGTGTACTTTTTTGGTGTTTG 8158 A_95_P008141 X97913

8625 102 40 461 AGAAGATTGTATTTATGCGGTTTCTAGGGGTACAAATTCGTTTACCTCTAAGTTATGGTG8160 A_95_P021581 TA15613_4097

8634 102 49 770 GTATGATGAAATTGGTCCCTCTATTGTCCACAGGAAGTGTTTCTAAGCTTGGTGAGAACT8178 A_95_P146617 EB450695

8635 102 50 879 TGTCTTTGATGAAATGATGGTTTAATCTGCCTGTCATTTGAACCATTGGCTTACCTAGTT 8180 A_95_P190967 AB024575

8641 102 56 770 TCTTATCGTCTTCCGTTGTATACCAGATTGGATTGTTATGTAAGAGAGAAGGTTTAAGCG8192 A_95_P114847 TA12745_4097



8643 102 58 770 AAATCATCAACATTTGCCGAAGTATGGGAAAAGCTGTCATTGTTGCCACCAACATGCTGG8196 A_95_P014931 TA18563_4097

8644 102 59 466 GCAGTTGCTTGTATGTTTTATTGGAATGTAATTAACGTTTGAATCGCTTGCTGTATACCA 8198 A_95_P002756 TA11916_4097

8645 102 60 795 GACTGATTCCAGTGACTATCTTGATGCTAGAACTTTCGAGGAGTTACTAGAGCATCTCTC8200 A_95_P152092 EB682389

8646 102 61 222 CTCTGCTAGTCGCTCTATTGAATTGAAATAGAAATACATATCATGTTTCCTTCTCTTCCA 8202 A_95_P028291 TA16554_4097

8649 102 64 866 TTTCGAAGAAGCAGTTGAAATTAACAACTCTGTCCCTCAAGGTTTAAGTAGTTCCATCTT 8208 A_95_P227619 EB427789

8652 102 67 741 TTCCAAGACAAGAAAGTTACTTGCAAAGTAGGGCAACTGCTCTTCAAAATGTTGAATCCA8214 A_95_P127182 EB426644

8655 102 70 796 CAACTGCAGTGAAATTGTATGAAGGTTGTTTCCATTGTTGGTTAAAGAATATCGATTCCT8220 A_95_P149702 EB425537

8661 102 76 815 GTAGCGTGTTGCCCCCTTCATTGTTTTCAATTGAAGGTTACTTTCTGAGTAGCCAAAAAC 8232 A_95_P119967 DV999585

8665 102 80 1046 TAAAGTGGAGTTCTGCAGGAAAAAGTGGAGCTGCAAAAGGATCCAAGTGCATTAATTTTG8240 A_95_P193987 AB193039

8666 102 81 807 TAAAAGCTGCTACATTGGGTCAACATTTATGCCAAAGCTCCAGGGGAAGTTTTTGGCTAC8242 A_95_P267736 DV161485

8669 102 84 390 TTTTCCATGATGTAGGAGTTTAAATCGTAAGTCAGCTATTGCAGAACTTATTTGTCATCC 8248 A_95_P110242 EH617354

8672 103 2 684 GACCTTGCTTTCTCCATGATCTTGGTTTATACTACTTGTTACCTTAGTGTGTGTTTGTAA 8253 A_95_P119227 DV162334

8674 103 4 659 GGGCATTGTCTTAGTAAGAATTATTGCTCAGAATTTTGCAGTACTAAAAGGTTTTTACCC 8256 A_95_P178077 EB678598

8675 103 5 845 CTCACCTTTTATAATAACCTTGTGTGGGCACTTTCAAATCATTTTGCACAAGTATGTGCT 8258 A_95_P219147 DV999968

8677 103 7 521 AATTTCTTAGCTTTGGACAGACTTTGAAAAATGCCTTGTCGCCTTACCGACTTGGGGGTT8262 A_95_P153172 EB683478

8684 103 14 723 CGGAAAAGGGAAGTGGAAAGGGATGTATAAGATGAATTTGAAGTGCTTATGTTTCTTATT8276 A_95_P139832 EB443754

8691 103 21 906 ATGTGGATTGCGATTTGTTTGGATGGACCGATTTGGATAGATGAAGCTACTGTGGTTGCC8290 A_95_P180482 TA12754_4097

8692 103 22 424 TGACAGATTTCTCAGAAGCATCAAACAAAGTCGAAAGCTTATCCTTTCTTTGAACATTGA8292 A_95_P265881 AM830968

8693 103 23 713 GACTTGAAAGAACATGTGATCCAGCCCCGTGATCCCAGCGAAGATACCTTTGATGAAAAA8294 A_95_P159422 EH617609

8695 103 25 739 GCATCTGCCATTTGATTCTGGACTCTTTAACATTTCAGAAGACATGAAACTATCGTAATT 8298 A_95_P162342 EH621277

8696 103 26 624 TTATTACCAGAAAATGATCGAAGCCGATCCAGGAAATGGTCTCCTTCTGGCCGATTATGC8300 A_95_P217117 FG162154

8699 103 29 260 GTGAATGTTGTATCCACTCATGATGATGTTTTCTTCTGATATGATACTTATGTGAGCATG 8306 A_95_P096093 BP533472

8700 103 30 166 GAAATTGTGACAAAACCTCTCTATGAACTATTCAAGTGCAAGTGCAGAATTTGAGAATTC8308 A_95_P012711 EB433346

8701 103 31 337 TTTGTTTTGCTGTTGATGATCGCGGTCCCGAACTGTAAATTACTGCTGCTTTCGTTGGAC 8310 A_95_P162952 EH621942

8703 103 33 344 AGTGAATTTCGCCGGCGAAACTTCGATTTTTTCGAGATCGGAGGTCTTCAAATCTCATCC8314 A_95_P242382 DQ460091

8705 103 35 774 GTAGTATCGAGTCTGTCAGTCTAATTAAGATTTTCGAGTCTTTTGTTATAGTACTTCCTG 8318 A_95_P119887 DV999500

8706 103 36 437 TAGCAGTAAATGACTTCATGTTGCTGACACTGGAAACTGGTAGTTCTATTATTGTTGTTT 8320 A_95_P281858 AM783785

8709 103 39 1102 GCTCTGTATAAGTGTTGAATTCCATCCACATTCTTGTAAAATTTACGCCTAAATGAATGG 8326 A_95_P028111 TA15042_4097

8710 103 40 451 AGGGTTGCTTAGTTTTGGTAAGGTTGATGATGTAATTCACCGTTACATAGTCAAGGAATA8328 A_95_P181562 TA13009_4097

8715 103 45 1276 GGAGGGGTTGAGCATTGTTTCTCGTTTATCGACACAGTTGATATATTTATAAAATTTGAG8338 A_95_P013601 TA15948_4097

8716 103 46 867 AGTGATCACTGAGCCTTGTGTACCCTATGTACTATCTCGAGGTGACATGAGTAAAGCATG8340 A_95_P269756 FG159963

8718 103 48 247 CTGCTCTGTTGAGGCACTGAGTGTGTTATGCTGTATTGTTTTTTATGAGATTTGATATTT 8344 A_95_P001166 FG622072

8723 103 53 848 ATTGTGGGTGCATATATCTCATCTAAACATGGGAATCTTGGAGAGTCAGCAGCTTTGGGG8354 A_95_P225732 FG157369

8725 103 55 618 ATGATTATGGAGACCCGTGTAAATACATAGATGTAATGGTGAACTGTTGCTTGATATGAG8358 A_95_P286903 FG643169



8727 103 57 628 AAACAGCACGCTGTAGTGGCCTTGCAATTTGAATCGTGGATGTATAATTTGCATAGTTCC8362 A_95_P295093 EB446390

8728 103 58 519 GCGGCCGCTGTGGGATTTATTGAGCAACGACATGAAGTACCACAAAATTTTAGAAGGTTA8364 A_95_P280023 AM799744

8730 103 60 804 TTTGGAAGTGAAAGCCTTTTAGCGATAATCTTGAACGATATCCAGAAGTATATTCATGAC8368 A_95_P217377 TA20919_4097

8736 103 66 506 AATGCAATCACTGGAGCAGTTTGGGAAGCTACTTGAGAGCTAACAACATAGATTATCAAG8380 A_95_P071195 BP525643

8738 103 68 88 CTTCGGAAAGTTGAGATGTATTATGGTCACAACTAACATGTATCTATATACTTCTGTCGA 8384 A_95_P129517 EB429473

8744 103 74 539 GAGTTCTTTCAAGATGTGATAATAGTTGTTCGTTAATGTATTGGTTAAACGCTTGTCTCG 8396 A_95_P124132 DW003980

8751 103 81 503 GCAAATTTATCTGGATGGGATTTGCAAAATGTTGCTGACGGGCATGAATCAAAGTTTATT8410 A_95_P049626 FS412189

8752 103 82 452 GCTGGTAACTCCAATAATAAATTATCTGGTCATCTACAAGAAAAAGAGAGGAAAAGACAG8412 A_95_P209252 TA19149_4097

8754 103 84 783 CATGTTCTTGATGTTGTATTCTTGGGGTTTGTTATGCGAAATTGGCAGGTTAAACAAAAA8416 A_95_P243437 EB680757

8755 103 85 546 CTGCCGTGTTTGGAATTTGGCACCTGTATGATGATTACTTTTAGTGATGAAAGAGATTTG8418 A_95_P120047 DV999725

8758 104 3 679 CTCGAAAAAACTCTTATTCTCGAGCTTTGCTGATGAGTGTTATAGTGTCCCACATTGGAT 8255 A_95_P221688 TA21872_4097

8759 104 4 807 GCTTTCTGCAGCTGGTCATCCAATTACAATAATACATGCAAATTTGCCTGTTAAAATCTT 8257 A_95_P009531 EB429945

8763 104 8 873 CATGTCTAAATGGTATGTGCGAATCTAGATCATATGGAAAATATCCGTTGACATGGTTGT8265 A_95_P011571 DV160063

8766 104 11 769 GCGAGGGGAGAGATCTTCTGACTGTCATTTTATCATATCTTGAACCTTTTGTATTTGTTT 8271 A_95_P012036 TA12171_4097

8769 104 14 809 TACATTACCTGCATTTTTCAAACCTTTGCAAAAGCCAAGAAGCAAGCTATATAGACCTTT 8277 A_95_P206842 EB452141

8770 104 15 431 GGTTTTATGGAGCTGTTGAGTTCCAGCTTTGCCTTTATTTGGTCCTCTAATTGTTGATTT 8279 A_95_P267153 DV158783

8773 104 18 844 GCTAGGCAACGGTTTCTTTTATGTCATTTGAGTCGACTGCGTTTCGTCATTCACAATGCT 8285 A_95_P014156 DV160978

8777 104 22 292 GCTGCTGCCCTGTTCTCATATATGAGATCAGCAAACTTGTATGCTAAAATATTTATACTA 8293 A_95_P096893 BP533806

8778 104 23 856 CAAACGTACTACTCTTAGCATACTGTCTCACAGCTGAGATTGGGCTGGATTTCTTCTAGT 8295 A_95_P295553 FG162573

8782 104 27 1572 CTAATATCCGAATTTTATTGGCCGATGCATTAATGTTTTAGGCTCTCCGGTAAATTTGTC 8303 A_95_P183652 TA13506_4097

8793 104 38 1655 AACAAGAAAAGCAGGCTGTAATCTTCGCAAAGTTATTGAAAATTTTAGATCAAGCAGTCC8325 A_95_P186097 TA14053_4097

8794 104 39 824 AACTTTTTGCAAAGAAACTTTCAACTCTAGGGACTGGATCTGGTATTGATCAATCTCTTG 8327 A_95_P014006 EB426220

8795 104 40 217 GGGAAAGTCAAGATAGTAATGTCGTATGTGTATTACATGTTCCACTTCAAACTATGAAAG8329 A_95_P092628 BP531905

8797 104 42 821 CACTAGTGTGACAGCTTCCGCGATTAGCCTTTTGTGATGTCTGAGTCTATTTGTTGTGTA 8333 A_95_P228144 FG161660

8799 104 44 312 CAGATCAACAGAGAGCATGCTCTATTGTCACATTTTCCAGAGAAGATTCGACATTATATC8337 A_95_P067705 BP136944

8801 104 46 414 GGTCGAAAGGGTGTTGCCATAAAATTAGTGAAAAGTGATGAAATTAAACATTCCGAGAGA8341 A_95_P102722 CV016160

8804 104 49 1009 ATTGTCTTGTCTTGTGTAGTAGACAACATGAATTCTGATTGGCTATGACATTGAACGATT 8347 A_95_P024901 TA15942_4097

8810 104 55 445 TCTCAGTAATACAATAGGAGATTACGAGACTGTAACAGCAAATGTGGAACATGTCATGAA8359 A_95_P274518 AM835908

8812 104 57 123 GAGCAACTTAATTCAAGAACTCTAGCTTTAAGCATGGCGAAAGTTTTTGTATTTGTTGGA8363 A_95_P132247 EB432689

8813 104 58 827 ACGGAAGTAGTAGAATTCTCCCTTGTACATATGAATTTGCAGTAACTGATGCAATTGAAG8365 A_95_P205492 TA18302_4097

8818 104 63 1309 TCTAGCAAAGATTTTGGAACCCCTTGACCACTGAGCTATGCTGCTTTTGGGTTGTGTCAA8375 A_95_P191772 TA15309_4097

8819 104 64 508 TGCTTTTGACATTTGATACATGACCAATATGGAGCTTCATTTGTTCAGAATGTTGGTAGT 8377 A_95_P021411 TA21905_4097

8820 104 65 759 GAAGACTACAAACACTGTGCTACAAACATTAAACGTGCTGTTAGATATGTGCATATTTCT8379 A_95_P272426 EB679363

8823 104 68 590 CTGTTTCCTTTCCCATTTTGAACCAGGGATCTGCACGGAACATATGAACACCTCTCTTGA 8385 A_95_P237224 TC66546



8828 104 73 884 AAGAGAGAGCTTGCAAAAAATCCAGCTCTGGCTAATGAGAACTGGGACAGATTTCTTCCG8395 A_95_P268391 EB446004

8830 104 75 857 ATTCAATATAGTGTCTTGTTCTGCCCACCCACAGGAAGAGATCATGAGACTTGTATCAAA8399 A_95_P301838 FG163572

8832 104 77 247 GGAATTAGGCTTACCGATTATCTGGTAAATTTGGGAAACTAGTTTTCCTTCTTTCTTTTG 8403 A_95_P001816 AJ718017

8835 104 80 1424 CCTTGTTCTTAATGTTTAAGGTGAAAGCGTAACTCTGAATACTTCAATCTACATGTTTCC 8409 A_95_P003256 TA12366_4097

8837 104 82 204 TATGAGGACCGTTGAAAGCACTATCCCCAGCTTGGGATTTCTATTGTTCTTCTTTCTCTC 8413 A_95_P212402 TA19829_4097

8839 104 84 586 GGAATAAATGTCTGCCAATATGATGGTTTCAGTATTTTGCGGAATGTCCCACTTTTCTTT 8417 A_95_P207232 FG642695

8841 105 1 375 CTCATGAGTTGTGACTCCAGATCCAAAAGGTATCAAATATTATGGGTTATGTTATTTCGC8420 A_95_P025321 BP535221

8846 105 6 863 AAAGATAGTAAACTCTGAAGCTGCTGCATCTGCAACGTGATTGGTGTTGCTTGTGGTCAG8430 A_95_P296868 FG163431

8849 105 9 1446 GGACAATCATGAAAGTGTAATGAAAGGATCATCAAACAGGTGATCAATCAATTTGATGTG8436 A_95_P009696 AF097180

8854 105 14 617 CCTGTGTTAGAACACTGGTTATTGTATTCCTTCATTTGTCATAGTGTTCTTGTGACATAA 8446 A_95_P193682 TA15724_4097

8855 105 15 96 CTTTGTTCTCCATTAGGACCAGAAATAGTTACTGCTAATAATATTGGACTAAGACGTGTT 8448 A_95_P145692 EB449442

8857 105 17 695 TTGTACGATCAAGCAGAGAAATTGAGGTCAAAGGCCCCCCGGTTTGAAGCTCATTCAAAT8452 A_95_P151802 AB001422

8860 105 20 750 TCGGTTTTGATTGAGGAAGCGAAAGATTGTGTTTTTATGATGGCGTCGCATCAGATTCGG8458 A_95_P146307 FG169607

8863 105 23 1080 GTTACTGGGAGATGGGATAGAGGAAGTGATTGGAGTATTAAGAACTTCTATAGAGTACTA8464 A_95_P206562 TA18545_4097

8866 105 26 754 GGACAGTATAATAGAAGTCAGAAATCCTGATCTTACCAGTATTTTTTGATAACCATGTGG8470 A_95_P015796 TA16305_4097

8873 105 33 816 ACTCTGAACAGGAGAAAGAAGGATGTTTGTAACCGCTTGACCAAATGGGGTGATCCGATT8484 A_95_P290093 DV161928

8874 105 34 1345 TGATCCTTTGTTGAGCAAACTATAGGCTAGGTTACATATTTAATAAATCGTGACGGTTGA8486 A_95_P021781 TA15435_4097

8876 105 36 1196 AGTTTACTGTTTCTACAACACTTGTGACAGTGGATTTATAACAGGAATTTCAAGAGCTGT8490 A_95_P249332 AM087458

8879 105 39 339 AAGTTAGAGGAGAAACATCAAGCTTTGGAGGCTGAGAAAATTCAATGCGAGGAAAGGACA8496 A_95_P094378 BP532685

8880 105 40 725 TTCTCTTGTAATATTACATTTTCAATGCTAAATTGTGTGAGAGTCTGCAGTTGGATTGCC 8498 A_95_P013351 TA12160_4097

8889 105 49 873 AAGTCTCCTCTGTATGAGATCACATTTCAGTGTTCTGTGATGTTGTAAGTCGTGCAAAGC8515 A_95_P258066 EB427958

8891 105 51 359 AGGATGAGAAATGAGCTCTTTAGACATCAGGAGATTGGGGAATTGATTGAGGTGGTTATG8518 A_95_P207387 TA18729_4097

8899 105 59 759 ATAAAGCAAATCACAGACATTGTCAGATCTCCGGTTTGATGCGGAGCTGTGCTGAGATGT8533 A_95_P225517 FG172171

8902 105 62 817 TGCGCATTGTATATATTGCAACGATAAACAAGCAAGGTCATGTGGTTCCTTTTCTTTTTC 8539 A_95_P213042 TA19965_4097

8905 105 65 843 TGCCATTTTTCCTTAGGCTGGTAGCAACTTTACCTCTAGCATACTGTTACGTGAATCACT 8545 A_95_P186512 DV158504

8910 105 70 1090 TTTTGGTGAATGCTTGTGTTGGTGTGTAATACTTTTAACCCCATGGAAATACTACGTTTA 8555 A_95_P014961 TA13160_4097

8911 105 71 716 ACGTCCACAAGTTAGAAATAGAATGATCCTCAATGGTCCTTCCGTTTCCCTTTCTAGACC 8557 A_95_P161062 EH619773

8913 105 73 323 TGGCCCCTCATTGAGACTCTCAGAATTGACATGTTATACAATTGAAACTATGTAAAACTG8561 A_95_P093153 BP532162

8914 105 74 837 TTCAGTCTTCTAGTATGTAGCCTAAGTTGACATTTAAGCATCATTAATAATGTGCCTGTC 8563 A_95_P246572 EH615692

8917 105 77 734 CAGAGGATTTGCTTGTAGTAGTAGCTATTATATAATAACTTGTAATGTAGCTCGGCGAAA8569 A_95_P286893 EB678541

8918 105 78 761 TTCTTCTGTTTGGTGAGATCATACCACAATCTGTTTGCTCAAGGTATGGACTGGCCATTG 8571 A_95_P129287 EB428997

8922 105 82 480 GGCTGTGAAGATCGATGCAGTTGATCTTAGCTTGCTTTTCTCGCTGATGTTGACTGTTTC 8579 A_95_P172366 EH665352

8924 105 84 437 GTTTTGACCAAATCTTAAACATGTCAAAGAAGTAATGAACCAAACTTTTATTCGCCGGCG8583 A_95_P205087 TA18205_4097

8932 106 7 353 GTCAGAGCCCTTTGGTTTTATTTTTCGGTTTAGTCCGAGTGTCCGAGCAAGTTTTGAGGT8433 A_95_P082840 BP528603



8936 106 11 95 AATACTGAAAATGGGAAACAGAGGAAATGCCTGAGTGCGGGTTCGGGGTAGAGAAATTGT8441 A_95_P070110 BP192522

8938 106 13 155 GGCTGTGTTTGGGTTGTATTCCGTACATTATACTATCTTTTGCTTAGACTTTGGTTTATT 8445 A_95_P154272 EG036058

8940 106 15 860 TTTGTTTCAAGGTCTGTTACACCTAGGTCTTCGTCTCCTTCATCATGAAGGACTACACTA 8449 A_95_P216047 EB681108

8945 106 20 720 GTCGTGGGGTTATAGCAACAGATCAATTTTTTGTACTTCTTGCAATTGTGTATGAGAAAT8459 A_95_P023031 EB678111

8948 106 23 765 GTTGGATTGCTTTGACAGGTTTTATTGGTGTTTCCAAGTACACATGAAAGGAAACATAAT8465 A_95_P097948 DV158066

8950 106 25 821 TAGACGGAATCGTTTATACCGGTTCAGCAGACGGAACCGTCAAAGTTTGGAAAAGGGAAT8469 A_95_P121097 DW001094

8955 106 30 846 AAGTTTGTGTAGTGATAGCTGTTTCTCACTCTATCTGGGCATCTGGGCTGATAGCGTCAT8479 A_95_P255869 FG167225

8956 106 31 766 GGAGTAATGACTGAGTGTGACACTGATACACCCATTGAGCATGTTCTCCCATTGGAAGAT8481 A_95_P127932 EB427514

8957 106 32 794 GGGCCTCTTCTTTTTGTGTTGGTAATGACTTCATTTAATGTTCTTTCTCCCAATGTTCAA 8483 A_95_P185007 EB677651

8959 106 34 811 CTCGTAAGATCTAAAAGTTGTTACTGTTGGATCATGCTTGTACTGCTCTTTATGTTCTAA 8487 A_95_P010371 AY074787

8974 106 49 503 GAGCCCAATAAAGGGCAGTGTAAATATATGTATCTATGTCCATGTCTTTATCTCTGGATA8516 A_95_P056976 BP134096

8976 106 51 956 GTAAGTAGTGTTAAAGTTTCCAATGTTTTGATGGTGTCAAGTACAATTTCCGGAAGTTCA8519 A_95_P180222 TA12686_4097

8978 106 53 1455 GTGTTTGCTTGGGTTTAGCTTTTGCTTATCGTGAAAATTTCACATTAGATCCTTGACCTT 8522 A_95_P033364 AJ438616

8979 106 54 1462 CCTGCCCCAGGGAGCAGTTAGTGGTAGTTGAAACTGCAAAAATTTAGTTTGTTTGTTCAT8524 A_95_P011736 TA15485_4097

8981 106 56 928 GTCCGGCCAATTTTCAGTTCATTGAGCTCATTGGTATAAACCGACACCCTTCAGAAGTAT 8528 A_95_P216527 TA20725_4097

8984 106 59 715 ATGTTTGTTGATGTGGGGAGTTAATGTATGGGAGGAAAAGCCCAAATTGAACAAATTAAA8534 A_95_P161252 EH620000

8987 106 62 823 TGTTTCTGGAGATACTGGATTCGGCTCATTTGCCCCTTCAGCTGGTACTGATATCTACTT 8540 A_95_P180407 TA12735_4097

8992 106 67 667 CGGAATAATCAACTTGTTCGCAAATGAACTTTTCCTTTCAAAGTAACCGTGATCAGTTTT 8550 A_95_P124667 DW004448

9000 106 75 813 GCTGCGCCTCCTTTTAGTGATTGATACTGTGTATTAGTTATGTAGTATATAAATTGTGGT 8566 A_95_P128547 EB428246

9001 106 76 2524 CTCTGTTGAGTTGAACTTTCCACCTTATACGACTATAATATCTTGAGAGGACTTTCTAGT 8568 A_95_P201612 D86506

9002 106 77 536 TCAGGACAGAATATATACTAAGGCGGGCCCTGTCCTAATAGCAGTCAATCCCTTCAAAGA8570 A_95_P063800 BP135878

9005 106 80 735 AGAGCGAGAAGAGAAGAAGCAGCGCCTCTTATTGAATCTGCATTTCAATGGCGTTTAGCT8576 A_95_P128058 FG136848

9006 106 81 301 TCATGGTAGTTAGCTTTCTTCTAGCTTCTCCGTTTTGTGTATGTACTGTAAAAACTATCA 8578 A_95_P088823 BP530235

9008 106 83 422 ACGCAGGTAGATGCCAGTTTCCTCAATTATGTGGTGGAATATCTTTGTAGTAAATATAGT8582 A_95_P052616 BP132971

9009 106 84 605 TCTAGCCCTGAGCTTTCAACTGGCGGAGGAGGTGGAAATATGGGAAAGAATCTAAATCAT8584 A_95_P150072 FG143015

9011 107 1 350 AACTACTGATGCAGCTGCAATTGATGCTGGTAATGTGCAAACGTAGCAACAAATTCAGAC8587 A_95_P108782 CV019000

9013 107 3 460 CGGATTGACATCCTTGCTGTATAAGTTTTTTCTTCTTCTTGCTTAATCCAAATTAAGAGG 8591 A_95_P133352 EB441754

9014 107 4 447 AAGGTCGTCTAACTCAGTGTACTTGTACTATGTTGTATTGGTATAAGAAATAGACTACGC8593 A_95_P024346 EB435685

9015 107 5 224 TTGTCATGTATTACTGTAATCCGAATTAGTGATTTATTGAGAGTGACGATCGAGAAATGC8595 A_95_P122977 DW002871

9021 107 11 413 ATTGGATCTTGAATGGCAGTTACTATAACAGATTACTGTACTTTTGTATCGTCAACAGAC 8607 A_95_P121842 DW001947

9022 107 12 1003 GGTATTGTTAGTACAATAGTTGATATTTGATGATTTCCTGTCTCATATGTCATGCAGCTG 8609 A_95_P024801 TA13396_4097

9023 107 13 477 GAAGTTGATGCCCACCATGTCAACCAGTAGGTTGAGATATAATTGATTTTCTTTAAATTG8611 A_95_P123227 DW003095

9025 107 15 1174 ATGATGCCGATGATGATGCTGATGATGCTGATGACAAGTTGGAGTCCAAGGATGATGAAG8615 A_95_P240269 EU984501

9026 107 16 539 CATAACCATTCGTGTTGGTGTATTGATTCTATAATGCTCTTATGTTTTTGCTCCAGGAAT 8617 A_95_P024706 TA16508_4097



9027 107 17 909 GAAGCACTGAAAATGGCAATCTTTTGCCAACTGATAGCAACATACCATTTTTTGGTAATA8619 A_95_P009086 TA13860_4097

9029 107 19 829 TGCCATCTCATGAGTTCCACTCAACTATTGTTGCATATTGTGTTCTATTGCACGTCGACT 8623 A_95_P236294 DV160047

9030 107 20 884 TTTGGCATGTTGTGCATGCGTTTGCTTTCCTTCCCAATCCGCCTTGCTCTTTGAAGTAAA 8625 A_95_P190882 TA15109_4097

9032 107 22 844 ACAGTGTCCGCTGCTATTGCTTGATACGAGAATGCCTTATGGAAGCTTGTCAATTGGTTG8629 A_95_P253799 DV999942

9037 107 27 646 AGCTAGCCCTGCGATCGTCGATCAGTTTTGTGGAAAACAAAAAGGAATATAAGGACTAAA8638 A_95_P295188 FG200595

9039 107 29 751 AGATGAGGAGTGATTTATGCTTGGTTAGATTGTTGTTTAGTTGGATTGTTGTTTAGTTGG8642 A_95_P161417 EH620171

9045 107 35 678 TGGTTTATGGCTTTTTCTTGTACATCTTGATACAGTAATATCAGTGTTGCTGGTTTTCTC 8654 A_95_P178492 TA12264_4097

9049 107 39 547 TATTTAAGTGGAGAAGAATAGAGGGTCAAATCCGACACTACTCGTGACTTTGCAGCAGGT8662 A_95_P070725 BP525523

9063 107 53 502 ACATGAATGTGTTGATGCTTGTGGAGTTGGCAGGAACTCTGTGGGATTTCTTCTGATGCT8690 A_95_P082155 BP528444

9068 107 58 428 TAGGGAGTTCGAGGGAGCACTTTATTTCTTTTTATTATCAACCCCACTTCTTTGTTTTAG 8700 A_95_P279278 AM788929

9072 107 62 442 CCTTGTTAGTAGGCCACTCTAGTGTGTCCTTTGTTTTGATTTGTTTTATGTATTAACTAC 8708 A_95_P015331 TA13462_4097

9076 107 66 524 AACCAGCAAGGACTAGAAGAGCTGAAACCACCAATCGTGTTACAGGAGTTTGTTACTCAT8716 A_95_P039076 BP129446

9077 107 67 741 GAGGGTTGACTTTGTGCCTGTTTGGGAGAGATGGTGTGATACTCATGCCTCAAATATATT8718 A_95_P277588 FG173377

9083 107 73 203 TGCTAGAAACGCTGTTCCCTCTCGGAAGATGGGAATAACCAGCATATATGGGGCTATATA8730 A_95_P107597 CV018459

9088 107 78 610 GCTTGTTCTTTTCTGTGCTTGGTATTGAAGTTTAGTTGCAAGTAGTAGTACTTTTGTTTC 8739 A_95_P143197 EB446542

9089 107 79 808 ATTCAGTTTAGATGATGGTGGGATTAGCAGTCTTGTTTGGGATATGCGCATTGTGGGATG8741 A_95_P289668 FG156027

9090 107 80 280 GCTCTACTGCTCAACAATTGTCGGCTTTCCTATCTTAATCGTGGCTATGATTGTAACTGG 8743 A_95_P085350 BP529258

9094 107 84 317 CCTGATATTTAGTGCTTAATGCATATGAATATTTTTCTTGGAAATAGCAAGGAGGCAGAG8751 A_95_P130842 EB430948

9097 108 2 789 GGAACGTGGTTACTGGTTAGCTTTTATATTTTTGATGTTATTGTCTTCCTATGGAAGGAT 8590 A_95_P124757 DW004568

9103 108 8 343 ACAGCACCGTGACATATGCATCATGGTTATACAATTACTAGTGGGATGTAATATACTTTT8602 A_95_P160227 EH618903

9109 108 14 711 ATAATAACAATAAATCTTCACCTCCATCAAAATCCTCAAATTCAAATGGTGGTTCGCCGC 8614 A_95_P127312 EB426829

9110 108 15 847 ATGACATGCTTCCTGAGGAGTACACATTCAAGGATATTATTGGCAGCATGGGACCTATCC8616 A_95_P206502 EB425509

9117 108 22 194 TTCACTCAAATCTTCAATGGCTACTAGCCATGGGAATGTTGGGAGGTATAAGGGGGTTGT8630 A_95_P113582 CV021207

9119 108 24 728 TCCTCCTCTATCTCTGCACTGCCTTTGGTTCTCTCCAAATGTTTAAGATTTATGGCGCTC 8633 A_95_P217542 D26509

9123 108 28 830 TGGTTGTATTCATATAGGCAATCCATAGCAGTGTATCCAAATATGAGATTTCATAGCAGT8641 A_95_P261741 EB437528

9125 108 30 384 CATAGATACATGTGATGCAGGCAGGCTCTTATTGTTCTCTATTTAGTAAGTACTCTCCTC 8645 A_95_P133647 EB435274

9128 108 33 646 TTGAGTATCAACTTGGTCAGCCTTGTTCAAAACAACTCGTATCTTATCATCATGACCTTG 8651 A_95_P315638 FG181325

9135 108 40 895 GGGATTATGAGTGCAATGGTCTACATAAGCACTCTAAGGCTGTTTCCAGTGGTAGTCTTG8665 A_95_P249077 EB680583

9138 108 43 797 AAGATTATCAAATGGGTTGCCCTTGGGACAGTTATTTTGGAGGTAAGGTTAAGCAGGGGC8671 A_95_P212057 TA19748_4097

9143 108 48 562 CTGTCTCTACAATTAGCATCCACAGGGAAGATGTAAAGCTAATACTACTGCAGCAATTGA8681 A_95_P037751 BP129085

9145 108 50 280 ATTGTATCATTACATTTCTGATTGCTACCAATTGGTGAAATGTGGGACTTTCCCCTCCTT 8685 A_95_P090988 BP531163

9146 108 51 480 GAAGCTTTTTACCGGATCCAATTAGCATAGCAGAAGGTTTTGTTTTTTGTCACATGCAAT 8687 A_95_P276448 AM783542

9150 108 55 250 TTTAGAGATGTCACTAGTGTAACCCAAAAAGTTAGAGAACCTGCTTTTCTGGGTACTCTC8695 A_95_P108572 CV018903

9152 108 57 494 CTTGCACTTTGAACGTGAAGATATGTTGAGTTCCTTAGTTTTTGTCATCTCTTTTGATGT 8699 A_95_P013161 EH621686



9156 108 61 1849 GTGGCTAGTTAGTATTAAGTGGATATTAAAGCGAAAGGAATGCTTTCCTAGTTGTAAATC8707 A_95_P239639 AY578143

9157 108 62 272 GTGGTGAATATGGTGGCCTTTTGCATGCTATACCTACAATAACCAAGGCGAAGCCAAATA8709 A_95_P107747 CV018516

9158 108 63 1564 ATGTGAACTTGTCAATTATCTCCTGAGGTGAAAGAGTCCTTCAGGGAATAGTTTAAAAAA8711 A_95_P234194 AF127243

9161 108 66 794 ATGTAGGCCACGTTTCTACATTGTTCTTCTTCCATTGGTCTCTTTTGTTTGTAAATTGCA 8717 A_95_P185527 DV999353

9164 108 69 99 GGCGTCATGATACGTAGGCAATCCCCATCGGATTCGATCATAGCCATAAACAAATTGAGT8723 A_95_P055041 BP133595

9165 108 70 787 AGCCCCTATGACAAGTTCTTGAAAGCAGCAGATGCTGACTGACTTGATGCTTTTACTTGC8725 A_95_P162942 EH621932

9166 108 71 115 AATACCACCACAAATTGGTGAAGTGAATGAGATTTTCAAAGGATCTAGCCGTGCTTGTAC8727 A_95_P036413 BP128725

9171 108 76 597 AGAATTTCTAACCTGGTTGGTTCCCCTGCTAGGACCTAAAGAAAGAGCCAACTCTTCTGA8736 A_95_P018341 DV159141

9175 108 80 665 ACAGGCTGGATGGGTGGTTAGGTTCGCTTTGGAATTTATGAATGTAAAATATATTTGCTA8744 A_95_P024081 EH617846

9178 108 83 367 GTCGTTTGTGGAACAAATACTCGATTTTATGAGTAATACGAGCCTGAGATTTTGGTGATT8750 A_95_P097383 FG639624

9180 108 85 423 TTGCTGCTGTAGCCAAGTAGGATAGTGCAAAATAATTCTTTTTTCGTTTCTATTTCTGCC 8754 A_95_P143002 EB446397

9181 109 1 864 GGCTAAACTTTTTGTTATAGTGAGAGTCGTCATCTTCTATCACTGATTATATACTGGTCA 8755 A_95_P204382 DV158532

9182 109 2 831 AAGTCATCTCTGAGTCTCCCCATGAGTCTCAAGCAAACAATCGCAGTGCACTAGTCATTT8757 A_95_P293293 FG162163

9185 109 5 653 AAGCTGTCAGCATATTTGTTGTGTAACCATATTCTTGAGATCTTTTCAGCCATAATTAGG 8763 A_95_P154862 FG644355

9186 109 6 202 GGCGCGGTCTAACAAAATATTGGATATCTTTCTTTGGTTACGTTTGATGTTAAACATTCA 8765 A_95_P113677 CV021254

9190 109 10 403 GTCAGTTTTGATGCAATCCTGGTTGGATAATGGTCTTATTCTATTTAATCTGTAGTCTTG 8773 A_95_P110707 CV019867

9197 109 17 810 TTGGGCAACTAGCTAAGTTACATGGATGCTATGTTGTAGGAAGTGCCGGGTCGAAACAAA8787 A_95_P118562 DV161665

9198 109 18 634 ATTGGAAGTAGAACACCTGAGAAGCGTACTGCAGCTGGAGAACCTAAATTAAGCTTCGAT8789 A_95_P062390 BP135507

9205 109 25 469 GCTGATTTGGGCTGTAACACGAACTTATCGATATATAGAATACAAGTTGGCTTCTCCTTT 8803 A_95_P002726 CV018667

9207 109 27 2345 CAGAAAATAGTCCTCTCGTATTATCTGCACAGACACACAACAGGCAAACTTCCATCTTTC 8807 A_95_P257816 AB289457

9211 109 31 613 TTAGATGCAACTGGGAAGGAAGAATTGGGTACTGAATCTTATCTGAATGAAGAGTTTCAG8815 A_95_P228444 DW004322

9212 109 32 640 AACTTTAGCAATTTCCTCCACTTACTAATGATCTTGGGCACAGAGCCCCGGATACAAACC 8817 A_95_P304613 FG152078

9213 109 33 486 ACTCTATATCATGCCCTGGTCGTTCAATGTAGTTGCTGTTTCTTCCTTCAATACCAGAAA 8819 A_95_P214452 TA20266_4097

9218 109 38 77 GCTCTAAGGGTTTGAACTAAGAAAACCTTTTGGTCGTCGTATTTGATGATGAATAAGAAT8828 A_95_P003976 FG199117

9219 109 39 863 TTCTTGAGATATATCAGCAAGTTGCTCCCGCTGCTTTGCCATTACTGAAGAACTCTGAGG8830 A_95_P271306 FG133114

9220 109 40 786 ATGATGTGTAAACTGAATTCACGACCAGTAATGGCTTTTCGTCCCTCACTTTTTATGTTG 8832 A_95_P248482 EB451478

9221 109 41 439 GTATATATTTCTTAGCCTGCTTAATATTTGTAATCTTAGGATGCGTTGTGCATCTGTAGC 8834 A_95_P028196 TA19070_4097

9222 109 42 512 ATCCATATATACACGTGTAGACTTTTTTGGACTCGTGATTATTGAAACCAGACTTGCTGA 8836 A_95_P028296 TA17676_4097

9225 109 45 1539 GATAACCTTTAAATGTGGTCGGTCGGAAGCTATTGGTATTTGCATGCATTTCCATTCTAA 8841 A_95_P017736 TA14955_4097

9228 109 48 1083 GGTAGAGTTAGGTTTGTGCTGTTCTTTTAAGAATCCACATATGTAGTTTGTGTGTTAAGT8847 A_95_P176392 X92443

9231 109 51 1131 TGTTTCTGTGAACTGGGGAGGGATGTCACAGGGTTTTATTGTCGAGCCACAGTATTTTGA8853 A_95_P258551 AF352797

9235 109 55 350 GGGCCTTGGCAATTGAATGACTTCTTTATTGAAGTTAAAGAAGTTGCATTTCCTACATTA 8860 A_95_P027916 BP530550

9236 109 56 851 GCCAATTTTTGGTGCTCTCTGTGTATCTGAGTTTTCTACCCTTCTCTATCAACCTTAACT 8862 A_95_P224582 DV158521

9239 109 59 523 AGAGGCTCATGTACTTAGTGACACCCTCGTTTTGGAAAATTTCTGTATTTAGTTATGACA 8868 A_95_P308333 FG642090



9241 109 61 756 GACAGCTTTGTCCAACAGTTCAATGATGCCTTTGTTTTAATATATACTACTATTTCCCGA 8872 A_95_P017146 TA14623_4097

9244 109 64 554 TTCTTCTCTGCAACGTACTTGCTGCATGGCAGAATATATTGGTTAAGGGTTGATCTTTGA 8878 A_95_P248272 EB678649

9246 109 66 818 TTGTATTTTAGTTTGTGTTGTCTCCGCCTGCAGTTGTGTATGCCTCTTCCCTCTTATGGA 8882 A_95_P144642 EB443735

9247 109 67 451 GACCGGACTGGAGGACTATTTCTCAAAGTAGAATATTCCCTTCTGAAAATTTGTGTATAC8884 A_95_P110517 CV019760

9251 109 71 291 CAGTGCTATAGCAAATCTACTCTGATGCAAATTAAGGACTAATGATGGTCCGTTTAATTT8892 A_95_P001626 EH623740

9252 109 72 560 TCGCGGGCTCCCTTATTTTGCAATTTTTATAGATTGTTTGAGCATTATGTGGCATTGCAA 8894 A_95_P210922 TA19498_4097

9262 109 82 562 AGTTGATTAACAAGTACAGGGAAAATCGTCCCGAGAGTGAGGATGAGGTGGTGATGATGA8914 A_95_P038006 BP129155

9265 109 85 792 TGATTACGTCTGTTATGTGTTGTTCTGATTCACCTGGTATTCTATCCTATATTACATGTC 8920 A_95_P151122 TA15633_4097

9272 110 7 1007 CGCCTCCAAAAACTTGTAATCGACTATTGTAATTGTGATGTTTAATTTCATTCCCCCTTC 8768 A_95_P012596 TA14366_4097

9274 110 9 1457 AGAAAAGACTACTGAAGTGCTTGGTGAGGGAGGATCACTTACGTACCTCACATTCAGTAG8772 A_95_P259441 TA12251_4097

9279 110 14 1781 CCATGTTATGTATTGTGCTCATTTATTTGTTTTGTATGTCGACCCGCGAGCTAATTCTTT 8782 A_95_P180572 AF220611

9282 110 17 829 ACGAGTGCATGACAGCTTTTGAAAGGTACTCAGTACTTACACGTCGTAATATCAAGATGA8788 A_95_P020871 EB678158

9284 110 19 707 CTTAAGCATCCCCCAGGCGATGAGATCTATAGAAGTGGTACACTGTCAATGTTTGAGGTT8792 A_95_P127772 EB427345

9286 110 21 543 TTTGACCAGCCATATGATAATCTATGTAGTAGTTAGTCTCTTATCTATTGCCTCTTGAGT 8796 A_95_P260276 FG643134

9288 110 23 797 ACATAAAATCGAAAGATGCAGATGGCCGACCTGATGAAGAAGTTGCAGATGAGTATTGGG8800 A_95_P159197 EH617159

9294 110 29 811 CTACAGCACCAAGTTGATGAGGGAAGATGGAGGCTACGAAGTCATTTTGAAGGCTATTGA8812 A_95_P269472 EB425343

9295 110 30 161 CTAGTGGTAGTAAGGATATTGATCAGAAGAGTCCCAGGATTAAGTCAAGAAAAGGGATGA8814 A_95_P133622 EB435254

9297 110 32 486 GTTGAACTTAGGTGTAGCTATTCGCTGGTAGCCTGTATTCCAGATTGTGTACCATGCTTG8818 A_95_P060220 EB428797

9298 110 33 746 TGTGTCGAAACAGAAGGACATATAGCTTGTGGGTCCTCAAGTGGTGGTATAGCTTTGAGT8820 A_95_P311743 FG144289

9302 110 37 457 TGGCATGCTGAAGTCATATTGTATCACTATTTATGTGCTTATCGTTGATGCCAGACAAAT 8827 A_95_P114597 EB678991

9303 110 38 792 AAATTGAGATGCTTCTTAGAGAAAATACCATTCTCAAACGTGCTGTTTCCATCCAGCATG8829 A_95_P018356 DV159715

9304 110 39 632 ATGTCATGGAATACAAAGCCCATGATGCTTCCTTGCGTGACAACTCATCATACCGCAATA8831 A_95_P271871 EB445862

9305 110 40 368 TAGCAGGGGCTACTCAAGGTTGTGTATTGCAGGGGTTCCTCTCTTTTTTGAACCTTTTTT 8833 A_95_P152512 EB443661

9310 110 45 486 GTTAGCTGACTGGGAAGTTGTTTCCTTGCGGGTTACTGAATTATCTATCTTCTTCCAGTG 8842 A_95_P106827 TA14707_4097

9311 110 46 793 GAGGAACTCTCGTGTCTTGTTTCTTTCATTTACTGTAAGACATTATGGTCACATTTAAAG 8844 A_95_P244592 DV160610

9322 110 57 729 TCTGAAACATCGTGTGGGACATAGAGGTACTTAAGGAATACATTTGCTTCTTGCAATGTT8865 A_95_P232759 DV160268

9324 110 59 741 GTTGGTAAGAGCTGAAAACATGATGCGGGCCATTACATATGCTCGGAAATATCTTGCACC8869 A_95_P136847 FG139248

9326 110 61 729 TAGATCCTCGTCATTTGGAAGCACTAGGAGTGATCCTGCTGATGCATGGAAGATTTGTAG8873 A_95_P316758 FG193831

9329 110 64 570 GCAGTGACTATGTACTAGTTAAGATAATAAGACCAAACTGGTGTGGTTTACAAGTGTAAT8879 A_95_P263651 FG644694

9331 110 66 875 GGCTGTCAGATTTTGTGCATGTGGATATGTCAATTTTGCACTCTCTATGAAGTTTCTACT 8883 A_95_P200602 EB443292

9332 110 67 795 CAGAAAACAGCCCAAATACTGATGGCATACACATAAGCAAATCTAACACTATAAAACTCT8885 A_95_P214532 TA20282_4097

9334 110 69 1879 GCATTTATAGCTCAAGGCTGGCTATCAACAATGGCTTAATTGAATTTAATACTACTTACC 8889 A_95_P190307 TA14985_4097

9340 110 75 581 TGCTAGAATTTTGTTGGTTTGAGTCCATTTTGGAGCTCGCTTGTGAGATCTGCTCGAAGC8901 A_95_P160942 EH619629

9342 110 77 845 ATGGTGCAATATCTCTGTTCATTTGTTGTTTAGAGAGGTTGTAGAGCTTCTGTAACTTTT 8905 A_95_P243177 EB426408



9344 110 79 819 AACCAGCTGAGATCTAGTCGAAACTTTTGTATCGACATCATTTTGCTGATCATCATTCTT 8909 A_95_P236134 DV160005

9353 111 3 1470 CCGTGAAATCACTTCCTTAATCTTGTACTTTGTTGTGAGTTTAATATGAAAGAGCCTTGT 8926 A_95_P193507 TA15688_4097

9354 111 4 89 ATTGTTCTCTGGGTGGACGTAGGATTATTTTGATCCGAACTACGTTAAATCTTGTGTTCT 8928 A_95_P064595 BP136093

9355 111 5 768 CCTAGAAACTGCTGTATTCATTCTCGTCCAGTTAGTTGATAAATAGCCTTTACCCTTTCG 8930 A_95_P188557 DW003989

9356 111 6 450 ACTCTCATAAAAAGGGGTTCAAGTGCATATTCGATCGAGGAATTCTGCATCTGTATTTTA8932 A_95_P132607 EB433168

9359 111 9 877 TTGAGAAAAGATCAAGAAATGCACCAGTAGGAGTTCCTCCCAGCAAGCTTTGAGTTCATC8938 A_95_P191782 TA15311_4097

9371 111 21 774 GGAAGATTTAACCACGAGTTTTTCTCCTTCTTCTTCCTACTTTTCATTGTTGGTTATGAC 8962 A_95_P217802 EB677687

9376 111 26 796 GTCGGGATAAGTTATACTGGTATAAGTTATGCTGGGATTAGTTATGCTAGGATTGTTTTT8972 A_95_P208567 EB451348

9379 111 29 792 ACTTTTGCTTTTGACAGAGGGTATTAGAGCCTTGTGAAACAGGAACTTTGAGATGCTACT8978 A_95_P012186 EB439152

9380 111 30 673 GCATGTAGTTGGAGTTTGCAACTTGCAATTGCTTTCTCTTGTTTCTTATTACTTTGGAAT 8980 A_95_P197947 EB438995

9381 111 31 345 CCATCTCCAAATCTTTTTGACAAGGTTTGTTTGATGTTGTTTCATGGTTTTTCTGTTTGG 8982 A_95_P006491 FG625247

9385 111 35 1385 CTCCATCTCCCTTTAGTGTGTAACCTTTATGTAATGAACTACCAGTTCTAAATTATGTCT 8990 A_95_P185997 AY660024

9387 111 37 840 TATAGCTCTGATGTATATGGGATGCTTATCATCGATCGGCAGCGCAGTCTTGCAAGGTTA8994 A_95_P297853 FG163881

9392 111 42 1937 GTTGAGCATTATATATGTTCTGGGGTTCTGCTAAGTCTACCTGTTATCATATTCTGGCTT 9003 A_95_P018476 TA16281_4097

9394 111 44 581 CCCTTTAGCTTGATGTATTTGTTGTCTGTTTAAGTCATTACAATGTCCAATTCTGAATCC 9007 A_95_P285843 TC55285

9400 111 50 99 ACAGAGTTGGAATAAGGCTTTCCCCATTTGCAAGCTACATGGAATCAGGAGACTCAAACC9019 A_95_P215517 DQ460062

9402 111 52 581 TTTGAACATGCAGGTCTATGTTTTCTGCTCCTTTTCTTTTCCCCCTTTCTTGGAAGGGAT 9023 A_95_P001196 DV999385

9407 111 57 471 AGAGCAAAATTTGCATGTTGATTAGCATTCAAATGTGATTCCTGCACCAGTTCAATTGGA9033 A_95_P252809 EH621250

9412 111 62 529 GTAGCTAACTCTATAGAGCTTATGACTTGTACTACCGGGATTTAGGAATATGTTCATTGT9043 A_95_P300058 FG643213

9415 111 65 824 CAGATATTCGCTTGTTTGTCACCCTGATTAGGTTTGACGAGGTGTATGCTGTCCACTTCA 9049 A_95_P123342 EB450387

9416 111 66 582 CCTTTAGCTTTGATGTATTTGTTGCCTGTTTAAGTCGTTACAACTTCCAATTCTAAATCC 9051 A_95_P028026 TA11882_4097

9419 111 69 593 GTGAGTTATGAGAGGAAAAATTGAGGTATTTATTGTCATGTTATCAGGCCTTTGCCATGT9057 A_95_P005253 TA15502_4097

9420 111 70 796 CAGACTGATAAAAATACCCATTTCCTAATGGCTTTAGAATATTGTAGAAGATAGGGCCAT9059 A_95_P148657 EB678062

9423 111 73 202 GGCATTACCTGCAGATTCTGTTCCCCAGACATGGTTTTCAGGTTGAACTTTGTCGTTCAT 9065 A_95_P066715 BP136669

9426 111 76 695 TAAAAATGTCCTAGAGGCTGTCTATAAAGAGGGAGGACTCCGTGCACTTTATCGAGGTGT9071 A_95_P298423 EH620917

9428 111 78 1053 CCTTCTAAAATCAACTATGAAAAGCGAATGATCAAGATGTTGGAGAAGTCAAAGTCGTTA9075 A_95_P210712 TA19454_4097

9437 112 2 405 CCCCGTATTCCTCTGCTGTAGTGGTAAACACATACTACATTAGCTTAATCTTTACTGTCT 8925 A_95_P130917 EB431042

9439 112 4 752 TTGTGAATACAACTGTGAAATTGTTGTGTCTGGTCCTCAATAAAGGCGGCTCTGGCCCAT8929 A_95_P211797 TA19692_4097

9441 112 6 527 TGAGCTTCATAAGTTTATGTAATTGATTAGGGCCTCATGAATCTTGAACTGCCTATTGGT 8933 A_95_P216397 FG628560

9442 112 7 176 GAAGGCAGGTTTATTGACAGAGGTTCTGATTCTGTAGATTTCTTACTGATAGTACTTTAT 8935 A_95_P134857 EB437723

9443 112 8 279 TTGGGTACTTGGGGCTGAAAAATGTTAGGTTTCTAAGTTTTTGCTTGTTCAATGATGTAT8937 A_95_P000091 AJ717873

9445 112 10 429 CTGGGAGGACATTTCACTTTCATTGATGAATACTCCACATTTCAGATTTGATACTATCGT 8941 A_95_P064445 BP136053

9446 112 11 258 CTGACATCAACTGAAAATTTGAATAATCGGTACTTTCCTAGGGATAAATCACTAGGTTTC8943 A_95_P114647 CV021703

9447 112 12 828 AAGTACTTGAAGTTGTTGCAGGCACTAAAGGCATCACTGACATAGACCAACTGGGCAAGA8945 A_95_P295933 EB448824



9459 112 24 900 CACAGTTTCGAGCTTCCTTGTATAGACTATTAATTTGTAGACAGTAAACCAAATGAAGCT8969 A_95_P124727 TA21470_4097

9462 112 27 663 AATTCTACATTCAGGTTGTCACCTTTTTAGTGATGAAAAACGCGACTTCTGGTCGTGAAA8975 A_95_P124137 DW003984

9464 112 29 1724 TGTAATCCTGTACATAGTTGGTCCTTCAATTTATATTGTACGCAAGAATCTTCCTGGAAT 8979 A_95_P197307 TA16534_4097

9470 112 35 1457 GAGATACTATTCGTTTATCGCATGTATTAATAAATGTTTATCCGTCTCTGATGTTGGACC 8991 A_95_P187577 TA14378_4097

9476 112 41 600 TTTTACAGCAACAAATTGAGGTTCTGCAAAACCAACTCAAGCTTTTAGAGAACCCAAACA9002 A_95_P273046 EB681049

9478 112 43 1314 CAAATTATTCTTGAGAGCTAGGAAAAGAATACTTTGGTTTATGTTGAGATCCCAGGGTGT9006 A_95_P197722 TA16625_4097

9481 112 46 880 GCTTGAAACATTTCACTAGCCATACTGATGTTGTTCATGTTTTACGTTCTGTCTTTGAAA 9012 A_95_P227609 EB427794

9482 112 47 653 TGATAATACAGTCGCATGCACCCATCCATTTCTCCATCTACTTCTGAAATCCTTTAATCT 9014 A_95_P270876 FG195996

9483 112 48 187 ACTCCATATCTTGGGATGGTTTACGTTAGATGTTGGATTTAGTCTTATTACGGTTATCTT 9016 A_95_P129697 EB429659

9487 112 52 467 GGAGGAGCAGTTGATTTAGCAATTTTTAGTCTTCATCTATCTGGTGTTTCATCCATTTTA 9024 A_95_P028106 BP528067

9490 112 55 735 CAGGCACGAGATTAACTCAACAGGCACGAGATCCTAGAGTTAATTATTTATTTGAATTTT9030 A_95_P159542 EH617797

9497 112 62 191 GTTTGATAAGTCTCTTTATGTTTGCCTTCTTTTGCAGATTATTGATCTGTGGGAGAAACT 9044 A_95_P133922 EB435631

9498 112 63 1519 GATGAGGATTTGTAGCTGTATTGCCTTTATGTTTGATGAGTAGCGAACTTATTCGTCTCT 9046 A_95_P207837 TA18831_4097

9501 112 66 216 AAAGGATGTTGTTGCTCCAACCATTGCACATAAGATTAATAACAACTCTCTCTCTCTCTC 9052 A_95_P220637 TA21650_4097

9506 112 71 872 TTTTTGCTTCTTCTACCTATGGGGATATGGGGAATCACTATTCTCCCATGCCTGTCTGGT 9062 A_95_P246232 EB451951

9511 112 76 1012 GGGAAAAACCCTGGTCCTTCAGAGGAAAAATTTTCCATGTTGCAAAGAACTAGGGGGGTT9072 A_95_P171511 EH665158

9513 112 78 875 ATATTTTGATGGCATTTACGTTTTCTTCAGCAGAAATGCAAGCCAAGCTTGATAGAAACA9076 A_95_P227814 EB426348

9515 112 80 739 GCTGCAGTTTATGTTGTACTAAGTGATTCAGCTGTAAAGAGGAGTGAGAATGTATTTAAA9080 A_95_P180092 TA12657_4097

9516 112 81 546 TGGGGATGATCCGATAGTTTTATTGATATGGTGTGCGATTTCTATTGATTGGTGATAAAT9082 A_95_P211247 TA19569_4097

9518 112 83 434 ACTGACAAAAGGATCAAAGTTGAGGCTACTTCCACTGCATTTCAGGAGTGAATTAGAAAG9085 A_95_P071205 BP525645

9520 112 85 316 CACTGAAACTAGTCGACGGTGGGGAATCACAGAGAACTTTTATATATATCAAGGATGCTA9089 A_95_P150822 DW000398

9523 113 3 566 GTCAAATATTCAGTTCAAACTCTTACCTCAACTGGCAAGGAAATTACCTAACAGTTTAAC 9094 A_95_P301238 FG636454

9529 113 9 1179 CATTTATATACATCATCTGACCCATAGGAGAACATACTTTGCCAGCAAGGCAGCCACCGT9105 A_95_P159407 TA15129_4097

9531 113 11 846 ATCTGTAATCCAGTGAATTATTTGTTGTTGTTGTTGTTAAGTCTGTAATCCAGTTGGTGG 9109 A_95_P020376 DW003318

9533 113 13 530 CTGTCAATTTTGTCAGGGTACTTAATGTTTATGTTTTATCAAAGCATCAGAGGTGTTACC 9113 A_95_P283683 TC59158

9536 113 16 1240 ATGCATTACCATCAGAACATTTTTTCTATAAATCTACCAGGCGCTCCCGTTTTCAAAAAA 9119 A_95_P238329 AY029749

9538 113 18 600 AATAGCAAGAAACCGGTATAATACTTCGGTGGGGTCTAAGGCGAAGGTGGTCACAAAAGT9123 A_95_P063880 BP135897

9541 113 21 542 GTAGCTGTTTTAGCCCTTTTTCCTCTTACTATCAGGACAATTATTAAGTTTTGGTTACTG 9129 A_95_P223337 FS387202

9547 113 27 849 TTCTCTGGCAGGTTCTCTATTATCTCATAGTAGATGTCCTACGCCGACAGAGATTTCTGC 9141 A_95_P199557 DW000180

9549 113 29 922 CTTGGAACTAAAGAACATATCTTAAACTATCTTGCCTTCCCATTAGTTATATGTGTCTCC 9145 A_95_P218387 TA21163_4097

9552 113 32 79 TAGTGATGAAGAGATGCTAGAATGGGGGCTATCCCCTGAGATGATAGCAGACCAAAAATG9151 A_95_P101443 CN498832

9553 113 33 557 ATAGCTGATTCACTCTCTCCATATAAGCTTATAGTAAAACTCCATATCAACTGTACTGCT 9153 A_95_P047556 BP131686

9554 113 34 764 CAGGAAGTTAGCAGTTGAGGATACAGCATTTTGAAATATGAATGTATCTCGTAAGATCTA9155 A_95_P179392 AY074787

9555 113 35 805 GTGGAAGTTGTGGAACAAATGGCAATGCAGATGAGTTCTGGATTGGCTGTGATATTTGTG9157 A_95_P205277 DW004725



9557 113 37 513 ATGGTGAAGTATGTATGGGGTTTCGTTGTGCTTTGCTTGAAATGTAGTGAATATTTCTAA9161 A_95_P001101 FS405424

9558 113 38 813 AAATTCAGAAAAGGATGTTTCAAAATCCGACAGATTTGCTCGTGCCGTGCCTCCAGGTCT9163 A_95_P213982 EB679271

9559 113 39 609 TTGTTACCGTGATGTTACCTTTGTGGATCTGTATTTACGAAGTTATCTGGAATTAAGTGA 9165 A_95_P000421 FG167411

9561 113 41 742 AGAAAACCGAGCTAATATAGTTGAGCTATCTTAGGCTAATTGGAGCTGTTATTTGTGAGA9169 A_95_P270186 FG640788

9562 113 42 444 GCCGGAAGACGTCTACTTTAAATAACTTCTGTCTTGAGACAGGTTTGCTTATATCTTAGT 9171 A_95_P131452 EB431745

9564 113 44 389 GGAAAAAGTGGAAAAAAGGAAACGTACTGAAGAAACTCCGCAAACTGGTGCAGCTAATGG9175 A_95_P086708 FG644997

9567 113 47 677 ATCAGAGAAATACGGTCAGGATGCCACAAATGTGGTGATGAGGGTGGTTTGCTCTAACAT9181 A_95_P159157 EH617116

9568 113 48 793 GCTTCGAAGATTTTGCCAGTGATTGAATGAACATTCAGATGGTACTATTTTGTCTTGAAT 9183 A_95_P219382 DW001838

9569 113 49 841 GGAGGAATTCCTAAAATTAGGTAGGAATAAGGATTTCCTTCTTGATTCTGAACTCTATAC9185 A_95_P220387 TA21596_4097

9577 113 57 677 GATTCCAGTAAATTGTTGGAAGATTTGCAACAAAATCGCGATCAAAAGTGGTGGAATACT9201 A_95_P315628 FG184961

9579 113 59 721 TTTCTGCTCCGTTGTCGATAAAGGTCCCTAGTCAACTTCCCATTTAGATAATTTTTGAAG 9205 A_95_P136297 EB439998

9584 113 64 908 TGATATATACGTCGTCGATATTTTGGCTCTTCATGCATCACGGTCGATGTATATCGTAAT 9215 A_95_P247162 EB447545

9585 113 65 1693 TTTTGCTTTTGGTTTATCCTTGTTATTTCGAGGAATCACAGAGTAACATGTTTGCCTTTC 9217 A_95_P016036 AY639865

9588 113 68 758 TTGTAACTGTTTTCATATGTAGCATCTTTGCTGTTGCATTCTCAGATTCCGCGAAGAAAT 9223 A_95_P146558 TA12573_4097

9589 113 69 455 GTAAACAGAATAGGAACTAGAACTATTTGGCAGTTGTGATGGAATGGGAACAGTATTTGC9225 A_95_P025761 EB643491

9591 113 71 687 TAAATACACACAGCTTGCAAGTGCAGTATTTCATCAGACTTCATCACCATCTTCAAGTGA 9229 A_95_P256194 FG197449

9592 113 72 787 ATTTCTTCTTTGGTGGAATGCGTCCTGCAACGACTACTACCCATTTTAGCTTTCGCCCTA 9231 A_95_P214832 EB441356

9593 113 73 771 TCTAAATTCATGGAACCTGTTCGTTATGCACTTTTTCACCAGAAGGAAGTCACTTGACAT 9233 A_95_P236029 EB439796

9599 113 79 867 AGAATGAAGGCAGATAAACTGTTCAAGACCCCTATTTTGGGATCTCGTCTTCAGCGGTTT9245 A_95_P251157 EB438096

9600 113 80 737 CAGTCGGCAATCCCTCACCCAAGAATAATGGGAAATATTTCGTGATGTTGGAAGGAAAAT9247 A_95_P164697 EH623971

9603 113 83 446 ATATTACCATGCAGATATGAAAAGCGTACTTGAACAGCTTGCTCCACACCTTCTCACTGT 9253 A_95_P069695 BP137459

9604 113 84 287 AGATAAGAGCATCACAAGATCAGATTCATATTTTAAGGAGCTGTTCAATCAATGTGGACT9255 A_95_P160297 EH618990

9607 114 2 222 TCGATCACTGTATGAGTTTTGCCGGAGGCTTGGTTCAATGAAAAATCGTTGTTTCAGTTG9093 A_95_P091808 BP531503

9608 114 3 688 ATCATTACTGTCTTTTTTGTGGATGTCAGTATGAGTCAACCGAGGCGCTGCTATCTAACT 9095 A_95_P149572 EB679470

9612 114 7 874 TTACTAATTAGTAATTACTGGCTGACCAGCTTCTCCTGCTGCACCTGGTTCTAGTTAGCG 9103 A_95_P245267 EB679204

9620 114 15 756 ATTTTCCTGGCGGAGGCACTCACTTTCACTATGGAGCTGATAGTACATTTGCTTCAATTG 9118 A_95_P164437 EH623678

9624 114 19 535 GAACCTGGATTTTGCTTTTAAAATCTTGCTTGAGGCAGACATTGGAAATTATAATGAGGT9126 A_95_P226839 FG645200

9632 114 27 882 TTGTGGATAGTTGTCTCAGTTAAGTGTGACCGTTTATCATTGTGATGAGTCCGTCCTTGA 9142 A_95_P149997 EB680048

9633 114 28 1256 ACATCCTACCTTGCTGGGTTGATCCTGCTTTTGAATAGTTTGTGCTATGTATCTAGGATG 9144 A_95_P306818 TC51772

9635 114 30 829 ACTGTCAAGTGCAATCCCGAATATGAAGACTTAATTCTGAGCGCTGGAACTGATTCTGCT9148 A_95_P127832 EB427394

9640 114 35 839 ATTTGGGAGTCACCCATTCAGGAGAAGTGACTGTACTGGGACATACTCCACTAGTATTAG9158 A_95_P311513 FG142986

9641 114 36 711 CATGTCGATGCAACTCTTGTTTTGAAGCCTTTATATTCTTTGATTTGGTTTCTTTCCGAC 9160 A_95_P200897 TA17308_4097

9642 114 37 813 CCACATTTGTGAATAGTGCCAAACCCTTGACAGTTTAGTTTAGGGAAATTCATTTTTTCA 9162 A_95_P194687 DV159906

9644 114 39 221 AAGCCGTTGGCTATTTATAAAATAACCATTTAACCCCCCAACTTTGTTTTAACCCCAAAC 9166 A_95_P104597 CV017089



9647 114 42 980 GCCTACTCAGGTTCTTTCTTATCTAGGACCAGTAATTTGTCAAATGTACAAAAAGAATGT 9172 A_95_P183362 TA13441_4097

9648 114 43 1359 CGGGTTTGCAGTTAATTATCTTGTTTGATGCTTGTCTTGGTATGTCTTCTGTTAATTTGT 9174 A_95_P199367 TA16979_4097

9650 114 45 826 AGATGATAAGAACAGAAAGTCAGCTGCCCGTCTAGAGAGCGAAACAGCTTATCAGTGACT9178 A_95_P307953 FG169124

9653 114 48 335 GTAGTGGTATTATCTTTGGACTTCCGCCTGTTTAACTTACTGTTTTAGACCTTTATTATG 9184 A_95_P242312 FS433138

9656 114 51 1885 CATGGTGCTGTATAAGAAGTAAGTACTATTTTGAACATGAGGGACACAATTACCTTTATC9190 A_95_P012486 M61904

9658 114 53 396 GGAAGTTTCAAGACCACTTTACAGAATTCTTTTGCTCGAGGAACTACAACAAGCATGGAC9194 A_95_P038631 BP129321

9659 114 54 314 CACAAACAGAATTGCCAGTCTGTGTTGGCCTTGAGGTTTTGGTGGATAAAAGACCCACTT9196 A_95_P126762 DV998762

9660 114 55 863 GGATGTCATGAGATTGTTTGAGATATTCCACGACCTCAGTGTCCAAGTGTACAACAAGAT9198 A_95_P268076 DV999490

9666 114 61 160 CTTAATGTAGTTCTCCTTTCTATCTGTATATGGTGTCGATAAAGTATGATTGAGTGGAGA 9210 A_95_P112752 CV020816

9668 114 63 678 TGCTGAGAAGTTGTCCTTAAAAATGGCAAGCAAATGCTATTCAGATTCTGGACATGACAC9214 A_95_P294993 FG197328

9669 114 64 1086 AAGGGAAAGTTTATTTAAGGAGAGATCCATGTGATTAATTGACTAGACATTTGGTCCTGA9216 A_95_P008077 TA13785_4097

9672 114 67 864 GGTTATAGAACCCTTGTTGAAAACCAGCCCGTTTACATCCATCCTAGCAGTGCACTTTTT 9222 A_95_P231229 DV162553

9678 114 73 375 TTGTAAGAAGTATAGCAGACTCAGATCCTCTTTCTAGTGGAACGATCGGTTATTTTCTTT 9234 A_95_P133367 EB434818

9680 114 75 665 TTATGAGAGGGTACAGTTCTTTGATTGTTTAGTCATTATCAATGGAGCTTCCGGTTATTT 9238 A_95_P266781 FG635845

9682 114 77 454 TGAAGATTGAAGAACATTGCATCAATGATTTGGTCAATGCAGACAATAGTTGAACGGGCT9242 A_95_P150202 EH624123

9688 114 83 1418 GCCCCCCTTAACTATACACAGTAAAGATTGAGTCTTTTTTCCAGTTCTTGTTTCCTTTCT 9254 A_95_P220382 TA21595_4097

9692 115 2 713 AGTGAAATTGTTTTGTTTTGTTCCGTTCCGTTCCAGTTCATGGGTTCTCAAACTTGTCTT 9261 A_95_P140362 EB444295

9702 115 12 3115 GAACAGTATGAAGGATTAGAATTTGAGGCATCACATCATGCAGCTTCATTTTCTGAATAA9281 A_95_P024661 AB071435

9708 115 18 1380 GCCTTTAGGATTTTAGTTGAACTTCAATTGTTGCCGGAGCTTAAAACGCATATTATTTTG 9292 A_95_P021151 TA12420_4097

9711 115 21 688 TGTTATGCCCGGAACATTGGCGGCCACATATGAAAAACTTGGCGGTGAAGTAAAATGGAT9298 A_95_P293968 EB438959

9716 115 26 437 AAGTTCAAATTTGAAGGAGATAAAAATTGGGTCTGAGCCTGCTGCTTTGACTGCAGAGCG9308 A_95_P083575 BP528793

9717 115 27 1373 TATAGGCTGCTCTCAACCACTTTTTGTTATCTTCATGTATATAGCTCGTAGAGCATCGAT 9310 A_95_P201642 TA17468_4097

9718 115 28 1018 GTTGTATCACCATTATTTAAATTGGTGCATGCAATTATGTAAATTGCCTCCCTTTTCTCC 9312 A_95_P020271 TA18887_4097

9722 115 32 268 AAATTTTAGTACTTGGATCCGCGTCTCGTCGTCTGCCCTTCTCTTTTCACTTGGACTAAA 9320 A_95_P033814 TA17615_4097

9727 115 37 625 TAGCAGCGATTGTCACTCAATTATCCTGTAGTGTATTATCAGGCACAATATGTACTTTTG 9330 A_95_P216712 TA20764_4097

9729 115 39 246 CATACATCACACATGTTCACATTTTCATTGTTAGTAACAGTGATGCTTGATGTTGTGTAC 9334 A_95_P098553 BP534544

9730 115 40 615 GATCCAACTGCAGACCAGCAGTTGAAACAATATATTTCTTGTTTTGTTTCAAATATGCCA 9336 A_95_P283673 TC51838

9732 115 42 1439 CTTCTGTTTGATGATTGTTGACGGTGAACCACCAGTTATAATTATCACCTTGAAATTCAC 9340 A_95_P000326 AB032546

9736 115 46 1351 CTCCTTAGTGTACCCTAAAACCTGTTCCATTCTCAATGAAAAAGCATTAATTTTTCCATG 9348 A_95_P019141 TC54601

9738 115 48 493 AGGGCCTAGTGCTACTTTGTGTTGTATCATTTCAACTTTTACTCGTATCTTGATATATGT 9352 A_95_P025356 EB682879

9744 115 54 748 CCATTGATCCTTTCGCAATGTATCGACCGACCTGTTTAATATGATAAAAGTCCAATTTTT 9364 A_95_P129622 EB429592

9745 115 55 955 CTGGTGCTAGCATCAAGAGAAAGATTATCCCACATATTTTCAGTATACAAAATCACATGA9366 A_95_P200692 TA17261_4097

9747 115 57 32 CAGTTCAAAGCTAAGGACGTGAGACTGCGCCTCAATAATATATTATTGTAATAATGTTTG9370 A_95_P128187 EB427716

9750 115 60 213 CGGATCATGAATTTTCTAGTCTTACCAGACTTTTATCGTCTTTTTGAATCTTTTGGAGGT 9376 A_95_P132152 EB432603



9753 115 63 1275 GACCCGAATATCTGAGCTGCAGATTGTTTTCCTTGTTATATTTGCAATTGGCTGGATATT 9382 A_95_P016461 TA15106_4097

9759 115 69 273 AATTACTGAAATTGTTTTGGTAGCCGGTGTGACACCTTTCGTGGTTGCGGGAATCGAGTT9394 A_95_P150632 EB680765

9761 115 71 1118 TGGAATTGTAACTGCCATTGCTCTACATTGCCATGAACTTTAGTATTCAACCTTACTCCT 9398 A_95_P195967 TA16235_4097

9764 115 74 870 GACTTTGTTAATCATTATCAGCTTTCCTTCACTGGTTCCGCTTTCTCTTGAAAGTTGTGT 9404 A_95_P008756 DV158570

9766 115 76 788 ATGGATTTGTAATGGTTAAGCTTCATCTTTGTATACATTTGGCTCTAACATGCGGATGAA 9408 A_95_P019366 EB677167

9773 115 83 728 GGAGAGATAAGAGTGTTTTTCCCATTCATTAGAAATTTTAGCATGGGATGTAGCATTACT9422 A_95_P014381 TA11720_4097

9776 116 1 748 GGGCTCTCTGACTTCAGCAATAAGCTGAAATAATCTTGTATTCTTCCAATTAACTTACAA 9260 A_95_P267311 DV159761

9777 116 2 829 CTTATGCTACCAATCAACGAATGTATGTGTGCTGTAGCACCTGATATGCTCGCATCTAGC9262 A_95_P227434 EB425341

9778 116 3 712 GGGTTGTGTTGGGTCATTTTCTGCGAATTATGATATTAACTGCTTAAACCCTGGTTTATT 9264 A_95_P193087 EB678134

9779 116 4 854 GGTGCTTAATGCACCATTCAGTTTAATAGCTACTGTGTGTAACAAGAACTATGTTATAAG9266 A_95_P213812 TA20128_4097

9782 116 7 784 GTGAACCTAAGGCTCCTCCTTGCCGGGATTTAGATGCTTGCTCTGCTGAATAGATTTTTT 9272 A_95_P187792 TA14426_4097

9783 116 8 794 TAGGCAAGCATCTTTCAGTCGTTTTAGAGGTGGTTTCTCTTCTATCATGTACAAAAAGCT 9274 A_95_P126342 EB425683

9785 116 10 551 CTTTATTTTCTGGCGACCTAACCAGAAAGCTTTAAATTCCAGCGGCCCCTGACTGCTTTT 9278 A_95_P257109 EH621959

9788 116 13 712 TCTCATGCTGCACGGACAACTCACATGCTAATAATATCAATCCGCCCATGTGTTGTCACA 9284 A_95_P314983 FG199812

9792 116 17 337 AAGTTGGTGGTGAAGCAATACCAGGTCTGGCGCCTCATTACAAATTTTCTCTAATTCCGG9291 A_95_P103777 FG143827

9796 116 21 574 TAGCCTGTTTCAAAAGATAATGAGGTTGGCTATGTTGGAGCTTGCTTTGACTGATATATT9299 A_95_P018491 EB678172

9801 116 26 453 GTAGTAGTTGTTGTTGTTGTCGTCGTCGTCGTTGTACAAAAGCCAATTGGTGAACAGAAA9309 A_95_P139922 EB443834

9803 116 28 157 AGATGTTCTTGCATCACATGACAAGCCATTCCTTTCATCATCGGCTTATGTGGTGGGGTT 9313 A_95_P102357 CV015990

9806 116 31 819 TATATAGTTTTCTTTGACCCCGCAGCTGAGCTCTCAAAAATCTGCAATATCTGCAGATCA 9319 A_95_P014416 EB449539

9808 116 33 1202 GCTCGGTAGTTTGTGCCTGTTTATCTTCTTTCTTATTACTAAGATATATGACAAAGGATC 9323 A_95_P123292 TA13567_4097

9810 116 35 491 CTAGACTAGCCCAAAATTGCTTTTACAATGGGCAATGAATTTGATTACAGAGACTTGATT9327 A_95_P019791 TA14991_4097

9814 116 39 1685 CATTTTTGGTTGTGGAAGTGAAGAGAGCAAGTGGTGATACATTGGAGTACAACCAGTTTT9335 A_95_P134317 TA13774_4097

9815 116 40 631 GACATTACACCCAAGTTTGAGGAACGTGATTCATTTCGTTGTGATGTAGACTGCAAAAAA9337 A_95_P203427 TA17851_4097

9818 116 43 508 TTCCCCCCTCTAAAGCTAGAGTTTGAAAAGATAAAGGATGTATTTGAAGGTCATTGATTC9343 A_95_P044046 BP130776

9819 116 44 827 GAATCTTTGTTTAGCTGCAGCAACCCTCTTCAAAACATAAGGTGCAGGTGGTTGGATGGA9345 A_95_P266971 DV157633

9821 116 46 457 GACTTCACGGTGTAGCTTGGAAGCTGCAAATACTCTTTTACAGTAGTCAAATACTGTGAT9349 A_95_P133377 EB434825

9822 116 47 635 AAGCTGAAAAAATTGTCCAGATTAAACGAGCTGAGGGTGATGCTGAGGCTAAGTACCTGG9351 A_95_P135162 EB677602

9823 116 48 752 CTCTCTCTTTCCATGCATTCCCTTCCTGTCAATCTGTATAACTTTGACTCAGATCAGAGA 9353 A_95_P246882 FG150796

9825 116 50 200 AGAATGACGAACAAACTGTAGGTGCGAGAATATTGCTTCTAAAACATAAAGTTTCCCGTT9357 A_95_P217512 TA20950_4097

9827 116 52 688 AAGTCAGAACAACAGTGGTTGTGATTGGCAATGTACTGTACCATTCTCTCCTCCCTATCG9361 A_95_P284268 FG151259

9829 116 54 672 TGTTGTTGGTGGAAGAGATGGTGTTCAACAGTTGGGCTTGGAATTGGGCTCTACAGAAAA9365 A_95_P303428 FG151438

9832 116 57 609 AACCGCTCTTTCAAATTCCACAGCTGCACATTTCTGATCATTTTTACTTCTATGTTAATG 9371 A_95_P262576 EB445150

9833 116 58 487 TTTGAGTGTTATTGTACTGTAAACGTTTCGTTTTTTGAAGAAGAAATCTCCCATTCCGGA 9373 A_95_P159462 EH617704

9846 116 71 285 GGCGTGTACAATATTACTCAACTGAATATTTTAGTACAGGCGTACGTTCGTACATGCTCA9399 A_95_P097758 TA20565_4097



9849 116 74 469 CAAAACTTACGAAAGCCTCTTGGTTCGATAAATAAGCTCCATGTGACAGGTTTTCTATGT9405 A_95_P187732 TA14411_4097

9850 116 75 665 ATCATCTTTTTGAGCTTTTGGGCCGAAGTGCACTACAATTCAATCTATCCGCAAGGAGAG9407 A_95_P298978 FG645447

9851 116 76 809 AAGAGCTAGCCAGATCTATGGACAAGGACATTGAGATGAGCTATAAATAAGTATTTTTGG9409 A_95_P254944 EB449161

9853 116 78 816 AAATATCAAAAGCTTCCGAGCTATTAAAGAGGGAATCAACGTCACTACGAGCCGCACCAG9413 A_95_P266456 DW003912

9856 116 81 862 GCACAATATCTTTAGCTGCTTCTAGTTTTGGGATTCACTATAATGGTGGAATTTCTTGAT 9419 A_95_P211612 DV159929

9858 116 83 575 CGATTGCTTCGAAATTATCTTTCTAATCTATGATGATGAACTGAGGATTTCTTGCTGAGT 9423 A_95_P184402 FG634402

9860 116 85 895 CTCTCGAGGATGGGAATAACAAGCATATTTGGGGCTATATATTTTTAGTTTGCCGAGCCC9427 A_95_P017901 TC44187

9866 117 6 631 TTTCAATGGCACTGCACTAGGCATTTTAACTTTTATATACATGGATGATGCTGCTTTCGA 9438 A_95_P207202 EB679579

9868 117 8 558 GACGGGATAGATGGTAATTCTCAGTTAGTTGAATTCTTGAATAGGGAAATATTTTGCACG9442 A_95_P297468 EB683673

9869 117 9 855 ACCAAAGGGCTTTTGTCCTTTGGTACTGACTATTTGTTGTTTATTGGCATCTGGTTTTTG 9444 A_95_P271446 EB449461

9870 117 10 762 ATGTACTTATGCTGCTGTGCTAAACTGTGGTATCAGGAGATTTGGCTCTATGAGCACTGC9446 A_95_P265241 FG151976

9874 117 14 719 CTGGATAGACTATGATGATGCTATATCAATCTCTGTCAACGAGGAAGTAACATTGATGGA9454 A_95_P138997 EB442705

9878 117 18 694 AGAATGTTTGGAAGCTCAGGCGCAAGATTAATTGCTTATCCTCATCCTAGCCCTTACCTC 9462 A_95_P292723 EB428286

9879 117 19 704 GTTGAACACGTTTCAGAATTTGCATCTAATGTTTAGTTCAACTGTTTGGCATTTGCATCT 9464 A_95_P177262 TA11928_4097

9885 117 25 1587 GTGCATTAGGGAAGCAGCTGTACTGTTTACTTATATGTTCATTCGTTTGCTGACAATTAC 9476 A_95_P179012 TA12404_4097

9890 117 30 810 AAGAGTTGATGGGCAGAAACGAACAAAACCTATTCAGAAGCTGCAGCAACACAACTGTGG9485 A_95_P297033 EB680939

9897 117 37 605 CACATGCAACTTATGCTTCACTTGATGGAGTCCTTTATTGCCAGCACCATTTTTGCTCAA 9499 A_95_P305863 FG201356

9898 117 38 1349 GATGATAAGAGTCAGACCTGTTTTGTGATTCTTTAAATGTTTCTTTGAATTGGAGAGCTC 9501 A_95_P012086 AJ438614

9899 117 39 611 CTTGATCTTGTTGACCTTGTAGCTTTATCCGGGAGCCACACAATTGGAAACTCGAGATGT9503 A_95_P139372 FG146483

9900 117 40 3868 GAATCTCTAAAAGTCTTGAAGATTTCTACAAATGAGAATCCCGCAGATATGCTGACCAAG9505 A_95_P007056 TC55284

9902 117 42 739 GTTGTTAGTGGCCTAAATGTTGTCCATTATTTCCTGTACATTATGGAAGAGTTGTCTTTT 9509 A_95_P015666 TA16785_4097

9906 117 46 802 TGAAATGGAACATATTTCAATTGCTTCTCTTCCGGGGATGTACGAACGAACTGTGACCAT9516 A_95_P019921 EB427335

9914 117 54 721 ATCTGATGTGGAAAAGGTGGACTCTCTGTAAACCCAAAGATGGGGTGATGCTTTGCTCTT9532 A_95_P201727 TA17485_4097

9915 117 55 407 GAAACTTTGTGTATCTAGGGCGAATTTCCCCCCTTTCAATTTTTGATTCTGTTATTTGTT 9534 A_95_P095838 BP533362

9916 117 56 461 ATGATACTTTGGGCCCCATCTTGTTTTCAATTAATAGAGGTCTGAATCAATGTTTCAGAG 9536 A_95_P121402 DW001464

9919 117 59 764 AGCTTCAGGAAGTATATGTCTTTGTGGTTACTGAACTGATGATGAAATGTTTTGTTTCGA9542 A_95_P011811 EB681685

9920 117 60 1054 AAATGTTTGAATGCAACTGCGCGGGATTATATTTACATTTCGTGCTGAATTTCACGTGCT 9544 A_95_P024761 TA14159_4097

9921 117 61 340 GGGTTACAAATGTTGAAACAACTCATTACATACTTGGATCTGTTGCAGGACCACATCCGT9546 A_95_P070170 BP192543

9922 117 62 609 GAGGAAACTCGCATGGAGGAATGAACAATTCACTTCCTATATTCTATATTCTCAAACTAA9548 A_95_P089513 EB677527

9925 117 65 753 GAATAGTGTTACTCATTTTCTAGAATTGGTTTCTTGGTACTGAATGAGCCACAATTTGAG 9554 A_95_P031501 TC46025

9926 117 66 824 CCTGAGGTACAATTTACTGTCCAATGTAACCTTGGATAACTGATCAATACATCCTTTAAT 9556 A_95_P296533 EB677605

9927 117 67 470 CTCAAGTGTACGATTTACCTGTGTTTTGAAACTTTCTGAATGTTTCGTGCCTAATAAAGA 9558 A_95_P005466 TA12358_4097

9929 117 69 0 AATGCCAGTATTGGAGGGTGTATTAATCTACTGATCCTACAGAAGTGGAAAGATTCTTTT9562 A_95_P031051 A_95_P031051

9930 117 70 893 GCGCATGCGTTTTTTCCCCCCTGCTTTAGATGTAGATATTATTTTGGCGTTTTTCTATTT 9564 A_95_P217457 TA20936_4097



9933 117 73 1020 GTACTTAACCAAGTAATTTAGAGGGGTCCTTCGGTAGAATGTAATAATGTGAATATGGTA9570 A_95_P028551 TA12679_4097

9937 117 77 637 AATCGGTGCACGTGGTTGTAATCTTCATTTTAACAATGAACTTTTCAGTTCAGCACCAAT 9578 A_95_P122422 DW002400

9939 117 79 549 TTAGGGCCATAATTGTATGGATATTGCATCTCTCCATCTCTTTCTCTTGGTGTCGCACAA 9582 A_95_P236774 TA18727_4097

9954 118 9 876 AGAGACAGAACAAGGTTACTATGGTACAATGGTACAGATGTGGAAGTCTGCGCATGTAGG9445 A_95_P219057 EB449531

9955 118 10 308 GTGAACAGTCCGAAACACGAAAATTCGGTGAATATGAGGGTAGAGATGAACTGTGTTTCC9447 A_95_P026221 DW000146

9958 118 13 583 TGGTATCACGACTTAACCATTGTAACACTAGACTTCCGGTACTTAATGTTATTGAAACAT 9453 A_95_P203097 TA17781_4097

9960 118 15 564 AATAGATGAAGAGCGTTATCATGATGCTTCAAGATTGTGCCAAAAGTACGGGAAGTGGGC9457 A_95_P156767 FG160166

9962 118 17 579 TGCGTCTCCAACTTTATGATCTTCTTCAGCAGTGTATGTATGTGAAAGTGTCACTCTTAT 9461 A_95_P219117 FG645464

9966 118 21 399 TACTAACCTTTGTGCTATCCATGCTAAGAGAGTGACCATTATGCCGAAAGACATTCAACT9469 A_95_P107002 FG641470

9967 118 22 660 CACGGTTTTTGGTGTTTGAAACACTTGAGGAATTAGTAATGTTTTTCTATTATGCACTGG 9471 A_95_P149922 EB679934

9974 118 29 861 AGGGTTGGTGCTTCGTGGATCTCATTCTGAATGTTTAGCTTTATATTTCATCTTACGTAG 9484 A_95_P199572 EB424673

9982 118 37 687 TATACGGAGACCCGTTTTTTCACAAGAAGAATGAATCCCAGTTCAAAAGAAGGGGGGACC9500 A_95_P162492 EH621448

9985 118 40 216 GGGATTAAACATCTGATTAGATGTGGCTAATTTTGCTCATGGAACCTTTTTCTGTACGAT 9506 A_95_P107547 EH621391

9986 118 41 876 CAAATTGGCAATTGTTCAAATTTGGAGTTATGTACTATGAGCTGGTCTCATTGATTCCTT 9508 A_95_P189592 TA14820_4097

9991 118 46 444 AACAGTAGTAATTTCTGTTGACCATCTTCTTAGTTGTAGATTCAGCTTTGTAAAAAGGCC 9517 A_95_P142987 EB446380

9992 118 47 750 CCATTGATAAAGTCACTGAAGCCCAGCCTCACAACGGATCATTATGTGTAATATATAAAG9519 A_95_P104267 DV159758

9999 118 54 248 CTAAGCTGAACCAATTAAATCTTAATTATGCAAACATGGATGGGTGTTAGCCTTTCATGG9533 A_95_P102617 CV016109

10000 118 55 617 AATTGGAATGATATAAAGAAGATTAGCATACGCCCCCAATGCAAGGATAACGAGCATTAA9535 A_95_P233044 EB436935

10001 118 56 352 TTCAATTTCGTACTGGTTTCATCGCCCCTTCGTCGAGTGTATTGTGGAAGAGGAGTTTTG 9537 A_95_P076785 EB681161

10003 118 58 1016 GGCTTGTCATGGTTTGGATCTGGTTTGTAAATTATTATTGACAAATAGATCTTGCCACTT 9541 A_95_P017906 TA12822_4097

10006 118 61 846 AACTTCTTACGTCCTGACATTTATTGGCTTTACGGAACACATTTTATACAATCCAACGAT 9547 A_95_P231204 DV999740

10011 118 66 753 TTAATAAGTACTGGTTTCAGTCTCTCGTATGCCCAAAAAGGAGAGATGGCCGACAGGGAT9557 A_95_P292228 FG143890

10012 118 67 182 GTAAGCTGGCTGCGCATATAGACTTCATCAACGCAGAACTTGAGGTTGAATGAAAAAGCA9559 A_95_P060855 BP135107

10013 118 68 96 GTTGGAGTAAAAGCAGCTGAATGGCACAAAGTGCAAATAAGAATTATTTTACTAGTTGTC9561 A_95_P132887 EB433697

10017 118 72 458 TCGAGTGCTGCTTTTAGTGAATGAGAAGCATCTTCTATTCATTTCTGGTGGCCAAAGAGA9569 A_95_P271331 AM843409

10018 118 73 687 CTAAAGTTTGGTTGCTAATTTTGGATTTCCATCTCGTCTGTTGGCTGTTTCGTGTAAGAT 9571 A_95_P268806 DW003107

10020 118 75 760 ATCCGAGAGACATGAGATCAGTATAAACTTCATCGCATAGAGCCATTTGCGTGACATGCT9575 A_95_P160162 EH618805

10022 118 77 648 GGAGTGGGTGTGGGGGTTTATGTTCTACAATTAAATATCATGTACTATTAGTAATGCAAT9579 A_95_P201027 TA17337_4097

10028 118 83 920 AATGTGAATCCAGAACCTCAGAATGTCCTTCCTGAGCCTAAGAGCTCTAGCACAACGATA9591 A_95_P190922 TA15117_4097

10030 118 85 565 TTGCTGATTCGCGACTTTTGCCTTTGCATTATTCTTCTTATAATATAGCTAATGACCTGA 9595 A_95_P222307 TA22005_4097

10033 119 3 845 GATTGGGAGAATGTTTTGAAGTTTGGATTTTGCACTGATGGTTAGAGTTTTGACAATTTG9600 A_95_P012906 TA12892_4097

10035 119 5 820 ATGTTCAACTTTCTTTTTCCTAGTGAAAGTGTAAGACGATGGCCTATATTATTTCCCGTT 9604 A_95_P185427 TA13910_4097

10041 119 11 1063 TGGTGCAAACCAGTATGATTTTCTGCTTTGACCTATCCAAAAGGTTAATTGATGGATTGA9615 A_95_P014621 TA16696_4097

10050 119 20 829 CCGCTGCTGCGTGTTAGTGAAATTGAGAGAATCAATAGCTTCATCTGTTGATATTGCATC9632 A_95_P289493 EB678011



10054 119 24 602 AATCCCAGGGTCTTAATACGTTGATTCAATTATTTATTACTAGCATGGAGGTTCATCATC 9640 A_95_P201002 FG644605

10058 119 28 867 CCAGGATCTAGCCCTTGTATCATTACTATGTTGTGCATCATCTTAAATTACTCATTAACA 9648 A_95_P246352 EB678725

10059 119 29 831 GTCTAAATGTCTACAGTATTTTGCTACATGACACGTTAGTCATGTCCCGTGATGCAGTGA9650 A_95_P015681 EB677928

10060 119 30 777 ATATGTGGGCAGAGGCATATAAGTGATGGCATCATAGTCTCTGTTACAAACTCAGTAATG9652 A_95_P037936 TA12762_4097

10062 119 32 616 AACTGCTGATTCTGGTGTTGCTGCTGTTGTTGCCATTTGGTGGATTTCCAGCAATTAGTG 9656 A_95_P056396 BP133943

10067 119 37 731 CGTGAAGTTTTACTGCTGTAGGGTATTATTCCAGGCTCATTTTGTTATGACGTTTTAGGT 9665 A_95_P014756 TA11873_4097

10077 119 47 322 TCTGTAGCATCCAAACTTGTCCATGTATATCAGATTTTTAAGATGCTAAGCATCTTCTCC 9685 A_95_P114052 CV021418

10078 119 48 448 ATGTGCCAAAAGAGGCTTCTGTCGAACGCACACTTTTTTCATCAATCTTCAGAAAATTAC 9687 A_95_P136857 EB440570

10080 119 50 338 TTGCCGATGAACGAAGACTAAAGACAAGACAGCTAATGGAAGAAGAGAGAATCCATTATG9691 A_95_P054011 BP133331

10082 119 52 833 GTTAGCAAAACTTAGACTAAGGTTCTCTTACTTTTCTTTCAGCCTAGTATGTTAGTTGAG 9695 A_95_P228119 DW004819

10084 119 54 510 TGCAATACTCTGCACTATGTTGCTCTCTAGTCACTACATCATTATGAAGCCCATTCGCGG 9698 A_95_P013141 TA14138_4097

10086 119 56 807 AATCTTTTTGGGATAGTCGAGGAGCGCCCTAGCTGGCCTGGACACTACTGTTATAAAAAA9702 A_95_P021636 EB426600

10087 119 57 839 AATGCAAGAAAAAGTCATAGCAATCAAAGTTCAGAAGACCCTCCATCATCCATTTTGCCA9704 A_95_P179902 TA12613_4097

10092 119 62 826 GTCGTATCTCGAAACACGTGATATTTAGTGCTTAATGCATATGAATGTTTTTCTCGGTAA 9713 A_95_P013721 TA15116_4097

10093 119 63 758 GGGAACCTACCTTCTTGTTCACAAGCTGCAAACGATGCTTCTTTTTATAATCATAAAATT 9715 A_95_P164192 EH623339

10094 119 64 478 AGGCGTAATAGTAGTTGTTGTTGTTGGAAAACTCTTGTTATTGTGTTTGGTTTGAGTGTT9717 A_95_P178192 TA12178_4097

10100 119 70 855 AGAGGGGGAGAAAAATCTTGGTCCCCATGATCGTCTAATTCATGTTTACCATTTCACGAA9729 A_95_P229529 EB682588

10101 119 71 346 TTGTTGAGAAGGCTAAAGAAGAAGGCTATGATGTGAGCAAGCTAAACAAGACTCAACACA9731 A_95_P156692 EH614617

10109 119 79 1690 TGGAATTTGGAACCTGAGAACAGAAAACCTCGACTCATGGTTTCTAGGCCAAGAAACATA9746 A_95_P186757 TA14194_4097

10110 119 80 790 GGCAGCTTCAGTGTTGACGTTGATGCTGCTCCCTCTATTTTACCTTATTGTCTATTTGTA 9748 A_95_P209847 EB439165

10113 119 83 635 GGTAGTCGTGACCGCTGTTGATTCTTTTTACTACTATCATTATTGTTGTTGAACATTACT 9754 A_95_P207032 DV999819

10125 120 10 764 TCTTGGTTACCTTCAACCAATTAGCGGAAGGGGTTTTGTGGTTGTTACTAATCAGCTGTT 9614 A_95_P268476 DW001859

10132 120 17 705 AAGGCCAAGTCGGAACAGCTGAATATCAGAAGCTTCTTGCTTCAAGGTTGAAGAGCAAGA9627 A_95_P033399 AJ632711

10137 120 22 498 TGAATTCAGACGAATTGAATTTCTGGGGTAGCCGTAAAAGTTTTGAAATGCTGAAGCGTG9637 A_95_P264801 BP528807

10142 120 27 287 AGCCACCCCCCTCATCCACTAACTCTAGTAAGTTATTGTTACTAGATTTTGTGGTTTTTT 9647 A_95_P134162 EB436085

10147 120 32 356 TCAGTGTATCTATTTAATCTGTTTTTGAGTGAGCCACTGATTCGTTTGACCTGTATCTTT 9657 A_95_P097258 BP533958

10149 120 34 655 TTAATGATCTTCGAGTCGACAACTTCGCCGTAGTGAGCAAAAGCATCTCCTAAAGTTCTA9661 A_95_P189682 TA14840_4097

10152 120 37 838 AACTCCATTTTGGTGGTTCCGTACTGTCACTTTGAAGTTTGGAAGCAGTCGCTTGGTCTT 9666 A_95_P200292 EB426680

10157 120 42 1517 CTTTTGATCAACCAGCTGATACTAATTCTTGATTGAACTGTCATCTTTTGAGCTCTATTG 9676 A_95_P017566 TA15028_4097

10163 120 48 781 CGTGGAAGAAATTGGATTTAGCTGTTGGCTGATTATTTTCAGAAATTTGTAGTTGGAAAC9688 A_95_P013906 DV159892

10165 120 50 261 GAGGTCGACTAAGCTGTTGGTGTTGTTCCTCTTCTGTTTTATAGTAATTATCAGTTATTT 9692 A_95_P102592 CV016096

10167 120 52 748 CCTCAGTAGTTTGATGTGAAGATACTATATATTTTTCAGCCTTTTGCGAAAAACCCATTC 9696 A_95_P189322 FG171924

10168 120 53 488 ATGATTAAATTGGGCCGTGGTGATGAAAATGGTGGTGGTGTTACCTTTGAAGGTTTTCTC9697 A_95_P252949 FS409302

10170 120 55 881 CGGTTTGGATACCGAAGTTGTTTTCACGAAAAAGAGTTGATCGAACCGGTTCGGGTATTT9701 A_95_P283383 AM851016



10171 120 56 226 ATCCAGCAATTCTCAGCAGAATGAGGAGAAGATGCTCAACACCTGTCTGATGCTAAAAAA9703 A_95_P164772 FG148948

10173 120 58 816 CAGGCCCATATGCTATTTAAGTTTGTAAATTTAGGAGATGTTCAAGTAAAGACCTGATTG9706 A_95_P194912 EH615319

10174 120 59 159 GGTGAAACGTGAGGAGAAGCTTTTGATCAAGCAGTTAGAGAGAAACAAACGAGAAACTGA9708 A_95_P068655 BP137183

10176 120 61 187 TGTGAAAATCTTGAGGATGCGAGCACATGAGCTAATTCTGACCGATGCAAGAGATAGTGC9712 A_95_P105642 DV999385

10178 120 63 514 GTGTCTTCTGTATGATGCCTACCTGTTTAACTTCAGTTAACATCGACTGGTTTAAAGTAT 9716 A_95_P188217 TA14521_4097

10183 120 68 730 TTGTTCTTAAGGTTGATGATTGGCTCTTCTGCCATGGTGGCCTTCTTCCTCATCATGTTG 9726 A_95_P150452 EB433813

10184 120 69 628 CATCTCAAATTTGCCAAAGGCTAAAGATGAAGATACATCTAACCTTCCTTGTCAAGCATG9728 A_95_P189147 EB424654

10185 120 70 839 TCAGCTCAATTGTTTGGATATTGCTCTTGGAAGAGCTGATTAAAACTGATCCTGGGCTCC9730 A_95_P236054 EB448164

10187 120 72 1202 TTATATGCATCTTTGTGTGGAGGACTGGATGTGGTGGTGGAAAGCATTCTATGCATCAGG9734 A_95_P215722 TA20550_4097

10188 120 73 488 GCCTATTTCCCAAATATAATTATAGCCCCTAGTCAATATACATATATTACTCCCTCCGTT 9736 A_95_P204047 EH622076

10193 120 78 478 GATTGCTCACTGTTAAAGTTTAGACCAATGCAGCTCTACATCTGTAGATGAAAAAATTGA9745 A_95_P146842 EB450993

10199 120 84 504 TGAAGTCTTACATATCTAATGAGCCACATTATGGTTGATGCTGGCCGTCTGCACTCTTGG9757 A_95_P050446 BP132397

10205 121 5 810 TATAAAGATATCACACTCAAGGTGAATGGAAGTGCTTCGAAGCAGGAGGTATTCGGTCAG9767 A_95_P195382 DV158230

10210 121 10 774 CATTATCAGCATTCCTGTGCTGTTGTTTCCAAGAATTAAATGCTAAATCTTCTTTGAGGT 9777 A_95_P012746 DV160348

10212 121 12 321 TATCGAGCCTAATAGTTTCTTTCTACCATTGTTTAATTGTAAGGATGTGCTGCTATTCAC 9781 A_95_P004571 EH621092

10215 121 15 802 CCAGTTTTGTAACATAACTGTATTTCTTATAGAGACCCCTGGCTTTTCATGTCAAGAAAA 9787 A_95_P022686 TA17003_4097

10216 121 16 581 TTATTAACATTAATGTATGGACATGGGGCTTTATAAATGCGCGTCACTTCCATTTGCGTG 9789 A_95_P015811 DW002308

10220 121 20 130 CCGTATGTAAAATCTAGTGGGGTGTACTTGGGTTTAGTTTTTGCTTTTCATGAAAATTTC 9797 A_95_P141872 EB445487

10222 121 22 1334 GATGGAACTTGGAGCTTTGTGTTATTGTGCAAGCTTCTTACTCATTCAGTTATTTCATAT 9801 A_95_P013021 AB017694

10223 121 23 640 TTACTGCTGGCATTGTCTTGTGCTGTGATCTAGATGTTCTTAATAATGTCATGGAATTTG 9803 A_95_P013556 EB431060

10225 121 25 710 AGTTACCATGGGGAGTACTGCTGTATTACTTATCGGATGGAGGACACTCTTGTTCAGCAT9806 A_95_P188572 DV999990

10226 121 26 506 TTTGTGTCCATTGCGTTCTTGCAGAGGTTTAAATATCCTTTCACTTCTAGTATAAACCAT 9807 A_95_P180242 TA12694_4097

10228 121 28 1004 TTTACGTGTCCATTCAAGATGTCCAGTGTGCAATGTTAAACGTGAATGAATGCATAGTTG9811 A_95_P013651 TA15113_4097

10231 121 31 246 CACGCGAAATGCACAAATGGCTGAAACAAAGCTAAAACAAAAACTCAAATGAAGATCTGA9816 A_95_P096883 TA18314_4097

10235 121 35 1362 GGAGGGATTTTTTCAGATTCATCACCAGAAATATAGTGCTGCAAACAAATCGTGCTGTGC9824 A_95_P195897 TA16218_4097

10249 121 49 1741 GTGACTTGACCTTAGTCCTTATGGAGCTTTCGTTTCAACCTTGTGCAAGCATATTGGATC 9850 A_95_P193277 AJ344535

10252 121 52 1614 GCCTTCTTAGTCCCAGCTTCATCATGTGTTTGGACTAAATTAATTTTGTTTCATGTTCAT 9856 A_95_P193897 TA15770_4097

10254 121 54 586 GGCCAAGTGTAGCACCTTGGGATATTTAGTAGCTTGAGTTTTTACTTTTTCACAGTGTAA 9860 A_95_P222362 TA22017_4097

10255 121 55 469 GTCTCTGATTCATAAGGTATTCTTATTGCGCGTGGAGCACTTTCCTTCTCCACTTCTTTG 9862 A_95_P053336 BP133151

10269 121 69 619 TCGTTTCAGCAGTATCAAAATTAACCACTTCAGACTCTCCTTCAGCAATCAGCTTTGGCC 9890 A_95_P218317 FG641433

10272 121 72 189 AATATTCTTTAGTAAAAGGCGAAAGAATAGTTCGCTTTGTGCCCATCGCGTGGCTGCGTG9896 A_95_P142227 EB445749

10274 121 74 562 GTTGCAAGTTGGACTCTCCTCTTTTCAGAAGGGAAAGGAATTAAAATGTATCAATGAAAA9900 A_95_P270526 EB432745

10275 121 75 84 GAAATATAGCTCATTCACCAATCCCTTTTTCTCTTGGCTGTTTCTATACAGTTAACCTTA 9902 A_95_P106362 CV017874

10276 121 76 680 GGGACAACTAATGTGTGATGGCTTTTGTGTAAACTATGTGCTATATACACTTTGCTATAA9904 A_95_P201982 EH624166



10280 121 80 659 AACGGGTGTTACTAATATGGAAAATAAGGCGTTTACGCTTTAGCAAGCAGTGTTATCTTG9912 A_95_P179602 TA12547_4097

10281 121 81 486 GTTCGCTGCAGTATCAGGTCCCTGCCTTGATTCGAGTTTAATTTTTTGCTGCTCTATACT 9914 A_95_P096318 FG639219

10282 121 82 837 CTGCAGACTTGCAAAAGATAATGCTTCCTTTTTTCACATCAGTATATATGAAGTTTCTGC 9916 A_95_P258668 TA13753_4097

10285 121 85 1032 AATGCTCTATACTTCATTTGTTTAAACAGCAGAGCCTGTTTTGCAGATGATGATGTTCGC 9921 A_95_P213967 TA20160_4097

10288 122 3 1149 AGGATCCTATACAAGAAGTTTAGGCAGTTTAGGGTCTCAGTGGTTTTCCCAATGGCTTTA9764 A_95_P213952 TA20157_4097

10289 122 4 858 TGTTGCAGGGGTTCATACAATCATGCTTGGTTCATATACTGACTATGATGAGTACTCTGA9766 A_95_P118972 DV161905

10291 122 6 336 CTATGAAGACTTGCATATTTAATAAGGGATTATGAGGTCCATGATCCCCTATGTTTTTGC 9770 A_95_P005131 CV018107

10294 122 9 373 GCCTCGCCGCCTCCTTGAAAACTCATGTTGTATTGATTTTCTCTTCGTGCTACTTATTTT 9776 A_95_P097693 BP534162

10298 122 13 726 GGTTTTGGATCGGGGTGAGAAGATTGAACTGCTAGTGGATAAAACTGAGAACCTTCAGTT9784 A_95_P296238 FG634419

10299 122 14 524 GACACGAATTAGAAGAGAGTTGAGACAAGCTGCGAGACCAAGAATTATGTTGGGCATTAT9786 A_95_P053236 BP133122

10306 122 21 680 CGTCCTTGACATTTGTGTATGGACTGGGTATGAGAAATTCTATAGTATTTGTTTCGATTC 9800 A_95_P008406 TA13639_4097

10316 122 31 786 CCTAAGTAAACTGATTATTCATTTACCATTCTCTGGAACAAATAGCAGTGGCTTTCAGAT 9817 A_95_P228864 EB451816

10322 122 37 651 AACCGCTAATGTATTCCCGTGTAATAATATTCCTGTTTTTGAACTGAGGTTCTGTTCAAA 9828 A_95_P015526 TA12008_4097

10326 122 41 312 CAGAGTTCCCATGTACTTGTTGTCGACATAGGAGAAAACAACCTCTGCAAGTTTTTGTCC9836 A_95_P213142 TA19985_4097

10327 122 42 279 TTGGGTACTTGGGGCTGAAAAATGTTAGGTTTCTAAGTTTTTGCTTGTTCAATGATGTAT8937 A_95_P000091 AJ717873

10328 122 43 561 CAGGGCATTGATGCCTTTTGTTTGATCAGATTTTCTTATGCTTGCTAAAAGAATGATCTT 9839 A_95_P108412 FS436012

10330 122 45 893 GCATATTCCCGCAGTATGAACATTTCCTTAGTATAAAAGAATCCAGTGTGTTTGCTATTA 9843 A_95_P181582 TA13014_4097

10334 122 49 513 TATGAAGATCTATCTATGAAGGCCAAATCAAGATTTAGTGTCTCTTTGCGAAGTCTTTCA 9851 A_95_P053651 BP133236

10335 122 50 486 GAGTGTTCTCCCTGAACAAAGGGAGATGGGATTGTGAAAGAAAAGGCATTGTGGTTGATT9853 A_95_P122242 DW002268

10336 122 51 713 ATTGAACTGCTAGTGGATAAAACTGAGAACCTTCAGTTCCAGGCTGACAGCTTTCAGAGG9855 A_95_P146777 EB450884

10337 122 52 823 TGAAGAAGAATGTGAGGCTGATGAACCAAAAGTTTGCTGAACCAAAATCTGGAGAATGCC9857 A_95_P157432 EH615494

10339 122 54 694 GTCCACTCTTGGGTTACCCACTGTAACTGAATTTGTGGAGGTAAATTTCTCTTTTATTTC 9861 A_95_P217382 TA20920_4097

10343 122 58 826 AACTAACAACATTAGGTAGGGCATAGTCAGATTGCAGTTAACTCCATACTGTGATCTTCT9869 A_95_P271731 EB445042

10346 122 61 489 TTCGTCACTGTGTACTGAAGTATCAGTCTCTTGGGAGATTATGTGCTTAAGGTTGCAAAG9875 A_95_P083270 BP528720

10347 122 62 810 GGTAGAACTGAATACAAGCTAGCCGTCTTGCTATATGCCCTAATCAGTGTAATGTTATCG9877 A_95_P273041 EB680971

10349 122 64 100 AGTTGCTTTCACGGCTCGAACCTGTGACTTATAGGTTACACGAAAACAAGTTTACCGTGC9881 A_95_P242162 AJ719139

10352 122 67 666 AAGAAATAGTTTTGGAAGGAGCGGAAGAGAAACGGGAGGCAATTAGGCAGCTTTGCTTCT9887 A_95_P260241 FG642865

10356 122 71 544 ATGCTCATGAAGATGTAATTGTTAAGCCTGCGTCATAGTGTACGAGCTTCTGCTTGCTGT9895 A_95_P198897 FG628825

10360 122 75 614 TTCTTTATGGTTTCTCAAGTATTCTACTAATGTTGAATGACCAACTTTAAGGGGTTCGCT 9903 A_95_P023767 TA14039_4097

10364 122 79 492 AGGTTCTTATTTGCTGTAGTGTTTAGCAAAGTGCAGTTTAAGGTTGTGTTGTATAAGTGT9911 A_95_P089288 BP530435

10366 122 81 763 AAAGTTTGGGTGCAAAATCACTTCAGGTGGTCTTTCTGCAACAGAATGGGTTCAAATGTC9915 A_95_P116177 TA13182_4097

10372 123 2 900 CACATTGCATGTACAATAAAAATGACATATATTGCATTGCCCTCTACTTTTTTCGGCTTG 9925 A_95_P134207 TA13354_4097

10374 123 4 1484 GGAGTGGAACTGAATTTTGACTTGATGTGTTAGTCTCCTAGGGATTCTATTAAACATTAA9929 A_95_P208077 AJ344538

10375 123 5 200 ATCAACTTGCCAATTCAACCATCCACCTAACAGGAAACTGGTAAGGAAAGCATATCCGTT9931 A_95_P133462 EB434968



10376 123 6 845 GCAATACAGTTTAGCAAATACTGATATTTCTTCCGTACTAGTGGGGAATGAAAGTCCCCG9933 A_95_P192647 EH616239

10382 123 12 687 CTCCATTTTGGTTATGGAGTGGGTTCAGTTACTGTCATATCAGAATACAAATTGAGTTAA9945 A_95_P016216 EB684198

10388 123 18 207 CTCAAGTGGGACAAAGCCACGAGCTTAAGTTGGAATATAATCGTGTATCACACCTTGAAG9957 A_95_P106402 CV017888

10389 123 19 150 CTCTAGCCAGTACTATGTATTCTATTGACACAATCTCTTATCCACTGCAGAAAAGTTTTG 9959 A_95_P129987 EB429951

10390 123 20 622 ATTTAGTCAAATATAAATATTTAGGTGTAAATGCCCGGTGCGGGTAAGCATTTACCATCT9961 A_95_P250207 DW001637

10392 123 22 466 CAATGTAATGTCTCAATGGGAAGGATTTTGTGTGTCCCAGACTTGGTCGACGGATTTTTT9965 A_95_P002241 DW004871

10396 123 26 1038 ACAATATGCTTGTATTATCTACTACCTGGGGAAATTAGCTCCATACAGTACGTGATGATG9973 A_95_P010196 TA15624_4097

10397 123 27 868 AGGTCCTGAGAGCATGCATACTAGATAGTGTCGCCATCCACTATGGTAGAAAAGTTTGAT9975 A_95_P272556 EB450931

10398 123 28 363 GTCTTTCAGCCTTTTATTTGGCTCCTCTAAGTTTATTTCTAGTTGTTGAGGTACCTATCC 9977 A_95_P138637 FG625004

10399 123 29 645 CTCATAGTACTTAGTTATGTAACTTTACGTGTCTTATAATGGGAAACTGCATTGCCATGT 9979 A_95_P123217 DW003092

10401 123 31 478 TGCCTCATGTAATATAGCTGTATGCTCATATTCAAGGCCGAAGAACTTTCGTGTTAGATA9983 A_95_P134172 EB436143

10404 123 34 887 CGGAGTAGGTCCCTCCTCCATTGCATTGGATTATAAACTGTATAAGTTATTTACCTTTAT 9989 A_95_P019231 EB425276

10406 123 36 408 TCTGGGTGATTTAGCCAATCTTGTTGGGACTATTCCTCATTCAATTTTCAATTGTTCAAA 9993 A_95_P306683 FG635964

10407 123 37 2107 AGAATAACAATCGCCTGCGGTTGACTGCTGGAATGTTGAGCTCAAATAGATGCTGCTAGT9995 A_95_P188252 TA14529_4097

10412 123 42 725 TATTTGTTGCAAGTGCTTTCTTATCTCTGCTTTTGCTATCTGCACACTATACAGCTCGAA 10005 A_95_P133252 EB434566

10417 123 47 2617 CGTAGGAAGATCTTGGGATTGATTGTTCCAATATCAATCATTCATTGCAAAATACATCGA10015 A_95_P212937 AB032538

10422 123 52 318 GATTTGCCCCCTAAACTCCAATAAAAGGGATGCCCTCTTCCATCTCTGAACTATACATTA 10025 A_95_P098043 BP534308

10423 123 53 322 AGTCAATATCAGTCATTCTTGCTAGCTCATTAGCCTTTGCACCCCCTTCACTTGCTGAAG 10027 A_95_P102682 TA12603_4097

10424 123 54 446 ACTTGTGAGCATACCTGAGTAAAGTAATTCACTTGGTATATTGTACCCCGGTTAATTAGA10029 A_95_P141922 EB445531

10427 123 57 741 AAATACAACAGCAGATCCTGCAGCAGATACCTACTTTGCAAGCACCCTGCGATATATCCA10035 A_95_P153507 EB683766

10428 123 58 836 ATGCTTCAAGTCCGTTTGCACGGATGAGTATTGAATATTGAGGAGGGCTTATATCATATG10037 A_95_P135487 EB438979

10432 123 62 313 CCAAATTCTTTTTACCCAAATCCTTTCAAGTCCTTCCGATCAATTGGCGAGAATTTTCAA 10044 A_95_P092208 BP531695

10437 123 67 997 GAGGGTGGGACTGAAGATTTCAGCCCCCATAATGTAATTTATTGATTTGTCATTAATAAA10054 A_95_P011061 TA17064_4097

10438 123 68 834 CAGGCTATAGCCAAGCTGGAAAAATCAGTTTGTTTTGAGAAATGCTTTTCTCAAAAGTAT10056 A_95_P190192 TA14957_4097

10448 123 78 1056 TGTGCCCCTCTAAGTGGATTTACCGATGCCAAAGATCATAATGGTGTGCAAGTTGGCTAA10075 A_95_P238739 AB032198

10451 123 81 866 CTGATCAATCACACTGATAGCTTCAATAGTTCACTGAAATTTATGGATATCACCTATGTG10081 A_95_P017291 TA12621_4097

10454 123 84 431 TGTGAGACTCTCAAGTTGTGTTAGTGGTTTGTTTTAATTATGAAAGCCTCCTGCCGTTGA10087 A_95_P179147 FS416927

10455 123 85 390 GTGAACTTGTTTGTGAGACTGGCAAGTTGTGTTAGTGGATGGTTTTAATTCTGATTTGTG10089 A_95_P024051 TA14666_4097

10456 124 1 603 GTTTCTAAGTTGGGATTTTTGAGAAGATGATCTTCAGAGGTGGGGGGTCTTGTGTTATCA9924 A_95_P060425 BP134993

10459 124 4 1547 GTTGTGTTATGGCATGTTTTTGGAACTTTGATGCAACTATTGGAGCAATCTCTTTTAGTC 9930 A_95_P011816 TA13725_4097

10462 124 7 363 TGAAGCTCAGACTATATTTGATGCTTTGTCTAAAATCGTTGCCTGTGTGCTGGGACAAGG9936 A_95_P156922 FG643894

10464 124 9 532 TTGGCAAGCTGTGCATATCTTCTACTTGTGGAACATCTCTATAATGTAAAGGAATAACTT 9940 A_95_P131802 EB435034

10465 124 10 760 GGCAGAGATTGTAATCATCAATTCTATTATTGTGTCCTCGAGAGCTCTACTACATAGAGG9942 A_95_P206892 DV160757

10467 124 12 818 ATGGCTCTGATGGACCAGATGGTCATTTCATTCGGGGTAATACAAAGTTTACCACGATGC9946 A_95_P290733 DW001012



10470 124 15 1587 GACGTGTATGTCTACAAGAATGCTTAGAATACCTTGTATTATCCCTATATTGAGAACTCT 9952 A_95_P008651 TA12972_4097

10473 124 18 744 TAAGCATGGCTTTGCTTGAACTTTTTGCTCTTCCCACTTCGCTAGAATGCTAAATTGTCT 9958 A_95_P160107 EH618757

10474 124 19 739 GGAAATAGAGCAAAGGTGAGTCCCTTTAGTTATAGTCATTCTTTTCTTCTTTAACCTTGT 9960 A_95_P141282 EB445053

10477 124 22 504 ATGCAATCCAAAGCCGTTCTCTTGCAAGTTTCTGTCGTGCTATCACATGTATAATAAACA 9966 A_95_P163377 EH622289

10479 124 24 778 TAACCCATCGTGGTGTTGCAAATAGTGTTAGATTTCTCACCGGTCACTCAAGAAAAGGCG9970 A_95_P018166 DV161248

10480 124 25 711 CAGTCCTGCTTCTGTAAATTTTTTGTGCTTTCAAGCAATCCAGCTGTATAATACACAAAT 9972 A_95_P203067 EB440029

10481 124 26 603 TCTCCTCCTCCTCAATGGGCTTAAAACACTATTATTTATAATGGGCTTATTTCCCGTGGG 9974 A_95_P060940 BP135132

10482 124 27 193 CATCGTGGTGGCATCTGTATTTTTCATTGTCTTTCATCATATTGTAAAATTGATTGTCCG 9976 A_95_P106862 CV018094

10494 124 39 561 TGTCAAAGTGAGACACAAGATACCTGGTTTGCAGTTGACTCTCCTCGAATAACACAGACA10000 A_95_P055346 BP133677

10501 124 46 373 TGCGTCTTTTTCAAATGAAATGTCTGCTGGCTGGAGTAATACCTCATTTGACTCTTTATT 10014 A_95_P149477 EB679332

10505 124 50 212 TGTTTGACCTAATACTAAAAGTAGCTGTGAATGGGAAACTAAAGGAGGATGAGATGATCA10022 A_95_P032556 AB210290

10510 124 55 760 AGTAGGGCTATGCATGATTTCATGCCTATTGGTGTTTCTTATTTTTACTGCTAGTTGGAA10032 A_95_P125132 DW004936

10512 124 57 226 TGTAATAAATGAAGCCCGGATGGCACACGTCATGTACCAATTTGGAGATGGATTTGGGGT10036 A_95_P156352 EH613727

10513 124 58 547 GTTTATTCGTTTTTGTGACTTTTACTCGTGGGCGGTGGTGACCGCGTACATGCTATTTAT10038 A_95_P108947 BP530129

10515 124 60 865 CATTAGATACCATTCATTTTATGCTCTGCATAGATCTGGAGCTTACAAGCACCTAATGAA10041 A_95_P287833 EB427882

10519 124 64 354 TAAAGAGGCGAAAGGAAGCTGAATGGTTTATTGAAGGGGATTTTGACGCATATGTAGAAA10049 A_95_P161217 TA14884_4097

10521 124 66 140 GATCGATGGGTACCCGGTCGAATATGTTTGCAGCTTTATAAATATAGTATATTTCTGCCT10053 A_95_P120927 DW000908

10527 124 72 888 CGGCATGTCCAGAAATGGAATTACTATAGTCTTATTTAACCTTGTAATTGTGGATTCCAT10065 A_95_P217472 TA20940_4097

10533 124 78 914 GTGTTTACTATGTAATGTGGGAGGCTCAACGTGCCTTTTGATGAATTTAAGTCATTATTT10076 A_95_P000796 AB213651

10535 124 80 241 AATGTGCCAGAAAAATAACAGAACAACGTTGAGCTAAAAGATCTGGTGATTGTTATGGAA10080 A_95_P109037 CV019121

10536 124 81 417 GCGGATGCAGGTTGTAGTACTAGTTGAGGAAATGCTTTTAATTTTAATTCCAGACAGTGG10082 A_95_P097208 BP533931

10540 124 85 142 CCACATATCAGTTCATGTACTGTATCTCCCCAATGACTGTTTAATAAAAAGCTTAATGTC 10090 A_95_P129532 EB429494

10541 125 1 807 TCGTTGGATTAATAGGAAAATGATGAGCTTGGTTCATGATCATTATCCTGGAATCATCTA10091 A_95_P215972 EB427456

10547 125 7 856 CTTTTGTGCCATAAGGGAGAAGAATGAAGCAGCAATGACAAGAGAAGAATGAAGCAGCAA10103 A_95_P131787 EB432202

10552 125 12 480 CTGCAAAGAGCTCGTTGAGGAGATGGAGCTTGTTGATCTCTTATTACTCGATGATTGAAA10112 A_95_P222962 FG629636

10554 125 14 634 ATCCTTAAAATGGTGGAAATGCTCAGAATCTCTAACTGAAATCTCCCTCCGGACAACCTC10116 A_95_P260451 BP128854

10555 125 15 157 AAGGGCAACTTCTATCCTTTGGCATTTCCAATTCCCTTTGAGACAGCACTTAATGAGCTC10118 A_95_P157317 FG640154

10560 125 20 225 AGAGACCTTAGACGCTTGCAAATTACATTTTGTACAATGATGGTCTGTCTCCTGTTAAAT10128 A_95_P143817 EB447009

10562 125 22 560 AATATTCATAGGACTCCGAGCACGAGACTTCTTGGCTAATATACCTTGAAGCATGGGTGA10132 A_95_P241390 BP129934

10563 125 23 588 TTGGCTTCAGGGATTGCTAAAAGAGCTTGGTATTGGATACAAAAGTATCACAATTTTTTG10134 A_95_P046286 BP131356

10565 125 25 437 ATGGCTATCCAAGGCTTCCAAATTCTAGTCAATTTATGGCTCCTTCAATATTTACTATCA 10138 A_95_P083400 BP528751

10567 125 27 1946 CCTTTCTGTACTTATCATTTTCAAGGACTTGGGACTGGTTATACCAAATATTTGGGGTTG10142 A_95_P154227 EF051140

10569 125 29 562 GGGTTAGCATCTTTGATGTCTTTGTAAAGATTAGTCTCTTGTCAAATTGTTCTTTGGTAG 10146 A_95_P221622 TA21858_4097

10573 125 33 801 GAAGATGAATCCAACGGAAGAGCTAGTAAGCGGCAGGTGAAGCTAACTGATATTGGTTTC10154 A_95_P209007 EB426833



10574 125 34 147 GCAGATAAAGCATCACAGTAGGAGTGTCCTTTTTCTTTTTATAACCAGAACTATTCTAAG10156 A_95_P152262 EB682586

10579 125 39 688 AACCTCTAACTTTTGTCTGTCGCCTGAAATTGTACAGAAACCTCTAATGGGAATGTCATT10165 A_95_P122417 DW002399

10582 125 42 485 TGGGTTGAGGGAGCCTGTGCAAATGTTTGTTCTTGGGAAGACAGAATTGAGAACCCTAAA10171 A_95_P036228 BP128677

10583 125 43 867 CCCACCGACAAGGTGTGAATTTTCTGTCATTTTTCTGATCATGACTATTATTTTGTTGAT 10173 A_95_P180307 TA12712_4097

10584 125 44 699 GCAACCTAACATGACCATCTCCCCTATATTTGCTTTTAATGACAGTCTTTACTATACTAA 10175 A_95_P192767 TA15525_4097

10592 125 52 705 GGTTTGACTTATTGTCTCTATCTGGTTCATTTCTGCTGTCTGAAATTGGCGGTCAACGGA10190 A_95_P137612 TA16714_4097

10593 125 53 414 CCCTATTCACTGCTTTCTCTGTATATTCTTTACGTTCATGTCAAAGCAAACATTTATGAC 10192 A_95_P028681 EB431359

10594 125 54 306 GCTTAATTGTCCGTATACGTGTAACAAAGTGAATTTGTATCCGTAGACATGTTACTATCA10194 A_95_P033241 AJ344584

10596 125 56 300 GTCGCTCCATAGTCATTCTTTTGGTGTCATGAGTATTATTTTGCTATTAGTCTTATGTCG 10198 A_95_P131347 EB431534

10599 125 59 836 TTCCTGTGAACTTGCAATTGCATGGATATAATTACAGGTAGTTTTGACGCCATTGTTGTT10204 A_95_P248707 DV158976

10604 125 64 734 AATTTCTCTAAACTGGCTAAGGAGAGCCCACAAACACTCGTCCGTGCTATAAGGGTTGTT10214 A_95_P212942 TA19944_4097

10610 125 70 90 CATGCCCGATGCTTTCTGTTTATTCTTGAGTCTATTTGTATTATAGTACTTAGTTACACG 10226 A_95_P161987 EH620690

10612 125 72 474 GGATTATTGTAGACTGACCTAGAATGTTAAATGTGATGACTTTTGCCTTCATGTGTTTCA10230 A_95_P278013 FG643399

10616 125 76 716 GAGGAATAACCTCTTTGTTGACAATGTTAATGTAGAAGAACAATGTCAAAATTTAGGCCC10238 A_95_P127472 EB427008

10619 125 79 432 CCTTTTCTGCGGTGTTCCATTTCTGTGAATTGGTTCTGTAGAAGCGATGGTTTCTTCTGA 10243 A_95_P006531 FG198048

10620 125 80 196 AACTTGGCTTACACATTTGATTTTTCTGGTTGGGGGAATTTTCTTTATTGGGCTTAGAAT 10245 A_95_P093308 BP532214

10622 125 82 854 GAGGAGCAAAAGAAATTATTATATGAGAACTATGGAAAAGATGATCCTGCTTGTGTTGCT10249 A_95_P024846 EB426351

10623 125 83 316 CCTGACTCGTTTATACGTTTCGTCTGTGTAAATGTCTCTCAAGTATAAGTGTTTTTCATT 10251 A_95_P090478 BP530969

10628 126 3 1061 CTTGGTGATGCTCCAATGCACTTGGCTTGGCATCAATATAAATTGTTCCAGTTATCTCCT 10096 A_95_P211602 TA19651_4097

10630 126 5 837 TCATGTTGTGGATTTAGCAGATGGACATATAGCTGCCTTGCAGAAGCTATCCGATCCTTC10100 A_95_P222147 EB682214

10637 126 12 0 TCCAAAATCCACCAAAAGAAAAAATATTTCTGCTCAATTGAAAGGGTGTTCCCTCAAGTT10113 A_95_P023676 A_95_P023676

10640 126 15 830 AGAAGAATACCTGAATGCAGAGGCTAAGTTAGTTACGGTGTTCAGTGTAGTGGACGGCAT10119 A_95_P118607 DV161686

10644 126 19 466 TAGGCGATTCAATATTTCGCCAATTTTGTTGATACGACTTGTTGGAATTTGGCAACCTTA10127 A_95_P262501 TC74788

10648 126 23 635 ATCGTAAATTCTGACGGGGAATCACGGTTGTATCAAATTTGCGAAGCATGCTTGGTTGTG10135 A_95_P295373 FG643778

10655 126 30 684 GTTTTAAAGAGAATGACCAGCTTGCATATAGATTCTATGCCGTATGAAATCTGCCGTTTC10149 A_95_P071765 TA20024_4097

10656 126 31 864 TTGGATTTGCTTAGAATGTGCTAGTTGCTTTTCCAACAAAGATGGTTTCCGTTACTTCCG 10151 A_95_P015371 TA13072_4097

10657 126 32 432 AGTCTTCGGCTAATATTAAAGCCCCAACAGATCACATTCGAAGAGAACAATTTAAGTTCT10153 A_95_P074365 BP526450

10667 126 42 335 CAATTTCGCGTGGTTTTCTGATTTGAGTTTTTTCAGCTGAGAAAATTTGGGAAAAAAGGT10172 A_95_P101098 TA12306_4097

10668 126 43 773 GATCAAATGAGCAAATGATAGGTGAAAGCAGTGAAGACACTATCTAGAGTTATGATATTG10174 A_95_P251372 EB447310

10670 126 45 378 CTCAGATCCGCTTGTGATATGAAATTATTGTTGTTCTTTAGCTAACCTATGAAAGAATGG10178 A_95_P141212 EB445001

10671 126 46 884 GCATTCAAATCGATAATTTTGCAGAGGGAAATGCACTACCTACAAGCTAACTCTTTTTTG10180 A_95_P119462 DV162682

10672 126 47 837 CCCGATGCTTTCTGTTGATTCTTGAGTGTATTTGTATTATAATACTTAATTACACGACCG 10181 A_95_P197692 TA16619_4097

10675 126 50 840 GTTCTGCAATCTGAATAGTTTCCGCACCAAGTTTATATTAGGTTTCTCCATCTTTCTGGG 10187 A_95_P227795 DV161398

10684 126 59 458 TTAAGAGACGTAAGCTACCCATAAAGGGGTTGAAGCAAAGAGTTGGTAAGGCGATTAGCT10205 A_95_P158077 FG137231



10689 126 64 628 AATTTTGACACCCGACTGAGACCAGTGTTAAGGGCTCTGAAGTGTGATCACTGGTTTGAT10215 A_95_P135447 TA13035_4097

10692 126 67 366 GTCCGGGACTCTTGGGGTATAATATAGAACATTGTATGGGAGCTTAACTTTTGGTACAGC10221 A_95_P092568 BP531865

10695 126 70 621 AGCAGTGTATATTTTCCAAGTTTCAGTGGGTTGGGTATAAATCAACCACAACACCCTTTT10227 A_95_P021336 FG638986

10696 126 71 346 GGACAAGCTTACACGAACTTAGACAATTTCTTCAGGTACCTAGCATTTTTGCTCTCTCAG10229 A_95_P096213 BP533523

10698 126 73 845 AGCAAGTGGAGCATAAATGGAACCGACATGGATTAGGTGGTGATAATCTTGAAGGGCAAT10233 A_95_P285813 DV162116

10703 126 78 903 GGGACAAGCCTCAATCTTGATTCTGATGCAGTTGTTTCTTCTATAAGTTTTTCAATATCT 10242 A_95_P007801 EB429936

10705 126 80 874 AAACTTAAGCTGGAGAAGTTTCTCATGAGCTGCTACAAACTTTTGTTCTTTGAGTCTAGC10246 A_95_P291793 EB424895

10711 127 1 819 AATTTCCTTGGGGTGCTTTGGATGATGTTGTGATGGGTGGAGTGAGTCAAAGTACATTCC10257 A_95_P227459 DW001357

10713 127 3 326 ATTTAATAATAGGGATGATATGCTATGTCGATCTTATTAAGTGTGGTGGATGGACGTGTG10261 A_95_P109007 CV019107

10716 127 6 872 TTCCACGGAGCTTCTCGTTGCTGTTATTAATCTTTTCGTAGCATAAAAGCTTAACCTGCT 10267 A_95_P196987 TA16462_4097

10723 127 13 426 TGCCATGCTTGAGTGGGATGAAACATGGGATTGAGGATAAACTGACAGAAAAGGATGCGA10281 A_95_P085065 BP529185

10726 127 16 1029 ACATGTGGTTCGAACTCATGTATTGTTCTGCGGCTCTTTTCTATTCAAAGTTTTCAGCTG 10287 A_95_P020486 TA16369_4097

10729 127 19 184 CTGGCAGTTTAACACAGACGCTATATTTGAGGATTGGAAGTTCTATAGATTAATCATTTC10293 A_95_P094788 BP532869

10734 127 24 543 AGGGGGTAACTATGGATGTTGTATGGAAATAAGTATGTGATTATGCATGCATACGGTTAT10302 A_95_P153142 EB683453

10736 127 26 832 TAAATCGTGGTCATCTCAGCATCACTAAATGCTTTAAGCAGAATGCCGAGTAACGCCAAG10306 A_95_P255609 FG147452

10741 127 31 627 TTGTTCTAGGAAACGTTGTGTTCCCTCAGACCTGATCAGACAGGAAAAATGAAACAAAGT10316 A_95_P157687 EH623052

10743 127 33 629 AATGGCATTCCTTGGAATTCGAAATGCAATTCCAGTATTCAGTATGGTTCCTGCTCTCGT10320 A_95_P125512 EB102905

10746 127 36 375 GGGAACCTTGCAATACTCTGCACTATGTTGCTCTCTAGTCACTACATCATTATGAAGCCC10326 A_95_P186492 TA14139_4097

10748 127 38 558 TAAAATTGAACTCTCCACCATTCTCCTTAACATGCATACTTCACAAGAACTACATCTTAC 10330 A_95_P046676 BP131459

10751 127 41 685 TTATATTGGCGTGCTAGCTTTATATAAGTCATGGAACACACTGTCTCGCCTGGTTGATAA10336 A_95_P066215 BP136535

10754 127 44 702 TGGCCAGCTTTGCGAGATAATGAAATTTTCTTGAATTTGGCTTCGTTGATATTAGTAGGT10342 A_95_P180467 EB679246

10762 127 52 473 AAGGAGTTGAAGTTGTGTATTTCTGTCCAAATGAAAAGCCCCTGGCAGACTTTTATGTTA10358 A_95_P073580 BP526245

10767 127 57 801 GCTGGAAGTGAAGTACGATTCCGATTTGATTAACATTCTACTTGTGAATATTTCCTTGAT10368 A_95_P117602 DV160541

10771 127 61 666 CTTGTAATAAACTTTGCCATCAGTGTGCACTTAAAATAAATGAATAAGTGGGTGTTGGCC10376 A_95_P033414 AJ632718

10778 127 68 774 GGCAGAAAATTTGATCGGTTTCTCCATGAATCATACATTGAGGACAATAAAAATGGTGAA10390 A_95_P314238 FG168120

10782 127 72 842 AAGAGTATAAAAGGTCTTCGAGCAGTCTTTGGCGAAGTGTATCCTGATCCTGTCCGGATT10398 A_95_P227354 EB682108

10783 127 73 433 AGTGTAGCAGTATCGCCTTCTCTACTATACGCTCCTCTATCTTCTCAGCATCAGAATGAA 10400 A_95_P276078 AM783100

10785 127 75 745 GACATGGGAAGACTTTTCGTTCCTCACCTCGCAATTTCCAGATTTCAACCTGAAGATCAA10404 A_95_P156972 EH615037

10787 127 77 269 TTTTGGACTAGATGCCTGTTTGAATTGGTTATGTATGACGATGAAATGAAAAAGGCTTTC10408 A_95_P132207 EB432656

10791 127 81 872 CTGCTGTTATTATAGCTGGCAAGGAAGGAGTCAGTGTTCAGAGCAAGTGAAACTCTCAAT10416 A_95_P187367 EB679898

10792 127 82 209 GTGGCTTTATAATAAGCTGTTGAAAAAATCAGGCTGAGTTTGTTCTGTAGTAGCTTTCTT10418 A_95_P099943 BP535137

10797 128 2 794 TGCGGAGGTGAATTTGAAATCAAAAGCAGTTTTAGAGTATTGATCGGGGCTATTTGAGGT10260 A_95_P142667 EB446089

10800 128 5 158 TTCCATGATCTCGCCGAGCTTTTTAGGATTGGCGGACAGTGTCCAGATACAAATTATCTG10266 A_95_P001826 AJ718115

10801 128 6 487 GATTGAGTTATTGCACATTTTACTGGGTCGACCATTCAGAGTTTTCAGCCTTGATACTGG10268 A_95_P170234 EH664856



10813 128 18 1437 TGGATTCTGTGATCGAATGCCACTAGACAGAATTTCTCAATATGAGAGAGCCATTCTAAA10292 A_95_P025451 TA12737_4097

10822 128 27 729 ACGCATGTTATATTGGTGTAGATCCAAGAAGCTCTTTGCCTAGTCTATGAGTATTTTATG10309 A_95_P162412 EH621341

10824 128 29 540 TATATCGTTTCAGATATAATTCTTAGGCTTGGATTGGACTGGGGCGGCAGGAATTTGGCC10313 A_95_P071835 BP525804

10825 128 30 812 TGTGTATGTATGGTGTACCCCTCCTAATCGTGAACGGCTTCCTTGTCTTGATCACTTACT 10315 A_95_P150207 AY660024

10827 128 32 500 GCACCACTATACCATCATTGACTACAAAAATGTCTTTATTCAGCCGAACTCAAGCTATCT 10319 A_95_P125402 DW005190

10830 128 35 869 GTACAAGTGATACGGATACATATGTACGTGATTATTGGCGAAACAGCACGCAAGTGCTTG10325 A_95_P223027 DW000906

10831 128 36 806 GTTCGGTTTGAACCTGCGTTTAGAGGTCATATTGAGAATTTGCTGATTATAAACATCTTT10327 A_95_P186112 TA14056_4097

10838 128 43 609 ACTTTTGCTATTAACCGAGACCAATTTAAGTTTGTTGAACCTCGATTGACTTATGGAACC10341 A_95_P214512 EB428418

10839 128 44 961 CAGTTGTATTTGTGAACTGGATTTATTAAAATGGTACACCGAAGTGATACTCAGCAATCA10343 A_95_P007646 AB119468

10840 128 45 269 TTGATGGATACAGCCCCATCTACAAAACAGATGACTGGTCTAAAAGTGGTGATGTATATG10345 A_95_P109327 CV019244

10841 128 46 204 ACACATCCACCGTGGCAAGATTTCCTGGTTTTCTCTCTGATTAAAACCTCCATATAAGTG 10347 A_95_P104297 CV016932

10842 128 47 834 AAGAGAGTCAGTATGAGCTTCTTGTTGAGGCCGAGAAGATAAGTTTGGGAGCATCATGTG10349 A_95_P231719 FG159329

10843 128 48 597 GTATCCGTGGCAGTCTCAAGAAGTAAAATAATAATAATAGTCTTTGTGGGTTGACATGAA10351 A_95_P002086 FG644428

10853 128 58 397 ACAATTTCCTTCACACAATTTTTACTGCTGTCAGTTTTCTTGAGGTTAAATCTACCTGTC 10371 A_95_P129962 EB429906

10856 128 61 144 CTCAAAACCGTGGATTCTTATACATAATAGGACGAATTGTACAAGACGAAGTGGGGGGTC10377 A_95_P065645 BP136390

10857 128 62 477 ACACGTTTATCCAGTTTGATCCAGCTCCAAGAAGGGGACGAACGGATGTAAAACGAAGAA10379 A_95_P112177 CV020558

10858 128 63 384 GTTGTGGAGGTGTTGCTTCCCAATTTTTTGGTTATCTCCTCTCTGCATTTTACATCTGGA 10381 A_95_P090383 BP530929

10864 128 69 778 TACTTGGGCATTGGCCTTGATGTTTTCATTGTAATGTTAATGTATTGCTAGTTTGCGCTT 10393 A_95_P026651 DV999095

10873 128 78 451 AAGAAAAAAGACAGCAGCACCTTGCAAGAAGATTCTGGTGAATCAGAGGAGGCTATTCTT10411 A_95_P076235 FS377087

10874 128 79 549 ATCAAATGTCGTTGGGTTGTTTGGTAAAGTGATACTGACTACACTAATTTCACGTTTGTT10413 A_95_P068365 BP137111

10880 128 85 492 CCATTTGTATCGTGCACAATATTTTCACGGTGTCTTCTGGTTCTCACTTGGCAGGACAAA10425 A_95_P047881 BP131767

10881 129 1 398 TACTCAAATCTCAGTTCCAAGTCCTAAAAGTGGTCCTGTACATTGAACATCTTCCTATGT 10426 A_95_P109752 CV019435

10882 129 2 561 TCCAGAAGTTTTGAGGCCAGGTACATTATGATTTATTCACAGATCAATTTCCCTTATACA10428 A_95_P225087 DV161940

10884 129 4 467 CCACTTCCCATTCTTACCATGAATGTCTCTGTACAGAATTACCCAATTAATCTATACTTT 10432 A_95_P308343 FG642093

10887 129 7 282 TAAAGACGGTACCGGTTGCGTCGTTGTATCGGATCTCAAGCATATCCTTACTAGTATTGG10438 A_95_P111892 EB683945

10889 129 9 1125 GAGGCCACTGCTCATAATTTTGTAAAATTTTATTTAGCCGTTTGAATAGAGAAGCATGTG10442 A_95_P201507 TA17439_4097

10891 129 11 853 ATGAGGATATCTATTCCAGTGCAAATACGCTGCCATTGATCTTGCAACTGGAGTACCTCG10446 A_95_P296988 EB680653

10900 129 20 474 ACATCATGAAACCTAGGTACAGACCACAATTGACAGTTGCTGTTCTCATTCCTTTCTTCC 10464 A_95_P191597 EB425970

10902 129 22 383 GAGTTTCAACTGCTGTTGGTATTAAATGGTTCACGAGAACAAACTTTATGCTGATATGTA10468 A_95_P024961 TA18401_4097

10903 129 23 588 CAGAAAGGGAACAAGGTGCTTAAACGAGATGAATTGGATAATTTTGTAGCGGATAATGTC10470 A_95_P089293 FG642298

10908 129 28 612 TTGATCATAGCACAAAAATGCCAGTTTGGATTTGTAACATGTATGAGTAATCTTCCCCAA10480 A_95_P228539 DW000999

10912 129 32 1527 GTAACTCTATTTTGTGAATCTGAAGGAGTGACAGTTAATCGAGATTGAAAAAGTCCTTGT10488 A_95_P197117 TA16493_4097

10913 129 33 1009 ATATGCTCAGCGACTTTGCCTTCAACATTTTATTTTAATTGAGATTAAGGTTCTCTCCCC 10490 A_95_P008341 TA12270_4097

10915 129 35 344 TCCAATGCTGACTTATATGCTCAGTTGCAAGAAGAGTGGCGCAAAACTAAAAAGATGAGG10494 A_95_P217087 FG638032



10919 129 39 792 GGAGACAAAGTACTACCAAGTTGTAGTGTTAGTCGAGTTCATCAAAAAACAGTTATTATC10502 A_95_P271141 EB439824

10922 129 42 239 GCACGAACTACTTTGGAATTGAGACATAGTTAATTGATTGATATTGGTGATTGGTGTTCT10508 A_95_P077390 BP527234

10924 129 44 576 CGACGTTGTTAAAGTGATTCTTCTCCAACAGGTTCATTATGCTACTTCCTCCTTATTTTA 10512 A_95_P091223 BP531260

10925 129 45 486 GTTTAAGGGCACATTTGCGTCCTACCATTGGCATTGGAATATGATCTCAGTTCTTGGAAA10514 A_95_P249642 FS417360

10926 129 46 565 GCACTTCTGCCCTCCCAAAGGCTTAAGGCAAATTACAAAGGAAATCCGCCTAATATTTTC10516 A_95_P197527 TA16582_4097

10929 129 49 761 TTAAACAGACATGGAATGGCAATGCTGATAGGCATATTCCTGGATGGGAGAATGGGTCTG10522 A_95_P235364 EB426628

10931 129 51 626 GACAAATAGGACTCATTCCGACTATTATATTGATCATCAATAAGAGGGATTTCTCTGAAC10526 A_95_P181057 TA12889_4097

10933 129 53 1328 GTGAATCTCCTAAGTGGAAATATTGAAGATACAGGATCCAAGTTTATAGCCATTTCTTTC10530 A_95_P008936 Y14431

10936 129 56 96 GACTCGCAAAATTTTTGCGTGTAGGTTAAGCAACTCTCTTGAACATTCAGATCAAAAGGG10535 A_95_P010886 EB450337

10937 129 57 398 TACCCCCTTTTGCATGTAGTACATTCAAACAATCCTTGTATATTAAAGAGTATGCAGTTC 10537 A_95_P215837 TA20575_4097

10941 129 61 112 TAGGTTGCTTTTGTGGATCATGGCTGAATTGGCTTTACTCAGGACTCATCAGACTCATCA10545 A_95_P115227 DQ460200

10942 129 62 182 TGGGAAAATGTTCAAAGTTGTCCCTTCTCCCTAAACTTTGCCTTCCATTAAAAGTTGGCG10547 A_95_P118282 DV161293

10945 129 65 823 AAGTACATTGCTTCAATTGCAAATATGCTGAACTTTCCGAACAATAACCTGAACAATGGA10553 A_95_P150347 EB680433

10947 129 67 786 TGTTTGAATTAGTTTGGAAGGCGTAAGTGAACGCACATGGACAATGAACCCCAGGATGAC10557 A_95_P235459 EB432254

10948 129 68 794 ATGATTCCTTCATGCTAACTGTTTTGCCTTTCCTCCATTGCTTAGAGATGTGTAAATTTT 10559 A_95_P163602 EH622640

10950 129 70 765 GCATTCAACCTCATTTGTGAGACACATAGGTATATTAGTTTGTGACTATAATATATGCCC10563 A_95_P265886 FG643711

10951 129 71 780 GAAGGTTGAGCTTTTTAGTTGGCCGACCTTGGCAAATTCAATGAAACTGATCTGTTACTG10565 A_95_P263606 FG641644

10952 129 72 693 CTCAACCATTAGCACTCAAAGAAGTGATGAAGGCTTCTTTTGAGGCCTATCTTATGGTTT10567 A_95_P304903 FG199258

10958 129 78 302 TAAAGCCACGAATGCAGCTTATGGAATCGGACTTTTGAATCTGATACGTTTGGTAGGGTA10579 A_95_P077165 TA20316_4097

10959 129 79 339 TTGAGTCCGGTGATTATGCCAACAGAAGAGCCTGAAGCTATAAGCCTTTTGCTGCCTAAT10581 A_95_P133307 EB434714

10966 130 1 606 GGTGTTCTTCCCAACATTAACCCAATTTAGTTGCCTAAGAAGACTGGAGGTGATAAGGCT10427 A_95_P107687 EB447792

10968 130 3 2636 TCTCGACGTGTGTGATCCCCCATCACCACCCATTTCCTTGGAAAGTAGACTTAATTTTCA 10431 A_95_P016996 TA15059_4097

10975 130 10 762 TTGGAGGCTTAACAGTACAAGTGCAACTAATGGTTACGGATGGGACATGCAATTTCTTTT10445 A_95_P230229 DV999783

10979 130 14 300 GACTTTCACCATCTTTGAAGAAACTTCTTGCTCAACATAATGTCAGGTGGGGTTGTGCTT10453 A_95_P110222 EB431631

10981 130 16 616 AGCTCACTTTTACGATTGCTTTCTGGATGTCCTCTACTCGGAATATGTCACAGTGACACG10457 A_95_P062920 BP135644

10983 130 18 710 ATCATCGATATGCTGTAGATCAGCTAACTTTTTCCGTTTTCTGAAAGATGAAATGTGGTA10461 A_95_P159737 EH618182

10985 130 20 875 TCAAGTCAATTTCACGCTGTTGGAGCGTAGATGGAGAGTTAAGTTTTACAGTTTTGAGTT10465 A_95_P259226 DV157889

10986 130 21 116 TCTGGGGGACATTTGCTTTCATGGACAGTCTCTGAAGAGAGCTTGAAAACCGCAATTAGT10467 A_95_P069845 AM816107

10990 130 25 303 AATTCAGATTGCAGGAGCAAAGTGAAAGCTGCTGAGGGGGAGTTGCAACATCGTAAATCA10475 A_95_P040966 BP129969

10996 130 31 367 TATTACAGCTTCGTACTTGTAATATGCCTCTGGCTGCTACTTTCTTAACAAATTATTGTC 10487 A_95_P096168 BP533503

10997 130 32 503 TTCATGGTGGTTGTGATGTTTTTGATGCCAAAATTAGTAGAGAATATGGATCCCGAAAAA10489 A_95_P104607 TA13106_4097

10999 130 34 560 TTAGTACTGCTGGTGCTTCTGAGGTCGTCTCATCAGCACTCAAGACTTGTATTAATAGTG10493 A_95_P288763 FG641047

11000 130 35 883 CACTTCTGTGTGTATGACATCAAGTTCACCGCGAGAATCAGTTCAATCTTAAAGGATTTG10495 A_95_P009691 TA12879_4097

11004 130 39 1583 ATTAAGCCTTGTTTGTCATTTCTTTGCTGTGGCAATCTATGGTGTTGGCCGCTTGCTGCT 10503 A_95_P191387 TA15224_4097



11006 130 41 474 ATGGTGTATTCACCAGAAAGAATAGTGATCTGTGTATGCAGAGTTTGAATGGGTTTTCAA10507 A_95_P021831 FG638812

11007 130 42 633 ATCCATGTATTATGAAAGTTTGACGCCTAAATGGCTGAAATCAGTTGAATCTCCTATGAA10509 A_95_P019751 TC54833

11009 130 44 656 CCCTTCCCGAATCCCGCGCATAGCGAAAATTTAGTGTTAAGTGTACGAGCTGTCTTTTTT10513 A_95_P122937 DW002850

11012 130 47 808 TTCTGCGATCTGCTGCTTAATTTGATGGCTCTTCTACTCTGCGCATGCATTACTATGACG 10519 A_95_P295768 FG164981

11025 130 60 456 CATCTTTCCTTTTGACATCTCTCAAGTTGCACCTAACAGTATTTCGTGTAATGTTATGTT 10544 A_95_P223617 TA22291_4097

11027 130 62 1099 CTCTGCCAACACTATTATCATGTTGGTACGTTTGTTTTAGGTACAATATTTCTAAGAGTC 10548 A_95_P199642 TA17038_4097

11029 130 64 542 GCGGGCGTGCCTGTTCGTCCAGTGTAAAATTAATTGAGAATTCTTCCAGTGTAAAGAATC10552 A_95_P123152 DW003058

11034 130 69 242 AAAGGAGGATAAGGTAGTGGTGATAGAGGGTACTATTACCGAACGATGTTAGGGCTTATG10562 A_95_P110202 CV019619

11037 130 72 127 GAAGACTATCACTGATTTCTTTAGGTCCATCATCAACTTCATTAACGTGTTTTTTGCAAC 10568 A_95_P108012 FG635120

11038 130 73 543 CCAGTAGTCCTCCATCTTCTCAGTTACTAAAACTTGACTTTGTCTGATGTATATACTATG 10570 A_95_P221452 EH622684

11039 130 74 871 AGTTTGATTTTTTGGAACGAACTCTCATCTCATCCCCCATTGTCTCTTACCTCGGGCCAA 10572 A_95_P294163 EB439934

11043 130 78 812 TATACCTAGGATGATCACTGGATATGGAGCAATTCGCTCACATGCTGGTTCAGTAGCTCT10580 A_95_P311633 TC41992

11049 130 84 549 GATTGTGTTTCCAACTTTATAATCTCTCTTCAGCCATGTTATGTATTTGGAAGTGTCGAA 10592 A_95_P152787 EB683132

11052 131 2 810 GGTGTTGATAGCTATTTTCAATCTCTAGCTAAGATGACATATGAGAACAACATTTGGTCT10597 A_95_P214842 EB449765

11063 131 13 630 TCAGAGGCTTTATATGTTGCAGAACAGAAAGCTAGAGAAGCGGTTGCAATGCGGTCAAAG10619 A_95_P121477 DW001549

11065 131 15 325 AGTTCCATTTTCAGTCAGGGTATTTGATTGCGTAAATGTTACATTAAACACGTGTAGACT10623 A_95_P090183 BP530839

11068 131 18 602 CTTGACTTGTCAGGATTTGCCTGATACTCAAACAGGTTTCTTTAACTTAATCAACATGTA 10629 A_95_P186997 DV999544

11069 131 19 543 TACATCTTTACTGGCAGATCTCAATAACTGGCACCTATTTTGCCATCTTTACAAGCTAAA 10631 A_95_P252419 EH620138

11071 131 21 504 TAATTAAGCTCCTTTCTTTGATTCTGCTACAGGCCCCTAATAGATATTCCGCAATAGAGA 10635 A_95_P068815 BP137222

11076 131 26 816 GCATTAGCTGGCACTGGTCTTCCCATTGATAGGTTTATGACTTCTGATTCATTGGGGTTC10645 A_95_P205272 DV161936

11078 131 28 440 TTGTTTAGGTTGGTGGTATGAAAATAAGGTGGTTCCAAACAGTTGAGATTGCATCTCAAC10649 A_95_P094713 BP532842

11081 131 31 742 CTTAGAACTTCAGAACTTATCTTAAACAATCTTGCCTCCCCATTAGTTATATGTACCTTC 10655 A_95_P208852 EB683961

11082 131 32 429 GTCGTTATTAGGATGTTAACTTTAGTAAGCTCTCTATAGAGTTGTGTATCACCGGTTTTT 10657 A_95_P153942 EB684093

11086 131 36 818 TATTACACTAAGAATTTCATGAGCGTGAGCATTCCATGTGAGACTGTTGACACACGAGCT10665 A_95_P249137 FG160796

11092 131 42 516 CAAGGAACAAAGTTCATTTCTAGAAATTACGATGGTTATATTCTGGCTCGTTGTTGTTGT10677 A_95_P241330 FG644689

11093 131 43 544 TAGTACGTTTGGGCTATTAGGATTTTGGGGATCTTTAATTCTGTGAGCATTTGGTTGTCG10679 A_95_P026951 BP526356

11094 131 44 923 AAAGCTACTGGTAATGCGTCTCTGAGTTGCATTCGGTCCTACAAAGGAATAATGATCCTT10681 A_95_P229474 EB680954

11096 131 46 3005 GAGGCGTACTCTTGATTTCAGTGAATGTGGATCACCTGGAAAGGGAAAGGAAACTGAAAA10685 A_95_P238434 AB056123

11102 131 52 532 CACTCTGGTCGTACGTGTGATGATTGTTTGATAATAGGTCAGTTGAGTTCATGTAGTCTC10696 A_95_P213257 TA20009_4097

11105 131 55 557 GGTTTCTACCGGCGGCATGTACAATATCGCGTCTATATTAGAGCATATTTAAAAATTAAG10701 A_95_P234979 FG633459

11107 131 57 234 AGGACCATTTCCTATCCCGGTTGCAGTTGATATTATGCTTCAGATTGCGAGAGGAATGGA10705 A_95_P059525 BP134763

11116 131 66 264 ATCAGTGGAACTGCTTCTCAAGTCCAAACAGCACAACAATTGGTACAGAATTTCATGGCA10723 A_95_P092263 BP531724

11120 131 70 861 GGTTTATGTCCCTATATACCTATGTTCATGTGTTTATGCGAAATACTTTGTTGGTGTAAG 10731 A_95_P266966 DV157625

11121 131 71 823 AATACGCAGACATGATGCAACTTTTCCTGCTCTTATGGCGAGGGAAATGGGGTTCATATG10733 A_95_P254714 EH616218



11122 131 72 134 GAAGTGTCCAGCTACACGTGCATGGCAGAATACCTTTTGCTCTAATTCGCAAGGAAAAAA10735 A_95_P041916 BP130219

11124 131 74 585 ACCCTTCAGTTGTAGTGCCGTTCAGTTTTGTTTCTCATCTGTAAAGAATATCGATTTACT 10739 A_95_P123747 DW003636

11125 131 75 700 CTTTTTGGATTCTTCTTGGCAAACGAGTCTAGCTTTTCCCCAACATTCTTGCTGAGGAGG10741 A_95_P211452 TA19613_4097

11127 131 77 1440 GTGGGTGAGATGCAAGTTGTGGTAGAAATAGTGAGATGTGTTATGATTTATTAAATTGTC10745 A_95_P184062 AJ438615

11129 131 79 780 GTGTTTATGTGGTCTCACTTGTTGATGTGGTTCGTGATTCTTATAATGTATACAAGTACA10749 A_95_P017366 TA15605_4097

11130 131 80 1102 TGTACCTTTTCGAGGCATTTGTAAACTACTGAACGTCTGAGCTCTTGCCCATCTTGTGCT 10751 A_95_P176287 U44760

11132 131 82 789 GACGAGGAATGAATTAATGGTGCCTTAATTTTGTCTTGTATATGCATTGAATTATCGGCA10755 A_95_P131497 EB431800

11135 131 85 499 CTGTTACGTGAATCACTCCAATAATCATTTGTACTCAAATACTGAACCTCATTTTTCGTG 10761 A_95_P008711 EB446681

11141 132 6 573 GTACCAAGCATTACATGTATGGATTTCTTTCTCCCAATTTTACCTACAACCTTACATTGT 10606 A_95_P124877 DW004687

11143 132 8 854 AGTCTTTGATTCCAGTTATGATGGACCCGGTTTTGGGAAATGAGAGGAAATTGGTGACGC10610 A_95_P034499 TA13733_4097

11145 132 10 606 CTGTGGATGATTTTAGCTTTAGGAAGTGTGTAGATCAGATACAACCCCTTCCAGCGAACA10614 A_95_P203217 TA17806_4097

11147 132 12 387 ATAACCAGCTCTGTTTTGGTGCTGCTCAGGGCGCAGCCAATTTTTTCATGACATTCTTTC 10618 A_95_P060380 BP134981

11148 132 13 695 AGAGTGTGGTTCATGAAAACGCTTATCTCAGTGAATTTCATCATTGTTTCTCTATACCAT 10620 A_95_P137812 FG167434

11149 132 14 125 GTCGCTGACCAACTTTCGGGCTGTAATTTTCAAGTGTACATGTCGTTCCTTCTAAGCTCT 10622 A_95_P089748 BP530637

11153 132 18 443 CGAGCCTCGGAAAACAACTCAAGACCATATTGATTTACAATCATCAAAACCAATGTGAAA10630 A_95_P065155 BP136256

11156 132 21 740 CACCCCGATGTCGGGCTTGCGTATTTATTCTGCACTATTCATTTAAACTTATATCATAAG 10636 A_95_P235579 EB678672

11160 132 25 1503 CTCACATTACTGCGATGGTACTTTCTTTGTTGTAATGTGTTAGCAATTTTGTTGCCTAAT 10644 A_95_P199767 TA17063_4097

11165 132 30 760 CAAACCCAGGGGTAGAGGAAATAGTTTCTACGGTAATGAGAACATGGATGGTTTAAATGA10654 A_95_P138127 EB441864

11169 132 34 2485 TCGACTCGAAATCCCTCCTTTGCTGTCAGTTTATAATTTATATTTGGATCTTCTATAGCT 10662 A_95_P204672 TA18114_4097

11171 132 36 1711 GTGATCAAGGACATGCTTTCTATGCGATTGTATCTGTGGTTTATATTTGTTTCGATAGTT 10666 A_95_P202862 TA17731_4097

11177 132 42 737 ACTTCAATGATTCATCCAAATGGGTTGGAGAATGTCACTTGGATTTGCAGCTGTTCCAGC10678 A_95_P315613 FG198033

11179 132 44 780 GAATCATTATAGCATGCAAATGGGGTGGAGTGATATAGCATAGCATATCCGTGTCGTGAT10682 A_95_P027101 EB681640

11183 132 48 541 TCCTGGTTATGATCAGCAACAAGGTTATAGCTCTACTCCCGGTTACGGGAATGTACCAAA10690 A_95_P002211 FG149075

11190 132 55 741 CTATCTTAAGTGCATTTACGTCAATGTAAAATTGTGCGCCATTGATTAGGCAATTTTAGG10702 A_95_P187207 DW001436

11194 132 59 389 TGTGGTTGTGTATTCCTTATCTGGGTTACTACTGATTAGTGCAAAATGTTCTAGGTTTTT 10710 A_95_P212767 TA19905_4097

11196 132 61 845 ACGCACAAAAGTGGCTGTACTTGGTTGGGCCTTTTGGTCATATTTATCGTTATTTCTAGC10714 A_95_P193577 TA15702_4097

11197 132 62 514 TCTGCCTATTCCCTGTTTTATTTGGAATTAGGAAGCCAAGTTTACTTAAATGTAGTACGG10716 A_95_P121932 DW002007

11206 132 71 554 CATGTGGCCTGAAACACTTTCCATCTAGCATCTTTTGCCTCTATTGGGATTTGAACTCTG 10734 A_95_P141792 EB445416

11207 132 72 514 TATCATGAAAGTTGGTTACTGACTCTGACTTGCTTCCAGTGATAATTAATTCGCCAGTTG10736 A_95_P038806 BP129374

11212 132 77 975 CATCCGTCATTCCGACAATTGAAATATGGATTACACCATGGACTTTTGATCTTGGTAGCA10746 A_95_P194787 TA15974_4097

11217 132 82 823 TTTATTCTACACTTCCCCAGCTATGCAGCAAAGATATTTGATCAGCCCATCCCTGGGGTT 10756 A_95_P311348 FG147526

11218 132 83 649 CAGGAAGACATTGCCTTCCCAAATGATCCACGAGTACCTATTAAGGTCGATGATGATTTG10758 A_95_P221997 FG174018

11226 133 6 791 TCGATATGAGTATAGGTCTAGCAAGATATGCTATCCTTTTAGAAGCATTAACTTGACTTC10773 A_95_P212722 EB684210

11228 133 8 453 TTCATGTAGAAAGAGACTAAACTATGCTGTCAGTCCGAATATTTTAAGTTTTGTGGTCGT10777 A_95_P003666 FG637596



11229 133 9 436 GTGAGTTTTTAGGTTATTACTATTAATAAGAGATCTTGACTCTAGTGATTTGGCTCCGTG10779 A_95_P182502 TA13230_4097

11230 133 10 801 GTTTAGTCTAGTGTGCTCTAATTTCATTCATTCTTTAACCCATCCTCCATTACATGACTG 10781 A_95_P287718 EB451943

11236 133 16 768 ACGTTTGGATTTAAATCTTGAAAGAGGACGCATTCGTGATGAGCTTGCCAATCAAAATGC10793 A_95_P253134 EB426249

11237 133 17 833 GGGATTAAGAAAAGCATACCCCTAAAGGTTTGGGAGATATCAGTTTGATTTTGTAGTATT10795 A_95_P232664 DW000015

11241 133 21 363 CGGTAGACATTGTCTGATGTTACTGTGTTGTACGTATTGCATATTAAACTATTTCTTCCT 10803 A_95_P159712 EH618158

11242 133 22 744 TAGTGGATTGCATTTTGTTGCTTTTAACTTGGTGGATTGTGGCTTGTAATTTTAGCTGTC 10805 A_95_P027206 DV160701

11249 133 29 814 CTTTTTCATCCTTGTGTGTAAAATGCACTTGATGATTTAAGGGAATCCGTAAGTTACTGG10819 A_95_P193727 EB425276

11251 133 31 1178 GTGTTAAATTAGTAACTTCTTTGTGTCCTTTTAATTCAGACATCTTTGGAAGGCACTCTG 10823 A_95_P103337 TA17132_4097

11257 133 37 1041 CAAGGGTGTACCAGAGACGTCAAATGTAAAGAGAAATTACCAGTTTTGTTTCACAAAAAA10835 A_95_P240219 AY141105

11258 133 38 330 GTTACGCCTTTTTCCTTGGGTAGCATTATTTTTTGTAGGATAACATAGTGTGCTTTTTGT 10837 A_95_P212827 TA19918_4097

11259 133 39 809 AATTATGTCATGCACTCGACTTTAGCCGCATATTACCACTTAATGAAGCCTTCTTTAGCA 10839 A_95_P119652 DV999112

11262 133 42 279 ACGAGAGTTACTCCTGGTATTTCCTACTTTTGAGTTGTACCATTACAATTATCATCCTAT 10845 A_95_P002036 FG642822

11265 133 45 902 GTAAGTGCCGCTTTAGATTAATTGGAAGTTGAGTATAATAATCTGCTTCTCCTTTCAGCG10851 A_95_P010626 TA12520_4097

11266 133 46 56 GGCAGAATTGCCATCTCATCTGTACAACATTATTTGTTGTAATTATCCTGTGTATACATG 10853 A_95_P089048 BP530322

11268 133 48 558 TTTGCATTATTGCAGCATAGACAACTGCAGTCACTTTAAATATTGATTGGCGTTCTGATT10857 A_95_P286058 FG634699

11271 133 51 866 ATTCTGATGAGCTGCAGATTAGTTGAAATTACCGGCTCTACTTCAACATGCACTTTCTAC10862 A_95_P304833 FG155267

11272 133 52 427 GCACTATCAAATGTAATTGGAACATTGAGCATGAATGCAAAAAGAAAAGACCTGATTAGC10864 A_95_P089318 BP530453

11274 133 54 821 ATATCTTAAGGAGCTTCCACTGTCACTACATGACACTGGATTGATCACTGCGCTGCTACT10868 A_95_P246967 FG157245

11278 133 58 809 GATGAGCATCTTATTGGTGTAACGAATATTGACAGCCATATGTACATGGCAGTTGTTCCT10876 A_95_P225177 EB445311

11279 133 59 281 TTTGGGATCGATGTACAACAAGTTTGACGTTTCAGTATTGGAAGGAATGCTTTGTGTTTA10878 A_95_P117542 DV160481

11280 133 60 0 CAATTTATGTAGCATTGTTCGACCGGGCCAAGGAGTTTTGAAGTTCCAAAGTTACGGCAC10880 A_95_P021066 A_95_P021066

11282 133 62 130 GCAGCAGGTTGTTTGAGTAATGGTTAGTGACATATCCTATGCATAAATAGTGTATTGATT10884 A_95_P118362 DV161393

11285 133 65 1468 CATGGCTCAGTTTGATGTTACTTTGGTGAGCCAGCAGTCTTGTGCTTTGCAAGTTTGTTT10890 A_95_P222847 TA22121_4097

11286 133 66 589 TTTTGGAAGTGGTGGTTGTTTGGTTTCAAGTAATTGAAGAACTTACTTCCTTGTTACTGT10892 A_95_P005936 TA11726_4097

11287 133 67 244 TGCATGTTAAGGTAGGACCACGAGAATTAGAATTTGATTAGAAGTGTCTCTTATCATTGT10894 A_95_P134127 EB435986

11288 133 68 203 GGAGATGTGAGTTCCAAATGCAAATTTTGAGTATACGACTGTGGTTTTCTAGTTTCTACC10896 A_95_P115212 DQ460183

11290 133 70 164 ACTTCGGTGATTCTTTCTATAATGGCCTTGGTGGAGTCTTGCCCGGTTTTAGGAGACTTT10900 A_95_P161952 EH620608

11293 133 73 1715 ACACTTGTGACAGTGGATTTATAACAGGAATTTCAAGAGCTGTTGCTGCTTGTTGATTGA10906 A_95_P008816 TA12710_4097

11294 133 74 874 GATATAGTTTGTATCTTCCCGTCAACGGCCAGAATACATTGCAATACCCTGAGTTCTTCC10907 A_95_P219172 TA21341_4097

11295 133 75 78 CTTCGGGTCAGGTTGATGACTTACAATTTGTTATTGGTATAGTTATTGATATGTGAGTGA10909 A_95_P257509 EH623795

11302 133 82 526 AGTTATCATACTTGTTATGTTAGTGCCAGAAATGCTATCCACACATGGTTCTACTGGAAC10922 A_95_P106217 FG200594

11305 133 85 863 TCAAAAATCCACTTTACAGTGTAACTTTTACCTTGTTAATGCAGCTGATCCTTTCTTGTG 10928 A_95_P184992 TA13817_4097

11307 134 2 490 TCATTGTCTCCTATTGGTAAATCACCTGCTTCAAGTATCGGATCGAAAGAGCAAAAGGAT10766 A_95_P122652 EH618914

11309 134 4 483 TGTTCCCTATCCATCCCATTCTTGCTTTGAACTTTGAGTTGTATATGAAATGTCTAACAA 10770 A_95_P285673 FG643284



11312 134 7 419 CACAGTGCTGCCTCTGTTGAGTTTGTCATTGTCCTTGGTGATTTATCTGATGTTTGTGGT 10776 A_95_P056146 BP133884

11321 134 16 777 TGGCTGCTCTTGTGCACATGACAGATGAAGATCTTAAAGCTATGGGAATACCAATGGGTC10794 A_95_P205167 EB438545

11322 134 17 566 AACGAAAGATGAAAAAACCATGACTGGGGCAGTTAAGGCTTGAAGAAGAATGACCAACAT10796 A_95_P020261 EH622432

11323 134 18 463 AAGGTCCTTGTACACAGAACAAGAATCATGTAATATCTATTCCGCGGATGATGTAAAAAT10798 A_95_P141237 EB445013

11324 134 19 357 GGCTGTGTCGGATTGGACTTTCCGCATTGTTATCGATATTTCCGCTATTTAGTATTGTTT 10800 A_95_P004606 EH621994

11327 134 22 704 ATGGCAACTCATCAAACACATACAAGGCATGCACGTAAACGTCTAATTTCATTTCATTCA10806 A_95_P299308 FG187855

11328 134 23 176 TTCATCCTAAGAGAAAGAGAAACAGCCACCCATCTCTAACCTCACTCAAAAATCAAAAAA10808 A_95_P168486 EH664439

11330 134 25 889 CCTTTGCTGTAATGAGATAGTAATTGTTTACCGTGGAAATATGGATGTTTCTTTAGCTGT10812 A_95_P264681 EB678751

11336 134 31 367 CTTGGAAACGATACATCAGTGGGAGTCTTTCATCCAGTTGTTGGAATGTTTGGAGAGATG10824 A_95_P092858 BP532022

11337 134 32 566 ATGATAGATTGCTATTGGAACCATGCTAAAGTGCACTGCGCTGAGTAGTTTCTTTTGAGG10826 A_95_P063050 BP135675

11340 134 35 0 CAGAAAGTTTAAAATATAATACAAGGCTCAGGCCTTCACCGTCAGCATCACCAATGAACA10832 A_95_P302438 A_95_P302438

11347 134 42 413 TTCTGCCGTTGAGAATTATTGCTCTTAGATAGTGTGACTGTACTTTGCGTTCTTAATTAT 10846 A_95_P121712 DW001818

11354 134 49 789 CTATTTCTTCGGTGGAGTGAGCACCACAAAAAACTAGCCAATTTTATAAGGTTATTTCTT10859 A_95_P138142 EB441880

11358 134 53 415 GAACCAGCTCGATTAGCCACTAGTATACTTGAGAATTTCAGTTTACTCAAAAGACAATTA10867 A_95_P001256 FG638255

11363 134 58 551 GATGGAGATTAACAGACCCTGCATTATTTCTTGAATCATGTAATGACTTCCTACTGTTGT10877 A_95_P197597 TA16598_4097

11373 134 68 476 TGTCCAACCTACGTGTCCTCCTGCTAATGAAAATCTGATGGAACTCTTGATAATGATTGA10897 A_95_P137847 FG169100

11375 134 70 605 CAACTGTAAGTCGTACATGAACAGTTTGTGTACTAGTTACACATTTCCAGAAGATTATTG10901 A_95_P122622 DW002611

11380 134 75 782 GTGCTTTTGGTGCTAGTGGGAGTAGATAAGGCACTTGATTTCGGGCCTAATGTGAAACTT10910 A_95_P208657 EH620836

11381 134 76 315 TGCCTTTTATTAACTCCCGGGTTCTGATATGATCAGTTTATGGGGCTGGTGGACAGATTG10912 A_95_P103077 CV016329

11382 134 77 392 TGAGTTGTTTATTTAGTAGCATTTGTAAGATTGTAGGATAGTCATGGGTGCCTTGTCTTT10913 A_95_P062155 BP135442

11387 134 82 761 AGCCTTAAGCAGAGGTCTCGAGCTAATAATTGAAAATGGTTGGAATGATGCGTGGCTTGA10923 A_95_P126577 EB425895

11397 135 7 755 GCCTCTTGTTCATTTTTTCGTACACCTGTATAGAGACTTAAATCAATTCAGAGTTCAGAT 10942 A_95_P192722 TA15516_4097

11398 135 8 739 GATATGTGGATACCTCTTGGTTCCATCAGTAGAAATAAAGGCAAAATACATACTTTTACC10944 A_95_P179137 TA12435_4097

11399 135 9 842 TGGGAGTATTATATGTCTCCACAGCTAAGCTTGCATTTTGTAGTGATAACCCTCTCTCCT 10946 A_95_P210867 EB425346

11400 135 10 555 TCCTCTTAGAAAAAGGCATTTGTATGCAATAGTAGAATGAATATGCAGTTTTGAGACGGC10948 A_95_P205267 TA18242_4097

11402 135 12 765 GCAGACGACCTTATCTGCGTTTGAATTTTAAGCCATTTGGAAACAATTACTACTATGTTT10952 A_95_P142727 EB446140

11413 135 23 1221 GCACTGAACGTCTGAGATCTGTTATTGTACTATTTAGGTCTTTCTTTATTGTAGGTGAAT 10972 A_95_P009721 TA12692_4097

11414 135 24 513 AGTGGTTAAGTACTGCTGGAAGTAACGTTCCCATCACTATGACCAACTTCTCTGGTAGGA10974 A_95_P207567 BP530590

11416 135 26 1664 GGCTCCATGAGATGTGCCAATTTGACCAGAATGAATATTAAGCTATAACAACATTCATTA10978 A_95_P011846 TA14346_4097

11417 135 27 671 TTGCACAATATGTTGTGCTTTGGTGAGGTTTATAGGTCTAAATGACAGGGCCTATTTATT10980 A_95_P163147 EH622114

11418 135 28 1622 CCCCATGTTATTTTTGTCTAAATAAAGGGCGAGTATATCAGTTATAGACAGCTATCCTTT10982 A_95_P110607 Z48977

11420 135 30 465 ACCAATTGGCGAAAATTGACATGTACGTAGCAGCTGCTGGTATCAACCACAAAGAGTATG10986 A_95_P053741 BP133263

11421 135 31 468 CTTATAGTGGCGAGTATAAGCTTCCTAACTTGTCCGATTTATGGAAGGGTAATGGGAAAG10988 A_95_P110992 TA13525_4097

11425 135 35 495 CATGGAGAATGAACAATACCAGTATGCCTTAGTGCTATACCTGCATTTTATGCCAATTTT10996 A_95_P028661 DW003697



11426 135 36 899 CAGGTATTCTTTGTACAGTTGAACTGCTGCATTTTCAGTCCACTTACTTGTTCTTTGTTC 10998 A_95_P200322 EB430285

11433 135 43 782 TTGAATTCCTTTCCACCAGAGGAATCTCAAGCATTTGTGTTCCTCAAGCCAGAAGAGGCA11012 A_95_P200627 EH622710

11435 135 45 647 TCATGTGACTTTCTCTCTTCTGACAGTTGTATTTGGAGGAGCAAAGATACGTCAGTGGAA11016 A_95_P135217 EB680885

11437 135 47 416 GCACGTATGTCACATGTATAAGTTTTCATGTCATGTCAGGTTGTCCAATATTTAGTATTC 11020 A_95_P090368 BP530926

11440 135 50 747 GCAATTCATGCTTGCCATGTAGCTAGGATTTACATGTAATAGATTTTGAATAAGAGTGTC11026 A_95_P010281 TA14530_4097

11442 135 52 294 AGTCAGAGCGCTTAATACTTTATCTACAACCTTGAATGTAATACACTAGACTTTATACCG11030 A_95_P201237 TA17380_4097

11444 135 54 725 ATGTCAAGCGTGCTCCATACTCATGGGAAGATGCTTCCTATTTGACACGAAGGTCTCTTA11034 A_95_P262041 EH619270

11445 135 55 708 GTTTCCTTCTTTCTATTCGGTGTATGTTTTTCGATTCCTACCAAGTTATGAGACCTAATA 11036 A_95_P000226 EB438050

11449 135 59 1073 GCCTTTACTGCAAGTATTATAGTATTCCATTCCTATATGCTTACACTAGTCACAAGCAAT 11044 A_95_P211272 TA19574_4097

11453 135 63 259 GTTTATGTAAGTCAATTCGTTGTTATCGGGATGTAGGAACAGTTCTAATGAGCTTAAGTT11052 A_95_P091868 BP531535

11456 135 66 499 TCATGTATCAAAACTTTTTCATCTCATGTCCTTTTGATATGGTTTCTACCCGCGGCAGGC 11058 A_95_P202657 TA17682_4097

11458 135 68 846 TAAGGTGCCGAAGGACAATTGATAATGGACAATCTATAATGTCTGAAGTTTTGGCAGAGT11062 A_95_P020251 EB425529

11460 135 70 916 CCAACATTTTATGCGTTTTAGGTGGTTCTGGACCTTCTTGGTAATCTTGATTTATGATAA 11066 A_95_P215697 TA20545_4097

11461 135 71 636 GGACCCCTTGTAAACATTGGAGTTTAAAGTGGTTTCTTTTATGTTGAATGTTATGATCGG11068 A_95_P021481 TA16412_4097

11463 135 73 875 ATTCTTAGCTATCAAGTCGGGGGAAAGGCAGAGCAGGATATAGAACTGCTTGTGAACCAT11072 A_95_P296628 EB680438

11464 135 74 614 TTCCGCTGTTTCTTTTGGGCTGTATATTTAAGTAAGTTGTTTCGGTCACTTGTAAATTCT 11074 A_95_P310153 FG135369

11469 135 79 441 TCATTGGAAGAGCTGTGGTTGTTCATGCTGATCCTGATGATCTTGGAAAGGGTATCATCG11083 A_95_P160342 EH619039

11472 135 82 464 TTGCAAATGAGATACCTGTGGGTATCATTAGTCCTTCTAGGTGATCTTGTTGAGCAGGAA11089 A_95_P077480 BP527257

11474 135 84 793 GATCCAATTCGTGATTGTGATAAGTGGAACCGCAAGTTCCTGTATCTGTAGCTTGTAGTT11093 A_95_P163517 EH622562

11479 136 4 613 CTCATATTGTGCTTGTCTGTCTGTACGGAACGATTTAATGAGCATCTAATTTCTCTGTTT 10937 A_95_P019631 TA16064_4097

11480 136 5 799 TGTCCAACTGACTGCAATTTGTGTGACCTAAATGAGTTGTAACTGGACATTGCGGACTAC10939 A_95_P016646 DW002460

11483 136 8 1880 GTTCGTTTGCTGAGATAGGAGATAATTACAAGCAAATGATGTGGATATATTCTGCATGAA10945 A_95_P221482 TA21828_4097

11484 136 9 129 CTGGTTTGTTGGTGGTGGTGTTGCTGCTTCTTTTGTTTTCAAATTTTAATGTTTTTTGGT 10947 A_95_P147262 FS437774

11492 136 17 695 CTGGTAATGGTTTCATTTCTTTGCTCTTCCCAATTGTAAAGAATGACTTGTAAAAGTGTG10962 A_95_P194947 EB446333

11493 136 18 637 ATGGATTTGTATTGTCGACTTGTCGAACAATAGATTTTTGGCATGACACATGCTTACTTC10964 A_95_P300603 FG644499

11494 136 19 842 TCTCTTTGGTGTCCGGTAGAAGAGTGGTGTTTATTGCTGTTTCTCTGGAAATGTCCTTCC10966 A_95_P230764 EB677730

11497 136 22 531 CGTGTGAGCTCTGTAGAGGCAAGATATTATTTTTACCTTATAATGGGTGCTTGAGTAATG10971 A_95_P122052 DW002106

11498 136 23 978 CCTGAACTTGATACGAGCTCTCATATCTATCTCAATAATATCTTAAATGCCTGTGGTTAT 10973 A_95_P185392 TA13902_4097

11499 136 24 560 GTCAAAGCTAATCCTCAAGATGTTGAGAATGCTACGTGGATGTTGACTGTATTCAACTGT10975 A_95_P051691 BP132720

11502 136 27 881 ATTCTCTACAATCGAGCGCTGCAGACTATATGGTGGTGCATATGACAGCGAATTGCATCT10981 A_95_P294168 FG163876

11505 136 30 1714 GTTGGTGGTGTGATATGATATTGTAGTAAGTTAGAACCATTTGCTTTTTGGTGTATGGTT10987 A_95_P007486 D45204

11506 136 31 801 GATGGCATCATAGTCCTGTTACAAACTCAGTAATGCAATAACACTCTTGTTAAGAACAAA10989 A_95_P010871 TA12762_4097

11512 136 37 716 CAGTTTCTACTACCTGGTCCATATGTTTTCTTCTTTGATCAGTAAATGGTAGTACATAGT 11001 A_95_P231369 EB451089

11514 136 39 778 GTCCTGCAAGGTTTGTTTCTTGCTGTTGAGGTATGTAGCTCAGTTTAGACAATGTAATAA11005 A_95_P118022 DV161036



11517 136 42 1353 TTGCGGCTTTATAATCGTTTTTGGCATCCAGTTGATGATTCTACAACAGCCAAATCATGA11011 A_95_P238959 AB084124

11520 136 45 582 GTTTGGTGATACTTGAGACTTAGCCTTACATGGGAATTACTTGTTCTATGCTGTAATTAT11017 A_95_P246437 EH617143

11522 136 47 863 GGTTGACGAATGCCTTGCTCCATCTTATGCATGAGAAAGTCTTTGTTCAGTATATGGAGA11021 A_95_P217742 EB678124

11523 136 48 398 GTTGAATGTGAAACAGAATAAACCATGCTTTTCGTCCATGGACTAATAAATATGTTCTGG11023 A_95_P000916 TA13631_4097

11524 136 49 684 CTCCATTAGTTCAGTAACTGAGCCTGGCTTGGTTGTGCGTGACTGACTTTTCTTCATTGT 11025 A_95_P267916 DV162718

11526 136 51 485 TTATAAAGCCCCAGTGGTTTGTCAACTGCAAAAGTATGGCCAAACAGTATCCAGAGCCTG11029 A_95_P058101 BP134388

11530 136 55 276 AATGATGTAAAAGAATCGTGGGAAGATGAAGAGGAGCCTGTTCCGGCACCTAAACCAGAA11037 A_95_P164802 EB426099

11536 136 61 382 ATGGATTCTGGTCCAGTATCAACCTTCCAGGTTCACATAGCTTTGGTCTCAAATATTCAT 11049 A_95_P043896 BP130739

11540 136 65 174 TTCCATCTGTAGTTTTGATGTGACATTTTGGCCGTTTAGCCTTGAAAATGTTATACCTGG 11057 A_95_P104062 CV016826

11541 136 66 381 TTTCCTATTTTCGCCAAAAGAGCATAAATCTGAGTTGGGAGAGTTTGGGTGGGGTTGAGG11059 A_95_P001311 BP526377

11545 136 70 824 ATTGTGGTAACAAATGTTGTCCGGTCTGGGTGCTGCTGTTCTTGGTGATCGATTTCCTAT11067 A_95_P157782 EH615815

11550 136 75 752 GATCTGTATTGTAATTGCCTTCTGGGCCATTTTAACAACTAGTGTTACGTGAATAACAAT11076 A_95_P013506 DW004694

11551 136 76 522 ATGGGCTACTGGTTGGAGCAAATCTCATCTAAGAAATTCGCTTTCTAAAAAGAGAATTAG11078 A_95_P107052 CV018189

11552 136 77 1242 AAAGAAGAGAATCACAAACTGCTGAACGGAAATTCTGGAGATCCTGCAGAATGGAGGCCT11080 A_95_P194607 TA15932_4097

11555 136 80 829 TCTACGTTAAACAGGCTATTCAAGAATTCAAGCAGCAAAGAATGGCATCTTCTGCGCTCT11086 A_95_P025751 EB447103

11562 137 2 562 AGTGAAGTTTTGTTGCTTGACAACTTTGGCCTTTTTGGTGAATATATATGGCTTGATGAT11099 A_95_P248392 EB682951

11565 137 5 286 TACATCAACTCTACGGCAGTGTACACAGAGGGGTGAAATATAGAATTTCTTTTACTTGGC11105 A_95_P027966 EB446714

11566 137 6 594 GTGGCATCCCTTACTTTCAATGTTTTGATGTCAGTTTTACATTTTAGCTTTTGAGTGTTC 11107 A_95_P149627 TA12981_4097

11567 137 7 688 CTATTTTCATGCTTGCATCAATTGAAATTCTGGAAAATCTGAACACCAGGAATAATGGAG11109 A_95_P140502 EB444403

11571 137 11 850 GAAAAAGAAACGAACATTTGTGCTCCGTAAGGATGGGTTACCGGATGCAGTTGTGTGGAA11117 A_95_P198412 DW000157

11581 137 21 500 GTGACAAGAAGAATTTCTGGTACAGGAACAGGTATAGGTTTAGACAAATAGGTTTCTCTT11136 A_95_P073655 BP526268

11587 137 27 935 AAAGAGTATGGGCTAATCGATGGTGTCATCTTGAACCCCATGAAAGCCCTTCAACCACTT11148 A_95_P016141 TA14085_4097

11591 137 31 615 CCAAGTTTAATTTGTTGCCGGGGTTTGACGTGTGTTGTAAACAAGTTAAAGGTTTTCCTT11156 A_95_P119617 DV999065

11605 137 45 271 GTCTCAACATTAAACCACAAGACATCTCAAAGTAACATTGGAACCAACCCTGAAAAGCCC11184 A_95_P094833 FG639902

11613 137 53 403 ATATCAGCTAATTTGCCTTACAAAGTGGAGATTCGTGGTGGCAAATTTGGAAGGGCGAGA11200 A_95_P113722 EB681361

11618 137 58 916 CGAAAGGAGACTCTCACGAGGTTCGACTCCATAAGTAGTACCAGTGGTTTTGATCATAGT11210 A_95_P233024 EB677877

11623 137 63 384 AGCATGTTGTAGTTGGTATATACTCGTAATGCCTATATAATGTCCAGTAGATTGACTTTG11219 A_95_P214962 TA20379_4097

11624 137 64 730 GAAAAGAAATCTGTTAACGTCGATGAGCAATGACAGAACGTCGTTAGAGGACTAAATTTA11221 A_95_P145907 EB449668

11626 137 66 730 CACAGCAGCAAGAATGAATCCATCTGCCAAAATGCAAAATATAAGCTATTATGTAGTGTT11225 A_95_P149372 EB679208

11635 137 75 1958 GATGTATCAGTGTTTCTCATTGTGACCCCATACTTGGAATTCCTCTTGATTATCATTATT 11242 A_95_P007341 AY578144

11641 137 81 627 AATGTCATGTCATTCTCGTTAAGTATTGTGTTAGCTACATTTTTATCTGTTGCCCTGTGT 11254 A_95_P182992 TA13352_4097

11646 138 1 640 GTCCCGATGGTTTACGTACTGTTTTGTGAAATTACCTTCTTATCTATTTTGTAAGACAAG 11098 A_95_P206607 DV157653

11654 138 9 473 TCTTGCTCCAGAGGTCTTGGAAGGACAGTAAGTACTGATTTTGAATTCCTACGCCAAAAC11114 A_95_P079070 BP527676

11658 138 13 1186 TTGAGACGTGGCCTGTGCATCTACTGGTGCTGTGCAGAAACTACACAAAGATATAGTAGA11122 A_95_P204012 TA17975_4097



11661 138 16 962 CAAATTTTGTCAATTGTTAAAGCACGAGGGAAGAGGTGTCCCTTCTTCGCTTAGTTTTTT11127 A_95_P195207 X60059

11665 138 20 904 GCAGATTGTTTCATCTTTGCTAGTATGATTACGAGTGAAAGCTCTTAATGCAATCTTACA11135 A_95_P021531 TA16260_4097

11667 138 22 382 TGCGATGTCAGATTTTGAAATCCCATTATAAAGGGATTTGATGAATGCAAATCACCTTCT11139 A_95_P182062 TA13124_4097

11668 138 23 407 GTATGATATAAATAGTGGTTCACCTATGCACAGTAGCCTGCATTTGGTGGATCTTGCCGG11141 A_95_P238569 AB053097

11681 138 36 418 ACACGCTCTGTATTTTCCTGCCATTGCTTTGCCTTCTGTTTGTTTTTATGTAAACAAGAA 11167 A_95_P122862 DW002807

11686 138 41 382 CCTAAGCGATATCACTTGGGTACAATGTTTGTTCTTTAATTTATTGAACGGATGTGCAAT11177 A_95_P026806 TA21992_4097

11688 138 43 278 CCGCCCCAAATAGTTTGGATAAAGAAAGCTTGTTGATATATTAGTAGTTATATCCTTCTC11181 A_95_P114612 CV021687

11695 138 50 496 GGAGCCCTACTCTTTCATCATGCTTCCCTTTTTCATTGTTGGAAAATATAATGAAAGTCA 11195 A_95_P062730 BP135589

11696 138 51 743 TATTTGGGGCCTTTGATTTGATACGGCACCAAAGATACCAGCGATATGCAAGAAAATGCT11197 A_95_P313563 FG158379

11705 138 60 798 GGATGTATGTTTTCTCTGGCTTTGTGTTAATTCTTACAAGAATAAAGATTTGGGTTCTCC 11214 A_95_P270111 EB677791

11709 138 64 392 TGAGTTCCTTAGCTTTATTTTGTAGGAACATATGGACTGAGCTTAATAGTATGTTGTCCT11222 A_95_P039801 BP129657

11712 138 67 382 TCCATATCTAGTATAGTAGCAGCTTACACATCAGCTTCATTTCTTCTATGAATAGAAGAG11228 A_95_P098893 BP534687

11716 138 71 104 ATATGTAACACAAACTTCGGAGACTCATGGCCTCCCTAAAATTGAAGAGGTCCTGCCATC11235 A_95_P067590 BP136916

11719 138 74 178 TTTCTTGGATTGTACTGGAGTTACAGCTTTGGGACTTGTTGCAGCTCTTTGCCTTGTTGG11241 A_95_P154377 EG649559

11724 138 79 353 AATCTGGGGTAAAGGTTACCATACCACGTTCCATAGCGCATCGGATCTAACCACTATGAT11251 A_95_P113872 CV021352

11725 138 80 675 GTAATTTTAGTTTGTTGATAAAATCTGGTTCCTTTCTCTGTTCTGGCGGTTTTGTACCAA 11253 A_95_P120137 DV999876

11729 138 84 1780 GCTACTGGTGACTAGAACATAATAAATGTATGTCAAGTTTTCTGGAGGTATACATGTATC11261 A_95_P010596 TA14042_4097

11732 139 2 144 GTAAATGCTCGGTTAAGAAAACGAAGGCCCTAGTGATCTGGGTACAAAACAAAGCCTTTA11266 A_95_P041946 BP130228

11738 139 8 855 TATTTGCATGACCAACAAGATTTGTCCTCCTGCATGGCTGAGTGAGCAGCTTGAAGTGTT11277 A_95_P311133 FG164937

11739 139 9 771 GACAAACAGCAGGTAGGTATAACTTCAGAAACAAAGTTTTCTTAGTCTTGCTGTTGTTTT11279 A_95_P294128 EB439747

11744 139 14 921 GATGTGTCAAAGGCTTTTCTACTGTCGTTGTGAATCTATTGTCATGCAGTTAACTTAAAA11289 A_95_P181947 AB079023

11753 139 23 60 GAATCCAAGAAGTCTTGGAAATCGTTATGTCTCCCATGCCACATTTTTGAAAGAAATAAT11307 A_95_P004066 EB643438

11754 139 24 1087 GTGCACTTTTGTTCTCCAACTTGATGTTGTGAGTACCTGGCATTCTTCAGCAATCTGGTC 11309 A_95_P213957 TA20158_4097

11755 139 25 1402 ACTCGAGTATTAACATCTACCGAATTTGGGGAAATACAGAATTTTGTAGTCAGAATTTCC11311 A_95_P007492 TA13337_4097

11759 139 29 691 TATTTCAAAATCTGGTGAGGGTGTAGAAAGTGTAGATCATGTTGCTCCATCTGAGAAGCC11319 A_95_P142612 DV159622

11766 139 36 426 TAAATTTTCCTTCGATTGTACTAAACATAATTGGCTTTCCCCGTCCAAAATCCACGTCAT 11333 A_95_P082115 BP528435

11767 139 37 530 GGTTGAAGTTGGGAGCACGCCCATATAACAGAGGAATACATTCAGTCTTTTCATTTCAAA11335 A_95_P160317 EH619013

11771 139 41 672 AAGCTATGCAGGACGCTGCTGATGCTGCAAAAAGTGCAATGGTTAGTATAATTGGACTGG11343 A_95_P138912 EB442625

11776 139 46 963 CGTTATATGATGTATACGGATTATGATTTTGATCCATCGATCCATCATAATGGAACGTTG11353 A_95_P202907 TA17741_4097

11777 139 47 105 GCCTGCTGTCAACCCCTTTTTGTTATATCTTCATGTATATAGCTCGATAATATTTGTGTA 11355 A_95_P102177 CV015906

11781 139 51 442 TGGTTCAAAGCTGGATCTCAAATTTAAGCGAGGGTGGACTTGACTACTTGGGCAATCCAA11362 A_95_P104037 CV016814

11783 139 53 282 TTCATGCAAATTGTAGCTTCTCAGATGTTTAAGCCTATGATGGATATGATAGATGGGAAA11366 A_95_P111792 CV020374

11784 139 54 356 CCCCCTTTACCTTAATTACCCAAATACTTCAAAGCATTATGCACTACTTTTCTTAGGTTC 11368 A_95_P028676 BP533879

11785 139 55 724 GGACAGTGGAAACATGTCGACATTGTTATTTTCATTCCTGAAATGAGAGTTCATTAACTG11370 A_95_P215772 TA20561_4097



11787 139 57 2369 CACACAAGATGTTGTAAGTTGTTGTTGGACATCGCTAATGTCTATTTGCCTTCTAAAAAA11374 A_95_P239319 AF435452

11792 139 62 739 TTGTCTTCTCGGATCCCTACAAAGTGTCACAATATAATCGCTGTACATCTCCTTATCTAG 11384 A_95_P137702 EB428815

11794 139 64 740 GGCTGCAAATTTAGCCAGTGTTGGCTCCGCTGATTAATTATGGATTGGTTTTGTTGCGAC11388 A_95_P214672 EB678917

11795 139 65 1256 ATTGGCCCCGAATCACTTAAATGTACTTCCCTTGCAACTCAATAAAGTGATACTCATATT 11390 A_95_P159537 TA17140_4097

11797 139 67 681 TGAAATCTGTTGGGAAGCTCTCTAACGATGAGTTGCACAAGTTTCTCCCAATGGAACAGG11394 A_95_P063635 BP135833

11801 139 71 959 GCTAATGGGTATTGATCTCCTATTTCTGTAAATGTTACACTTTGTTGATGTAGTGTTCTC 11399 A_95_P196102 TA16265_4097

11803 139 73 769 TCCCCTCAGGAATAATTGTGATTGATCTGCTTTCTCCTTGTACAGCAATAGTGCTGATGT11403 A_95_P273826 EH623341

11807 139 77 678 GTTTTGAAACCGGTGGGAAAACCTTTATCTATGGATGTGGCAACTTTTGGCAGAACTAGA11411 A_95_P120442 DW000357

11810 139 80 341 TTGGAGGGTCTGCTTTTCTACTTGCATTCTATTATTTGACAAAAGCGTATGACGTTTTAT 11417 A_95_P127007 EB426424

11819 140 4 747 GCATATCCATAATGCTTTGCTTACTCTGAAATCATTGTAGCACTATTTTCTTTCAAGCAG 11270 A_95_P214527 DV158255

11824 140 9 287 GCATCGGCCCCCTGCCATTTTGTAATTTTTGTAACTTGGGATCTTTCTCACATTCCTTTT 11280 A_95_P088488 BP530091

11826 140 11 660 GTTGTTTACCTGCTTCTTGTATTTCGTTATCATGTACCGGACATAGTCATTATAATGTGA 11284 A_95_P125387 DW005177

11828 140 13 89 GGTGACTCTGATGGAAACTGGAGGAATTAGATAATTGAGAAGATGTGGATTTTAGTTATT11288 A_95_P106807 CV018069

11832 140 17 0 TCACGCCAGCGGAAATAGATGATTACCTACAGAGTGATAGATTTTCTTTTCGCTTCGCAT11296 A_95_P297133 A_95_P297133

11840 140 25 428 GTGCATTAATTATAGTTACGCTTATGAGTCGCCGTTGCCCGTAGGCAGACATGTAGTACA11312 A_95_P181212 TA12925_4097

11842 140 27 0 AGGTCTCTTTACAACGTTCTGAAAGCATATTCTGTCTTTGACCGAGATGTTGGATACGTA11316 A_95_P297758 A_95_P297758

11845 140 30 728 CCTTTTGTCTCACTGACCAAGTGCATAAACATCAGGAGGCAGAAGAGTTAGTAACTTACA11322 A_95_P263961 EB449438

11847 140 32 263 GGATTCGATCCCGGTTTGGTTGATGGAACATATTAGATTTGATTTTGTTTCAAGATGAAT11326 A_95_P092863 BP532023

11848 140 33 442 TCCCGTCGTAAGGGCTTATGTGTGACACTATGGAGTGATAGGAAATAATAATTGTTATTG11328 A_95_P196312 FG622275

11849 140 34 489 TTGAAGTTTTCTCTGTGGCTGTAAAACACGCGTTGTTCAAGAATCAATATCATCTTGATT11330 A_95_P020391 FG644307

11854 140 39 496 TTAAGAGAGGACAAGCAGTTTAGAAGGGACTACCCTGGTGCATCTACAATTTCAACAGAA11340 A_95_P239819 AJ496227

11855 140 40 395 CTGATGATTCTCAAAGTCACTCTGCCACAACTAACTTTGCAAGTATATTTGCTTTCTCTT 11342 A_95_P159937 EH618507

11869 140 54 236 GGGCTATTTGGGGAATTAGGCTTAGGATTATCTGGTAAATTTGGGAAACTAGTTTTCCTT11369 A_95_P002226 AJ718017

11870 140 55 238 TACTTGCTCCCAGGAATTGCAATAGCACATTGTTATATAAGGCTGCCAAGAGTTTTTTCT11371 A_95_P099513 BP534956

11875 140 60 854 AGGTTTCTGTGGAAAAGTAAAAGACGACCTGCTAAAAAAGTTATGGTTGTAAGTGCCGCT11381 A_95_P246952 EB426347

11882 140 67 234 GGGTCTAAATACGGCTCCTACAAGTTTGAATTCATTGTATCTGATATATTGTTTGAACTC11395 A_95_P027176 CV016731

11884 140 69 517 ATTCTCCCTATTACTGTCATGGTGGTGGATTATAACTGAAAGGTCACTTTTTTGGGTTCT 11397 A_95_P027666 TA17147_4097

11889 140 74 876 CCAGATTATTTGTGTTAGTCAGCTTCTTTCCTATGGATATGAAGATGAGTACGGTATGGG11406 A_95_P203357 TA17837_4097

11891 140 76 755 CCCGTCACTAGAGTGAAAAGTATTGAGCTCGATGATGTACTTTCCACCAATGTGTAAATT11410 A_95_P164757 EH624061

11892 140 77 791 AAACACTGCCCCTATTGTAACTAGGCAATGTTTAGTCTTGCATTCGTGAGCCAGTTGACT11412 A_95_P194167 EH622303

11893 140 78 572 TCCCTTGGGAACCAAATCTTCAGAAAGTTAGTCAGACTCCGAATGGACTGGATCCAAATC11414 A_95_P082460 BP528518

11895 140 80 453 ACAGTTGAAGCAAAGTATGAATATCCAAACATGGCATTCAATTAGCTGTAATGGAAGTGT11418 A_95_P211982 TA19732_4097

11896 140 81 576 GATGACCCAGATAATGCTTATTTTGCTCTTATTTCACAGCATTGTATCCCTTTACACTCT 11420 A_95_P139162 FG144494

11899 140 84 1209 TAGGCATATCAATGTATTGTGTGTGCCAAATTCAATAATATGTTGACGACCAAGTTCGTT11426 A_95_P031626 TA18069_4097



11902 141 2 837 TCTGGAGTTTACAAGCATGTAACAGGGCAAAGTATGGGAGGCCATGCTGTTAAGCTTATC11431 A_95_P245427 EB438565

11904 141 4 514 GTGGATTAAGTGTTGATGAGGATGTTACATAGTAGCTAATGTTGTGGTGATTAATTACTC11435 A_95_P124057 DW003905

11907 141 7 574 TATAGTCAATTTTTGGCCTAAATTTGGTGCGCCTGATTTGTTAAACACCAGGAAGCTTTG11441 A_95_P143307 EB446652

11916 141 16 614 TACATCCTTATTGAGCCTTTGCTGCCTAATCCCAAATGATGGGCGTTCGTTCCACTGATA 11458 A_95_P297933 FG639155

11917 141 17 362 ATAATTAAGCCATTTTTCTCCTGCTGTAGTTCCAGTGTCCTAGGAGTGGTAACACTTTGA11460 A_95_P051801 BP132744

11918 141 18 332 TCTTCCTCTAAACTTTGTCGCGGGTACCTTTGTGTACATATTTATGTTAAAGCTTTCCCT 11462 A_95_P140817 EB444644

11919 141 19 415 TGCTGCAGCTTCATTTGGTCAGGTGTATAAAGGGAGTATACTCAATGGTTCAAGTGTGGC11464 A_95_P088128 BP529967

11927 141 27 1421 GTCACCTAAGTTGTTACTTGCACATATATTTCCTGACCACATTTTGTTGTCAAGTTTTGT 11480 A_95_P027486 TA14793_4097

11929 141 29 791 TAAGGAGTGGTACACGAACCATAGGCGAATTTAGGATTTAAACTTAATGAGTTCAGCCTT11484 A_95_P021916 EB677429

11934 141 34 524 TCTCTCTACTTCCTAAATGGATGTTTGAGCTTTCATTGCCAGCATTGCTTATGATTTAAG 11494 A_95_P019821 FG641597

11938 141 38 991 CTAGTGATGATAATGATCCACAAACCTTGTAAATAAACTCCCTTCTTTTTCTCCATTCCT 11502 A_95_P010391 TA13920_4097

11940 141 40 847 CCAACTAAGGTTGATAGAAGTGGTGCATATATTGTAAGACAAGCTGCAAAAAGCATTGTT11506 A_95_P188517 EB677645

11951 141 51 908 TGGCACCTTTTGATGTGCAGAAGTTTCAGCCCCCATATGTGCATTATGATGCTGCTTTTC11527 A_95_P227534 DV161802

11952 141 52 1590 CAGTGGTCACATTTTCTGAGATGCTAAAGAGCATCATTATAGATGTAAACGAATTCGTTA11529 A_95_P018481 TA14633_4097

11953 141 53 596 AGGTACTTTGTTCTGAATGATGTCTTTCATTTGTATGAGAGGGGAGTGAGCTTCTCAAGC11531 A_95_P164967 EH624431

11956 141 56 68 GCCCTCATGTATTGCCAATGTAATTTCTCCTCTAGCAAACCATTATGTATTACAAACTAT 11537 A_95_P202232 TA17591_4097

11957 141 57 832 CCCAACTCTAAATGGATGGCTGCTTGGTTATCCTATAGTTTACCTATTTGGGATGTCTCA11539 A_95_P146727 EB450849

11959 141 59 646 TGTGTAACATGGGGTCTAATCGTGATGGTGATGGTTTACACCGTGGGACATATATCAGGA11542 A_95_P316698 FG196196

11962 141 62 120 GAAATTAACGGTATTATAGTCAGCCGCCTCCTCCAACACCAGTAGTTACAAATCACACTC11548 A_95_P170064 EH664817

11965 141 65 106 TACATGTAGTGAGAAGGTAGACTTTTCCCATGTGATGCCACCTTCCATACATCATAATCA11554 A_95_P108867 CV019042

11967 141 67 786 GAATCGACAATGTAGTCTTACAACAGAAATTATGAATACCTAATTGGTTGCCTATTGTGG11558 A_95_P009381 TA13492_4097

11969 141 69 193 TATACTTCCAGAGGAGCATTCAAAAGCAAATCCGAGACGTGAATCCCCTCATAAGGTAGC11562 A_95_P132647 EB433208

11971 141 71 0 GGCTGTATTTTAACCAAGCTTTCCCCCTTCACTCTTTCCATTGTCAAATAAAAATAAAAC 11566 A_95_P285963 A_95_P285963

11974 141 74 778 CTCTGTATCATGGTTGATTTATTTTAGGGCTCTCAAGTCAGGGCCATATGCTATTTAAGT11572 A_95_P014916 EH615319

11976 141 76 162 CAAATCGGGGATTATTATCGGGGGATACAAACAGAGTTGTTCTCATAAATACAAATCAAT11576 A_95_P092078 BP531630

11977 141 77 1392 GCATTTGGCTGTAGACATAGTGATGATTCTTATCAAATGCATCACATTCACACTCAAAAA11578 A_95_P251732 AJ271749

11979 141 79 784 ATAATAGCAGATCAGTGCTGCAGTCGTGATCTCACAGGCTAAGAGAATCTCCTGAAGTTG11582 A_95_P312248 FG160767

11980 141 80 776 CGCGGTGTTTTCTGTATCTTGATGGCTTTGTAATTTTTATTTACCTGAATCCATCTGGAC 11584 A_95_P296083 EB449797

11981 141 81 698 TGGATTCTGTTATATTTTCCAGCACAAACATTGTGCATGCGAATACAATGGATGGCTTTA11586 A_95_P162437 EH623509

11988 142 3 661 ATCACGCTTTGGTAACCCTCCATGCGACAATTCACAAATATTGTGTGATCAGCTTGAACG11434 A_95_P315018 FG194337

11991 142 6 501 TTATACGTAGTTTCTTGATTGTCTGGTCATCCCCTGCTATGTATGTTCATGCCGTCATAT 11440 A_95_P004691 TA15684_4097

11995 142 10 610 GATGCCAATTACTGTAGCTTTCAATCATTTTGGAAAGAGATGGTACAGAGAATGCCAAGG11448 A_95_P005991 BP128327

11998 142 13 1931 CCATGGGTTGTTCTGCGCTCTTTTGTATTTTCTGGGTTTTGGGGATAATTGGCTTTTCCC 11454 A_95_P188742 TA14638_4097

11999 142 14 433 AAACTTAACTGAGTATGTATTTACCTGTCTCCATAATGAAATGTGTAGTTGAGCATCGTG11455 A_95_P156202 EG650462



12000 142 15 703 TTTCTACAATCATTGGGTCTTGAGAGTATGCATTACATTTCAGCTGAAGAAGTTGATATG11457 A_95_P164797 EH624132

12001 142 16 443 TTTTTGATTCTCAGGACAGGTTGAAATTGGCTGATTTTGGATCTGCGGAGTGGTTTGTTG11459 A_95_P217727 FS407656

12010 142 25 630 AAGATGTTTTTGGTGCAACAGATGCTTTTCAGTGTCAAATGGAATATGAGTGCTATGCAG11477 A_95_P210817 FG641774

12014 142 29 773 TGTGGTGTGTGCAGGTGTGAGAAAAATATGAATGAGTATATCTCTCTCTCGCCTCACTCT11485 A_95_P216347 TA20685_4097

12017 142 32 805 ACCCACTTCTAAAGGACTGTGAACTCCTTATCATGGATGCTTTGCGGCCAGATAGATCTT11491 A_95_P146992 EB451223

12019 142 34 808 GCGCCTATGGGTAAGTAAGGCAGCAAGAAGGTACTGTGATTTTATTTGCAAAATAAAAAA11495 A_95_P263461 EB450466

12025 142 40 427 TAACAAGTCCATTGAGATTCGTAACTTCCTTGGCGAGAAGAGGGTTAGGAAAGTGGACAT11507 A_95_P102577 TA11943_4097

12035 142 50 362 TGCCATTTGTGAGCTCAATTATGGAGCTTGCCTAACTCTGTAATTTAAAAGATACTCTCT 11526 A_95_P151702 EB681945

12037 142 52 352 ACTTTAGCTACTTGTCTGTTGTTGCCTATTAGCTTCATCGTTGTGTTCCCCTCCAAATTT 11530 A_95_P024266 FG636220

12040 142 55 641 CTTAACAATGGATTTCACTTTTTGGTTTGTGTAATATACAGCTCCTGGATTTCATCTCAC 11536 A_95_P177812 FG158081

12041 142 56 313 CTTCGTTTGATTGGGTTGCAACGTGATGATCTGCCTACAAAACCCGAGATGCTTACAAAG11538 A_95_P058136 BP134401

12044 142 59 585 TGTGGATGCTTGGTTGGATTCGTTGCATTATGGTTGTGTTGTGAAGTATGAATTTAGTAT11543 A_95_P065865 BP136446

12054 142 69 349 GCTGCTGTTCTGTATTGGAATTATTAGTTGAGCTCTACTGCTTGTTTGCTTAAGAGGTAA11563 A_95_P163687 EH622784

12056 142 71 774 TCGAATTCTTGTACTTGGGCAGTCTGCTTCGCTTGCAAATCACAATTTTGCTGTCATCTT 11567 A_95_P218662 TA21226_4097

12062 142 77 752 TAGTCGGAAGAAAATAACTGTAGTAGTCTACTGTTGTTTGTCTGCTTCTTGAGAGACAAT11579 A_95_P142297 EB445810

12063 142 78 380 CCTTCATTTGATCGAAGCTTAAAACCCGAGGATCTGCCACAAAGGAAGGACAAAGATAAT11581 A_95_P127217 EB426686

12068 142 83 553 AACTTCTGATTGAAAGAGAAGATCATGGAATTGCACTATACACTCTGTTGAAATAATGGC11591 A_95_P031826 TA16803_4097

12070 142 85 816 ACCGACGCAGTGGACTTTATTATCTTCCTCCCTTATAAAGGCACCAACTCTCACAGATTT 11595 A_95_P301478 FG171813

12072 143 2 606 TTCTTTTATTTGCTACGTTCCCTGAACAGTTAAAGAAGTGGACAAGAACAAGCCTGCTGG11598 A_95_P216647 TA20751_4097

12073 143 3 627 TTCCTAAAGATGAATCCCCTTCGCATTGGGTTGAAGGGAAAGCCTTATCCCTCTGGAAAT11600 A_95_P161042 EH619747

12074 143 4 347 GACTGCTCTATGTGTAAATACATCAGTTTTTATCCCACCCTTTATAAGTTCATAGTGCAA 11602 A_95_P030156 CV020316

12075 143 5 280 CTGCTTCAGCTAGGTAAGTTCCAAGATTCCTTGTATTGTGCTTTCATTTGAATGATTAAA 11604 A_95_P006796 EB431057

12076 143 6 785 ACCGAACTCGTAGTTATAAGGCTGCCTCCACCCTGAGTAGTACTATGGTCTATTATTGAA11606 A_95_P296303 EB451287

12078 143 8 225 TATGAATTATGACAGTTGATGAGACCTCGATGCTTGCTATAACCTACTTTTGGTGTTTAC11610 A_95_P202397 TA17625_4097

12079 143 9 545 TCCTACTGATCAGGACAGCATGTTATGTTTATTTCACATAGTTTACATTCCTCTTCAAGC 11612 A_95_P307203 FG637773

12080 143 10 457 GAGGACAAATCAACTCCTTGTATATACTATATAGGATGTAACTTATATCCACTGACAGTG11614 A_95_P027326 BP134187

12086 143 16 90 GTCTTCTTAAATATTGGAACTCCGAAGCAGTCCAGAAAATGTCCAAAATCAATACCGAGA11626 A_95_P144322 EB447310

12087 143 17 289 CCCTAGTTTCCAATCCATGTTGACACAACTGGAATTAAGTTTTATGCATTGAATTTGACT 11628 A_95_P208517 TA18985_4097

12091 143 21 809 GCTCATTTACTCCAAGTATACCCTGCAATTGATATATGAGCATAGCTGTATCTTCGCTGA11636 A_95_P296808 FG136523

12092 143 22 641 ACGACTTCACTTTTTGTTGGCACTTCGTAATTTTGAGATGTGATATTACCATGTGAACTT 11638 A_95_P017926 TA17390_4097

12093 143 23 586 GGTGGTACTTGAGAGTTAGCCTTACATGGGAATTACTTGTTCTATGCTGTAATTATTATT11640 A_95_P027491 EH617143

12094 143 24 872 ATACAATCATGCTTGGTTCATATACTGACTATGATGAGTACTCTGATCAATATAGATGGC11642 A_95_P208147 DV161905

12095 143 25 481 ATGTGTTTCAAGGGTTTTGGATATCTGAAATATTTAGTAAGTTGGATACTGGATTCCCCA11644 A_95_P263311 AM828261

12098 143 28 523 AAGGCTTAATCTTCCCAACTACCCCTTCGTCAAAGGAGTCTTCCAAGGATGATTCTTCTT 11650 A_95_P158652 EH616548



12101 143 31 887 GATAGTCAATTATTGTTGCTCTTCCCTGTACTATTTATCTTGCAGGGATTTGAAGCATAT 11656 A_95_P294663 EB442981

12111 143 41 760 CCTCTTGCAATGAATACATCATTCAATGTCTGGGCAAAGGCAATTCAATGAAATTACAAA11676 A_95_P119822 DV999410

12113 143 43 747 TTTTCCGTCACGAATGGGAAGTATATTGTAAGCGGCTCAGAGGACCGATGTGTCTATATA11680 A_95_P144637 EB451710

12116 143 46 649 TGTATTGGAGGATAGGAATGATGCGGAAGATGATTTCTTTTACCCAGCATCTGGATGCGT11686 A_95_P053896 BP133305

12117 143 47 840 CAGAATCCCACTTCAATGCCTCTAATGTAATCCTTATTGGCAAAAGCTAGTTAATTACTT 11688 A_95_P018646 DV160117

12126 143 56 1927 TGGTAAGGATGCTTGTGAATTATGTTACCATGAGACAAAGGAAATGGTGCCCTGAAAAAA11705 A_95_P239534 AY081175

12133 143 63 79 GTCCTCAGCTTTGATGAATTCAGAGTTATGATGACAAGTTAGAAGAGTTCAGAAAGAAAT11719 A_95_P003201 CV021135

12136 143 66 472 CTAGGACCTCATAGGATAAGATGTCATATTTTCCTCATCTTTTAGTCCATTTTCCCTGTT 11725 A_95_P049366 BP132145

12139 143 69 838 AATATGATGGTGGGTGCTTCTCACATCAACTGCTGTAGGAAGCTGCGTAAAGACTACAGT11731 A_95_P266586 FG144602

12140 143 70 710 TCTCTAGATTGAAAGAGCTGCTCAGCCGCCTATTTTTACCCCTTTTCTCGTATCGAGCTT 11733 A_95_P130722 EB450467

12141 143 71 377 TTGTCTAAAAGCATTAGCAAGCCTGCATTGCTGGCCGACGATCCAAACATGTACTTGCAT11735 A_95_P278793 AM838831

12142 143 72 1041 CACTGTTTTGGATGAATAATTCTGCTGGCTGCTTGTTAAGAGATTTTCTCATGTTTCAAA 11737 A_95_P007026 TA20978_4097

12145 143 75 346 CAGACAATACAATGTTAGCACTATTATACAATGGGTTTCCGTAGTTTGAATGAAATGGGA11742 A_95_P002411 FS416760

12146 143 76 346 AACAACAACAGCAACAATCTGGTAGCTCTGGCTTTATGGAAGGATGTTTGGCTGCACTGT11744 A_95_P000591 FG193869

12151 143 81 849 CTATGACCGACGAGCTTTAAGATGTGAATTTGTACGGTAAACATTGAAGTTCTCCTTCGA11754 A_95_P013066 TA13881_4097

12154 143 84 950 TTTGCATTTTCTGTGTAATATTTGGTGGGCGTTTGGACATAACAATCGTAAAATTTCGGG11760 A_95_P029681 TA16286_4097

12156 144 1 344 GGGTGTATGGGTGGTTGTCATTGAAGATAATGTGAACATGGACTATATTTATTATTTCTG11597 A_95_P133067 EB434138

12160 144 5 871 CTTGTATGCAGAAAGTATGAAATGCATTTCCTGCTGAGGCAGCAAAATGCTGCTTTTAAG11605 A_95_P200542 TA17229_4097

12161 144 6 1049 CAGGATCCATTTGCTGCATCTTTGACTGTTCCACCTCCTTCATATGTACAAATGGCGGAT 11607 A_95_P112872 TA13518_4097

12162 144 7 98 CCGGTTGGCATCAGATCAACACTTTAATCAGCTTATAATGCTATACTTGATCTGATAATT 11609 A_95_P163872 EH622917

12163 144 8 437 AATAAACATTCTCGCCCACATTATGGGATGAAGGAAGACAGATTAAAAGGGCAATGCAAC11611 A_95_P283293 AM799615

12164 144 9 625 GGTCTGAGTGATTTGGAGCGAAGCAACTAGGAGTTGGACGAGCTTGTATATCTTGATTAC11613 A_95_P135772 DW000043

12169 144 14 535 CTGTAAAAACTGCTCTATGTGATTAGTGATGACATTCATTATTCCAAACAAACCACACCG11623 A_95_P021091 BP534904

12171 144 16 854 GGCCTTGCCCCATGTAGTCTTTTGAGGCTTTTCATTTTATGCTAAAGCTTTCTATTTTTA 11627 A_95_P009676 EB449882

12172 144 17 17 ATATTTCGTCAATGCAGCTTGCAAGCTGCAGAGAGGAGAGTCATATGTAACTTTATAACT11629 A_95_P095798 AJ718758

12174 144 19 818 TCCCAGCAGCATGGCATATACTGGCCTTTATGATATGTTTAGATTCTTTTTTGTTCTTTT 11633 A_95_P187872 EB678181

12176 144 21 794 GATGTTGATTGAAAATTGTGACACTTAATCTTTGTAGCAGTGGCATGTCAGTTCCTTATA11637 A_95_P245807 EB451770

12178 144 23 822 ATCGACTGATGAAAGGAAGAGAATTGAAAGTGCCGAGTTGTTGTGATGTGGGCTGTACTG11641 A_95_P285228 FG148388

12180 144 25 1106 GGTCTAGATTAGCTCAAGGATGAAAATGTTGCTGTTATTGGATGTTGATATTGATGTTTC11645 A_95_P214827 TA20348_4097

12181 144 26 685 CCCCTCAGTCCATCTGATCTACAATTGGATCATAATTCAACAAGTAAATATACCTATCTT 11647 A_95_P017166 TA13094_4097

12182 144 27 692 GATCACCTATTTGAAGTCTTGCTTGACTGAAAGCGCTCTCTGATGCAACAGTTGAAGCTT11649 A_95_P289468 FG643691

12185 144 30 745 CTCTCATACATTGCTCTTGATTTCGAGCAAGAACTAGACACATCAAAGACTAGCTCTTCC11655 A_95_P128138 EB427675

12187 144 32 502 CTTGTAGTGAAATTAGAGCTGGCCATCTTAGTGGTGACTGTCATTACAAACGGGAACTAC11659 A_95_P071180 FG177765

12194 144 39 310 GGTTGTCTCTGCTGCATACAGTAGAAAGAGTGTGTATCTCAAAATAAACTGATAAATCAA11673 A_95_P157492 EH615541



12197 144 42 901 TAAAGTCAGATGGCCTATTTTTGGCAGCTATTCTTGGTGGAGAAACATTGAAGGAGCTGC11679 A_95_P296943 EB680517

12198 144 43 491 TCATACTTCCTTTTTCCCCCTCCATTAGGTGTTCTACATCATACTATACAAGGCAAACTG 11681 A_95_P255774 AM842133

12199 144 44 439 TGGCATATTTTGAAGTCATTTCTCACTTGGTCTGACCAAACAGACTCTACTGGGGAATTT11683 A_95_P033594 AJ632860

12200 144 45 400 CCCGGACTAAGCCCAGGCCCAACGGCTATTTAATATTGTTTTAATATTATTTTTAGCGAT11685 A_95_P037493 BP129019

12202 144 47 441 TTCTGTCAACTTTTCCTACTTTACAGTCACATTAGGAGCAAATCCAAGTTTCTGCGTGGA 11689 A_95_P273136 AM818734

12203 144 48 734 GAACTTGAGCAAGTCATAATTGGTGACTTTCTTAAGCTTCTTCGGTAGAATTGATATGAT11690 A_95_P272796 EB678279

12204 144 49 252 GGGCAGTGCTCTTAGTTCTGTAACTAATTTTGTTAAAAGTTGTGGCTTATGAGCAACCCG11692 A_95_P213672 TA20098_4097

12206 144 51 0 CTGGGATTGCTTGTAGAGCATAGTGAAAATGCAACTTAGTTCAAATTGTAATCCTTACAC11696 A_95_P309318 A_95_P309318

12209 144 54 496 GGGTTTCTTTCTGAATTGTGGTGGTTGTGCCTTGATTTTCAGATAATAAATTTGGTTTTC 11702 A_95_P002436 TA12805_4097

12213 144 58 556 GGTTGTGCTGTCATGAATATGGATTTCAGGTTTTCTGGTGTTATATCAGAGTATTGGTTC11710 A_95_P153977 EB684143

12214 144 59 1045 TTTGCGCCATTCTAGGTAATGATGTAGTAATATACTCCATTCTTTGAGACGATTGTGGTA11712 A_95_P008011 TA16773_4097

12218 144 63 432 CTCGATATCATGGAGAACGTGCCACCAATATGACAACATATCGAGATGCCCTTATATCAT11720 A_95_P145202 TA14564_4097

12222 144 67 483 GATAGCTGATTCATACATGTAAAGACATGCCGCAGATTATTCTTTCAACAATGTGTAACT11728 A_95_P025561 TC59594

12224 144 69 870 GATGTTCCTGCTCCCACTAACACAGATTTGTACAGTCTCTCCCAACACTAAAATGCATGT11732 A_95_P233634 FG159928

12227 144 72 730 ACCATGGTTGATGGTACCTCTAACGATAGTGTTAATGGTGCTTAAAGCTGTTCTTTTCTG11738 A_95_P232319 DV999927

12239 144 84 627 AAGTATATCCAGATATCTGTTGAATCCTGATGAGTACTCATATATCAAGTTCATGAGGGT11761 A_95_P027441 TC67685

12241 145 1 812 AAAGAGAGGAGCCAGATATTGGTGATTCCTCTAATTTTAAATAGTGACTTGGCTCTGTTA11764 A_95_P215067 TA20404_4097

12242 145 2 1098 ATCTCCCCCTTCATTTTATTTGAACTTGTTTGATTCGGGCAGAGTTAGTGAAAAAGAGAG11766 A_95_P027661 TA21617_4097

12246 145 6 547 TAATGAGGCCCTTCCATCTGATTGTAGACCAAACTTCTCTGCTGCATGGTTGACAAAGGA11774 A_95_P262341 BP135370

12250 145 10 694 GATTATGATGGCGTATATGATGATATGAAAATGAAGGCTGTCCAACCTCGAGCTCAGGAT11782 A_95_P138047 EB441765

12251 145 11 687 GTTACACTGTAAGGCAAAGCCTTTCTATTTATCCTGCTGTGTTAAAATTCCACTAGTAAA 11784 A_95_P288528 DW003497

12252 145 12 512 GCAAGGATACCAATCGATTGGTATTGATTGATTTTGGTCTGAGCTTTACATCAACCCTTC11786 A_95_P148307 EB677576

12259 145 19 715 GTGTTTGAATCGATTTGATTTGTGGAAGATTTGAATCTTTTGTGATTGTTCGGTGTTTGG11800 A_95_P215602 EB438670

12261 145 21 809 TATGATGAATGACATTGAATTAGTGCTTAAGGCAATGGTTTCTGTGCATTGGTATTTCTC11804 A_95_P205852 TA18379_4097

12262 145 22 907 ATACGATGAAGGAGATTGGAGCTACTTCCAAGTCATCTGCTGTGTTTATTCCCCATGGAC11806 A_95_P126487 EB450618

12272 145 32 0 CAGAGCGTTGTTGTGGATCTTAAAGTGATTCTCAAGCAAGAGAGAGTGAGATGGCTACTG11826 A_95_P258596 A_95_P258596

12275 145 35 823 ATGGCTTCAAGCAATTTGTAGTGGGTCAATTATGTATTTGAGTGTAGCATTATGTTTCAG11832 A_95_P206047 TA18421_4097

12277 145 37 591 GATGCAAGTGGGATGTTCCTTTCGAGAGTATGCTTTCGTTTTGGATTCTATTGGATTAGC11836 A_95_P161527 EH620236

12279 145 39 684 AAAGTTTCGCCCCCTGTTGTTGAGACTCACTGAGTACAATGGATGGTACTGACATTCTCT11840 A_95_P134727 EB437409

12281 145 41 503 CCCGGTGTTTCGAACAACAGGAGAGATTTTGTACATGCTGTATCATTACCTAAAATCACT11844 A_95_P066600 BP136643

12286 145 46 155 CGATGACAATGATGATGACGATGACGATGACTGATGACGATGACGATGAAAGATACGGAA11854 A_95_P064610 EB445150

12289 145 49 270 AGAGCCCTCTTAATAGCCTGCTGCAATACCTTTAATTGGAAGAACAAGGAAGGATGCTGC11860 A_95_P002093 BP129711

12302 145 62 0 TCAAACAGATCTGCCTAGATCTCTCATTGATGACGTGAATATGCCAACACAGACACCAAT11886 A_95_P236104 A_95_P236104

12305 145 65 898 GTGGGTGAAGCGTGGTGAATCCACACATTCTGTTTGAAACATCAAATAATTTATTCAAAT11892 A_95_P194032 TA15805_4097



12306 145 66 819 TGTTTCGATGGATGTTTTCTGCAGACTTGCAAAAGATAATGCTTCCTTTTTTCACATCAA 11894 A_95_P013901 TA13753_4097

12310 145 70 839 GGTTGAGTTTGTTTAAAGCTTGTTCAAGTTTAACAAATTTGAAAGTTGTTGGTCTGGCTC11901 A_95_P023971 EB449629

12317 145 77 544 AAGGTTTGGCTCATACGTATGTTACTTTATCTGTGTATGACAGAGAACTTTTAGCCATAT11915 A_95_P121902 DW001989

12318 145 78 264 ATTTGAGATATTGTCCATTTGTCCTCTGGTTAAGGAATGCCCACATGAGTTCGTCAAAAT11917 A_95_P092008 BP531602

12319 145 79 513 TTTTGGCCTATTTCTGACTTCCGTTACTTCTAAGCTTCAAGCATGAAGGAATTCAAAAGC11919 A_95_P158332 EH616324

12320 145 80 862 CTCAATAAGGCCCTTGATACCTTCAACACTGCCGTTGTATCTCCTATATACTATGTTATG 11921 A_95_P208347 TA18949_4097

12333 146 8 416 GCACCTCTTGCATATGCTGAGTTTAGGTTAAGTAGTCTAGTTTAAAATGTTAACTTTCAG11779 A_95_P211212 EH621285

12338 146 13 684 TCTGAAAATTCAGAGTCAGATTTGAGTTCGCAGCGTGTGACACTTGGATTGAATGCATCT11789 A_95_P086500 FG152206

12339 146 14 752 GAGAGGGACTGGAATTTGGAGGCTAATGTTGAGAATGGCAAAATGCTGTATGCAGAATGA11791 A_95_P244017 FG638547

12340 146 15 822 AACTTGTCATACTATTCTGGATCTCTTCTCGTGCACGCTGTCCTTTTCTTTTCCTAGTGT 11793 A_95_P126612 EB425931

12342 146 17 779 AGCAAACATCAAAAGGAAACGCCCTCCTCCAAGAAGAAGTAGGAAGTGTGGTCGAATGAT11797 A_95_P121247 DW001268

12343 146 18 112 CATGTACTCGAAAGAACCATATTTTGATGTATATGTGGAACAGTAGCAATTGGTTTACCA11799 A_95_P257419 EH623419

12345 146 20 231 AACTCTGGTCACCGCTCACAGATAATCTTAATTTCCGGCCAATTATTGAGTTTTGGCGGA11803 A_95_P158912 FG643060

12346 146 21 613 CCTTCTTTGTTTGTGTTGCTGCAATTACTATGTTGATAATTCTATGTTCGGAGCAGGGGA11805 A_95_P129237 EB428951

12350 146 25 875 TAAATCTACAGATGACCCTCTCCTCCCTATCGCTTTATCACTATTATTGTGCTCCTGGGA 11813 A_95_P288203 FG167361

12354 146 29 349 TCATCCATAGAAGGAGTTTAAACACAAGATTGGTTATGTCCTTTTCAGTTTAATCAGCCT11821 A_95_P105277 CV017392

12357 146 32 768 GAAGCATGCTCTGACCCTCTTTACAGATTTTATTGCTGTTTTTGTGCGAATTTTAATCAT 11827 A_95_P135927 AF390556

12358 146 33 378 CTGGAGAACTTTTTATGGATGTCACTTGATTCATAAGATGCTTGGTTTAATCAACTCTTG11829 A_95_P023146 AM824341

12359 146 34 725 TGATCATGTATCATCCTTTGCTTTCTCATTTTGCCTTCTGATGGTAATAAGTGGATGGTG 11831 A_95_P182182 TA13150_4097

12363 146 38 365 GATGGAATAGCAACTCCAAACCACTTCCTTAAGGCTAAATGTCTTTTGCTTTTGTACAGT11839 A_95_P131342 AM806952

12364 146 39 698 GAATGCTTCTGTAGTACTGTGCGAACCAGACTTTAGAATTATAGAATTATGGCAATTGAT11841 A_95_P026546 EH618938

12367 146 42 835 GCTGGCATTGTAGAATGTGCCTTTGTGTCTTCTCAGGTGACTGAACTTCCATTTTTCGCA11847 A_95_P230799 DV157984

12372 146 47 439 ATCAAATACAGCATTTAGTGTAGTGGGAGCCTGGGTTATTGAGAGTTTTGTACATCATTT11857 A_95_P204352 TA18047_4097

12374 146 49 706 TGATCGTTTGTTTGAATACAATCAGACACTTCGAAACCAGTTGCAGTCAATAAGCCATGA11861 A_95_P144677 EB448177

12376 146 51 682 TGAAGGTCAACTTTACTACAGTTTGGCCAGGAATTTTGAGAAGTATTTGTGGTACTTTTG11865 A_95_P232594 FG643793

12377 146 52 1445 AAGGGTATCTTTATCTCCTGGCAATTTGGTCATTGACGACGAAGATTTTTGAGTTGGAGA11867 A_95_P303508 TA15330_4097

12380 146 55 766 CCTCTGGTGGAGACTTAGTAGAAATGAGAACTTGAGAAGTAATGAATGTTGTAATAACAA11873 A_95_P117947 DV160934

12381 146 56 693 GTCATTTAGTTGATGTTAGAGTCTGTCATAGTCCAGTTAAGTTTGTCGAGTCTTTTGTTA 11875 A_95_P206782 TA18593_4097

12390 146 65 627 ATTTCCGGTGAGAATCTGCCCGTTTCCGATACTGAATCCATTCCACATGTTTCTGTGATT 11893 A_95_P132745 EB439272

12392 146 67 520 TATCAATGAAATGGATGGGAAAGAGCTGCTCGCTCAGCCAATACATGTTGATTGGGCATT11897 A_95_P148178 EB683371

12393 146 68 758 TAAAAAAGAAAATTCTGCTGATGGTTGAAGTTGGTGGTCTGCATGAACTTGCTGGTACTG11899 A_95_P153112 EB683435

12399 146 74 909 ATGTGTGAATGGAGAAAGCTACTGGTAATGCGTCTCTGAGTTGCATTCGGTCCTACAAAG11910 A_95_P008081 EB680954

12401 146 76 630 CTATCTTTAGTGCATTTACATCAATGTAAAATTGTGCGCCATGTATTGGGCAATTTTAGG11914 A_95_P090943 TA14293_4097

12402 146 77 266 TCCTATTGTCTTGTTTGTGACAAGATGTACTGCACTTTGAGTGGTATTGTGTCTGCAGCC11916 A_95_P112202 CV020573



12403 146 78 772 AACTATTTGCTGAGTTAGAGGGTAGATACCAGTTCTAGTTCTGGCACAGCAGTTCTCCGA11918 A_95_P241694 FG147471

12405 146 80 385 TTTTTCGTCGAGATTTGCGTCGATTTCGGTTTCAGCTAAGTCTTCAATGGATTTGGGCAA11922 A_95_P089613 BP530570

12406 146 81 737 ATGAGCATACCATCTCCTAGTCATTTCTGCAATTTTCCTATTTTCTGCGTTTAGGGGGGC 11924 A_95_P028986 EB428319

12409 146 84 391 ATGAATCCAAAGATGGACTCTTGGATCTCCCAGATTTTCCTCATGGTTTCCCTAAGCCAG11929 A_95_P050731 BP132468

12412 147 2 392 TTTTATGATGGCTGTGTCAATGTTGCTTCTTTGTTTTGTTACAGAACTTTAGGTTTCCTC 11934 A_95_P105752 TA15420_4097

12417 147 7 689 ATATACATCATCTGACCCATAAGAGAACATACTTTGCCAGCAAAGGCAGCCACCGTTGAA11944 A_95_P159447 EH617653

12421 147 11 549 CTCGATGTATCTCAGGGTATATACTCTTCTGCATTCACCATTAGAAATAAAAGTGTGCAA11952 A_95_P122057 DW002115

12423 147 13 812 AGTCAAAAGGAGAGCATGTAACCATCAGATCTTGGTGAACTCATTTACATTAACCGAAAA11956 A_95_P115462 DV157688

12425 147 15 365 ATGATACTACGACGACTGGTTAGGTCGTCTGTTTGTTAAAATGAGATTCATGGCTGATTG11960 A_95_P129857 EB429800

12427 147 17 830 TGAAACTCTTGAGAAGTGGGTCACTGGTGCCTTTGCTGGTCATACAGCAGTTTGTTTGAA11964 A_95_P150382 EB680474

12429 147 19 520 CACTACAAAATATTTCCTGCCATCTTGATTAATCTTGTAATCGCTGTGATTTTAGTGTGG 11968 A_95_P000231 CV020114

12430 147 20 1680 GCTAGATACTTCTCATTACCCCTACAAGAGAAGACTAGATGCTGTAAAAATATTCGTCTA11970 A_95_P130902 DQ399915

12436 147 26 789 CTGAGAGGAACTCTCGTGTCTTGTTTCTTTCATTTACTGTAAGACATTATGGTCATATTT 11982 A_95_P018521 DV160610

12437 147 27 198 TAGATGGTGTTGCATTGACACTCTGCCAGTCAGATCCTGTTCTAAATGATGGGTGTAGCA11984 A_95_P158897 EH616784

12440 147 30 519 GTTGCTGCAACAATGTTTCAAACATAACACTAAATCATGTGAGACCTTTGTATTTGCTTG11990 A_95_P268646 DW002369

12442 147 32 702 CCCTTAGTAAGGGCTGTAAATGGATACCTCTTTTGAAGTGTTCCATATATATGTGAATAA11994 A_95_P013821 TA12500_4097

12443 147 33 817 CCGAGAACATCCAACAAGATATCAAGACACCAATATTTATTTCCATGTCAGCATTTGATA11996 A_95_P126157 EB424698

12445 147 35 874 AAGGCCTTGATGAAATGGCTGGCTGATTTCTTTCAACAATCAAGTTGAATTCTTGTTGTG12000 A_95_P015451 EB425092

12448 147 38 844 TGATGTTTGATCAGCGACAGAAATCAATGGGTCTTCCAACAAGTGATGAGACACAGAAAC12006 A_95_P231634 EB425013

12451 147 41 657 TCTCATGGAAGTTCAGATAATCAGAGACAATGCTAGTTCCATGTTCTCTCAATGTTTCTA12011 A_95_P027826 DV159784

12459 147 49 313 GATAACAGAGGAGACCTAACTGGTACTAGCTCAACTGAATTCCCTCTTCCTTTATTTTTT 12027 A_95_P133782 EB435466

12462 147 52 678 TTAATATGTTTATCAGTGGCAGGGTTGCAGTTGTGGCATTTGAAAGACCTTTTTCGAAAG12033 A_95_P292073 FG643223

12464 147 54 756 TTATAGGCGTCTGATTCACACTTGCATCCCTTCATTTGGTAATCAAAATGTTATTTGTGT 12037 A_95_P272801 EB678285

12465 147 55 247 AAATGGGTCGGAAATATCAACGAGCTGTAAAATTGCCAGCTTCACATTCAACGGAATCCA12039 A_95_P103917 CV016751

12468 147 58 546 ATGAGGACGAACGGAGCTCTGAGGTACTGTTATGCTGCTTGTGAAGATTGAAATGTTGAT12045 A_95_P160332 FG636077

12469 147 59 679 CTAGTGGCAATATCCTGTCATGTATGTTATTTAAATTTGTTGTGCTTGTGATCCAGTAAC 12047 A_95_P020816 DV999581

12470 147 60 649 ACTTACAGAAGGTAGTTGGAGTGAAGCATTTGATGGCCTTGGAATTTCTTTACTGTTGAC12049 A_95_P148327 FG152390

12472 147 62 295 TAGGGGTTCTATCTTAGTGCTGTGATGATCATCTGTAATGGAATTCTTGCTATTATTCTT 12053 A_95_P143137 EB446478

12478 147 68 798 GTTCTTCTGGTGAAAACAATGCTTACATGGTCGTTTATATTACTGCCATCGCATTCAATA 12065 A_95_P268581 DW002225

12479 147 69 290 GACTGTATTTAGTACATTTTTGACTTTAGTTGTGTTCGGACCTTAATAGATGCTCATGAC 12067 A_95_P093853 BP532448

12482 147 72 514 GATCCACTTGGTTGGATATCTTCCCCTTTTGATTTAAATTGACTATTATCATTGGTTCCT 12073 A_95_P022516 TC59898

12488 147 78 743 GGGCTTGGTTGATTGTCTGTATTTATCCGATTGTTTGACTCTTAAACACCATATTTATGT 12085 A_95_P021561 EB682980

12492 147 82 577 TAAAGTAACAACCCAGGCACTCTCAGCTGCTGGTAGAAATTCAAGCATTGCGTGGAATAT12093 A_95_P068320 BP137101

12495 147 85 980 GGCTCCTGTAAAGAAAATGAAGGGGTCAAATAATACATGATTGAATCTTGGCTTAATATC12098 A_95_P194872 TA15996_4097



12497 148 2 1000 CTCCAACATGCTATCAGTACTCCCTGAGACAGTTGGCTCCTTAGTAAGTCTAAAGAAATT11935 A_95_P202477 TA17645_4097

12498 148 3 741 GCGGAACACAAAGGCGTAAAGACTGTGTGGAAGATTACAGATTCATATAATTATTGTTAT11937 A_95_P025171 TA17191_4097

12499 148 4 806 TTGAGAGTTCTGATACCATTGACATGTCAAAGCAAGATCAGACAGAGGTATCCCGCCAGA11939 A_95_P309023 FG167278

12501 148 6 622 AATGCTCTTCTCCTCCTTATATGGATAATGGGCAATTAAGATTGGATTCTTAGAGCCCAG11943 A_95_P091498 BP531384

12505 148 10 0 GAGTACATCTCATGGTGAAATGTGCTGCAACTTTCGATGTTGTAATATCAAGTTTAAGTT11951 A_95_P024101 A_95_P024101

12508 148 13 421 GAAATTGCTAAGCGAGGATTAATCCAATTCCAGGTCATACCGTCTCTCTCTCTCTTTTTC 11957 A_95_P060245 BP134948

12509 148 14 786 TCTATATGGACTCCCTCTTACCAGCAAACTTGTTGATACAAATTATATTCAAATCACCTG 11959 A_95_P196957 EB429912

12510 148 15 418 ACCCTCTTGTTGGAATTTTGAACACTTCCTTTCAGCTCAAAGCACTTATTTCGTAGCTTT 11961 A_95_P022691 TA13685_4097

12512 148 17 600 CAACACGCTGTATAAAGCATTCTGTTTTTATGTAGAGTTCAAGAAACGACGCACTTGTGA11965 A_95_P216367 EH621105

12518 148 23 426 AGATTATGGACCCAAGCAAGCTCTGTTTATTTGGTTATTAAATGGCTTTAGGATATGTAC11977 A_95_P132072 FG638602

12519 148 24 996 GAGTAGCCGGCGACGTTTTATTATGCGTATGAATTGTCACCGTGTTTATGTGAATATCAA11979 A_95_P205757 TA18358_4097

12521 148 26 608 CAGTCTAGAGAGCTGATTGGTGTTATTTCTTATTTCCTTAAATCTAGATAACTGGTGATG11983 A_95_P204447 TA18068_4097

12525 148 30 1391 GTTGCTTATATTGCCCGTCGTAGATTCTTTTTGTTAAGTTTATTTTAGTCCTCTTGCTGG 11991 A_95_P185712 TA13974_4097

12526 148 31 529 CAGGCTCCGTTTAGAAAAAACCCAATTGGATTGGTAAGATATCTATGATTGCTATTCATA11993 A_95_P020631 EB432836

12530 148 35 1679 TCTATGAAGTAGGACGAGTGTCCTACCTAATTCAATGCTAGGTAACCAAGTTAGTATCCT12001 A_95_P176372 TA12737_4097

12534 148 39 337 TCTTGAAGTTCTTGCAAGTGAAGGTGCAAATTATCTCGAGAGATCAATGGAAAAAAGTCT12008 A_95_P087798 BP529881

12535 148 40 708 ATGCTCCACTTCTTGTTAAAAACAAGGCAGCTGAAGTGTTGTTTGGAAACATCAGAGCTG12010 A_95_P260511 EB425659

12540 148 45 841 GTCTATGATCGAGCTCTTCAGACCGTAATTTCATCATATGGATAGAATTTCACCAAAAAA12020 A_95_P219297 DW003605

12543 148 48 348 CCTTCTACTTCTAATTCCAAGAAACAAGAAGAAGGAGGAGGAGGAGGAGGAGAAGAACAA12026 A_95_P158097 EH616183

12544 148 49 633 TAAGAAAAATCGAGATTTGGGGTTGAGATTTTGGGAACCCTTGCCCAGATTTTAAAGCTG12028 A_95_P257539 FG643524

12547 148 52 278 GTCCGGAGAGTTGAGGACAATATCTATGCGACTATGCCATTAATTTAATCAAAACTATTT12034 A_95_P214317 TA20239_4097

12549 148 54 369 TGGGCATTTTCTGAGCATGTTAGACTCTGTTCTTGAAAGAGACATGGTGCCTACAATGTA12038 A_95_P110337 CV019692

12551 148 56 579 GATTAATGTGAGTGTAACTGCTGCTGCACCCCTACAGAATGAAGAAGAGTCAGAGGATGA12042 A_95_P307913 FG195867

12552 148 57 452 TCTGCGTTTGTATCCCACAAGAATAAGGGGAAAAAATTTCAAGATATCGTTCATGTTTAC12044 A_95_P137007 FS416181

12555 148 60 646 GTTTCCCGATCAAGGACTGGACTTTAAGAGATTAATACATTTTGGAAAAATACGGTTTTC12050 A_95_P016806 EB443154

12556 148 61 513 TTAGGGTTATTGGGTAACTAGGCTTATCTGGGAAATTTGGGAAACTAGTTTTCCTTCTTT12052 A_95_P000101 FG167017

12561 148 66 343 TCGCGCAAAACGGTAATATATCGCTTGATGATGTGATTGAGATTGCTAAAGATGATGAAG12062 A_95_P102937 CV016268

12564 148 69 183 CTATTTGTGAGGTCTCGGAAAGAAATGGACTATATTGTGACTTTTGGGAGAAATTCAAAA12068 A_95_P091313 BP531296

12568 148 73 777 TCCTGGAGAAGATGATACAAAGTCTGCAAGAATAGGGAGAAGGGCTAGGATGCTTGGTTT12076 A_95_P136057 EB439617

12570 148 75 935 GAACCTACGACGTGTCAAACTTTTTTGTTTGTATTCTAAGTGACTAATTCTGTTGATACG 12080 A_95_P011546 TA12287_4097

12573 148 78 298 CCAAAATTTGGTTGTTATGGGCATGCTATATCAGTTTGGCACCATTTTTATGTTGGCGCT12086 A_95_P155037 EG649867

12576 148 81 788 TTGAGAGGTAGTCCGATGTAGAACCTCATTGGCCTATATCAAGAAATGAAGGGCTTTCTT12092 A_95_P181352 DW005137

12582 149 2 756 TATATTATGTTTAAGAACATGTGCTAGGAAGCTGGCCTTGTGTTTTGGCTGCAACCGCCG12102 A_95_P195622 EB678692

12585 149 5 875 TATTGTACTGATCTATAACAGTCAGAAGATGCGTTCTTGGCGTGGATGGTTCAGCCAGAA12108 A_95_P229859 FG161194



12587 149 7 450 TATGCACTTGGGGTAGAACATTTACTTTTGTGGATATTATTAGCTTGTTGGACGAGTTAT12111 A_95_P131647 TA18424_4097

12590 149 10 860 TTCAACAAATCATATTTGGAGTACATTGTAGATAGTGCAGGTAAGTATTATGGCACTGAC12117 A_95_P268541 EB436962

12592 149 12 893 CGTGGGATTCCTATGGAAGAACTATGGAAATGAAGAGTTTCTGTTGCTTTGATTTGTATC12121 A_95_P009196 DV998963

12593 149 13 290 TACTGGTTGACAATGGGTCTAGTGCGAACATTTGTCCTCTCTCCACATTGAACAAGCTGA12123 A_95_P038021 BP129160

12594 149 14 436 GAACTATGGAAGATCATACTGGTCCGACTGACTGCAACAATTAATGATTTTGATTGACCT12125 A_95_P211312 TA19583_4097

12596 149 16 309 CTAAAGTGATTTCTAGAGCAGTTTTCCCAAGCCTGAAACTTAGCATTCAGCACATTTCTA12129 A_95_P208482 TA18978_4097

12604 149 24 581 AGAACAGCAAATGCAGATAGGCATGCTGGGAATATTCTTGTGAGCAGGGAAGGAGAAAAA12145 A_95_P128752 FG155230

12610 149 30 878 CTTGACAGAGATCAAGGAAGGTAACTGGAAAAGTGGCTTAGTTGTTGAAGGGATTGAAAT12157 A_95_P254064 EB424810

12613 149 33 734 TATTTACTCATGAAAGGACTCATACAGAGTAGATTAATAAATGGGTCGCCCCCGGCCGTA12163 A_95_P117882 DV160844

12616 149 36 591 CGTTTGGCTGTGTTTATATAGTGCTTGAATTCACAGCAAATTGAGCAGAGTAGTTTACTT12169 A_95_P122032 DW002099

12625 149 45 1231 GATCCTTGTGGTTACTCCATGAATTCTATTGAAGGAGCTGCACTTTCTACTATTCATGTC 12187 A_95_P018976 TA14024_4097

12628 149 48 114 GTTAAAGTGGGCTTTAGTGACTGTTGTCCAATTTGGTATTGGTAAACGTTTTTATGTTGC12192 A_95_P127277 EB426804

12632 149 52 600 GAATCTGTAGCTCAGGTTTGTTTCCCTTGCAACAAGAAATGAAGTTGGATTCAATTGTAT12199 A_95_P147797 EB643455

12633 149 53 472 CAAGGTCAGATTAGTTCTCTCGATGAATTGAATTATTACGATGTTGCATCTTATGCACTT12201 A_95_P162872 EH621868

12635 149 55 859 CCGTGCCTAGTAGATACATATCAGCAAGGGATGTTCTTTCTGCTGTTACTCAGGGATTTG12205 A_95_P245922 FG158620

12638 149 58 647 CTTTTTCAGCTATACGATCTCAAGCAACAAAGGCTTTCATTGAGAGGCAAGAGGTGAAGC12211 A_95_P184487 TA13707_4097

12643 149 63 27 TTCTGGACTATGTGAAGTTCTTAAGGCTTCAACGTTAAGGGTACTGAGCATGACGTACGG12220 A_95_P064985 BP136207

12644 149 64 753 CAATGTGGCTAAATTTGTGGGATGTTATCGCGCATTTTTTGTTAGTGTAGCATAAAATAG12222 A_95_P023016 TA13495_4097

12645 149 65 248 ATTTCTCTATAGTTGGCTACTTCAGAACCTATCAAAAGGAGAAAAGGCTATTTCAGAAGG12224 A_95_P155442 EG650068

12647 149 67 586 GTTGAGACAGAAGGATGTAAAAGAAAGGGAGGTCATAAATTGGCAGTTTTGGTTCCCTCC12228 A_95_P216357 TA20688_4097

12649 149 69 556 ACAACTACTCGATTGGAGTGTTTTGTTTACCATGTAATGGATTTTGTGCAGTTTGATATC12232 A_95_P018321 EB427220

12652 149 72 653 CTAGCCCTGCCATCGTCGATCAGTTTTGTGAAAAGCAAATAGGAATATAAAGACTAATTT12238 A_95_P020611 TA21272_4097

12653 149 73 313 TATGTAGTTTGTGATTCACGATGTTCCGGGTTTTGCTATTGCTTGTGTATGTTTGACCAA 12240 A_95_P107917 CV018599

12663 149 83 605 TTCTGCAGCTAATACTACCGGGTTCTGAATGGTATTTGCTGGTGTTTATGTGGATGCCGT12259 A_95_P061770 BP135343

12677 150 12 1080 GCAGATGATATGCCTTTATTCCGTGTTTAGGTTAATTATCATCTTCTTTGCAGAATAGAC 12122 A_95_P019291 TA17097_4097

12680 150 15 825 ATTAATACCCCAGTCAGAATTTGGTCTAAGTAACTCTTTGCTTGTTACTTTCTTTACCCC 12128 A_95_P023651 EB438728

12683 150 18 742 GGGGAGATTGTGGAAATTTTAAAGCCTGATCAACTCTCTGAAGCTAAACATCCCACGGCA12134 A_95_P286568 FG640162

12687 150 22 446 ACTTTTGTACCAGCAGCTTGTGTTTTCGGCTCATCATGGACTGATTGGCACCGTGTATTT12142 A_95_P153972 FS421124

12689 150 24 316 CCCATCGAGTCCCGTGGTTCTAGCACAGTCTCTTTTTGACTATGTAAGGCTTAAATCAAT12146 A_95_P141562 EB445262

12690 150 25 386 TAATAATCTGCCCGTCTGTGGGATCCTTTCATTTTCCCATTAATTGTCACATTTCTAGTA 12148 A_95_P186872 TA14221_4097

12696 150 31 750 GCGGGGTTCGTCCGTCGGTTTTGAAATACTTGAGTTTGGTATTTTCTGCATTTTAAAAAA12160 A_95_P183227 TA13409_4097

12697 150 32 288 CTTGTAGGCACTCTTGTTTTGAAGTATTCAAGTTGTTGACATTTTGACTTTGGTCAAAAG12162 A_95_P108742 CV018985

12700 150 35 807 AGGCCTGACGCCTTATACCATCTTGTACCTTTTTACTTTCTCTTCTCTGTCGTGTACATT 12168 A_95_P030426 EB681836

12701 150 36 466 CATTGATGTGCCGTCTCATATAGCTACTGTAAATTGATATGGCGGCCGTCAGGTGTATGA12170 A_95_P092608 BP531883



12703 150 38 357 ATCGTTGTGTAGAATTGGATCTCAGATGAGGGAGAGTGATTTGGTTGATTGGTTTGTCCC12174 A_95_P127347 FG140084

12706 150 41 440 GTGAGACATATGGACATTGTACTCCTATGTTTTATCTTTGTTCAACTAGCTCAGCTTATT 12180 A_95_P123327 TA12982_4097

12707 150 42 543 AATGTTTGCAGATCGGATGTCCATTTCATAAATGTTTGCTGTCTGTTTATCTTGCTTTTG 12182 A_95_P098533 BP534535

12713 150 48 780 GGCTCAACATTGCAAATTGTGTATTATCAACACTTTGTTTGTGTTGCTGCAATTACTAGT 12193 A_95_P215372 TA20470_4097

12714 150 49 436 CATTTTGGATTGAGGAACTTGAGAGGGCAAAGGGTTGATTGTTGAATGATCTTATTCTGT12195 A_95_P194387 FG636318

12715 150 50 784 AGGCAAAAGGATTCTCAATTGAAGGGCATCCAGTTATTCGGAGTCTAGTCGAGATAAGAT12196 A_95_P264191 EB450911

12719 150 54 807 GTAACATCAGATTTCTCATCCTAAGCCTTGTTATTTCATTTGTCATTGTGGGTCTTCATT 12204 A_95_P184817 DV162582

12723 150 58 709 ATTCTGAACTCCTATTTAGAGGTAAAGGCATGCTTGTTCCAGGTGGGTGGTGCATTGGAA12212 A_95_P192477 FG144933

12726 150 61 377 ACTTTTGGGATGTCTCTATGGTGACTGAATGAGTTAGTATGGGGGACTTGCTCCTTTACA12218 A_95_P111857 CV020401

12734 150 69 725 CTCTTCTGTCTCTGTGCTGTGCAAATGATTTGAGTTAATTGAACCATGAATCCGTTTGTT 12233 A_95_P213627 TA20089_4097

12736 150 71 865 TAGAACGACATGTGCTGGGCATTGGACTGATGGAGCGCTGCTATGTTTATTGATATCAGA12237 A_95_P232864 FG158951

12737 150 72 296 GACCCTTTCTTAGGCAGATACTATTGGGATATACTGACCAAAATGTATACTTGTATCCTC12239 A_95_P111272 CV020131

12738 150 73 264 GCAGAACACCCTCTTGTGATTATCTAATGCAAAATCAACGTGTAGAAGGAATAAAAATGA12241 A_95_P043716 BP130688

12739 150 74 452 CTCTGTTACCTGCAGTAGTTACATTTTTCGTTTACCTTACCATATTGCACTTTATGTGCC 12243 A_95_P177072 TA11870_4097

12741 150 76 509 AACCGCAATGCATCAGATCATCAGGTTATATACCTAACCTTTATGTAACTCATTCTTTTC 12247 A_95_P035278 BP128427

12742 150 77 726 CTTCTGCAGAAACTTTTAGAACAGCTCAATTTGAGCGCTGGATAATATGTTATACCAGTA12249 A_95_P258381 DV157680

12744 150 79 1221 CTTCTGTTGCGTAGAGTTTTGCAAAAGAGAGTTAAAAATCATCCTGGATTTCAAAGTATG12252 A_95_P028781 TA12612_4097

12747 150 82 909 TTCCATGCCAATTTTTGGGGACAGATTATTTATTTAGTTGTCACGAATTTGCTGTTGATG 12258 A_95_P199647 EB424807

12750 150 85 931 GTTTATTAAGTCTTAATAGATACTTTGTTTCACCTACGGTTGCATCTTGCTGGAGATTGT 12264 A_95_P013056 EB680644

12751 151 1 833 AGTTCGTCCTTTAAGTGCTGAGGAAACTGTAAATGGAGCTGTTGAAGAAACTGCACAGGG12265 A_95_P200362 TA17192_4097

12752 151 2 787 ACAAGTATAAGGACTCAGCTGATGGACTCTTTGGTAGTCTTGCAAGTAGAAATACAAAGC12267 A_95_P267196 DV159037

12757 151 7 854 GGACATAATTCAACTAAAAGTTGCACGACTTTTGGAGAATACAAAAGCAAAACATCCACT12277 A_95_P218227 EB425360

12760 151 10 492 CTTGCTGTTGGTGTTTCAAATTGCTATGTCACATTACGTGATTTAGAGGTCGAATAATCA12283 A_95_P260141 AM848538

12761 151 11 625 GGGGAATTTTGTTTGTAATGTATCTTCTTAAGCTTTCTACGGTGCATGGTCCAGTTATTA12285 A_95_P088658 BP530168

12764 151 14 414 CGTCCTGCAGAATATGCAAGACAATAAGCTTAATGTAGTGTAAGAATGTATTTGGATGTA12291 A_95_P140662 EB444533

12765 151 15 854 AAATTGATTGGAGGGTCTAGTGAAGGTGGTTCAGCTGTATTCAGACTGGATTACAAAGGG12293 A_95_P191142 DV161215

12767 151 17 430 ATCGCCCCTTCTTTCTTGGATTTTGGACAATTGACATTCTCTATAGCATTAATTAGTTCT 12297 A_95_P000856 EH621051

12772 151 22 773 GCTTTCCATGATAACACTTTTGGCTTGAGTAAGCGCGTGTCTGTCACCAATATTTCATCG12307 A_95_P022221 EB680374

12775 151 25 366 TATTAAATAGATCATGAGTAGGTGAATGAGGGCTGGAAGGAACGATTGGAAGGAGAACAC12313 A_95_P099143 BP534807

12776 151 26 907 CCTGTGATTTCCCATTTGCTTTAAAATAGGTATTTGCTCCACATTAAGGCGGAAACTCCG12315 A_95_P176432 Y09505

12779 151 29 824 CGGGGAACAAGGTTTCAATTGTCGTGTGTCTCCTATTAATATAATTTGTATTGAATACAG12321 A_95_P030236 EB425650

12781 151 31 901 GTTCACCATGGTAGTTTACCGACCCTTTCCTAGTTTCTACTTTTGTGGATTATATTTAAT 12325 A_95_P242187 EB679195

12782 151 32 838 TGTTTTATGAGCATGTAAATACAATAACCCTCGTTGGGCTATTGATGATGGAATGGCGGA12327 A_95_P304033 FG133447

12787 151 37 801 GGTCATATCCTTTGCCTAACAGGAAGAGGATAGTAATTCTTGTTTTTCTGGCATTAATAA12336 A_95_P219812 EB448302



12788 151 38 835 CCTATGCCACAAACTTTGTTCCCGGAAAGTGAATTTAACAAAACTTGATCTCTAATTTTC 12337 A_95_P260071 X52744

12790 151 40 241 TGTGGATTAGGATTACTTCGTCTTTTTTGAGTCCGGTAATGTAATTCTCCGTTACATATT 12341 A_95_P003921 TA13010_4097

12793 151 43 764 TAATCCTGAAAATGACGGTTGTATCAATGCAGTTCTCCTCGTGTAGTACCTTTTAGTAGA12347 A_95_P237179 EB677494

12794 151 44 820 TCTCATTTATACCCATGGTAAGGTCTGTAGGGAATGCTCGGGAAAAGGTTCTGACAAACC12349 A_95_P117727 DV160677

12797 151 47 747 TCTAATCGCGCATCTTCTAGGGCAATTCCTGATCAACCATATGCTGATAATCACAGTGGG12355 A_95_P150247 EB680334

12798 151 48 197 CCACTGTTTTGTTGTTTGGTGATGGTATTTCTAGACTTATTTTAGACTTTGGTAGCTGCT 12357 A_95_P089773 BP530648

12799 151 49 563 ATGATTAAACACAAAGATGACGTGGGCTCATCCAGTGAATCTTGACAAGGGAGATGAATT12359 A_95_P159557 DV157557

12803 151 53 789 GTGGTCTTTCTGCAACAGAATGGGTTCAAATGTCTTAAAATATATGTAACTCAGGACCAG12366 A_95_P159772 TA13182_4097

12822 151 72 903 CTGCTTGAAGTGTTTCTTTTTCATACAGTGTTCTTCTGTTTCTTGCAAATAAAAGCGTAC 12404 A_95_P180652 EB678678

12830 151 80 703 TACAGAAGACCCTTGCTTGTTCATGCCGAAGTGCTACTAGATCATGATGGGAAACTGGAA12420 A_95_P138807 EB440641

12831 151 81 608 GACGAAAATTGTGTGGATATAACTGTGGGCTTGCTTTTATTTAAATGGAGTATGTTTCAG12422 A_95_P003891 EB444373

12835 151 85 1584 TAGAGACTAGTGTGGAAATGCGAGCCCGATACAAGCTTATGAAATAAAACAAGTGTATTT12430 A_95_P031116 TA13207_4097

12836 152 1 905 ACCAGCTTACGTGTACCTAAACTAGCTTTGGTGGCTATTATATTTTGTCATGCTGTTGCA 12266 A_95_P208912 EB678190

12843 152 8 2319 CTTTGGCTCTACAAACTAGTGTAATCGTCCGAGAAAGAGAATGAAATGTCCAAACGCTTC12280 A_95_P221527 AB454418

12844 152 9 769 GCACATGAAGTATCACCTGATGATGAAACTATTGCGGATGTTTTAAGGATTGGTTATTGA12282 A_95_P139297 EB443026

12845 152 10 348 GTCGGATCTTGGTGGAAACACTTGAATCGTTCAGTCGTTGAAGTCCATTCGTGCTTCTAT12284 A_95_P067360 BP136851

12846 152 11 1180 ACGATATTGTAAACCCCCCTGCCTGATCTGATTAAAGTTTGTGGCTTTCTATGTGTTCAG12286 A_95_P183367 TA13442_4097

12850 152 15 753 TTATAGGATGCTTATGCTTTTGCCGCTGGGGGCAGAGGGTTGGTGTATAGAGAAATATGT12294 A_95_P291903 EB425366

12851 152 16 1259 CACACGACAGATCTATTTAGGCATTTTATTTTATACCAGTAGCTATGTCAAACCTAGACA12296 A_95_P190742 Y11209

12852 152 17 896 CTGCCATAACTTTTCACCGGAAAATATTGTGAAATCACAAACTACTAATATCGACTTCGT12298 A_95_P011046 EB426682

12853 152 18 320 GTTCTCAATTGTATGTAGGTGAAAGCTAGTAGTTCTGATGAGATACAAAATCTGATCTGA12300 A_95_P139977 EB443917

12855 152 20 451 TGACAATCTTTTGCTGCAGTATTGCATGAAAATTGTCTGAGCTTAACTAAATAGCATTGC12304 A_95_P273596 AM822174

12856 152 21 863 ATTACTTGGCTGTACAGAAGCTCCTCTACACACAAGGACTCAGCTCTTCACCAAGTTTGT12306 A_95_P229114 DV161644

12860 152 25 785 AATTACACATTAGATAGCTTTGCCAGAATAGGACTAGAGTTTTCTCAGTCCACATGCTTT12314 A_95_P285483 EB448976

12862 152 27 706 CATTATCGGGTTTAAGCCCTTTTATCTTGAGACTAGTTCAGCTCTTTACATTTTTGAACA 12318 A_95_P100913 DV160879

12866 152 31 795 TTTGGTTTATGTTCTGTTTTGGACCTGCTTTTAGTCGTTGTATTGAAGATTTTGTTGGCT 12326 A_95_P272531 TA12360_4097

12867 152 32 255 ATCCAGGATTTGAACTTTATTGGTTCAAGTTCGGAATGCTACAAGTCTACTACAACTCAT12328 A_95_P089343 BP530461

12869 152 34 548 TCATGCACTGATGTATTAGTTCTGTTGTTTCAGTGGAGTTCTAACTTTTGGGTTTGTGTT 12332 A_95_P147952 FG625361

12874 152 39 706 TGGCAGACTAGCCATGTTCTCTATGTACGGATACTTTGTCCAAGCCATTGTTACCGGAAA12340 A_95_P002581 TA11665_4097

12877 152 42 699 CCAAATTCTGACACACTCTTTCGCTTCTCTATTTCTGATGATGAATTGTGATGATTTGCT 12346 A_95_P206792 DV157565

12878 152 43 108 GTGTACTCGAATAAACTATTCTCTGGTTTCAGGTGCAATGAAAATTAGTAGGTCTAATTG12348 A_95_P116662 DV159431

12880 152 45 318 CATTGGTATCGTGGAGGATAGTCATCGTAAAAATTCTTAGGTATTTTCCTCTGTGGGGGA12352 A_95_P101393 CN498817

12882 152 47 114 AATGAAGGGACACTCTGACCTTCTCACTGTTTCTCGATTCACAACAAACAAACACCACAA12356 A_95_P104312 CV016936

12883 152 48 699 CTGGATTGGATCTCTCTAATGCCTCATCGATTTATCAGCATTTATGAGCAGGTTGCGCTT12358 A_95_P159787 EH618241



12889 152 54 584 GTGGCTCTATTGTTGTCTGTTTAACTGCAGCACACATTTGTTTCAACTTCAGTTTCATTT 12369 A_95_P122147 DW002185

12891 152 56 618 GCAGATGATAAGTATATACTTTATGTTTGTTTCCCGATCAAGGACTGGACTTTAAGAGAT12373 A_95_P188997 EB443154

12894 152 59 534 CTATGGACTTGTGGTATGGATTCTTTGGCATTTGTACATGGAGCATTTCATTGGGTTGGT12379 A_95_P044566 BP130915

12896 152 61 783 TAATTGATACAAATAGCCCATCAACGACGACTCTATTAAGGGCTAAATTCTCTGAATTTG12383 A_95_P256454 EB449193

12898 152 63 1333 AATGGACTTGGACAAGGATGATGGTGGAAGACCGAAGAAAAGTCATCCTAATGGAAGCAG12387 A_95_P198202 TA16727_4097

12899 152 64 653 ACTACTTCAATTAGGAAACCTATAGGTGCAAAGAAATCTGGGAAGCCAGGTGGTGGACTT12389 A_95_P138337 EB442079

12900 152 65 181 GCATATAAGCGAATGTGTCCCTGATTGAAGTCAAAGTATTTGACCATAGTTAAAACTGAA12391 A_95_P095723 BP533306

12902 152 67 663 CTTCACATTAGAAATGCCTTGTATATATGTGTATCAGCCTATCAGGTAGATGTGCTAGAA12395 A_95_P260191 BP129638

12903 152 68 836 CAAGGTTTATGTGTTGTTTTTAGTTGTTAAGCTTTGTTAGTCTGCCGGATGATATTTTGG 12397 A_95_P227214 DV160739

12908 152 73 692 AGGTTGGTTTAGATGACGATGACAACGATGATGATAATTCATCTCACACACCTACAATTT12407 A_95_P140002 EB443948

12910 152 75 736 AATGTGTAGGTGTTCTATCTCTTGTTTAAAATGCAAGTGAAATGCTACTAGTGTCCAGTT12411 A_95_P018936 TA15542_4097

12913 152 78 388 CATCTTACTGTTTTCGTCTAAGGATGTCGTCAAGGTAGTCTTATCATTCAGCTTTCAGGT 12417 A_95_P205212 TA18231_4097

12917 152 82 336 TGTCGAACCCACAGAGACTTGTATCAACTATCCACTAAATTTACCAAGATTGTTATTCAG12425 A_95_P099628 BP535004

12918 152 83 887 TGGTCATCTGATGGAAGTAAGGTAACAGCTGGGAGTTCTGATCGCATGGTTTATATCTGG12427 A_95_P206472 DV157626

12921 153 1 817 AGAACTTCCTTGGGGTGCTTTGGATGATGTTGTGATGGGTGGAGTGAGTCAAAGTACATT12431 A_95_P205682 DW001357

12924 153 4 743 TAGTCAAGAGTGCAAATCTAAAGAGCCCTGAGGTTTCACTTTTTACAGCCTTTTTCAATT12437 A_95_P316243 FG187377

12926 153 6 420 GGATTCCGACAGAACTATCAGAGACCTTCGTCCAATTTCACCAAGATCAGGAACATTTCC12441 A_95_P086165 BP529467

12931 153 11 762 GACAACAAAGGATTTATGTGAGAGGTTCCTGTGTTATTTCATGTCACCTTCAAATTTAGT12451 A_95_P183212 X95752

12933 153 13 698 TTTCGAGAGGTCGTTTGAGTTGAGCTTTCCTGACATCGAGCTCTGATTGAGGTGTTTGTT12455 A_95_P160532 EH619215

12934 153 14 930 GTGCATCTGCTTCCCTCTGCCTCTTTGTAACTTTAATTTGTTCAAATGAACTGTTATGTA 12457 A_95_P013631 DV999488

12937 153 17 795 AAGACAACATTCTGCTGAGGTTTCAATTCTTCAACCCTTTGCTCATTCGTTTTTGTCTAA 12463 A_95_P116187 DV158763

12942 153 22 501 AAGGAGGATCTCAACATTTCTGAAGGGATTTCAATCATTTCTAAGAGTATATATCCTCTG12473 A_95_P219592 TA21428_4097

12947 153 27 484 ATGACCTATTGCAGTTGTCTTTGTTGTGTCTGCTGCTTTTTATGTGAAAACTTTTTCGGT 12483 A_95_P164452 EH623701

12951 153 31 881 GACACATTCCTTTGATATACATGGTGGTGGAATGGACTTGACTTTTCCTCACCATGAAAA12491 A_95_P118712 DV161777

12959 153 39 603 GGCTGCAAGGCCATGTACCATTAATTTAGACTTTCCTTCACGCAGTGTAAAAACAAGTTT12507 A_95_P222972 TA22146_4097

12961 153 41 374 TTAACTATGGAGACTTCAGAGCAGAGATTAAGTCTGTGTATGCCCAAGAATCCTTCAATG12511 A_95_P080545 FG141460

12966 153 46 749 GTTGGGATTTTTTCCCGAGATATTCTTGAGTCTATTGTACTCTAATTCTTTTTCCACTGA 12521 A_95_P029106 EB425632

12967 153 47 806 TATTGTAGATAGCATGGTGTTCAATGACTAGCTAGAAGAATGAAGAAAGCGATATTGCAT12523 A_95_P214617 TA20300_4097

12969 153 49 167 TCTGAGTTTGGTGTCCTGTCTCGACTCTCATGTATGATTGATGATGGATATTCCGGTTCC12527 A_95_P142382 EB445861

12972 153 52 2185 TCATTATGTTAGTGTGAAAATGTAGGGAGCTCTGCAGCCTAAAAGCTTAATAAGCCTAAA12533 A_95_P259856 TA12447_4097

12974 153 54 783 ACATATGATGATAATGCCATTACTAATGCTGTTGACATTTATAACACTGCCAGTGGCGCA12537 A_95_P127287 EB426811

12978 153 58 806 TGGCTATCCCTTACAATTACAAACGCTATCATTAAAGATTTTCTGATCTTGAAGGGCCCC12545 A_95_P258952 EB429556

12984 153 64 651 GTGGTGACAAAAGGTTGCTCTTTTGGCTACAGATAACGAAGAGTTAAAATCTCTGATATC12557 A_95_P153282 EB683555

12985 153 65 964 GTCCAAGGAAAACCTATTGCAGATTGTGTCAAAGCAGGGTGTTATGCATCGAATGTCATC12559 A_95_P146147 AY695053



12987 153 67 695 CCATTTTCAAGAATCAAGACTCATTTTTGGACAAATAGAATACTCTCTCTCTCTCTCTCG 12563 A_95_P016906 DW004524

12989 153 69 119 ACTATGAGCACAATCAATAACCTTTCGAGATGTCCTTCCTCCAGGTGCTTGTATGCAGTG12567 A_95_P034354 AJ718525

12992 153 72 749 TCTTTCTGATATTGGAGTACGTCGTGATGTCACGAAGATCCCTGTTGAGAGACTTGTCGT12573 A_95_P012731 FG159939

12994 153 74 722 TCTTATGTGCACTTATTTCTTTGCCTGTTATGCTTGTGTACTGTAATTTAGATGCGTTGC 12577 A_95_P296493 FG645393

12997 153 77 681 TTATCTACTTGTCCTCGTTTGTGATGAAGTTCAATTTTTGATGCCGTTGATGGTTTTTGT 12583 A_95_P183402 DV158478

12998 153 78 851 CCAATCTTTTGCCCAACTTGTTGTGTGAATATCTTTACAGATTATCTGAAGACTTCACTA 12585 A_95_P267396 DV159937

12999 153 79 520 TGGCAAAGCTCAGAGTTTATAATAACATACCTCTCAAGTACAACTCTGTGTTTTCACTCT 12587 A_95_P152862 EB683192

13002 153 82 1503 CCGGACACAAACAACTTCTTTTGTCATTGTGTTCATTTATCTAATGAGAAATGCCGTATC 12593 A_95_P177242 TA11920_4097

13003 153 83 1624 TGTTTTTGTACTTTGCTGTGTGCATTGCATAATATGAGGGAAATAGGGAGGGTCCGACGC12595 A_95_P217077 AB014484

13006 154 1 802 TTTAATCAGGAAGCATGCGGAAGTGGTTGCAGATGATGATGCTGTCCTTCGAGTCTTCAA12432 A_95_P228939 DV161110

13009 154 4 830 AAGACAGGAGCAAGCTGCGGAAAATGGAATTATTCCACACTTGATGCATTTTATCATGAC12438 A_95_P297273 EB682598

13017 154 12 829 GGAAATACAGAATCAAATATTCTATACAACGGTCTGTTCTTGTCTTCTTAGTTTCATCGG12454 A_95_P127317 EB426843

13019 154 14 826 TACCTCTGTTTGTTTGGGGGGTTTAGCTGACAATGACATGTTTGGACATAGTTTGTGTCT12458 A_95_P021036 TA15464_4097

13026 154 21 41 GGTATCCGAACTGCTCATGTACTTTGCGTTACGCAACTTCTTAAAACATAGGCTGAGGTA12472 A_95_P153437 BP129154

13027 154 22 564 CCTGGCTGCAGGAATTTTGATTAGCCAATATTTAGTGGGGAATTGCTTATTAATTATTTG12474 A_95_P035903 BP128595

13028 154 23 526 CTGGACCAGAAATGCAGCATCTTATATTCTAGCTTTATTTTCTGTATTTGTTGTTCTCTG 12476 A_95_P124042 DW003889

13033 154 28 597 CAGTCTGTGTTACTCTTCCTAGCATTTTCTCTTTGATCAGCCTTTGAATTTGCAGCTGTG 12486 A_95_P288283 FG641025

13034 154 29 424 GATGCTAAACATGTATCGAATACTATTATCCAAGTAATAAACCAGTTAACGTACCCCGTC12488 A_95_P218032 TA21082_4097

13035 154 30 423 GTTAGAAGAGATGGAAAGGTTTGCTTTGGGTACAAATTGTATCTTGAATGAGATGCGCCA12490 A_95_P210897 TA19493_4097

13044 154 39 838 GGGTAAAGAAGTTATGATGAAAGGGTTTATGGTAGGTTCATATTATAACCACTTTGAGGA12508 A_95_P135507 EB438993

13046 154 41 551 AGGAATTACAACCTGATGAGGAATTCTCTACATTTTTTGTGAAGCGGGCACTTCTGTTTT12512 A_95_P031196 BP133364

13051 154 46 2742 TTCAATCCTTCTGGTTAGTGTGAGCATCCCAGGCAGTGAAAGTTGAAGGTTTCTGCTTGT12522 A_95_P025971 AB117525

13055 154 50 1160 GGCTGCAGTTTGAGCAAATCCCCTGATTATCTCTATATGTGATTCCATTCTTTATGACTT 12530 A_95_P010246 TA15744_4097

13062 154 57 1494 CCCTTAGATGTTGTAAGCTTATTGGAGTGGTTCCAATCATTCAGCTTTATAGCTCTCATG 12544 A_95_P207082 TA18663_4097

13067 154 62 790 AGTTCAAAGAAGAAGTCATTCTCCAAGTGGGTTTTTCGGCTATCGTTTAACGACCGTCAA12554 A_95_P283463 EU123523

13068 154 63 202 GATGCTTCTCAGGATAATGAGAAACGGAATGGTGAAAATTCCAATATTTCTTCTTTAGGA12556 A_95_P079375 BP527745

13072 154 67 122 AGAACCTGGTCCTAGCACTATCAACAATGTGTGTGAGGCTGTGAAATGTGTTGTGGTTGT12564 A_95_P001846 AJ718660

13074 154 69 818 ATGTTTCAAATTCATCGACCTAGACACACCCCTTCTGTTGGCAGAGGATCCAGTTTTTGG12568 A_95_P245007 DV159814

13075 154 70 1188 AATGTGACCATTGCTGCCAAGCTTGCAGGAATTTCTGGTGATCCGTTTACTGGAATTTGC12570 A_95_P190172 TA14953_4097

13078 154 73 321 GTATATATTTCATACCTTTAGGGTCCCAGCATGTTCTTATTTGATGTTTAGTCTTTGGAC 12576 A_95_P129567 EB429551

13082 154 77 402 TAGACAGCACTGAATCCATGGTATGGATCAAATCATCAAATACACTGTCTAGAATCTGGG12584 A_95_P111097 EH617567

13084 154 79 615 CAACTAATGCTCTTATCGGTGCAGTCAGTGCTATAATATTCTGTGGATACATTGTATATG12588 A_95_P108777 EB424839

13089 154 84 897 TGGAGTTGATCTACAAGCATGCAGTCCCAAAGCCTAAAAATGAGTGCAGCAAATCTATGC12598 A_95_P009631 TA12329_4097

13090 154 85 383 ATATTATGGTGGATGTCTACTCTTCCTCCATGATCTTCATGTCAAATGCTTAATGACATA 12600 A_95_P161237 EH619980



13091 155 1 786 TTGGGTCGGTGGCTTCATGATCTTCTTATGCCTCAGCTTCATCACCTACCACTATATCAT 12601 A_95_P219447 EB425891

13094 155 4 1666 GGGCCATTCAAGTATATCTTAGTGCTTTTGTATTTTTACTGTTTCTACAACACTTGTGAC 12607 A_95_P132347 TA12710_4097

13095 155 5 398 TGAGCTTTGAGCAATTAACTATGGAGTATGCTCTTATCTGACTCTTGATTCTGTTACATA 12609 A_95_P287558 FG634597

13098 155 8 404 CCACGCATTCCCTTTGTCCATTGTCGAATTCTTTATGTATCTCGCCCATTACCTGTTAAA 12615 A_95_P256804 EH621028

13099 155 9 478 GAAATGTCGGCTGTGTGACCTTACCTATGCGGCTCCAATTTATGTCGATATCGAATACAC12616 A_95_P085395 BP529269

13102 155 12 578 GCTGTTGTATCTCCTTTTCCACCTTCTGATAAAATTGGAATAAACTCTGTACAAAGGGAA12622 A_95_P128072 FG160326

13105 155 15 1208 ATGTTGTTTCTCATGTAATCCTCCTTGAGCTTTTGATTTACCAGGAATACTTATTCTCGC 12628 A_95_P020756 TA14528_4097

13106 155 16 132 ATTAAGTTGACGGGCCCTGCTCCCGCCATAGTTGATAATGACACAGATGTTATTACTCTG12630 A_95_P110927 CV019970

13108 155 18 474 TGTACATATGTTTGTTGTCTGTCATCTTTGTAACCTGTATCTGACATGTGCAACAAAATG 12634 A_95_P004151 EB683227

13111 155 21 840 ATCACTAGATGTAGCTACTGTTTCACAGGGGCAGAACAGGTTTTTCAGTGTGCTGATGCT12640 A_95_P137957 EB441679

13115 155 25 304 TAGTACTGCCTTGGCACTATACAGAGTGCTTATCTGCTGGAAGTTGAATATGGGACATTT12648 A_95_P113067 FS429988

13116 155 26 1217 CCTAGAGCTTGTGTAATCCTTGTTGGCTTTTGGTTACATGGTGCTTGCGGTGGATTAGAA12650 A_95_P004341 AY748245

13119 155 29 768 TTCATTCTGGGTCTAGTATAGTTGCTTGATGCTACTCCCTCAACTGTTGTTCGCTGCGTT 12656 A_95_P258291 EB440265

13129 155 39 876 GTTGCAGATGGAGTACTGGTTTACATGATTGGAAATAGAAATAGTGATATGGTCATTTTG12676 A_95_P205512 DV999401

13132 155 42 2007 AGAAGTAATGGGTCGGGACAAAATGAACCTAGTTCACCCCCTCATGATGAAAATATCAAT12682 A_95_P240324 DQ156499

13143 155 53 731 TAATACCGCTACAAGGATGTGGTACAAGTGAAGCTTTTCAGCTACTGAATGATCGCTGGG12704 A_95_P227154 EB446517

13148 155 58 634 CTAACTGTTGAGTACATAGATCTGGATTTCGTTAATGGCGCATTGTATTGAATTTAAGCG12714 A_95_P274198 FG636122

13154 155 64 1033 ACCATTGTGTATGTTAGTTTGATGTTGATTTCCGTAATGACTAATGAGTATGTTGTGTGC12726 A_95_P212357 TA19817_4097

13156 155 66 759 GCGATTAACATGCACTATTTATTTGTCTGGTGTTCATTTATCACCTATCGATTACTGTCT 12730 A_95_P029166 EB425809

13159 155 69 378 TTAGCTTGGCTAGTGACTTAAGTTGATAGTTTTCTGAATGTAGACTGAACTCCCTTTTAT 12736 A_95_P187647 TA14393_4097

13165 155 75 431 GTATCTTTTTGCTTTGACTCATTGAAAAGGGGAAGTGGTACCAATTGCAGTTCTTGCAAA12748 A_95_P244042 FS407121

13169 155 79 203 ATTTCTGAAAGTGGGTTGTAGGAGTTATTGCACAGCGACCTGGAATCCAGTTAGGAATTT12756 A_95_P158422 EH616387

13171 155 81 652 GTCTTCTTTAACACGTCTCTCAATTATTCTTTCAGCTGGCCGTTCTATTGGATTCAGTTC 12760 A_95_P037358 BP128982

13173 155 83 691 GGAAATGAGAACAACTCTAGTGACGACTCCAATTCTGCAGCAGAAACCAATGAAGCACAG12764 A_95_P152482 EB682795

13174 155 84 394 CATGTGTCTCAGACTTGGTCTACGGATTTTTTCGAATATTTTCCAAAACATGTAATGCCA 12766 A_95_P094328 BP532669

13176 156 1 446 TTCTGCTCTCCGTCAACGTTGTCAGTGCTATACAGAGGATAAAGAAAGACTTAGTTTTAA12602 A_95_P205228 TA18234_4097

13181 156 6 445 CAAAAATTGAAGGATGTGGGAAGATATTTCTGAAAATGACTTCTGGCAAGGTAGTCACTC12612 A_95_P081540 BP528281

13182 156 7 482 CAACTTTGGTGTTTGCCTTGTGTGCATGTTTCCTTTGACTCCTGGTTAATACTATCTTTT 12614 A_95_P121672 DW001786

13186 156 11 151 GAGCATACTGGTTTTGAACAATGCTTGACATTATTGCTTTCAAGTATATAAGTTTTGGCC12621 A_95_P161697 EH620348

13188 156 13 905 GCTTCCCTTCCTGGGATTTAGGCTTGTTTTGATTGATTTCTAGTGAACTTTCAATTTTAC 12625 A_95_P211747 TA19681_4097

13189 156 14 551 AGGGAACCCAGTCCACCAAGCAGAAGTAATGGATTTCAAAACTGTGTCATAGATGTGGGA12627 A_95_P066890 BP136717

13192 156 17 747 CACTCCAGTATAAAAATGGAGAAATTATAGGGCTTAATCATGTTAGTTTAGTGGTTGTGG12633 A_95_P131287 EB431445

13199 156 24 388 GATGGGGACTCAGAAAGCTTCTATTTCAGTTTGATATTATTTCCAATAAGTATATCAGCC12647 A_95_P220432 TA21606_4097

13202 156 27 464 TGGAACAATTTTCCCAACGTGACATGTCCAGATCTTACTTCTATTTTAATCAAGCTGAAG12653 A_95_P020706 FS389605



13212 156 37 175 CCGGTATTTTGTGATTCTGGATTGTATTGGTCATAACCTGCATCGTTAATTTTATGATGG12673 A_95_P140472 EB444360

13213 156 38 844 CTATTTTGTCTTTACATACAGGTAGCTCAGTTGATTCTCCCTTTTGGATCAATGTGTAAT 12675 A_95_P229539 DV160249

13215 156 40 726 TTTATGCCCCATGAATTTGACATCCTCTCTATTTGAAGAAATCATATCAGCCAGGAGACG12679 A_95_P125637 EB424731

13217 156 42 0 CAACATTAGGTGCAAGAGTGATCTTATCTTGTGCTTCTTTCCCTGATGCTGGCTCATAAT12683 A_95_P314978 A_95_P314978

13220 156 45 96 GTCAATGGATGATGGACTTAAGTGGAGATATGGATTCCATTGATGGATGAGATGGATACC12689 A_95_P113512 CV021168

13223 156 48 820 TGCACCTTGAAGAGGACGATACAATTGCTACTGTCTTGATCTTGTAAAGTCGTCCCTACA12695 A_95_P228244 EB449537

13231 156 56 905 TGTCTCTTGCTCAAATGGGGATTCCAATGCACCTCATTTTTGCAAAGCACCGCTTCATGA12711 A_95_P116557 DV159314

13234 156 59 573 CCCCACCACACCTTCTGTTAAAGCTTGTTGATTGTTTCAGAGAGATTGCTATACATTTAT 12717 A_95_P192482 EH615132

13238 156 63 582 CCAAGTGCATATCTGATGAAACAATGAAGACGTAAAACGCAGATGTCTTTCCTCATTAGA12725 A_95_P066770 BP136685

13242 156 67 424 CTATTGGCACCTATGAAAGTTCCCTTTGTAATGTTACTGTTTGTCTAAGTGGAATTTTTC 12733 A_95_P133197 EB434494

13243 156 68 522 TTTTTTGTGTCCCTCCTCATCTCTACTTTTTAGAGCCAAAGTGCTTGTAATCAGGTTGGT 12735 A_95_P300998 FG641516

13248 156 73 865 TATCATGGGAGGATTTACCAGTCTTTTCTTTTCGGGTTGAAATAAGAATATTGCGACTAA12745 A_95_P232439 EB426018

13250 156 75 338 CACTAATTGCCAAAAGGAAGTTCTCTTTCTTGGGGAACTCGAAGAAGTGCTGGAAGCTAC12749 A_95_P207597 TA18775_4097

13254 156 79 1656 CAAGGGCATTTTAAGTCTGTGAGATACCTGTCTATAATGCTGTACAGTCTATTTGCTATG12757 A_95_P265351 TC50731

13256 156 81 846 GGCTTCAAGTTTAGGTAGCTTGTAGTTTGTATTCCTGTTAATTTAATCATGCTTGCTCTT 12761 A_95_P149887 EB679882

13257 156 82 690 AGCATCCGGGCCATCAAGACGGAAAATTGTTTTCCCATATACCTGAAGGAACCATATAAT12763 A_95_P309053 FG184306

13261 157 1 739 ACAGCTACCTGTTCTCTATTTTACTGATGCAACTGTCTGTTGATTTACAGATGCAGTAAA 12770 A_95_P246632 EH622517

13267 157 7 451 AAGCCTCTTGGTTCGATAAATAAGCTCATATGTGACAGGTTTTCTTTGTTCAAATAGATG12782 A_95_P001026 TA14412_4097

13270 157 10 879 GTAGGATATTAGTAAGTTAATGAATGTGTGTAAAACGGTCAATATACTGCTACCAAGTGC12788 A_95_P181517 DV158914

13275 157 15 1784 TCTCTTCTGCATATTCATATCTGTAATAAAGTCAGGAGCTGTATGTCGAGTTTAAATGCC12797 A_95_P016816 TC49390

13282 157 22 679 TAAGCTGTTCATTCCCAAGGAGACTTGCAGTATTGCTTTCTCCTTGTCTGGTGTGAGATG12811 A_95_P116687 FG140162

13284 157 24 683 TATTTTCTGCGAGAATGTTTGGAAGCTCAGGCGCAAGATCAATTGCTTATCCTCATCCTA12815 A_95_P015721 EB428286

13285 157 25 198 GCATATCGTGTATATGTGAAGAAGTGCTACAAAGTTTATCTTATAGACGACTACATTACC12817 A_95_P132107 EB432551

13286 157 26 664 CATTGACCCTCCGGTTCTTCAACCTAAAAAGAAAGAACTTATATACTAGTTTTGCCTTTT 12819 A_95_P148847 EB450360

13287 157 27 948 TAGGGAATTATTTGCCTACAAAAACAAAAAACAAAAGGCCCACCCGGGAACCAATCGCTC12821 A_95_P011371 TA14146_4097

13290 157 30 605 ACAGCTTGTGACACCATGTCTTGACACACACATATAGACGTTTCTTTTGGATTGTTTAAT 12826 A_95_P287953 FG640153

13293 157 33 97 GCAGAACAATAATCCGCTGACAAAACTTCCAAACACGGACGTGTATGTGCTCTCCTACAA12832 A_95_P107027 FG144865

13296 157 36 749 ACAGTAACTAATAGAGATACAAGTGAACATACAAGTCTCTCCTTTAGGGAGCTTTATGAA12838 A_95_P162517 EH621473

13297 157 37 880 TAACTAGTCGGGCTGATGCTAGCCATATTAAATTCACTACATGATGAATCCAAATTTTGC12840 A_95_P223697 TA22308_4097

13298 157 38 766 AAGTTCTGTGTTGATGTAATTTGCTTCTTGTTTTGCCACTACTTTGTTCAGTTGCTTGTA 12841 A_95_P181492 TA12995_4097

13301 157 41 221 GTGTGAACTTTTCCATGTTAAGTTGAAATATGGGACATATGAGCTACTAAGATTCCTTTG12847 A_95_P164962 EH624430

13304 157 44 486 ATCGAGAATGTCTCCTTGGATAGATGCTGGACCTCTCAATATTCGTTCAAATTGCCCCTT12853 A_95_P090098 BP530799

13308 157 48 390 TGCTCTATCACTTATCTCTTTGGCAGAGGCTCCATTTCCACCTCTCCTGTTTCAATGTTG 12861 A_95_P129067 EB428823

13313 157 53 769 AATTCCATATCGTTGGTGTCCTTGGCTGCAGCGGTCATGTCCTTGACATATTCGATTGTT12871 A_95_P014221 TC44168



13314 157 54 1001 TGTTTACGAATAACGTTGCTGCTCCAGCTGATTTCTATTTATTCAAATGCAACTTGGTTT 12873 A_95_P026741 TA14717_4097

13318 157 58 649 CACAGGTGCTTCTCTAGATATACTGAAGCAATAAATGTAACAAGTTTTCTGTACAGTGTA12881 A_95_P203557 TA17878_4097

13330 157 70 815 GGGTTGCTTGTTTTTGATATTCTGATTGTGAGAGAAGGTTCAATATGCAAAAAGGTTGTA12905 A_95_P194657 TA15945_4097

13338 157 78 991 GCTAGGGGGTTGTCTTATTGGAAATGAACAACTTTTAATATTGATGTTTCAGAAGTTCCA12921 A_95_P007631 TA12296_4097

13340 157 80 703 TCAGTTACAGAATCGGCTTGTATTTGCATCCCTCCGCGAAATATATATTGAAAGCATCTT12925 A_95_P160472 EH619173

13342 157 82 397 CTGCAACCATAGTTGTGTTGTATTTGCTCATTAGGTGAAGTAATTCAACTAACTAGATGC12929 A_95_P130757 FS393322

13344 157 84 1028 ATGTTGTTGGTGCTGATGTTGTTGAGTTCAACCCACAGCGTGATACTGTTGATGGCATGA12933 A_95_P010186 TA14510_4097

13346 158 1 569 TTTTACATGAGTTGGAAAGGAATTCGAAATGGAGCACACATATGGCAGAGTGGTTTATCT12771 A_95_P214097 TA20188_4097

13347 158 2 711 GGTACATCTATGACAGAGGATTGGTGAAAGAAACATCTTATAGTTGGATTGAGATAAACA12773 A_95_P029141 EB439733

13356 158 11 361 TTTAGGCCTAATATTCGTGTATCAAATTGCCCGCAGTTGTTAACTCACAATTGTAGCTAG12791 A_95_P052206 BP132857

13366 158 21 757 GCTCAAGACAATTTGCCTTAGGTATGTATTATATCCTTTATATTTTGGGGAAGAAATGGG12810 A_95_P200852 TA17299_4097

13368 158 23 116 GTAGAAGAGGAATCAGTGATCTGTAGGCATTTTTATTGATTTCTGTGCAGAAACGTCAAT12814 A_95_P168431 EH664424

13371 158 26 765 ATTCGAGTAACAACTCGGACATGTTTGTTGGGGGTCAATCACTGCAAAACTTAGCTCAGC12820 A_95_P147682 EB452193

13372 158 27 875 TTGAGAAATCCTCTGTAGCTGGTTGGTTGTTTCGCTTTGATCTATGGTAGTGCACTATTT12822 A_95_P185897 EB424739

13374 158 29 712 CACAGTTGTTTCAAAACTTCTTCCTGGTTTGGCTGAACTGATGAACTTCATTGAGGTGCA12825 A_95_P017831 BP130210

13375 158 30 722 CCGCATTATTGTAATAGTCTCTTGTTATTCCGAACGGCCGAAATAAATGGAGATTGATGT12827 A_95_P148922 EB678509

13376 158 31 404 GACCAACTTGAAATGGACCAACAGGTTATTTGCTTAGAATGTGAACCTTTCTAGCTTATA12829 A_95_P097438 BP534048

13381 158 36 382 AGCGTCAGAGTTTGGACAAACTGTCTAGAAGCTTCCTTATTCTACGTCTAATCTTTCAAA12839 A_95_P293493 FG643621

13386 158 41 400 ACCAGATTGCTCTTGTCTGTGTTCAAACCAGTCAGGGATCTCGACAACATTATGATCCTC12848 A_95_P094758 BP532862

13388 158 43 891 AACCCTAAGTCTCCTCTGTATGAGATCACATTTCAGTGTTCTGTGATGTTGTAAGTCGTG12852 A_95_P235204 TA13446_4097

13396 158 51 1395 CTTGAAATGAGATCTATGCTTGGAGGTTGGTGTTATAGTTCATTACTAAAGTTCTACTCT12868 A_95_P023796 TA15200_4097

13397 158 52 459 TTTTTGTAATGCAGGTCAAAAAAGCAAGAGGAATTCAGATAACAAGGGTCCAAACAAAGG12870 A_95_P278833 AM848505

13398 158 53 759 AAGATGGTGTAAAGGCTTCTCCTAGGGACTATAGCATTCCAGGATCAGGAGACAACAAAA12872 A_95_P127892 EB427451

13400 158 55 799 TAAAAGAACTACTACACAAATGGGCCATGGTCAACTCAGCTGCTGAGTCTGAAGGAGATG12876 A_95_P309883 FG136392

13402 158 57 763 TTGTTGTGTACTGGGGTTTGGTAAGAGGCAGTTGGATGTGTTTTCTCTGGCTTTGTTTGC12880 A_95_P222297 TA22003_4097

13405 158 60 274 AGGCTTCTTAAGCGCTAGTATTCAACCCCTCCTTTAAAGGTGAAAGGTGAGTTCTTAATG12886 A_95_P110247 CV019640

13410 158 65 663 TTTCTAAGAGTTTGTAGATAACAAATCTCCTGATGATTCCTTTCCTCCTGAATGGGTGTG12896 A_95_P311068 FG139766

13412 158 67 754 ACACCCAGAAATTTTTTCCAGCTTGTAGTGCTGCTTCTTACAACCCTGGCGCTCTTTCTT 12900 A_95_P180052 EB679219

13421 158 76 803 GAGGCTATCAATCCGATTTCATAACTAGTTGGTACGTTCGAATAATAAAAAGAAGTTCTC12918 A_95_P270401 EB431749

13427 158 82 861 CTTCTCTTATGGACAAGAAGGGTCACGTATCTTCTTTTGAATTGAGCAATAAGAAGACTG12930 A_95_P178682 TA12310_4097

13429 158 84 437 GGTTTGTTAAGAATGGTCTTTGGTCACTTCATGTGGATTTTCCCCTCTGTTCCAAGGTGG12934 A_95_P127752 FG147794

13432 159 2 608 CTTATGTGAGGCCAACGTGCAATCAAGCTATTGAGTGATTTCTACACAGATCTGAACTGG12939 A_95_P058476 BP134482

13433 159 3 484 TGTAAGGAACTAGCAATATAGCTAAATTTTGTTTATGACTGCCTTGTTTGGCTGTTCTTC 12941 A_95_P022426 TA14801_4097

13435 159 5 193 GTGAAGGCCTCAAATGTGCTAGTATAAGTGATATCAGGAAACTGGATATTAAAATGTCTA12945 A_95_P141652 EB445325



13438 159 8 430 CAGCATGGTGCAAATCTAGTGCCTTCATTTCTAGTTCTATTAATCCCTCCACTTCGACGC 12951 A_95_P094168 BP532590

13443 159 13 874 CTTAATAGAGCTAAAGGCAAGAAGACCTTGTACTCTTTTGCTTTAAACCACTTGTTGCTG12960 A_95_P230179 DW000183

13448 159 18 814 TGCATCTGTTGTACTAGTCACTCGCTCACTATTTTTGAGATATTTGCATCTGATTCTACA 12970 A_95_P000461 DV161017

13452 159 22 769 TCCTGGATTTGTGGACTGTGTTTATCCTGATGCACCTAAATGAATTTACAGCTTAGATAA12978 A_95_P157222 EH615261

13453 159 23 701 GTTGGCATTAGTTATGCTGAGATTATATCTTATCCACTGTTTGGTTTGGTGTATTGAAGT12980 A_95_P120482 DW000413

13456 159 26 798 ATAGGTAAGCTAGCCCCTGTATGTCATTATTCATTTTCTGAGCTCAGTCTACAACCACTC 12986 A_95_P009791 EB428177

13458 159 28 476 ATCCTCATCTTCTTCTTCTTGGCTTCTTGTCAAGCAACTCCAATCTGAAGTACTTGACTT 12990 A_95_P072960 BP526090

13459 159 29 433 TTAAGGCTATAGGGGAAAATGAAGAAGTGTATAGAACTTCGGCGGATGACATGAAGATCA12992 A_95_P110412 CV019718

13463 159 33 577 GCTACAAGTGTTCGTTGTTTGATCGGTACACCAGTTGTAGGAAGGAATTTAGTTTTAATT13000 A_95_P121857 DW001953

13466 159 36 453 GTAGATGACTTTTTGCTGAGACAATATGCTCACATTCTCCCACATAGTTATTTTGTCACT 13006 A_95_P058891 BP134589

13467 159 37 428 GAGAGCTTTCAAGATGTTATGTCCATATGATGGTAATGAAGAGTGAGAGATTGGATTTAT13008 A_95_P008956 EB682455

13470 159 40 796 GCAAAAAGTGGAGGATTTGTTATCAGATGACAGCATAAGAGCAAACTCACTTAAGTTGAA13014 A_95_P115497 DV157724

13472 159 42 938 GTTTTGAAAAAGGAAAACCTTTTAGTTGAGTGGAGTCATCGTTGTAGTCATTCACTTTTG13018 A_95_P191357 TA15218_4097

13474 159 44 519 ATGGCATTGATTACGTTCTTTCTGTCAAGACAGTTGTTTTTAGCTGTTGGCTTCGTAAAT 13022 A_95_P032116 TA12512_4097

13476 159 46 441 TGTCTTGCACAATTTCAATTTGGCTCGCCGCTTTTGCTCGACAACACTATTGTTCTCAGT 13026 A_95_P066080 BP136501

13479 159 49 577 ACCTGAATCAAGCTACATCAATGTTCTGGTCCGCATTTTATGCAACCTGTGTTGGCTATT13032 A_95_P204662 FS409048

13480 159 50 1234 GTCTACTTACCTCAAGATGAGTTAGCACAGGCAGGTCTCTCCGACAATGACATTTTTGCT13034 A_95_P186367 TA14111_4097

13481 159 51 203 TATCATCTGGATTGGCTGGATTTTTACTTTTCCAGGAGCCACTACCAATTCAGGGGTTGG13036 A_95_P155882 EG650309

13482 159 52 119 GATCAGTGAATCAGCCATATACTCAATGAACAAGGTGAAAACTAAGAACACTTGGAAGCA13038 A_95_P046291 BP131358

13493 159 63 539 CCTGACCTTAGTTATGTACAGAATGTTTGTCATTTTGCATGAATGCATGAAAATGATGGA13060 A_95_P006461 BP135407

13494 159 64 550 GCACACACCATAGTTCTGTCACTTCTTTGTTCTTCACAGAATTCTATTGAGAATTGTTAT 13062 A_95_P219312 EH615351

13497 159 67 843 CATGTAGCAAACTATGTATAGTATTCTTCTCTCTATGCATGTCTGTCGGGTTCCCGCGTG13067 A_95_P263101 FG163595

13498 159 68 235 ATTATTCTGAAGGGCGGAAGTCCTAATAAAGGTACTCCTGGGGTTATGCATGGGAAGCAT13069 A_95_P029221 TA19047_4097

13500 159 70 517 TTTGATCTGGACATGTTTTATGAAGTCCTCGCCAGCTGACAACTGTGTATCTGCTAGCCA13073 A_95_P025671 TA14517_4097

13504 159 74 779 AAATGTAACATATGGGTTTACTGCCCGTCAGAGACAGGATGCCACTCTCCGGACATTTAT13081 A_95_P289538 DV159765

13506 159 76 841 TCTTGTTTCAGTGTTAGTGCAACTACACCAGAAGACATGGTGATCTATGATGGTCTTTTG13085 A_95_P013566 TA17008_4097

13508 159 78 198 CGCTGTTCAGTACCTCTCCCGATATGTCGAAATCAATATGAGTAGAGTTTCTGTAAATGC13088 A_95_P077590 EB425809

13509 159 79 358 CGTCAAAGCAAGAAAGACATTCACTGTTTGTCTTGAAACCTGTATGTAAGAAATCACAGT13090 A_95_P085285 BP529241

13511 159 81 500 TCCTTATTGCTTGGGCTTGCTTAAGAGGGTATACTCAAAAGAACCCATTTGTATTTAGTT13094 A_95_P161597 EH620274

13514 159 84 865 CTTTTTCCTCAAGGAAACTGTTCCATAATAATAAGGATGCCCTTTTGGATGTAAATTCGT13100 A_95_P290408 DV999295

13518 160 3 817 GTTGCCTACTGTGTTTTGATGATTTATGTTTCGAGAATTTTGGAGTGTTTGTTCTTGCCT 12942 A_95_P198207 DV158366

13519 160 4 684 CTTTCATGTTGGTTTCTCTTGACATTGACCAGGATAGTCCAACTAAAAAGCTTAATGTTT 12944 A_95_P275483 TC63004

13530 160 15 204 TGTAGATCTTTTGAGTGCTTTATATCGGCATTATTGAGAATGGAAATTTTGCCCTGTCAT12965 A_95_P100578 BP535437

13532 160 17 577 TAGGTATCAAGGAAAATCCATTCTGGCTTCAAAAGGGACGTTTCTTTTGATGAATAAATG12969 A_95_P035398 BP128462



13533 160 18 707 TTATATTTTCCAGCACAAACATTGTGCATGCGAATACAATGGATGGCTTTATCATCTTTC 12971 A_95_P014301 EH623509

13534 160 19 311 CCCAACATACACCTGTGTACAGTTGAATAATCCTGCTTCTGCTCAGTGTGCAGTTTATTA 12973 A_95_P111057 CV020030

13536 160 21 233 GAAACTGGAGAAGCACTAGTATCCTCTGTCGACAAAATGATATTTGTTGGATCACCTGGT12977 A_95_P136727 EB440488

13539 160 24 451 GTGCTCTCTGTTATTCTGTGTTTGCTAAGTAGTTTATTGGTGTAACATAAGACTTGTGCA12983 A_95_P060455 BP135001

13540 160 25 454 GCTGAAACAACATGTAGCTAAGGAACTTCACAGTTTGGAAATTGCACAAGGTTGATTTCT12985 A_95_P001251 EH620046

13542 160 27 481 AAGTATCTTGGAGACTTAGAAAGCTGGAACAAGGCTGAAGATTCTCTTGCGGAAGCATTG12989 A_95_P035558 FG142279

13544 160 29 780 TATTTGATGAATGTTAGCAAGGGGGAAATGTAATGTAACTTGTACTTTGGTTGTCAACAC12993 A_95_P187477 TA14354_4097

13546 160 31 469 GAAGAATGTGGGTGGAAAGGTTCTTGGTTTCTTTTATTAAGTTCCTTATGCTGACAAGGA12997 A_95_P157412 EB439805

13549 160 34 901 TTTTGGAGCTCCTGATTATGCTGAAGCTATTAAAGGAATCAAGACAAGCAAAAGGCCTGA13003 A_95_P243857 EB429842

13550 160 35 795 AGATGAAATACTAGTGGAAAGGAAAGGGGGTCCATGGGAGTGACTTTACTACTGCTACAG13005 A_95_P311568 FG143668

13551 160 36 325 GAGTGCTTATCTGCTGGAAGTTGAATTTGGGACATTTTAACTTTCAATAATATCGCCAAT13007 A_95_P109672 FS429988

13554 160 39 265 TATACGAGAGGTGCTCAAAGGATACATACCAGATACGCGGCCCATGTACTTATGAGATCT13013 A_95_P110962 CV019986

13557 160 42 780 GTGACAATTCTGCTAAAGGTCCAGTTGCTAGCAAAATGAGGATTCACAGATCTTATCCTG13019 A_95_P148582 EB677946

13558 160 43 465 CCCCAACAAACAAATGTGGTATAATTCTCTACTGTCCCTGACTAGAAGGGGAGATATCGA13021 A_95_P047681 BP131717

13561 160 46 553 CTATTAGAGTACTGCAGCAAAAGGGTTCATACCTGTTTTGGCTTTGTTGAAACCAGTATT13027 A_95_P041941 BP130226

13565 160 50 475 TGTTCCTTTTCATTGTCATATCTGTATGTATTCGCAGTTTGACCTTTGATTAGACTACCG 13035 A_95_P103547 CV016564

13568 160 53 479 CTATTTGTTGCATAGTGGACCATGCCCCTATTCTCCATTCGTTTAAGGTATGAATACCGT 13041 A_95_P255849 AM817974

13569 160 54 813 AGAGCTGAGCTTGTATAGTGAAGTGAGGCATCAACCTAAAGCTGGATATTTGTCACATTG13043 A_95_P307123 FG148524

13571 160 56 432 AGTGGATCTGAGACCTCAAAGCCTACAGTTCACTGCCCCATAAAAGTTTCACATGAACAC13047 A_95_P093663 FG635489

13572 160 57 2258 CCAGAACCTTTGCGCTGGTACTTTTATTTATGGCTTTTGACAACTTTGGATTATTTCTTT 13049 A_95_P234239 AF190655

13573 160 58 344 CTGTCTTGTCCCTTTGCAAGTGAGTTGTTATGTGATTTGTAGTAAGATGAATATATTTGG13051 A_95_P085420 BP529274

13574 160 59 950 CAAGTTGAGTTTTGTTGTGACGATCTCAAAATTTTGCATCTTGTTCTTTGCCTATGTTTG 13053 A_95_P177172 TA11899_4097

13575 160 60 349 GGTCCCCTATTATCTTGCAGAGCTAACAGAAAAAGTTGCAGACAATGACAGGATAAAAGT13055 A_95_P070530 EB680539

13576 160 61 712 TAAGTTTTGCATATACATTATCCTCCCCAGACCCCACGTGGTGGAATTCACGGGTTTTTT 13057 A_95_P164187 EH623329

13578 160 63 965 AACCTTGTCCTCAGCTTTGGTCTTGCTGTCCTCATTTGTGATCCTGTGATTTTCTTGCTT 13061 A_95_P192927 TA15561_4097

13583 160 68 251 GGAAGGCTTGATGTTATTTCCTTAGATTGTGATTAGGTACTGGACAATTTTAAGAACTTG13070 A_95_P111147 EH619918

13586 160 71 673 GAAAGTGAGATGGATTTCTCTGCTTTATGATCTAGGTTTTGCAGAATGCTCTTGAATTAA13076 A_95_P182482 DW003915

13587 160 72 563 CGCTAACGCCGGCCAATGCCACCTCTATTACCATTTTTTGTCGTGAAATCTTTGTTCTTG 13078 A_95_P284548 FG637689

13590 160 75 799 GACTAGTTTATGGAACTATAAATTGATCGATAAATAATCCCCTCCTCCCCTTTTTCCCTT 13084 A_95_P017161 TA21967_4097

13597 160 82 798 GATATTTTTCTATATGCAGTATTCTTTAATCTTACCATGAGTTGACGTTGATGCCTGGAC 13097 A_95_P180082 DV157481

13598 160 83 402 GATGTGTGGAAAACAATGTATTGCAGGATAAGTGGTCATCGTGCTTATGATGTGAGGACT13099 A_95_P079520 BP527786

13599 160 84 800 ATTGAGTACACCAATTGCTTTGATGCCAATCTTGACACTTGTGCAGCTGCTCTTGCTGGA13101 A_95_P291853 EB427579

13606 161 6 736 TAGAGGTTTTCCTTCTCTTAAACCAGACCTAGAATCACAGAAAGTTGAGTGCTAAACCGA13113 A_95_P202967 TA17755_4097

13611 161 11 754 ACACTAGGGATCGAGGCTCTACATATGCGTAGCCTTTCTTTTCTTTTTGTTAATTTCTCT 13123 A_95_P010236 EB439033



13612 161 12 1365 GGGAGATTGCTTGTGGCTTAAGGTGACGTTTGTTTGAGATTTTCTAAAATTAAATTTGCA13125 A_95_P222132 TA21965_4097

13613 161 13 386 ATTGACCAGTGCTATATAGATCTGGAATTTTGAAGAAGAAATATGGAGGAGTTCGTTTGT13127 A_95_P092358 BP531762

13616 161 16 197 TTATTCCTTGGCGAATGATTGATCTTGGTGAGCATTATTTTCTAGTTTCTCTCAAGGCTG 13133 A_95_P034164 AJ718241

13619 161 19 558 CAATATGTTACCTCACAGGTGATTACATGCTTTGACATTCTCGTATGTTGGGGGGTCTTC13139 A_95_P080190 BP527945

13620 161 20 305 CAAATAGATATGGTGCCGTACTAGATAAGTTCTGTCCTTAGATATCCTTCTATCTCCCCT 13141 A_95_P108972 CV019089

13626 161 26 337 TTAAAACAAGTTTGGAATTGGCTCTACATCTTATTCTCATCCAGAAGCGTAAGAGTTTGG13152 A_95_P133427 FG643621

13627 161 27 681 AGCATTATGTAATGTCACCATTTTGAAGCAATGCCATAAGGGGCGGATCCAAGATTTGAA13154 A_95_P192962 TA15568_4097

13629 161 29 383 TGCAATCTTCAATCAACTTTGGTTGTCGCATGGAAAATTTTGGACTATGCACATCTTAAA13158 A_95_P006261 FS381087

13634 161 34 387 GTCAAATTCAATTGTTCTTGCTATTAGGTAGGTGGATTCACACCTATTATACTTTGCCTT 13167 A_95_P281583 AM796827

13636 161 36 689 GATACTGCTGCCCATGACAAGTACGTGCGCTTTGTTAATGTTCCTTTTGTTGATATGTGG13171 A_95_P017621 TA12435_4097

13637 161 37 543 TTGTTGTCATTTCTATTGTCCGGGTTATTTCAGGGCTGTAATTCGGATATTGTCTTGTGG 13173 A_95_P148902 EB678440

13644 161 44 710 GAAGATGAGAAGAGTGTCCAAGCAGCTTGTAAGTATGATAGGCAAAAATAATTGAGGTTT13187 A_95_P272781 EB679187

13645 161 45 688 ATTCGAAAATCAAGAAAATGGATCAGTATGTTACCGCCACTGCCCTGCTCCATCGACAAA13189 A_95_P137997 EB441707

13650 161 50 421 AACTTTGCTCACTTTCCAAATATAAGTGACTTTGTATTTGTGGTGCCTTTCCCTATCAAA 13199 A_95_P108397 CV018816

13653 161 53 638 TAGTTGGACATTTTCCTTTTTATATGTCCTTAGGGCCTCTCGAGGGTCGACGAATTCCAA13205 A_95_P164217 EH623365

13658 161 58 518 TAGTAGAAGAGGGTGGCTATACAATTGATGCGGTCAGTGTGGAAATGTCGGGCGATTTAT13215 A_95_P074690 BP526533

13661 161 61 764 ATGTTCTGATGTTGTGAGAGATGAAAACTGTGTAGACAATGTAATCTTTGTGATTATGGG13221 A_95_P029956 DV160716

13676 161 76 519 GCTGATGGCAGTGGTTATAACGTATCATTGAGTGTGGTCAACAATAATCTCAAACCAATG13251 A_95_P103587 CV016589

13677 161 77 632 ACAGGTTGTGGGTAGTGTCGGGTATTGGAATTAAAGTAGAAATATTGATGTTTGTCAAAG13253 A_95_P151612 EB681852

13678 161 78 356 GGGTGCATGGTTCCATGTTCTCAAATTCTTGTTGAGTTGTTTCCCAGTTGCTTTAATTTC 13255 A_95_P002741 TA16339_4097

13680 161 80 102 CATTCAATAAGATGAAGATGATGTATGTGGTGGAGGACGTATTGTCATCTAGGAATAATA13258 A_95_P132892 EB433703

13681 161 81 837 AATTCACAAGGTGAAACACCACTGGATTGTGCTCCTGCCACATTGCAATTCAAGATGAAA13260 A_95_P226139 EB439999

13682 161 82 496 ACTGCATTCTTGAATTCAGAAAAGATAGGGTTAAACTGTTCTTGGTACTTTTGGTCTATG13262 A_95_P187558 TA14374_4097

13685 161 85 658 ACAGAGAGTCTTCCTACTTGCAGTGTTGTATCTGATACTGAATCGAGGAACTGAGTGACA13268 A_95_P301228 FG182635

13686 162 1 0 AGATTCTGCAGATGATTTGTAGTGACTACTAGTACTTTTGTAACTAGGCTGTCTACTGAT13105 A_95_P313883 A_95_P313883

13695 162 10 729 GTAGGTGAGTTAATGTCAAAGCTTTGGTAGGATATACTACTTCATTTTCTCTGTTAGCTA13122 A_95_P198992 TA16897_4097

13696 162 11 734 GGTGAAGGCCCAAACAAGACTAAGATAACTGGCAACAAAAATACCTTGATGGTCTCCCAG13124 A_95_P314988 FG199121

13698 162 13 229 GGCCTCTTCAAACTAAATGTAATGGTTGTTGACAGTATGAATAAAATTGCAGCTTCTTCT13128 A_95_P211897 TA19715_4097

13700 162 15 1086 CCATGCATGATGAAGCTTGAATTCTGCTAGTTCATTTGGGTATTCACGTTATTATTTTGA 13132 A_95_P023091 TA12370_4097

13706 162 21 540 GTGGAAGGTTTTTAAGATGTACCTACAGACAATATACCGCTGCCTGATACATGAATACAA13144 A_95_P221312 TA21794_4097

13714 162 29 898 GGTTGAAGTTGTGATAGTTCTGTATACTCTTTCTGCATTGTATAATAAAGGATAACCAGC13159 A_95_P210737 TA19459_4097

13715 162 30 428 TTGGCCGTTTACTTATCTCTAATTCCCATCATCGGTGGCTGTGGTCTTTCTGCTCTTACA 13161 A_95_P011071 DV158401

13716 162 31 503 TGATGATTTAGCGCGGGGAGATGAAGAAATAAAGGTACATGCAAAGGAGCCCTGTCAAGA13163 A_95_P131302 FG143691

13718 162 33 449 TTAGCGAGGTTCCTGCTATGGTGAAGTGAAAGATCTTTCACTATAGTGGGAAGAAGACAG13166 A_95_P071050 BP525606



13719 162 34 362 CATGCATCGTTTTCTGATGATGACCTTTACTCTCCAGTTGCTCAGTAATTAACTATTTTT 13168 A_95_P097293 BP533969

13722 162 37 674 ATCTTGATACTTGGGGTGGACACCTTTGAGTTATGGATGTATTGGGTGCGGATGTTGATG13174 A_95_P063830 BP135886

13729 162 44 303 GTAGTACCTTAATGCTGTTTGTATGCTGCATCAAAAGAAAGCAATCTGTTACAGAACTTT13188 A_95_P164332 EH623500

13731 162 46 143 CATTGGGTGGCCTGCCTAATTGCATACCAACTATGTAAATTTTTGTAAAAAATGTAGCAA13192 A_95_P002966 CV020097

13737 162 52 598 CTAATGTTGGCTTTCTGCTGGTTTGATATAAGTAATGTATTTGTTCTTGCTTTTCTGCGT 13204 A_95_P026041 EH623514

13738 162 53 525 CCCCCTCACGTAAAATATACTGGATGTGATAGGATTTTAATTGTATCGTTGCAGCTATAG13206 A_95_P001901 BP129353

13739 162 54 573 GAGGTCCCAATATAGTTGTTTCCCAAGAAACAAGAAGAAATACAATTAGGGGAGTAGTAC13208 A_95_P124207 DW004062

13741 162 56 4313 TAAACTATCTAATGGTCAACTGGTTGATTTGATTCCGTGGTGCCTGCCTAACACTGCTAA13212 A_95_P251627 AY567977

13743 162 58 940 TTCCTGCACTAAATGATGTTACTGCAATGGAGTTGCCTGATATTGTTGCTGAGGCTGCTA13216 A_95_P242967 DV159439

13746 162 61 902 ACATACCGCTGTCTTGCCTTCACGCTTGTGAGAATCACTTTTTCATTCAGAAAGTTGTTT 13222 A_95_P208727 TA19031_4097

13747 162 62 751 AAGATGAAGTCAACAACATTGAGCCTTTGGATCTCTGTGGAAACCATCCTGACTGCCATG13224 A_95_P244077 FG139319

13752 162 67 645 TAAAATTGGGAAGCTTTGGAGGAGTTGTCGTTTGAGCAGTGGAATAAGCCACTCAGGTAG13234 A_95_P000901 EB451750

13754 162 69 187 GATTGGTTACGAAGTTTGTCTCTGTAGTGTTTTCTCAGTTTTATCCAACACTGTTTACTA 13238 A_95_P097593 BP534118

13755 162 70 813 TGTACCTGTTTTGCTTGATGAGCATATTGGAGAGGGAAAAGTCATTGAACGACTTTGGAG13240 A_95_P294028 EB440637

13761 162 76 417 AGCCAAACCTCGAGATTTATTCAGAAAAGAACCTTCAACGGTAATATCTTTCATTTTGCT13252 A_95_P048966 BP132049

13766 162 81 642 TTATATTTTGGTTTCCCCCGAAAGCTTGTTGTTCACAAGGCAAAATGGCATCTCTTTTTC 13261 A_95_P014606 BP130287

13767 162 82 777 GATCACCTTTTGGTCAAATTATTCTATCGACACGTTAGTGTAAGACAATCTATTTGACTC 13263 A_95_P004201 X65700

13769 162 84 779 ATTGTTGATGACGCATCTGCTCTACTGGGATATTTTTAGGGCATTGGCCCCAAGATCCTA13267 A_95_P255379 FG136640

13773 163 3 951 TAAGCATCATGAAACTGGAGAGTCTCTCCCAGAAGACATATACAAGAAGCTTCTTACTGC13274 A_95_P014511 TA15524_4097

13774 163 4 549 GTCTTTCGTTGGATGTTAGGGTTAGTGATGTAAATCAAATGACTTGTTTCAGTCAAACTA13276 A_95_P003466 DW003379

13776 163 6 369 GCTAGGGGGTCTCTATAATTATCAGAAACTTTTCTTCTGGAACACTTTGAATCTTTCTGT 13280 A_95_P220452 TA21610_4097

13783 163 13 96 GTATCGAAAAGAGAGCATCATGTATAGTAGTGATTCTTATGCAGTTCTTGTTTGCTGAAA13294 A_95_P132302 EB432768

13784 163 14 809 TATCATATGATCATGGTAAATTTTATTGTTGCTTGCCTGGGCCAAGGGACAGAGAAGTGA13296 A_95_P197732 EB681120

13785 163 15 828 CTGCTGCGCTACTGTTGGTATGTCGATTACTTGTGTATGTGAATAATGCCATGCAACTTT13298 A_95_P147227 EB451494

13787 163 17 877 GGGAACTATGTACATAAGGCATAGCTGCTATTCATTGGCTTTCTTCCTTTCTTTCTTTTT 13302 A_95_P226064 DV158290

13790 163 20 570 CTTTCCTTATGGAAGAATCTTGGATATTGAGGTCGTAGATGGTGGACTGATATGCTCCAG13308 A_95_P047146 DV999838

13793 163 23 869 CAATACTTTGATTTGAATAATCTGTCGTCTCGTCTAATGCTGACAAGAAGATGTTGTGCT13314 A_95_P272791 FG158149

13795 163 25 682 CTCTTGCAAAACCAGAACGTTGAACAAGTACTAGACGGTCTCTTATAGAAATGCAGCATC13318 A_95_P306973 FG151496

13797 163 27 497 TGGTAGATTTGGCCTGGAGTTTATTTTTCTATTCATTGTTCCAAGAACACAATGCAGCTC13322 A_95_P098583 BP534557

13799 163 29 500 CTTGCTCCATTTGTGTTGTAATTTTATTAATCACTATCGGTTATCTTGGCCCTAGTCGAA 13326 A_95_P021186 FG644605

13812 163 42 872 GGGTCATTTGTGTATATACCCAAGAACACCAAGTGTCCTATGCAAATATCTACTTATTTT 13352 A_95_P236544 DW000893

13815 163 45 51 GGAGAAAACCAGTCATTTGTAAGGACACGAGAAATCATCTTAATATACTGGTTTACTTTG13358 A_95_P256319 EH618738

13816 163 46 952 CTTGTACAGTCTTGTAAATCAAATCAACCTTATTCGTCTTCCAATTTATTTCTGTGCTGG 13360 A_95_P203012 TA17764_4097

13821 163 51 440 GTGGGGAAGCATATATTTATCTGGTTTAGGATAGTTTCCTTTGGCTTGACACTATAAGTG13370 A_95_P114247 CV021515



13822 163 52 335 TTAGTCCTGGTCAAAGACTTTAGCTCGCATATAATTGGTGACTTGTACAAATAGATATTG13372 A_95_P141882 EB445504

13826 163 56 544 TTTCTGCCTTACTCTGGGTATTCAAACTTCCTATGGATATTTGATGATATTTCAAGTCAG 13380 A_95_P183317 TA13431_4097

13831 163 61 1434 GCCTCCAAAAACTGATGCGACAGTAGAATGTTTACTTTTCTCTGTGCCTGTTATAGTACA13390 A_95_P192672 TA15504_4097

13832 163 62 776 GAGCTCCATCAGCTCATTATTTCCTTTCTTCTTTAGGCTATGAAAGCGTTCTATTTCTGC 13391 A_95_P189477 TA14797_4097

13833 163 63 379 CTGTTCATAGTTTTAGCTGGGGTTGTTAAGTGTTAACTTGGGATACACTGTTTAATGAAT13393 A_95_P004336 TA13705_4097

13834 163 64 589 CTCTTGGATCACTTTAAGCATTCTGGGCCGAATGGGCAGCATGTTTGTATGGTATTTGAA13395 A_95_P128377 EB428075

13835 163 65 662 CAGCGATTGTCAGTCAATTGTCCTGTAGTATATTATCAGGCACAATATGTATTTTCGTAT13397 A_95_P136162 EB439792

13836 163 66 326 AGCCTCTTACAGTAAGCTTAAACTATAGGGATGTCTCTATGGTGACTGAATGAATTTAAT13399 A_95_P109837 CV019462

13840 163 70 542 TGCTTATGCTTGATTGAGTCAGCATAATAAATAAACAGCTGCCAAGTTGGTGTATTTTGC13407 A_95_P222527 TA22053_4097

13841 163 71 826 AAAGTGCATGCCAACAACTTCCAAAATTTGCTACCCTTTGCAAATTCAGTATGAGAAAAA13409 A_95_P011506 DW000343

13844 163 74 1402 GCTAAGGGAATGATAGTGGATCATGTGCTTGACATGTATATACATATTTCGTATTAGACA13415 A_95_P025466 TA14191_4097

13846 163 76 222 CCATATTGTGCCACAGAATGATGGCCTTCATAAACCATTGTGGAAACGCTGGAGAACTTG13419 A_95_P146337 EB450358

13849 163 79 808 AATTGGACTATTTAGTTGGGGCAGTTTCAAGTCCAAAGAGGCCATTTGCTGCTATTGTGG13425 A_95_P008581 Z48977

13852 163 82 721 GGCTGGACCATAATGGGCTCTTATTTTTCTTTCCCACTTCAGAATTTTAAAGTTTTTGTT 13431 A_95_P202057 EH615240

13854 163 84 505 GCCATCGAGTTCCTGATTTTTGATTTTTTCTCTTGGAGTGGATTTGAACTCAAGCTTGTA 13435 A_95_P088863 BP530252

13856 164 1 1123 TTTTGTAATGAGACCCTGAGCTATAGCGAAGTAAATAATGGACTGAATCATTTTTTCCTC13271 A_95_P204562 TA18092_4097

13857 164 2 832 TGATGATGTATCTGTGGATATAGCTGTACTCAACCCAGTGCAGAGACTTTGTCAGTGTAT13273 A_95_P307393 FG141895

13858 164 3 656 GCCAATTACTTTATCCCAAATTTGATGGGACTACTATGTTTACAATTGACACATCATGCT 13275 A_95_P031036 TA14624_4097

13862 164 7 367 GGTGGAAATCCAGCACGTAGATGATTTCAGTTCTAGTTTTGTGTTATTTAATGAGGAATA13283 A_95_P029711 BP533659

13864 164 9 911 TGTTAAGTATTTGGAAAGGATGTCTAGGCAAGTAGGATGCGCGCCAAACTATGAGACTTA13287 A_95_P268206 DW000064

13869 164 14 426 TTTTCATATGCTTTTCCTTAATGGGTCCGGTGCCTGTTGGTTACATCTCGAGGCTATTTG 13297 A_95_P081210 BP528200

13870 164 15 812 AATCAAGCAGATAGGACTGCAGTAGTTCTGCCTCAAGGAACCTCTAGGTGTGTAGAGTTT13299 A_95_P269936 EB428068

13871 164 16 890 GAGGAAGACGATGATTAGTTTACTACATAACAAGAATTTTGGATTCTTGTCGCTTATGGT13301 A_95_P260046 EB677659

13873 164 18 808 GATCTGTGCTTTCACGATTTTGGTGTGTGCATGCTGTCTCCCATGGGACTAATATTTCGT13305 A_95_P299693 FG139470

13875 164 20 867 GGACTTCAGCTCTCTAGAAGTACAATCATATACTTCAAGCACAATGATATGGAGTCCTTG13309 A_95_P296433 EB452117

13876 164 21 492 AATGGAAGAACAAATAATTCACGGTGATGGGCTATTGGTGAATTTAGCAAACGAAGTGAA13311 A_95_P040086 BP129731

13878 164 23 445 GCTTCTTGACGCTTTGCATTTTGCCTTTTTTCTATACAGTGACTACTTGGGGCCTGAAAT 13315 A_95_P158957 EH616859

13883 164 28 2616 CAATTTTGTCTGTATTGTCATTATCCACGTCTAAGATAATGGACCTATGTTTTCAGCTTC 13325 A_95_P250777 X77915

13885 164 30 820 TTGGACAAATGGATGATAGAGAACATAAGTCTGGAGAAGAAGTTTCTAAACATACTGCTC13329 A_95_P127222 EB426697

13886 164 31 868 ATTTACTACAATGCCGTTAAGTCCTCCGTATTTGATTTTTGACGTGGATTACTCCTAAAG 13331 A_95_P196852 EB680458

13889 164 34 848 CATCAATAATCGAGATCTTGGAACATTCAAGGTGGACATTAGCAATACCAAAAACCTTCT13337 A_95_P126097 EB425332

13891 164 36 768 CACACAGCTTATCATATTCAGACCAGACTTGATTATTGTGATTTGTGTAACATGAAACAC13341 A_95_P015576 EB438873

13895 164 40 1152 TGTTTACATTCTATGTTGACTTATTCTTCTGGATGAAAGTTGTATTTGAGGTGTGCTGAG13349 A_95_P192367 TA15436_4097

13898 164 43 780 GGCTGAATTCATCTGATATTGACAAAGAAGCTGTTCTTTCAAGTTCTCTTAGCTAGAAAA13355 A_95_P254779 EH616966



13899 164 44 843 TATCGTGACTGAGGGTCGAATATCTGCTTGGGGAGGGTACATCAAAGTATCGATTTGATG13357 A_95_P296058 FG143518

13903 164 48 938 ACGTTGCAAAATTTTTTCCCTCTCCTTGAATACTCATCTGTATTTCAGATCTTATGCTGA 13365 A_95_P196857 TA16434_4097

13904 164 49 657 CAGACAATTACTTTTGGATTCATCTTGATAAGAAGGTGCCTACTGGGGCTGGTCTTGGTG13367 A_95_P136612 FG134239

13909 164 54 696 CAATGAAGCTAGAATACAGCTTTACTGGCCAAGATACATGTCAGTTTTTCATTTAGTTAC13377 A_95_P022371 TA13932_4097

13915 164 60 704 TAGCTGTTAGCAGGATTATTTGGTTATGTTTCTCATTGACTTCATTGATTACCAAGGTGC13389 A_95_P213007 TA19958_4097

13917 164 62 508 ATTTTCCTCTCATTTTGAAGATATGGTTAGGCCGCTGCATTCTGGGCCAGCAAAGTAGCA13392 A_95_P005806 BP528616

13923 164 68 558 TCTTTTCCCTAATCACTCCATACTTGATGAGAAAGAAGAGTGGGTAACTTTTCTCACCGA13404 A_95_P158517 EB427996

13926 164 71 763 GAGAAAGAGATCGAGAAATGAGGACTTTTATACAAGAATTTGATGACTTTGCCACTGCAT13410 A_95_P159167 EH617126

13931 164 76 189 GTCCAATGTAGTCTATTAGTGAAACAGATGTCTGTACTGTACCTTAAAACAACACTTCAA13420 A_95_P096083 BP533466

13934 164 79 730 CATGCCATATAGCACCAGCTTTCGAGATATTCTTAGATATCGTTCTCTATACTGATTGAA 13426 A_95_P117337 TA14846_4097

13935 164 80 559 AACTTATCAAACCAATGCATCTGTAATTGGAGCTGTTCCTGCAGCAAGCAGTGCTTCCAC13428 A_95_P138782 FG141527

13938 164 83 346 CAACCTGTGTCGAAGCGAGGAATTTTGCTAAGTGTATTCAAGATTTAATATACCTGTATT13434 A_95_P058041 BP134370

13948 165 8 298 CGGCAGGAAACATCCACCACCTTCACATTAACATGTTTCATGAATTTTAAGGTGGAAAAG13453 A_95_P043051 BP130512

13951 165 11 515 GAAACTGGTTTAGCAGCATACACAATTGAGGCATTGGTTCTTAGGCTCCATAGTATTGAC13459 A_95_P041451 TA15600_4097

13952 165 12 830 ATTTATCATTATGATCAGTGCACAGTGGTGGTGGACTCACTTGCATCACAGTCAGCTGCT13461 A_95_P291613 FG143021

13955 165 15 416 TTATGGATACACTTAGGGCATGGCGATAACGAACCTCTTCATCTTGAGCTAAAGCGTCGA13467 A_95_P108677 CV018951

13966 165 26 888 CCTATCAAATGATCTTTGGCAGGAGCTAATTGTGTGATACATAACAGTGTTGTTACTTAA13489 A_95_P250407 Y11002

13968 165 28 575 GGCTCAACATTTGAGAGTTAGTGGCGTTTGGACATAACAAATGTGAAATTCTGGAATAAA13492 A_95_P066335 BP136573

13969 165 29 0 CTGGGTGCTCTGTAATCCTAATAGCATGACTCATCTGTTTTTGTAATATCATGTATTTTC 13494 A_95_P018961 A_95_P018961

13973 165 33 815 GTAACAGGCACATGGGAATATGCAAAGTATATCCATTTGCAATGGAATATAATTTGATGC13502 A_95_P179597 EB450661

13974 165 34 813 GCCATATGTTCAAGTTCTCTCCTGATTTCCTAGCACACTCGAGCCTTTTCTTGATTTCTT 13504 A_95_P244722 TA12753_4097

13978 165 38 489 GTTGGGATATATAGTGCTATATATACCCAGCCTCATGGAATAAAACTTTCATAGTTTCCG13512 A_95_P127907 FG625527

13982 165 42 240 AGTCAACTTTGCTTTCTGTACTTCTACATGTATAATGGGAGGGAAGTGGTTGTGCTTCCT13520 A_95_P142847 EB446260

13984 165 44 271 ATTCGGGAAAGTATTTCAGGTGAAAAAGAAGGGCACATCAGAAATTTATGCAATGAAGGT13524 A_95_P077635 BP527301

13985 165 45 785 GATGAATGAAATGATCATAAGAGGACACACACTCTCTCTCTCTCGTAAAGTAAAAGTTGC13526 A_95_P269136 FG645381

13987 165 47 219 TTTGATATGCTGGTGCTGCTGCTGTCGCATTGCTTGGAACAGCTTACCTATACTCTTTTC 13530 A_95_P112002 CV020471

13991 165 51 770 TCGATCATGAAGAAGTCTTGTAGGAAAGATGATGCATTATCACATGCCAATTCTGCTTCA13537 A_95_P289253 DV158351

13992 165 52 262 CCATGATGCTTGGGTCAATAACACTTTGATGCTCATTCTTCATTCTTATATTCTAACCAA 13539 A_95_P028531 CV017661

13998 165 58 744 GATTCTTAAGGGCTTGAACATTTCACTTGTAAATGTGTGTGTGTTTTACTTGCTAATCGA13551 A_95_P268736 DW005219

13999 165 59 108 CTACCTGATTTAGATGTTGCAGAGCAAAGCTGTGCGATTGTGTTGTATGTTATTCTTCTA13553 A_95_P241450 AJ718321

14000 165 60 672 GCGAAGTTTGTAGATTTGGTTTTACAACTGAATGGCTGCAATGTAGTGGGTGGCAATTTT13555 A_95_P015181 EB679266

14002 165 62 650 CCATTTTGCTACTCTGATTGCTTCATAGGCGCTATTTGGTCCCTGTTAAACATTCTCTGA 13558 A_95_P189162 TA14731_4097

14005 165 65 993 GACTTCTTAATAATGCTGGACAAGGCATGTAATGTGGTGAGAACTCCACAAATTCCAGCA13564 A_95_P210477 TA19406_4097

14011 165 71 746 TCTCTATCGTACAAGTGGTGACAATTCTGTGTTGTACGACCCATGATCTGGAGAGTTATG13575 A_95_P162457 TA16083_4097



14014 165 74 103 GGTCATGGAGGGGTGGTGACTATGATTTCTTGGGTCGTATTTAATGTCTTGAAATTTTTT13581 A_95_P237409 X68590

14015 165 75 625 CGGTGTTTTGGGTAAGTGGCTTTATGTTCGTTAATATATGCTGATCTGCATGTTTTACAT13583 A_95_P177977 TA12115_4097

14019 165 79 370 ACATGTGTCGGTATGATAACATTGAATTTTGCAAGTGTAATGGTTAAGGTGTGGTTCTTA13591 A_95_P213127 TA19982_4097

14026 166 1 787 ATGATATTCTTGTGGACGCACTTGTATCACCTTCCGGTGTGATTCCTATTAGTCCAGCTG13440 A_95_P136492 EB440257

14028 166 3 1307 GGTGTTAGATGGATCGTTGAATTTTACGTATAAAGTTTGCTGGAATAGCTTCTGCTTAAA13444 A_95_P189137 TA14726_4097

14029 166 4 322 TGCTCCTTGTTGCTGTCACAATTGTATTCATGTTAAGTTCTTTATGAAGTTGGGTTGACG 13446 A_95_P094738 BP532855

14031 166 6 306 TTGTATTTGCTTTCTTATTCTCAATAATGATTACAGTTCGATGGTGCATCTCCGGTTTCA 13450 A_95_P132962 EB433862

14034 166 9 813 CCATGTCTTAGTTAAAGTTATGCTTATGAAACTGATGAGCTACAGGTCAAGTTCATCAAC13456 A_95_P216972 TA20823_4097

14035 166 10 440 TTTTGTCCGTTTACGAGTACGTCGCCGAATCAAGATAGTTCGACGTCGATTCCAATTCGA13458 A_95_P107682 CV018489

14041 166 16 874 GTGGACTCTAGCATCAACAAATCTGTTATAATAGAGAACCTTTTCTTCTGTATGAATCGA13470 A_95_P009391 EB427816

14042 166 17 744 GTTGCGCTTGAATTAATACATTGAATTGAGTACTTTTTATTGAGATGCATCCCGTTTTCC 13472 A_95_P012931 DV159000

14043 166 18 1025 CAACTCGAAAGGGGTTACATTAGTCTGGGAAAAGATATTTTGTTTTGCTTATAATGGGTT13474 A_95_P011271 TA14015_4097

14046 166 21 803 TTGAAATTTGGTGATGGCATGGAACTGTTGTCTTTGACCAAGCTAGTCGTTGCTGGAAAT13480 A_95_P015686 EB446842

14049 166 24 770 CGAGGACTAAGAAAAGGTTTCGTTTCCATTCTATTTGTATATTTGACATATGCTCCCTTA 13486 A_95_P202012 TA17542_4097

14051 166 26 856 ATGCATGGGCCAGTGTTCCTACATATCCTAGTGGTGTTATTGGGTTTCTTCTGTGTTCGA13490 A_95_P016286 TA20570_4097

14053 166 28 814 TTACTTTGTAGTAAGATTGATGGTGTAACATAGGTTGTAGGATAATCGAACTGGTCTATC13493 A_95_P013641 EB450467

14055 166 30 925 GATTGGCTTCAGAATGCATCGGTAAATACTTTACACGCACCACTAAAAATGGAAGTCCCG13497 A_95_P028981 EB680234

14058 166 33 521 CATTGGTTTGCTCCTCCCTATGTAATTTAGATTATTAACGATTTTAATGGAGGAACACGA13503 A_95_P091728 BP531478

14060 166 35 553 ATTTACCAAGAGCGTCACACAATGGTTTACCAAGGATGGAGTTCTTGTGGAGGGGCTATT13507 A_95_P034364 FG636765

14063 166 38 291 GCCGGATTTTGGTTGCCGGATTTTTAGGGTAGAATTGACATCAATAGCTAGGTCTGGAAA13513 A_95_P062875 BP135632

14066 166 41 884 TCTCAGCAGAAAAGGCATTCATGAACAGCTTTCTGTCCCTGAAATAACAAATGCAGTTTT13519 A_95_P298453 FG142676

14068 166 43 678 TTCTACCCTTTGTTGGATGTTCTACTGGGATGCTGAGATATTAAGACTTTGTTACCTTAA 13523 A_95_P124102 EB443533

14077 166 52 681 GCAACAACAAGTTGGATTTATCTCGTCTTACTCGCTCTTCTTCTATTTGGATGGGCAATC 13540 A_95_P145377 EB425395

14079 166 54 1534 GCCTGATACCTGCAAGGGGGTCTTACCACTTTAATTTTATTTTATGTATTTGATCTATCT 13544 A_95_P011241 U84972

14082 166 57 797 TTGCATCGGAACACCATTTGGTTCAGCATGGCTAAAAGAAACTTTCTTGAAAGGATAGTT13550 A_95_P207342 EH618818

14085 166 60 510 ATTAATTTGCGAGTCGTGATGAGTAATCAAATCCAAATATGCGCAGTGGTTCCAGAGGGG13556 A_95_P149027 EB678689

14086 166 61 513 TTTTGTTGTAGCGCTGGCCACTAGCTACCACAGCTTTGCTGTATAAAAGAGATGTCAACT13557 A_95_P304423 FG645419

14091 166 66 142 CTATAGGCTGTATCTTGAACGCTCAAACATTTTGATCCTTTATGGAATTTGTTTCTTTGG 13567 A_95_P031926 EB435446

14092 166 67 769 GTACTGAAGATGGGTGTCAGCAAGGCTTTACTTTTGATCCATCGACTGGTGTTATGTAAA13569 A_95_P205062 TA18200_4097

14095 166 70 673 ATTCTGGCTATTTTGTTCATTTCAAGATTCCTGTGCTCGGAAGACCTTTTTGATCAATAT 13574 A_95_P314973 FG179245

14096 166 71 62 CCACGGTTGTGGATTATTGTTTCAGTTTGTAGCATTTTAAATTATTGATGTTGTAGGGCA13576 A_95_P160817 EH619517

14098 166 73 208 TGGGTTCATCACTTACTCTGATCCCACTGTCGTTGACACTGTTATTGCTGAAACCCTTAT 13580 A_95_P157042 EH615090

14099 166 74 164 GATTTCTTGGTGGAGCCACAGCTATCTGGGTTCTCTTTGAGGTAGTAGAATACCATTTCC13582 A_95_P156277 EB680718

14102 166 77 848 ATAATGCCTTTGCGATTCTCATGTTGTGTTGAGTTTGTTCCACTTTAGGTGTGTATTTCA 13588 A_95_P117817 DV160787



14105 166 80 481 TGAGTTTATCCCTTTTGGAATTGGATTGTTACTACAATGTTATTTCTATGTGGTGGTTCC 13594 A_95_P020571 TA12507_4097

14107 166 82 410 AAATAATCTCTCTGGGATCAGACTGGCTCTCGGCTTGAGCATTGTACATAGGTTTGAACT13598 A_95_P204552 EH621290

14108 166 83 467 ACTAATTGTGCACTACAAATTGATCTGATTGCTGCAACTTTTGAGGAACACCACTCCGCC13600 A_95_P006381 BP532606

14109 166 84 836 TAGAAGGTATTAAGCAGTTTTATGTGAATGTAGATAAGGAAGAATGGAAGCTTGAGACCC13602 A_95_P182363 X79135

14111 167 1 473 TGGCTGTTAAATGTCTACAGCAAACACTACCACATAAACTGAAAAAGGTTGAGAAAGGCA13605 A_95_P134212 EB436283

14112 167 2 481 TTGCTGGCCCTGATATTATACGTCTCCCTAGATTATTCCGATTTCTCCAACGCCCATTAG 13607 A_95_P034893 TA14479_4097

14118 167 8 811 ATCACTCATCCATTGGCAGGTTTCCTAATGCACCTGGTGCTATGATTTACCCCATTTATG 13619 A_95_P208472 TA18976_4097

14130 167 20 660 AGTGGTTGTGGTATGTCACTTGTCTTAGTTTAGCGTTGTTCCCAGTGTCTGCTTGATTGG13642 A_95_P067315 BP136837

14133 167 23 364 TTTCAGAATGCCAAAGTTCATCTCCTAAAGGTCGAAGCAGTAGTGATAATGCACAAGGAA13648 A_95_P064065 BP135947

14135 167 25 2087 TTCTGGGGTTTGTATCCCGTGAGGGTATTCTGCTAGTATTGCTTGTTCATAAGATTGTCT13651 A_95_P015376 TA15967_4097

14136 167 26 247 GCTCTGTAAATGATTTGCTTGTCAATCATTAAGTAGTTCAATGAGTTCCTCCTTTTCAAG 13653 A_95_P110977 CV019992

14139 167 29 199 CATTGAGGATTCTACGACGCTCTTGAGATCATTGACACATTTGTTCATTTTTCATTTCTT 13659 A_95_P111027 CV020010

14140 167 30 504 GAACTTGGAATAAACTTCGGTTGTAATGTTGTATGTCTTTAGCTTGGTGTTAATGTGGAT13661 A_95_P299468 FG645576

14145 167 35 795 AGTTGCAATTGATGGAAGTGGACAATATAAGAGTATAAATGAGGCACTTAATGCTGTTCC13671 A_95_P196497 TA16352_4097

14154 167 44 821 TAATAAAAGCTGGTTTGAGTGTTCGTCTTCTATTCCCTGTATGCTGTAACTGTTATTACG 13689 A_95_P146382 EB450422

14157 167 47 830 TGTCTGTTAAGTTAGAGGAAATGGAAAGATTTGCTCTGGGTACAAATCTTATCCTGACTG13695 A_95_P227639 EB427690

14159 167 49 872 GGTGGTTCTCCCAGTAGATCAACTCAAAGCCATTACTCCGTCAACTAGTAAGATCAATCC13699 A_95_P229644 EB450979

14163 167 53 764 ACACCATTAAACTCTGACACAGCTGTCTTCTATTGGCATATAATTACAAGTACGTTTTCT 13707 A_95_P188362 DV158374

14164 167 54 1611 CTGTGGTATGGAACTTGTAATAATACACTTGTTTCCATCTTAAGCAAAGATTCACTTAGC13709 A_95_P010496 AJ319873

14165 167 55 771 TTCATGGTTCTGTTCCTGTGGGAAGGGTGCCAGCTTTGTATAACAAATCGTATTATTCTT13711 A_95_P209817 TA19270_4097

14177 167 67 848 AAGCTTGTTTGGATGGTTTGATAGCCATGTTGTTGTATTCCAAATTGATATTCCACTAAC13735 A_95_P233729 EB432598

14179 167 69 2242 CCCTGTCCTAAGTCTATGCATTTCCCTTTGATAGTGTAACTAAAGCTATGTCATTATTAT 13739 A_95_P018241 AF435451

14180 167 70 243 GGGCTACCCATGGCATTGTAAGCAAAATTTAGAAGAATGTTAAACTAGGAAATTTCAAGT13741 A_95_P132367 EB432845

14183 167 73 803 AGTGATCTTATCCTTTTCCAGAGCTCGATGTGGATCTCGAGAGTCGAGAAAATGACGAGT13746 A_95_P292308 FG135867

14185 167 75 844 GTTTGCACAGTACTGATGTCAAGTAATGCCAAAGTTTATTGCGCTGTGTTGCAGTCTTCG13750 A_95_P310073 FG134932

14189 167 79 756 GGACATGTGATTGAAATTTTCCAACTGGATTTTATGATTCGACATGGTAAACATCCTCAT13758 A_95_P013851 DW000482

14191 167 81 838 TTTGTGCCTGAAAGCAATATCAAGCATAGTAATACCATTCCTTTGGTCCTCTTGTTGGAT13762 A_95_P014656 DV160066

14193 167 83 749 GCCGTAGAAAATCCTATGCCCTAAGATCCGACTGTGTATAGACTTCTATAGTTACGATTT13766 A_95_P184222 TA13643_4097

14207 168 12 453 AAGACCACTTCTTATGAGGAGGAAGCACTTAGAACCATGAAAGCATTTTGGCTGCCTCTG13628 A_95_P039116 BP129459

14209 168 14 708 CTTCTTTATGTCAATTTCTTCTGCTTGCTCGATAGCTGCTTCCTTTCATGGATTGAGCAG 13632 A_95_P135417 EB678847

14230 168 35 478 GGATCTGCTTTGTATGTAATGTCTAATTTGCACCTGCTATTTTGTGCTTCAGCTTTCATC 13672 A_95_P276598 AM801363

14232 168 37 735 TTAGCTAACAGTAGAAACTCTGCCACAAACAGTTGGGGCTTGTAGATCAAAGGCAGAGCT13676 A_95_P160582 EH619262

14233 168 38 825 CTTCACTGCACAGCGCTATGTCTTTGACGAAATGATGGTTTCTTCTACCTGTCATTTGAA 13678 A_95_P136167 EB439795

14238 168 43 839 CTTGTGCTCGATGTTCTAGCACTGGAGCTCTTGTTCTTATCGAGCCTGTTTCAAAATTTA 13688 A_95_P012461 DW000246



14239 168 44 756 CAAGAGCTGAGGAGAAGAAGGCATTGGCTTACCAGAAAAAGAAGACTGTAAATATGGAGC13690 A_95_P148337 EB677622

14240 168 45 806 TTAAAGTGAACTAGAACCTTGTCAGTCATGGTATTTTCCAACGAGAATGATACCAAAGTG13692 A_95_P117447 DV160357

14244 168 49 570 TGTTCAGCTACTGTAGTGGTAAACGCATACTGCATTACCCTTACTGTCTTCCATAAGGGT13700 A_95_P153322 EB683615

14247 168 52 259 CTGGCCTGAAAAAGAGCGGACAGAAATGAGAATGTTATATTCTTCCTCCCTAGTATTGGG13706 A_95_P105707 EH616159

14248 168 53 549 CATGGTATAGTCGAGACCTTTCTTGTTTTCCATTTATATTAGTAGCATTTTATTCTGGGG 13708 A_95_P214407 TA20257_4097

14249 168 54 321 GTTGGATAAACTTAGAGAGCTGTCTATTATTCACTGAAACCCGTGTTTGTTAGCTGGTAC13710 A_95_P106162 CV017781

14254 168 59 762 AGCACAGTCAAGAATGTTACTTCTGTTATTATAATTAACTGTTGCCCTATATTTTGCCCG 13720 A_95_P012791 TA12536_4097

14257 168 62 869 AACTGGTGAGAATAGCCTTGGTGCTGATAATGATCCTAAATACATAAACATTGGCAAGCA13726 A_95_P126422 EB425749

14258 168 63 788 ACGATCAATCTTCTTGAGTTCAAGAACTGCTGCTCATTTGCTGCTTACTTGTTTGTGTAA 13728 A_95_P191327 TA15212_4097

14261 168 66 468 GATCTTGGTTTTTCGCTAATAAGCAGGACCTTGAAAGGAGCAATGACCCCCATGCAAAGT13734 A_95_P163267 EH622281

14263 168 68 463 AGCCATGTCAGCTCAAATCCAAAGTAGCAACTCCATAGTTAAATGCTAACAAATAAGAGA13738 A_95_P274703 AM791671

14265 168 70 718 AGAGTCCGCGACTTGGCTATGCCTGAGTTTTGTACTAGTATATATTGGTTTTTTCTTCCG 13742 A_95_P122477 DW002444

14268 168 73 862 AAGATGCATTTGATCTGAAAAAGACTGCTCAGAGGCACACGTTTGGCTGAAGCAGTTGGT13747 A_95_P227089 FG155288

14270 168 75 887 GCTGCAAATTTAAGCTTATGATCCTTGGATATTTAAGTTCACCAGTGTATTTGTTGTGTG13751 A_95_P195647 TA16163_4097

14271 168 76 755 TAGACTGAGATGTTAGTCTTCGGCAGATCTCTAAGCTAAGATTTTCACTTTTATGAGAAT13753 A_95_P136272 EB439961

14273 168 78 524 CTCCAGTATACTGTTTGTATTCGCTTACTTATACAGTCAATTACCAAGTTGCCTTAGAAT 13757 A_95_P151142 TA21558_4097

14276 168 81 878 GAGGAAAGAGAATGAGGAAAGAGGTTTTGGCAGTTGTCCTTTATTTTCTTTCTCAAAATA13763 A_95_P206342 TA18493_4097

14277 168 82 767 TTTGTGAGGAGAGCCCTCTCGTATTTGATAAATGGCCAGCCAGAACTTGCATTGAGAGAT13765 A_95_P145752 EB449496

14278 168 83 0 ATGTAAAATGCTAGCTCGTGCTGCTCCTATGACATTTGAGCGCAGTCAGAGTGGTTCATA13767 A_95_P313888 A_95_P313888

14280 168 85 137 GTGCTTGATTGTTAGATTTCAAGGATGGGTATGATGATACCTTTTTGAGTAATTAGCCTA13771 A_95_P111517 CV020242

14282 169 2 754 CTAATATGATGAACTTTCTCCTAGGGTAGAAATCTTAGTCGGATGAATCTTTCTCCTAAT13774 A_95_P119787 DV999343

14283 169 3 694 GTCGATGATGATTTGAAGCAGCTATTCAGAGGTATTGAATTACCACGTGACATGCTTGAT13776 A_95_P073715 FG174018

14284 169 4 438 TGCATGCCATCAAAAGTGCACCTTGAATAGAAATCACTTAATGTTTTTCGCCTCAAAAAA13778 A_95_P091823 BP531510

14286 169 6 160 TTTAATCACGTTACACGATGATGATGATGAAAGTATGTTCAAACCTTTGCCAGTGGGCTA13782 A_95_P023446 EB445713

14287 169 7 815 GTGTTGTATGCATTAGTTAGAAGTGTGATTTTGTGTCAAACTTATCAGACAGCTTTGAAG13784 A_95_P218762 DW000456

14289 169 9 470 GTGGAAGTGTTCTGCAGTTGCCTTTTCTGATCTTTCAGCTTCGCATTTATATTTATATTT 13788 A_95_P198812 TA16860_4097

14291 169 11 545 AGCGCTCCTGTCTGGAATATGCTGTTCTAGATTTTGATTTACAAATTCAAGTATAGAGTT13792 A_95_P203337 TA17833_4097

14297 169 17 479 TGTCAGAATTAGTATTGTAAATGCAACTGTAATAAACTCAATTCTTCTTAGCGGCCGCAT13804 A_95_P266106 AM793907

14300 169 20 175 TTCTTGAACTCAGAATCGATTGTTTGAATGATGTCAATTGGACTGGGGCCTACGTATTGG13810 A_95_P162737 EH621737

14301 169 21 424 AAGAGATCATAGGGATGGATCACGTCAAAATGGTGGTTATGAAGAGTTAGAAGATGGGGA13812 A_95_P073895 BP526333

14302 169 22 640 CAAGACTTTGATATATCTAGCTGCTTCTGCTTTCTGCTGAAGTTATTGCTGATTGTTGCC 13814 A_95_P163452 EH622499

14305 169 25 706 AATGATGGATGATATTCTGATGGAATTTTGAGCCGTTGGAGGTAGAATGTGTGCTATTAT13820 A_95_P207402 TA18733_4097

14306 169 26 856 GTCAGTATTGAACCACAGAAACTTTCTGATCTGTTGAGATTCAATATTGGAGGATTAACA13822 A_95_P228324 EB678983

14309 169 29 1384 CCCTTTTGTCCCAAACTAGTTGTGCTAACTTGAATTTGACAGTCAAAACTGTAAAATTTG13828 A_95_P198147 TA16716_4097



14314 169 34 301 TCGAAGCCAGCACTGCCTCGTGGAAAACCTCTGACCTTTAAATATACGCTATATGCATTG13838 A_95_P015626 EB444079

14316 169 36 860 GTATTCTGGTGGCCTGTACAAATCATAAGGGTTGCTCCTAAAAAATTTTCTTTCCTCTTT 13842 A_95_P222577 DV999307

14317 169 37 783 TGTCATGAATTACTTGGTGGAGCCAAATGGGATGAAATGGACTTCCAACTTCTGAAAAAA13844 A_95_P022356 EB450549

14319 169 39 574 GCCCGTCGTCCGAATTCATGTAGATGGTATGTACATTAGCACATAAAAAATAGTACATTC13848 A_95_P042796 BP130449

14320 169 40 480 GTTTAAGCTAGGGTACTTTAAGTTTCTGTTGTTAAGGTCTGGATATTGTAATTCCTCGTT 13849 A_95_P006061 FG635626

14323 169 43 704 TGAACCTTGAGATTGAGAAAACATCTTTATGATCTCGGCGTATGATTCAATTACCATGTA13855 A_95_P118217 DV161237

14324 169 44 462 AATGACAGATTAGGTCTCAACGGATACTATGCTGGGAATGGAAATCTTACATTCCAGGGG13857 A_95_P281903 AM789234

14331 169 51 121 AATTTAAGGGTTGAGACATGTGTTTTAAATATGCATTGTGGTACGATGATTTGCTTTGCC13871 A_95_P031086 TA19607_4097

14334 169 54 504 CAAGGGGGTTCAAAATCTACATAAGGTCATGAGTTCAATTCCCACTAGATACAAAATTTT13877 A_95_P001486 BP129233

14335 169 55 683 ATTCTGGTGCTTTAGGTTCTAGATTCTGTTGTTCCACTTTTCATTCTAGATTTATGGCTC 13879 A_95_P238879 AB032528

14336 169 56 874 CACCACCCGGGAAAGAAAAAGGAAGTCCTATGTATATCATCAAATTCCAAAACCACCTTT13881 A_95_P222872 EB439038

14339 169 59 880 CCCCTAGCTTTGAACGTTTTCATCTCTAAATGTTTTTCTCGCTTCCTCAATTGACAGAAT 13887 A_95_P183602 TA13496_4097

14342 169 62 1962 CGAGCACTAGCACTTTCTTTTAAATGTAGCCTTTGCTGAGTAACTGGATAAATAAATTTG13893 A_95_P186637 TA14169_4097

14343 169 63 834 TTGCGATCAGTTTACCGTCATGGTGGTACTAGAAGTGTGCTTCCTGAGTACCATTCATCT13895 A_95_P148967 TA17097_4097

14344 169 64 723 TCTGGACATGACTGTGGGCTTAACACTTTCTTTATAGTGATGACCCTTATAGTCATCTTC 13897 A_95_P139282 EB680583

14352 169 72 278 GTGCTGCAAAACTGTTTTTGACTGAGTTATTTGGTTGCAACCTCTATTTTCAACAAGTGT 13912 A_95_P100688 BP535484

14353 169 73 437 ATTACCCTCTTCTCGAGTCCCTATATTGATCCATTGAAGCTTGAGAACGTTGTAAAGAGT13914 A_95_P120037 EB427837

14354 169 74 762 GCAAGGCATCCAAAATGAAACCAAGAGTCTGAAAAAATCTCTCAAGGATGTGGTTACTGA13916 A_95_P240678 EB427259

14357 169 77 790 TCGCAAAGTGTGTTATGTGCGAGATAACGAGAGAAAATGTTTGTGATAAAAATTAAAGGC13922 A_95_P117387 DV160311

14365 169 85 871 TCTTTTCATAGCAACTCTGATCCTCGTATATTAATTGATGGTGCCCAATATTTTGAACCC 13938 A_95_P014481 TA16928_4097

14369 170 4 1585 AAAGACAACTTCTGTTTTCTGATTTGGAGAAATTAAATGGGTGGAGCTTTTGCATGGGTT13779 A_95_P202372 AJ344537

14370 170 5 211 CACAGATGTATATCTTCCACCAGTATAAATGAAGTTCTTTGCTACCTCAGCAAACTTCAA13781 A_95_P133092 EB434217

14371 170 6 224 AGAAAGAGCTGGAGAAGTCAATGAAGAAGCCGGATAAGAAAGCTAATCGAGTCGCCATTC13783 A_95_P126852 FG624146

14373 170 8 615 TAAATTAGGTGTTGATGGATGATATTAATGCTGGTATGAGCGCTGCGAGTTGCAGGTGAA13787 A_95_P046916 BP131521

14376 170 11 350 GGTTGCGGTATTGTGTTAGTTTGTAGATTTTGAAAACTATTGAAGTCTGTTTCCCTAAGT13793 A_95_P001911 FG642183

14377 170 12 1515 ACACCTTTTAATGAGTGCTCGTGTAATTTTCTATGAGGTCACGACTCTATTTTGATTTCT 13795 A_95_P176807 AJ007496

14378 170 13 783 TGATGACTTGCATCTTGCAACAATGAGCTTGGATCTAGCTGTTCTAGTATAGTAATATTA13797 A_95_P189507 DV999471

14381 170 16 721 GCTTGCTGTTTACTTGAGGAGAAGTTTGTAATCATCAACTGCTCTATCATTGTATTTCTT 13803 A_95_P248702 EB440103

14382 170 17 795 CCAAATCTAGCAGTGGCTATTGTTGGATGTTTCTGATATTGAGCTATACTAAAGATTGTT13805 A_95_P012911 DV159784

14386 170 21 755 AAGTGTAAACGAGGGAAAGGGATCAGGTTAACAGCAAGCTTCCGAAGATCAGAGTCAATT13813 A_95_P258251 FG156089

14388 170 23 1295 GGTTTGAGAGCTTTTTGTTAGTCGATAAGATTGTGTTCCCATTATTTCTCTCTTGAAAAC 13817 A_95_P007571 D26509

14398 170 33 827 TTTGAGACCCAAATGCTAGAATCTATCTACGCCTCACATGGTGGGAAAGCTTTATCAATC13837 A_95_P310588 FG158077

14400 170 35 156 TTTCTCCCCTACCCTATTTTGCGGAAGTAAGCAGTGGTTTTCGATAAATTATCGGGGTAT13841 A_95_P065160 BP136258

14408 170 43 219 CAGCCCCTACTCCTGGCTTCATAAACTCTTTCCCAAATTTGTTTACACTTGAATTTTCAA 13856 A_95_P069530 BP137409



14414 170 49 380 GTAGTATTCTGTAGTAGTCTGTGAGCTAGTGACACCAGACTCTGGGTAGCATTTTGGTTC13868 A_95_P144027 EB447213

14415 170 50 245 GTGTTGTGATGGAACTTTTATCATCAATCAAGGGTGTTCAGCGTGATATTGAATTTTATG13870 A_95_P131727 EB432113

14416 170 51 592 AAACTGGTGATTGTACTATGGTACTCTTTCTTATCCAGTTTAGGTCTCTCCTTTCGATTT 13872 A_95_P091548 BP531408

14419 170 54 855 CAAAGTACATTATGATGGCAGACCTCTTTAGAGAGATCCTCAAAGTTTATGTGTTGTTTA13878 A_95_P269926 EB428013

14424 170 59 785 AATGATGATGGAGATGACGTGATGTCTCCACCTTTTTCTCTCTTTTCTTGCCTCCGTGCT 13888 A_95_P195462 EH623218

14427 170 62 729 CGTGGTTCTTTATCTTTGAGAAAATATCTTTTTCTGTTTGAGTGCAGTTTCTTTGAGTGG 13894 A_95_P126972 EB426380

14428 170 63 815 GATGGTCTGCTTTAGTAATCGTTATATAAATTTTTTCCTCTAGTGGAAGTGGGATTCTTG13896 A_95_P012231 EB439212

14433 170 68 630 AAGAAAGTGCAGCAGCTCTGAAACCGAAGAAACGCCATTTCACGAACAAGAAGAAGAGGA13905 A_95_P097898 TA13766_4097

14437 170 72 1465 GAGGTTGTTTCCGAAGACCCTCAGCTCATATTACAACGTTTGTAAGATCTATTTGTATCT13913 A_95_P190532 TA15036_4097

14443 170 78 316 CTCCTGATGATGTTTTGAAGCTGCTGGATCGCTTCTACAACTTGGAAATGGTGAAACCAG13925 A_95_P051966 AM829948

14445 170 80 133 CGGTATGTACATGAAATGAAGCACTATTAGTCGTTGCTTAATCACTTCCCTTTTTTCAAT 13929 A_95_P088843 BP530241

14449 170 84 570 ACTTTCCTACTTTGTCAGATGGCTGGTTGAGTTGGTTATGTACGAGGATAGTTTCTGAGT13937 A_95_P022466 TA13628_4097

14453 171 3 737 GAAACCAGTTTTTGTTCCAAAATCTGAGAGAGACACCATAGATGAGCGTGAGAAGCGTGA13944 A_95_P204812 EB438536

14456 171 6 861 AGGTTGCATTAGTTATTCTTTAATGGTCTTCCTCTTCCCCAGCATGTAATATTTCACATT 13950 A_95_P227004 EB678186

14460 171 10 781 ATTGCTTATTAGTGGCTGAACCCATGAAAATTTTGCGTTTGGTTGATCACCAAGTCTTGT13958 A_95_P177217 TA11914_4097

14463 171 13 1949 GACTGGCTTTTTATGTGAGGTACAGGATGTTTTTATGCGGTTATATCTTTGCTTAAGAAA13963 A_95_P030886 TA15238_4097

14470 171 20 578 CCTTGGCTTGTGGACAGTATAACATGTGCCTTACCTAAATAGAGGCAGAATTTGTTTTAC13976 A_95_P244347 FG640417

14474 171 24 25 ATACGAGCTCATTATCTAATGAGGAATCAGCAAACTTAGCAAGTGTTACTTCACTTTCTG13983 A_95_P034044 BP129575

14475 171 25 302 GACGAAGAAGACTTGAGCAAGTCATGCATGCAAGGAGTTTAAAATTTTCTTTGTATAGTT13985 A_95_P090233 BP530869

14479 171 29 485 TGATGCAGCAGAAAAGAATCCTGTTGAGATGCCTAATAATGTCGTCCTACGAAGGCTTCT13993 A_95_P083280 FG164240

14480 171 30 203 GCCGAGACACAGGATTCATACAAAAGACATAGCTACATATCTTATGTTGTTGTTAATTCA13995 A_95_P033294 AJ344603

14485 171 35 971 GCCCTACAAACATTTGTGTTCTAGGTTCTTGTGAACCTATAGCTTTTTGTTAGGATAAAA14004 A_95_P183302 TA13426_4097

14489 171 39 557 CATCATGGGAGAAGCCATGAAAGGTTCTGGGTTACGCTTGAAAGATGAAGAATTGGTTGA14012 A_95_P301718 FG640148

14492 171 42 737 AGAGTCTGATAACCTCGTGGACCAAGAAGAATTTCTGCTACAGGAACAGGTATAGGTTTT14017 A_95_P148802 EB678313

14495 171 45 555 TTTTAGATCTTGTTCTCTCTTAAGAGGCATATTTGCTGGTGTAACCTCTAGATGGTGTCG 14023 A_95_P006126 BP528513

14498 171 48 761 CCTTTGTCTGCCATGACATTGGCTTATTGTATTCTGTAGCCATTGTTTACTCTGTACAAA 14029 A_95_P264296 FG144751

14499 171 49 303 CGATATCCTTCCCTTCAAGAATTTCCCACCTATATAAATGTGAACTCATTAGTTTTGGTA 14031 A_95_P093188 BP532173

14502 171 52 600 GGCGTTGCTTTCTTACTTGGTGGCTTCTTTATTCTACTCAAATATTTGGGATATTTACTT 14037 A_95_P019876 TA12236_4097

14506 171 56 827 TTGATTCTACAACCAAAGCAATCCTTCAGGAAGCAGTCAAAGGAGAACTCTGGCGTTTGC14045 A_95_P259351 EB428843

14507 171 57 820 CCAAATATGGCCTCTGAAGACTTCATGACCAGGAACCCATTTCAGTTTCCATTTGGAGGA14047 A_95_P297243 TA14721_4097

14509 171 59 572 TGACTAATGGTGCTGATGAAAGGTAGAATGGCCTGGAAGGAGCTATCATTGATATTGACG14051 A_95_P261961 FG641103

14510 171 60 486 TCCTGAATGGGATTTTAACATGCATGCTTTGTGGCTAAAAAGAATGGCCCTTCTCTGAAA14053 A_95_P293158 FG638602

14511 171 61 728 ATGAGTGAAGCAAACAACAATGGCATGGACTATTCAACTCCCAAGTACCAGGCCTTTGAC14055 A_95_P221957 TA21929_4097

14512 171 62 748 AACTGATGATTTAGTGCCGCTACAGCAACTGTTGGTTGATCAGCCTAACATCCCCAAGAA14057 A_95_P161257 EH620008



14524 171 74 759 TGTGCTCTCAAGGATGCTCGGGGTTGGTGTATCATCCTCAAGGACAATATCTATTGAAGT14081 A_95_P193537 TA15694_4097

14530 171 80 447 TTAAGCTCCCGTCCCCCCTAAAAAATCAGAGTACACCACAAGGGATTATGGCAAAAGATG14093 A_95_P163662 EH622753

14534 171 84 827 AATGTTCTGAACTGTGAACTGTAGATGGACATGTACCAAGTAATAACTGTTAAGTTTCTG14101 A_95_P289183 DV157974

14536 172 1 587 GGGTAAGGAACATCTTTCTAAGGGAGTTTTGATTTTGATGCGGACAGAAACCTAATCATT13941 A_95_P047551 BP131685

14538 172 3 540 TATTTGAACCCTATATGACATGGGACCTTTTTACTCTTTTGGCTCAGTGCCTTACAGAGC 13945 A_95_P073775 BP526298

14541 172 6 535 GTCAAACTCTGTTACTTTTCGGAGAATTAGGATTTGGTGCTTAGTATCTGTTATGAAACT13951 A_95_P027691 EB445484

14542 172 7 793 ACAGCTTCGCCTGATGTCATACCATGTACCTCGAAAGATATTGATATCAATTTTAGTTGT13953 A_95_P198532 EB445932

14545 172 10 672 CTTTGCTGTATATTATTCACCTTTAGCATGTCAATATACACATAGTTGAAACACACGTCC 13959 A_95_P304458 FG635717

14546 172 11 805 CTATAGTCCAGCTGCCCAGTTGGTGTCTGTTGGAATGATTATACATGGTCATACTCTTCA13961 A_95_P120622 DW000590

14548 172 13 631 CGAATACTTGGATTATGAATCTCACAGAGGAATGAATATTTTGTAGCGAGGAAACCATGT13964 A_95_P116292 DV158972

14549 172 14 846 TTTCTGGTCGTCGGTCTGGATTCTGATTTGGCGAATGACTGGATTCAAATCATCGTCGAT13966 A_95_P012901 EB451168

14550 172 15 204 TAACCTTTTGTTTATATTTTTCGTGACTCTAGGTTGAGGAGAAGGGAGGTTCTGCTAAGA13968 A_95_P049541 BP132189

14551 172 16 513 TTAGGGTTATTGGGTAACTAGGCTTATCTGGGAAATTTGGGAAACTAGTTTTCCTTCTTT12052 A_95_P000101 FG167017

14552 172 17 475 AATCTACTCTTTTTGTAATCTAGATGTAGAATTTGTTTCCCGAAGCTGAAAGGCACAAGT13971 A_95_P266481 BP533801

14554 172 19 860 AGAGTGAAACTGTTCATCCAAATTATCGATCTGATCATGAAGACGATTTGACTTTGACCC13975 A_95_P226939 FG145978

14555 172 20 1279 CGTGTGATATTGGAAAGCAGTTCAACAAATTGCTATCCGCATAATTCTTATCAGTAGTAT13977 A_95_P030971 TA16020_4097

14559 172 24 788 ATTAGCTAGATTGAAGCTTAATTGGAAACTGTCCAGAAGCGTTTGGCTCGTTGTGTTTCG13984 A_95_P288918 DV157727

14560 172 25 513 CAGCAGTTTTGGAATTTACAAAGATGTGGCTGTAGATGAAATCGGCTGTATTTGATTAGG13986 A_95_P265001 AM827696

14561 172 26 517 GGGGATATGTTGTGATTATCGTCGTGCTGGCTTGTATCACCATTATTTCTACATTTATAT 13988 A_95_P001686 EH620909

14567 172 32 337 TACTTAAGGGAACCTGGAAAGAAGCAACAATGTTACATGGTTCTGATTCTTCTAATCTGC13999 A_95_P069940 BP192480

14571 172 36 797 TCACATTTGTGGATTCTTGACTGGATTTCTCCTTGCTTTGTCTGCTTCACGCCCTCACAA 14007 A_95_P308828 FG169612

14576 172 41 624 GCGGTGAATGTTTTAACGCATACTGCTGATGTAACTATTGATAAGTGGCAGCTTTCAAAA14016 A_95_P138842 EB442568

14578 172 43 1227 TAACTAGATCATCATGGATAACCAAGAACGGAGGACCAGATGTGGGGGAAATTCCTGTCT14020 A_95_P203722 TA17915_4097

14584 172 49 741 TAATTGCTAATTGGATGATCAATATGTGCGGTGATTTGGAATGCGATGAGTTATTTAGTC14032 A_95_P115682 DV157996

14586 172 51 759 GCCGTTGTATCATAGGTTGTGCCGTCATGAATATGGATTTCAGGTTTTCTGGTGTTATAT14036 A_95_P181182 TA12919_4097

14587 172 52 809 ATTTGAGAAGTGTTGCGGAAGAATTTGCTCGCAAGACGAGAGTATGACTCTATGCTGGGT14038 A_95_P263721 FG164682

14588 172 53 427 ACACCACTTCTAAATTACATTGGTTAAAGACCTTTAATTCTGCTGTTGCTTACCCTTTCC 14040 A_95_P110812 CV019923

14591 172 56 580 CTTGGAGGCTCAACAGGAATTAGGATCATCAAACTTGTAGAATTTGCTATATGTATAATC14046 A_95_P122282 DW002302

14601 172 66 651 GCTTAATGCATCGGGCTGATCTTCTTGAGCCCCTTTCTTTAGTTCTCTTCATGAACAAGT 14066 A_95_P105122 FG147325

14602 172 67 271 CAGTTCTATGTTGTGTTGCAGTATGACATTGAGTTGAATCTTAGTATGTTGTACACTTGA14068 A_95_P005821 EH617454

14609 172 74 233 GATGCATTACTCACTGGTACCTTACAAATGATGGTATAGAGTTCCATCAAGGACTTACCT14082 A_95_P112717 CV020796

14610 172 75 1022 GATAGTAGTTCTGAAGATGATGGTGTAAAACGAGGTTCTGAAGGGAAGCACAAAAGTATG14084 A_95_P207922 EF051139

14613 172 78 628 GTGGATCTGTATTCGTGTTCACAGTTCCATTCTGACTTTATTTGGATAATAGATTGCATA 14090 A_95_P001341 EB678288

14614 172 79 261 GAAAGTTTGAACCCAGTCTTCTCGGTCCCTTGAGGTTGCTTGTCCTTTTTGTATTGTAGT 14092 A_95_P154487 EG649607



14616 172 81 855 CATGTACTGGCTCTTATATGCTAGACATGTCCCTGTCATAATTTCAGCTTTGATCAGCAA 14096 A_95_P255134 FG155952

14621 173 1 446 TAAATTACTGAGGTTATTGGTTCCCCAGAGGACGTAAGATATACTAACCTACCACATAAA14105 A_95_P284883 BP133207

14622 173 2 873 GTAGCCTTCCTGCATCTGATCTTTAGGAAAATCTCTTATCTATTAGTATTCTCGAAGTAT 14107 A_95_P228349 EB447626

14623 173 3 1630 CATCTGTATGAATTGATCTCGTGTACTATGGCTTGCTACTAAACATGTGCAATTCTTCTT 14109 A_95_P119082 TA18893_4097

14624 173 4 362 GTGTCCATGAATGGTTCAGTGTATTGATGTGAGCGAGAAAGTTTCTTTTTTGGAGCGGCC14111 A_95_P264341 AM783661

14628 173 8 495 GCACCAGGCTGCCCTTTATAAATTTGAGCTATTATTCCCTCTTTGATATATTGCAAGATA 14119 A_95_P114757 CV021742

14633 173 13 731 TGGATCGTATGTAGAGAAAACTTGCCTGCAGTTCTGCATTGAGTAATTCAGACTGAAAAA14128 A_95_P135402 EB438808

14637 173 17 0 CGATTTTGTAATCCCACTTACAAATGTTTTCCTTATGTTACACGGTCATTTTCACGTAGA 14136 A_95_P018966 A_95_P018966

14639 173 19 445 TGTTCGAGTTCTCTCGTCGAGCTTATACCGTTGTATTTGTCTTCATGTATATTACAGATT 14140 A_95_P095768 BP533331

14641 173 21 784 TGTGAGCACCTTAAAGTTTTGATACGTTATTCGCATTGTATCTGAGCTATTCCTATTTCA 14144 A_95_P009891 TA11947_4097

14647 173 27 204 GGTGAACTTTGTGCTCATAGTGAAATGAACAGTTTTTGGAAGATTGTTTATACATTGGAG14156 A_95_P140617 EB444512

14655 173 35 613 GGCTTCTCCAAGATCATCAAAGGTTATTGATGTATCATATTAGAAGTTTGGCTTTGAACA14172 A_95_P152887 EB683228

14662 173 42 403 TGGTGTTCACAGGTGGTATAAGAAGTGAATACAATATTGTACTTTGGTGTCTGTAGTTAA14186 A_95_P067970 DV160708

14665 173 45 2591 GATTCAGCCCTTTGTCGCTCCGATTCGTACGGAAAAACAAATAAATTTTACAAAAAGAAC14192 A_95_P021496 TC59934

14666 173 46 802 TTGCAAAACTGTGTCTTGTGTTACTTCCCGTTCTGCTTGCATCTCTGGTTGCCATTTCTC 14194 A_95_P016716 EB428777

14671 173 51 968 TTCTAGTTGTGTCCCTCTTATCGTGGCAGCGTAACATAATACAAGCTTTCATGTATTGGC14203 A_95_P199048 TA16908_4097

14674 173 54 16 GTGCCAATTAGTAACCAGTGTTTAGATCAACTATGGTGTTATTTTTGGGTCTTATGTTGA14209 A_95_P242212 AJ719169

14678 173 58 869 GTACTCATGGAAATAAATCACTTAATGGCTGTGATGGAGTTTGCCAAATTAAATCCTCAT14217 A_95_P009276 EB451572

14682 173 62 383 CGGATTGCATTTGGAAAAATTATCTCAGGTTCGTTTCTCTTAACTTGTTCTTGATCAATG 14225 A_95_P093728 BP532387

14683 173 63 994 CCCACTGAATTTCCATTGACAAGAAAGCTTTTTGTTTACCAAACACAGGAAACTAGAAAT14227 A_95_P187397 TA14337_4097

14684 173 64 395 AATATATTGCTCGGAGGTAAAGTAATATCATGCGTGACAACTGCAGAGCTTGTTCCATAT14229 A_95_P042386 BP130345

14686 173 66 805 CGGAAGTGTATTTGCATTGTTATTTATGCTGTGTATGCTGAAGAAGGTTTATCTGGATAT14233 A_95_P184527 TA13715_4097

14687 173 67 673 CTGCAGCACTCGTGACCTTGCGTACATTGAGAAGTATGTGGAAAAAATTGCTATGTCAAC14235 A_95_P261216 FG182506

14688 173 68 826 GATTAGTAAGAGGTAGGGGTGATTTAGTATATTGATGGGTCAGTGACTGCAAAATCTGAT14237 A_95_P284918 FG144419

14690 173 70 1557 TGTAGTGCATAAAAAGGCCAGCTACTGTGCATCTATGTTTCTATTTGAACACATATTGTC14241 A_95_P188842 TA14659_4097

14691 173 71 818 CCATACTCAAACCAAGATTAAATTGATACAACTTCTAGCCTGTTTGGCCAAGCTTTTTTC 14243 A_95_P123542 TA13459_4097

14695 173 75 463 GCTGGCTCCTCAAATGTATGATTTTCCTGAGTTTCGAAATTTTCAGAATGTTTCGTGCAA14251 A_95_P178842 TA12357_4097

14697 173 77 738 GGAATGTTTTAAACACATTTCTAACAATATCTTGCCACAACGCATTACTTCTTTTTCCGC 14255 A_95_P210832 TA19480_4097

14701 173 81 412 AAGTGCAACACTAAAATTCTTGGCATAGTAAGCATGACGTAATGTAAGCCAAGGTTCCAA14263 A_95_P033689 AJ632906

14709 174 4 514 TTAGAGGCTCATGACTAGTGACACCAGATTCGGGCTTTATTAGTGTATCTTCGTACTAAA14112 A_95_P224232 EB643437

14713 174 8 688 TGAAAGCCTTGTTGGACATTTTTAATTTTGCTTAAGTTTGCTGAAGTCAGTGCTGAATTC14120 A_95_P296518 EB677507

14716 174 11 599 TTATTTGGTGCCCAAGCTCGTGTTTTTGTAGCTTTGTTTAAATCATATAACGACGTCTGT 14125 A_95_P218637 TA21220_4097

14718 174 13 107 GAGGTTTTTGTAGCAGTTTTTATCCCTGTTAGAAGCTAAGGGGTACATTGTTCATTTATT14129 A_95_P032976 AF211717

14719 174 14 702 CACATGTGGAGTACTGAAAAATCTTTGATCTGGAACTCCATGAAATGAATATTGCTGGAA14131 A_95_P304678 FG190124



14720 174 15 513 AATGGAGATTTTATTATGATGTGACCGAACCCACAGGGTTGCCTACGTATCCCCTCTTAA14133 A_95_P281098 AM835641

14722 174 17 682 CTAGTTATATAGCCTGTGTTTGTATGCTTTCATATCCAGAACATTGTCAGCGATTCATAT 14137 A_95_P146292 EB450285

14723 174 18 273 GTTTTGTGAGGTTCCTCCCACAGACCTCAAGTATCCCTTTTAGTAATATTTTAAAATTTG 14139 A_95_P105262 CV017381

14724 174 19 1321 GTTTGCTGTTTCTCTTATGTTCTCTGTTGTGAATAAAGATTCCGAATTCCTGTCCTAAAG 14141 A_95_P005841 TA11844_4097

14726 174 21 456 TAATGTTGTTCCAATCCTGCATCCACAGAAATGAACCATTTCAGGTCTATTTGACCTGCT 14145 A_95_P264366 AM845282

14727 174 22 716 TCAAATTTCCTCCTCCAGCACTGCAAGTAATGCAACAACTGTTGGTTCATCGTTCACATC 14147 A_95_P127487 FG142863

14728 174 23 720 GAATGGTGAGTTTCATTTTTACTGTACAGCAGAGGGTGCCTGCCCTTATTAAGGGCTGAA14149 A_95_P159617 EH618005

14730 174 25 587 TGCTGTGATTGAAGAATTTGTGATTCAGATTATGATGAAATCCTGGATGTGCTATTTAGC14153 A_95_P015916 EB683945

14731 174 26 823 AAGTGCTATTGGACGTGACTGGCTTAGACTTTACGCCACTACACTATCTACCCTTTGTTA14155 A_95_P117347 DV160229

14732 174 27 794 TGAAAGCCTATGCACATGACATAGTATGGTGATGGTTGTTTCTCAATCTACGCGTACCTT14157 A_95_P229159 FG167705

14734 174 29 760 ATCATAAGATGGTGCAAAAGTTGAATGACAAATCCTTATGGCGCCTAGCTGTGCGTGGTG14161 A_95_P248802 EB451550

14737 174 32 369 CTCTTGTCTTGAAATCTCTACGATAATGCATTGACAGTGTTACTGTTTATGTTTAGACAG 14167 A_95_P209912 EH623749

14739 174 34 656 TATATCGAGTTCGTCCATTAAATGTGCCTGAGTCGTCTGTGAACGTACTCTATATGTGGA14171 A_95_P266551 FG637949

14740 174 35 1116 GGAGGATATCAGCTGTGCTTGTCTCTCAACCTTTATGATCCATCCTGAGTTTTGGTATGG14173 A_95_P191607 TA15273_4097

14743 174 38 738 TAAAATATGAACATGGGAGGGATTTTAGCCTCTGTTAACTGGTGATTGCCCAGTTTGCCC14179 A_95_P211597 TA19650_4097

14744 174 39 279 GGCTGTTAATTGATGTTTGTTATTCATGGACACAGCGTGGTCTAATGTTTGGTTTTCATG14181 A_95_P134772 EB437540

14746 174 41 580 ATACATTGTAGAGATGAATGTCTTACACGAGAAGATCAATGCAGCAGATTATTTTCCCAT14185 A_95_P261296 FG639994

14748 174 43 468 GAGATGCAGATAAGTACTGTAAAATTTTGCTATCAAGGCTGTCTCATGGACATGGATGTC14189 A_95_P125947 EB451857

14750 174 45 635 TTAGTGATCTCTCTCCCTCTTTTTCCAACTCTAAGTGATAGCAAATGTGGGATGTAGTAC 14193 A_95_P305183 FG637455

14757 174 52 1473 TTCAGCGGGCGCTGAAAACATCGAAGAGTTGGGGAGAGTTTGTCATATTTGATTAAAAAA14206 A_95_P249647 U66402

14762 174 57 98 CCCCCAATTAAAATGAGCATAATGTGATGATTACTCCTTTTAACGCTCTAAAGTAAAAGG14216 A_95_P132322 EB432787

14764 174 59 681 ATATGGAAGTAGAGGGTAGTTACATGTTGTGGGATAATTTCACTATAGAGCTATTTCGTC14220 A_95_P145502 EB449259

14765 174 60 395 TCGTCTTACTATTGGGAAGTATAATTTCTTGGCAATAACGGGGCTGATGATATGCTTAAT14222 A_95_P184017 TA13591_4097

14768 174 63 749 TTGATGTTTGAACAGCTTCTTGTTAAAATCTCGTGTACTTACCTTATATGCCACAGTGGC 14228 A_95_P000721 EB678578

14780 174 75 957 GTGCAGTTCTTGTATATTCTGATTCTATGTACTCTTACACTTGTGTGGACAATGTGATAA 14252 A_95_P193842 TA15758_4097

14781 174 76 705 CCTCTCGTTTTAGTGCTAACCATATATGAATCACCTAAATAGGCAGTGGATTTTGTACAT14254 A_95_P215127 TA20416_4097

14783 174 78 799 ATTCCTTGTTCTCTGTTTTTTCCTCAATCAATTACTGGTGAAATGAGTTGGGATTGTTGT 14258 A_95_P133867 EB440118

14785 174 80 1325 TTTGGCCACAATGAACGAATTTGTGCTCGTCTTTGTATCTTTAAGATGCAATCAATAGAT14262 A_95_P079015 TA17519_4097

14792 175 2 352 AAACTTGAGGGGAAGTGGGGTTTATTTTGGGATGTTTTTGGTTGAATATTGGAATTGTTG14275 A_95_P003616 EB434108

14795 175 5 857 AATGTTTCCATGATCTGCCGAATACGGGCATGACATGGCATGGCGTTGCTGTTGTTTTTT14281 A_95_P144192 EB447351

14797 175 7 414 TCAACAGCCTAATAATATGCTTTACTCTATGTCATATTTGCGCTTGGTTTAGTGACATCT 14285 A_95_P001056 FS425927

14798 175 8 742 TAAAGTTTGAAGTTGACGTGAAGTTTTTGCTGCACACAAGTTGGGTTCTTGCTGCCCGCT14287 A_95_P253424 EH623247

14801 175 11 452 GATTTGCAGATGCTCTGTCTCTTTCTAAAGTCATTGCTGAAGGTGTTGCTGTCGGATTTG14293 A_95_P123447 DW003303

14802 175 12 773 CTGCTAAAAATGTAATCCATGTGATGTTGTCTACATAATCGATCCCGTGCGATTTCGTGC14295 A_95_P244692 DV159065



14803 175 13 769 CCTTTCCGATTGTGATGCCTTTGTTTTTTATGCTCTGCCAGCTCCAATCTTCGTATCTAC 14297 A_95_P014706 EB428320

14804 175 14 0 TGGAACGATACAGAGAAGATTATGGTTCTTGCGCAAGGATGGCACAAACAGTCAAGAAAT14299 A_95_P280988 A_95_P280988

14805 175 15 430 GAGCAGGCCATGAAGAGAGATGTCAGGATGAAATACTTTCTGTAAACTACTTTTTTGTAT14301 A_95_P000096 EH619820

14807 175 17 258 AAGTACTTAGTTGCCAGCTGTGTTGGGTCCCCAACCGATAGCTCGGTCATAAAAAAGTTA14305 A_95_P129902 EB429847

14810 175 20 823 TCAGTAGACAAGGAGATCAGTTGGCCTGAGCTCAAGCCTTGTATATATAAACGGCGCTAA14311 A_95_P190297 DV160394

14818 175 28 700 AGCTGAAGAATGTACAAATCCTCCTATTTCGTCTAATATTAATATGTGCCTTTGCGTTGG14326 A_95_P029866 EB681703

14819 175 29 741 CTCAGTTTAGCTGTGGATTTGCTGAGGGAGGAAAATGTTATGCTGAGAAAGAGTGTTGCT14328 A_95_P215057 TA20402_4097

14823 175 33 750 GGCTTTAAAATGAATAGGTTAAGTACCCAAACTTGATGATCATTTTAACCATGGTGGACA14336 A_95_P130347 EB425306

14827 175 37 494 TGTCTGTATAACTCAATTAGCCAATTGATGACTCTGTAATCTGTATTGAGAGCCCTGTTT 14344 A_95_P308758 FG643555

14828 175 38 430 GAGCAGGCCATGAAGAGAGATGTCAGGATGAAATACTTTCTGTAAACTACTTTTTTGTAT14301 A_95_P000096 EH619820

14829 175 39 864 AGTTCCTGATAGTTTTGATGCTCTTATTCCTGTTGATGACAAGGATTCTCATGGGGAGTC14347 A_95_P213822 EB678087

14830 175 40 848 TTCTACTCCTCCCTCAGGGTGTTTGTGCTATGATCAGCTTGTTTTGACGATCTTTGAGCT 14349 A_95_P253169 FG143546

14835 175 45 465 ATGAAGCCAAGTATCGTATTTCAATGTCTTCATTACATCGGATGTAATTCGCTTGGATTA14359 A_95_P215142 EH620700

14837 175 47 386 ATACTCTCTGTATCAGTATTCTTGCGTGATGGTGACGCTAATAATTTGGTTTTAATCCTG 14363 A_95_P143177 EB446520

14840 175 50 81 ATGGTCTAGGTGTTGTTGAGAATGGACAGAATGTCCATTGATGAAGCAAGAAAAAATGGG14369 A_95_P012831 CV019646

14842 175 52 198 GATGATTTTGGTTGTCAATTAGGGTTTCAATTTCTTGTCGGTACTTGAATATTGTAAGGG14373 A_95_P161847 EH620431

14843 175 53 1049 TTGTACCCTTTTATGTACTTGCTACTCTTGTACTTGGTTTATTTCAGTCAGCGCAAGCTG 14375 A_95_P016471 AB044153

14847 175 57 1189 GGTAATAGGTTCGCTATTTGGTATGAATTGTTTGCATCTGTATTATTTGTTGCCTACATC 14383 A_95_P194517 TA15913_4097

14852 175 62 211 TTCTCAGGACCTGTTGTCACTCTGAAAGTATTTGAAGACAATGTTTTGGTCCGTGAGTTT14392 A_95_P157522 FG645304

14853 175 63 495 CTCAGATGATGGAACTTAGTCAAAGGTTGCAATCTCTTAATGAAATCCTCAGTTACATCA14394 A_95_P071790 BP525792

14856 175 66 417 CCAGCTCTTTCAAGTAGAAATTTTTGACATTGTCTTCCTTCTGGGCAAAATTTTCCAAGA 14400 A_95_P143437 EB446733

14858 175 68 400 CTATCTTCCTGTCTCCCTCTGCTCATAACTTTGTCCAAGAATATGGATGCTATAATGATA 14404 A_95_P073095 BP526127

14859 175 69 333 TGAACCTCGTTACAGACTTATGGTTAGGAGGATAATGGAAGGAAATCGTCGAATGGGAAT14406 A_95_P078715 BP527584

14863 175 73 796 ATGGTTGATGGAGGAGGTTAGATTCTGGGGAAAAATGGTTTTGGGTTCCTTTTTTCCTTT14414 A_95_P145567 EB449312

14864 175 74 255 CTTGTCCTTTTAGCTAGCAAGTCTCAAGGCCCATCGTTAATAGAAGCATCTAACATCCTT 14415 A_95_P138547 EB442291

14867 175 77 845 TTTCTAGCTGGTGTAGCCAAGTTTATTTATTAATACGCAATCTGGATAAGTTGTCTAGTG14421 A_95_P188602 TA14607_4097

14868 175 78 2072 GATCAATAGGTGCGTGCTACCCAAACAAGATTAGTAGTTGAAATAGGTTTATTCTTGTAT14423 A_95_P196872 AJ002315

14869 175 79 580 TAGAACCGTTAGTGTTGTAATTTGACATGAATAAAACATTTATAGGGCACTCTCTAGAGC14425 A_95_P125452 DW005252

14871 175 81 914 TTCATTGGCACTGGTATTAGTCCTCTGGGTTGTGTGGTCTAGAGTTGTGATTTGAATGGA14429 A_95_P119792 TA17553_4097

14875 175 85 1065 GAGTCTGTTGCTGGAAGAGATTTGAACTCTTCAATTTACTTGTCCCTATTTAATATCATG 14437 A_95_P203507 TA17867_4097

14877 176 2 704 TTTTGGTGCATCCTCCGGTAGTGTGTAATTCTTTTGACCTAATAAATGGCACTTGGTTTT 14276 A_95_P001061 DW004427

14886 176 11 737 GTGACATATGAGATAGGTTGATTCGACCTGATAATGAAGTCAGCTTGGTCCAAAGAGGGT14294 A_95_P204572 TA18094_4097

14887 176 12 784 TGCTATGGATATCGCAAGAGGCATGACTTATCTTCACAATGAGCCGAATATTATAATCCA14296 A_95_P118632 DV162248

14889 176 14 741 CCCTTGATATCGATCCACTGTCAAAATCTACATGGTAGAAATAGTTTGTGAATAGGAATT14300 A_95_P117487 DV160408



14891 176 16 788 CTTCTTCAGCCTTTTGCATGAGCTGATTTCCGACATATATTATCTTGTTCAAGTATCCTA 14304 A_95_P218632 TA21219_4097

14894 176 19 660 ATAGTTTTGAGCGAAGATTGCGTCTTGGCGGTCCACTGCTGAAGGAAAATATAGCAACTA14310 A_95_P151212 EB681450

14900 176 25 1439 TTGCCCATTCTTTGTATGACAATGCCTTCTTGGATGAGACTAATGCATTGACATCTCTTT 14322 A_95_P210637 TA19438_4097

14902 176 27 354 AAGCACTTTGTGTTGGTGCTGGTAGTGATTTACAATCATTTTGTGTTGGTGTTGGTAGTA14325 A_95_P131657 EB432021

14905 176 30 161 GCACCGGGTTGTCCTTTTTTATCTGATTATGTAATTTAGATGTAGGATTGCTATGTAGTA14331 A_95_P213617 TA20086_4097

14906 176 31 641 AACAAATAGTGCAGGCTATGGTTATCAGGCCACCAGTTGACAAACTTACAGTGGTGCTCA14333 A_95_P061110 BP135181

14918 176 43 792 GAGCGGACCTGCATCTGATTCTAAAGTCAAAGAAACAGTTCCAGCTAACTCTCATGGTAA14356 A_95_P138462 EB442219

14919 176 44 795 CCACAAGTCCAAACACCTTAATGATGATTGAGAATTTCCATGATAGATAAAAACTATGGC14358 A_95_P128027 EB427581

14921 176 46 668 AACGTTTTGCTAAAATGATTATGAACATGCATGATACTGCAACAATTGCTCTCCTCATTG14362 A_95_P016626 TA13924_4097

14924 176 49 533 AGAAGAATGAGTCCGAAAGCAGTTCAATGTATCAAATCCTCTTTGATGTACGAAACTATA14368 A_95_P260266 AM819928

14926 176 51 489 CAGAATATAGTGAAAGGATCATTCAGCAGATGATCCAATCTAATGTGAAAGTGGGATATT14372 A_95_P098478 BP534491

14930 176 55 420 AACAACAATAGAAAAACATAAAAGACATAACACAGCCGGCACCTGCCACACACGGACTGG14380 A_95_P097488 BP534071

14931 176 56 364 CCCTCATTCACAGTGGATAGCCTTGGATCTAAAACTATTTCTATAATGGATATGTTATAC14382 A_95_P024716 TA15752_4097

14934 176 59 658 TCTTGTGAAAAGCCACAACCACTGGTTGTTCTTTGATGATGAGAACGCTGAGATCATTGA14387 A_95_P028151 EB451747

14938 176 63 862 CTTATCTGGAGCCTGCCCCATGTATTAATTTAACGATGAGAGTTGCAGTTTTCATTCCTC 14395 A_95_P195772 TA16190_4097

14940 176 65 711 CAAGGAAAGATATTCAGAGGTAAGTGCATATGATCCTCTGGGATTTATTCTCTGGATCCG14399 A_95_P157332 EH615384

14942 176 67 915 CGGCTATTTTCCTCATTATGGCATGCCAGTTATGAATCTACCAATCTCATCATCTACCGT 14403 A_95_P289988 DV161627

14947 176 72 662 ACGCTCATTTTATGTGTACCCTTACACAAGCTATTGGTGTAGCTGATGGCGTTGGTGGAT14413 A_95_P139552 FG156212

14949 176 74 935 GTAAAATCATGGATTATCATCAAGATTCATGATCCAAGTTATGTCTATCAGTGGCGTTTG14416 A_95_P009376 TC71430

14955 176 80 550 GTAATTTTGTAAGGCGTATGTCATACCTTGAGATAATATACAGGGAATTATGTGTTTCCG14428 A_95_P113312 CV021106

14956 176 81 535 ACTTCATTATGGGGTTCTGCATCACCTGTGTGGATCGAAGGGTTCATTACCAAGGAAGAA14430 A_95_P053771 BP133270

14957 176 82 783 ATCCTAGGACTGGGTCCCCTGCAGCTTCTAAATCAGATGATTCAAAGAGGAGAACATTTG14432 A_95_P297178 EB681987

14958 176 83 461 TAATTTTTGACTCTGTAAAATTAGTGGTTTCCCAGTGTACCATATATTACACTCCCACAG 14434 A_95_P124242 DW004097

14961 177 1 667 TGTTTTTCTAAAGGCTGCTGGATATCTCGATTGTGCGGTTCGAAACGTTCTTCCCCAGTT14439 A_95_P137662 EB441388

14962 177 2 510 GTAGTGGTGATGGGATTGTAAAGGTATTTAGATGAACTCTTTATCCGTTTATAAGCTGTC14441 A_95_P029396 TA17997_4097

14963 177 3 427 CTTTAAGCGTTTGTGTTGATAAATTTGGATGCTCTAACTGGTTTGTAATGCAGTTCTCTA 14443 A_95_P094983 FG641634

14973 177 13 1515 TAAATGCATCTTAAGTGATAAGTTCTGACAGATCCCCAACTGCTATACCAGTGGCAAGTC14463 A_95_P009966 TA14306_4097

14976 177 16 976 GGTGTATTGTGGAATAGTGTTTCAGTGAAATAAAAATAAACAATATCACCTGGCTCGGAC14469 A_95_P010166 TA14977_4097

14979 177 19 1700 TAGAACTCATTTCATCTTACCTGTTGTCCTTGGGCATTATTGCCAATGATCCATAGTTGT 14475 A_95_P257514 AB505625

14982 177 22 985 CTGCAATTCATCTCTGAAGGAAGGTTATACTGGTACTTGAATTCTTCTGTAACTATTTTG 14480 A_95_P215782 TA20563_4097

14984 177 24 1800 AGAGAGCTCTTGATGCCTCGTGACAGGCCAAATATGAGAATAAAATTAGCTCTATTATCT14484 A_95_P164587 AB505625

14988 177 28 627 AGAAGTCTGAGTATATATATGTATGCAGAACTTGAACTTTCAATGAAGGACTTGAGTGCT14492 A_95_P117622 DV160550

14989 177 29 777 GGGTGTAGCTGCAGTTTCAGTAATTTGGTTTCATTACAGTTTCATATTTGGAATCATTAG14494 A_95_P253984 FG142249

14990 177 30 559 GATATTACGGATCTCCAAATATGTGCTTTTATTGAACTGGAAGTGGTAACAAAGTGTGTT14496 A_95_P153462 EB683726



14992 177 32 566 GTAATGGAGCGATGCACTTTCCATCGGGTTCCTTAATATCCTTGTAAGAAATAATACTTC14499 A_95_P273726 EH619367

14994 177 34 550 TAGATCGCTGTATTATTGGTAAACCGGTTCCTCTCCGCTTCCACCTGTTTCCCAATAAAC 14502 A_95_P142067 EB445622

14995 177 35 287 GTTTTCCATCACCACCAAATAGTGGTGCCACAATTGGCACCCTTGACTTTTTCTCCATTG 14504 A_95_P125772 EB424846

14998 177 38 1429 ACCGGCACAACCATTTATATCTTCCACTCATTCTTATGATTTGTATCTTGTGTGTTGTAT 14510 A_95_P031266 TA16601_4097

15000 177 40 879 GTTGTGTAGCCATTATTAACAAGTCACACTTGCAGCATTCTAATTGTATGAACTATAACG14514 A_95_P007736 DV999303

15003 177 43 2360 TGGAGAAACCAAGGACTATGTAATCTCCCCCGTCTTATTAAATGCATTTACTTTTGTTAC 14520 A_95_P010116 AB110952

15014 177 54 1077 TGCAGTTTGTCGATTAATATGAGTTATTCTCGGGGTAAAGGCTAACCTCAGCCGTGTGAC14542 A_95_P291108 TA15454_4097

15026 177 66 770 AAGAATGCTGTATTTGGTGATAGCAGTGCTTTGGCACCTGGAGGTGTTCGTATTGGTACT14566 A_95_P146602 EB450673

15028 177 68 521 CCCCTTTGTCTAAATGGTTCCCTCTTGAACTTGTCTGTGTTACTTTTGACAAGATAAGTA 14570 A_95_P050676 BP132455

15033 177 73 703 TTGTATAACTTAATGACCCAGACTCTCTGAGTAGCCTAGAGCTATATTGGCAATCTTTTG14579 A_95_P124642 DW004426

15041 177 81 858 GAGATTCCGCTGCCCAGAAGTTCTGTTCAACATCATGATCGAATGAAGCTGCTGATTTCA14594 A_95_P259311 FG158261

15043 177 83 524 GCCCGACGTCTCCTCTATCTTATATTTCATTTTGTTATCTCATATATTCGAGACAAACAA 14598 A_95_P153587 EB683821

15046 178 1 236 AGCCAGCTACTGTTTGCTAAAAGATGAGGTGACCAAAAGAGTGTTAAACCAACTTCATTG14440 A_95_P210697 TA19451_4097

15051 178 6 681 ATATTGGAGGCATGTAAAACTTTGTAGCTTGAACCAGATGAGCTGCTTTCCAGTTTTTGA14450 A_95_P115722 DV158039

15057 178 12 161 CGGTGTTTTTAGCAAGAATGAAGGGGCGCTTAATGTTTGCTTCGAAGGAGCTGATGTGTT14462 A_95_P258921 X06134

15061 178 16 1022 TCCCATAAAATGTAAACTCGTAAGCTGTGATGAGTTAACAGGTTTGATTTGACATGTGAT14470 A_95_P013236 TA14283_4097

15062 178 17 845 TATCCTTGCTGCTACAGTTTGGTTGTGTACTTTCCCATCTGTAATCTCTCACTATTTTGA 14472 A_95_P015496 DV158412

15064 178 19 228 TGCTTTTGTAATCAGTGTGAGACAGATCACCAAGGCCTTTTGTTGGTGGGCAATGTTTAG14476 A_95_P181665 TA13036_4097

15066 178 21 390 GCTCTGTCCATTAGCTTCACATATGTTTCTCTGTTTTTGCATTGGATTTTGAGATTTACA 14479 A_95_P089328 BP530456

15069 178 24 771 AGCTTCAATTTGACTACCAATATTTTTCCTGTTGGTCCTTTACTTGCAATGGGCAGTCTG 14485 A_95_P304668 FG148050

15074 178 29 1029 CACCTCTACTGGAAAGGTAATTGGTCTTTCTTGAGAATCTTGACAGGTTGCACTGTGTTT14495 A_95_P196232 TA16295_4097

15076 178 31 399 AAGAGGCTACAAATCTTTGTTTAATTGTGTTGTTTGCATTTGGCATGTTTTGAAGACTGG14498 A_95_P282128 AM784687

15078 178 33 512 TCAGTCCCGTCTTTGTACAGTTGTATTTCTATTAAAGGTCTGTAGACAGTTATGTATAGT 14501 A_95_P106632 CV017986

15080 178 35 679 AGCGAAGAAAATGGAAATATTGAAATAGCTTCTCCAAGCACTGGAAGTCAGGCCCCTGAG14505 A_95_P218232 TA21126_4097

15087 178 42 478 GTTCATGAAGTAGACATGGATGCGTACAGAAAGCCAGCTAAGTACTTATTGTGAATTTTT14519 A_95_P279153 AM830119

15089 178 44 905 TATGGGCAATACCAGAGAAAGCTAGTCCATCTTTGTATGGACTCCCAACCTTTCTCTGAC14523 A_95_P296638 EB678894

15094 178 49 664 AGATTGAAAAACTGTGTCCTGGACTTCGGTCTGACATTCAGGGAAACCAAGCACAGGATT14533 A_95_P066735 BP136675

15096 178 51 535 AGTAGTTGAAGTTGGAACCAAGAGAACAAAGAGGCATGGATTTTTCTCGGCTCGGAGAAA14537 A_95_P307668 FG644332

15097 178 52 578 TCAGCTTTGTTTGTTAAGCATAGTGATCTTTTTATGTGCGCCTGGTGGTCAGTGCTAGGG14539 A_95_P155862 TA14797_4097

15098 178 53 907 TCGATAAAATTGACCATCTCAATCTCATTAAACCAGAACCTTCTTCCAAAGTTGGAATTC 14541 A_95_P239914 X67159

15099 178 54 2231 GATGCTTCAGTGAAGATATGGTTGTAACTTGTAACCAAACAAAAGAAATGAGACTTTGAC14543 A_95_P033389 AJ627182

15101 178 56 829 CAGTCAAAGATAGATGCAGGCTTTGCAGTATATCCATTTTTGCCATAATTTTGGGACACC14547 A_95_P229784 DV159792

15104 178 59 618 TATTCTAACAGAAGCCATTCCAAGGGGAAGGTAATACCTTTTATGCTGGTGTATTTGTCC14553 A_95_P048316 BP131874

15107 178 62 443 GTTTGAGGAGCTTTCTGGGATCTCAGGACATGGAAGTCGATAGTAAAGACCATGATGCAA14559 A_95_P156592 TA15919_4097



15108 178 63 717 TACTATTGCCCTTTTGTTTTCCCTTTTTGAGCGTGTATTATTCATCGTAACGGGGAAAGT 14561 A_95_P157742 EH615781

15111 178 66 240 AACGCATTCACAAGTGAAAAGGAACCATGCTGTTTGTTGTCAAATAAATCACTTAATTGG14567 A_95_P214477 TA20271_4097

15113 178 68 827 CTCCTACTCAATCAGCTAGCCTTTGAGTAAAGATCAGCAAGTGAGGTTATTCTTGCCTCT14571 A_95_P265171 EB425594

15115 178 70 589 CATGGTATTTCCTCATCCTGTTTGGATTAAGGGGATTGTTCAGTCTCATTCTTGGAGAAA14575 A_95_P158132 TA14284_4097

15117 178 72 448 TTGGATCGCGCATTTGAGTTGAGCGAAAAAACAATTTGCTTAATATTTAGTTTGGGTGAT14578 A_95_P125282 DW005063

15120 178 75 708 AAAGAGTTTATCAGCATTAGAAAGCCTGCTGGTCTGCTTGAGGATGGCCTTATGTCCTGA14583 A_95_P298073 EH616346

15125 178 80 133 TACTTCGGTGTATGTTTTTCGATTCCTACCAAGTTATGAGACCTAATAATTATGACACCT 14593 A_95_P107882 CV018573

15129 178 84 503 TACGCGTATTGCCATAGCGTATTTTGTGAATTTTGGAGATTGGCAACTTTATTATTTGCT 14601 A_95_P125222 DW005018

15131 179 1 415 TCATGTTCATGCATGGAGGGGTTTTATCTGAAGTTATGAAATAGACATTTGCAGCGGCCG14604 A_95_P270916 AM824464

15135 179 5 860 GTTTAACTCCATCGCCTTTGAGGATTCGACTTGTTAAGCGTCTTAGTGGGACATTACTCT14612 A_95_P118332 DV161343

15140 179 10 432 CATGTTTGTATAACTACGAATACTCCGAATTTTTCATTATCTAGCTTGTAGTCTAGCTCG 14620 A_95_P133237 EB434552

15144 179 14 827 CTCTAATCCGTGTTATTTGTAATCGTTGCTGGTTCTGTGATCAGTTTGTCACTAGAGGCG14628 A_95_P217232 EB679623

15146 179 16 496 ATGAGTTATATGCTTGTGGTATTTTGCCCTCCAGACTTTATGTATTACGAGTTTTTTGGA 14632 A_95_P003476 FG641760

15150 179 20 414 GGACGGACTGAGGACTATTTCTCAAAGTAGAATATTCCCTTCTGAAAATTTGTGTATAAA14640 A_95_P003241 AJ272037

15154 179 24 548 GATCACCTAGTACCAAGTCCATTTTCTTTTTAGAATAGCACAAGCTTTCGTGTGTATATA 14648 A_95_P268796 EB445968

15155 179 25 477 GCATGGTTCTTCTTCCTGTAAATTCTTGCACTGGAATGTCCATACTCTCAACTGAAAGGG14650 A_95_P131717 FG640545

15157 179 27 531 ATTCTTTATCGGATCATAAAAACCCACTTTCCGAAGATCTTTTCCTTCTCTTCGGGATCG 14653 A_95_P279403 AM803568

15158 179 28 630 AAGCATTTGATAAGGCATTGAAAGGGGGTAAAGGGTTTAGCTCTGGCTGACTCGTGAATG14655 A_95_P045896 BP131257

15162 179 32 771 TAGTGAGCTGTCAGAAATATGTGGTGAGGGGGCTAGAATGGTTCGTGAATTGTTCCAGAT14663 A_95_P162957 EH621945

15164 179 34 422 GTCCCTTATGGGTGATTTTTTGTGTGTATAAGAAGAGCAAACGATTGTATAAAGCGATTA14667 A_95_P155642 FG642661

15167 179 37 492 TGCTAAAGAGAAGAAAACCACTGAAGACGGTGGCAAGAAGCAGTCGTCTTCTCCTACAAA14673 A_95_P131762 EB432151

15170 179 40 405 AAGAGCTCTGGCGTCACATCCAATGAAAGCCAATAAGAAGGGTATTGGAGAGAACATGTT14679 A_95_P102637 CV016117

15171 179 41 184 CGCGAAGATGATTGAGCTTTTCTTCTGTGCCCTTCTGGCTCTTCTCCATCACTTTTGTTT 14681 A_95_P114937 CV507090

15172 179 42 791 TGCCAAGGCTGATAAGGCTTAAGATATTGAGTTTGTTACTTTTTTCATTGTCGTATTCTG 14683 A_95_P145627 DV162568

15173 179 43 711 GCAGAATTCACAAGTACATTTACCAAGTTGATATTTATGACTGGTCGAAGAAGTGTTCCA14685 A_95_P128567 EB428254

15175 179 45 368 CATATAGGACCATGGCATCATCTCAATTTTGGTAGGGAGGTACATTAGTTTCTCAATACT14689 A_95_P094183 BP532593

15178 179 48 879 ATGTATATGAGTACTGAAGCTTACATCTGATGATGGTGATCTAGCATATAGCTGGATTCA14694 A_95_P146062 EB449921

15181 179 51 305 TTTCAGCAGATCCAGAAACCTTTGCCAAGAACCGTGAACTCAAGGTGATCCACTGCAAAT14700 A_95_P106872 CV018096

15193 179 63 486 GTGCTTAATATGATCAACTCTAGCTAGTAACATTGTATGTCCTTTCTTGCTCTTCTTTGT 14724 A_95_P109992 TA12099_4097

15195 179 65 436 TTAGTGATGGGTTTGTGATTGAAAAGTATGGTTATTTGATGTTTGTGCTGCCTCTTTTAG14728 A_95_P195377 TA16102_4097

15196 179 66 676 CATACCTCCTTGGTTCTTTGCTGGTCTTACCTTTCTGTCACCTTTATTAATCTGGGCAAG 14730 A_95_P047916 BP131776

15200 179 70 3 AGCACTGGAAGAATGCGGTGATGATCTGGATTCTGCCATCAAAAGACTAAATGAGCTTCG14738 A_95_P150337 EB678788

15201 179 71 125 TACATTGCTTTGTACTTTCAAGATAGTAGGACGCCGAGCCCATTTAGCTGGAGAGTTTTT14740 A_95_P067480 FG155271

15206 179 76 880 CAAACAAGGCGAATGACTCCACCTCTATATTGGAGTATCTTGAGTTTGTGATAGTTTACT14750 A_95_P059096 TA16369_4097



15208 179 78 207 TACTGTTATGAAAAGCCGCTGATAGTTTGTCTACAGTTTTCTTTTGCTTGATGATCTGTA 14753 A_95_P100208 BP535265

15215 179 85 361 CAGAGCCAAAATGGGTAAGATATCTTAAATTGAATCTTCTGAGCCATTATGTTCAGAGTT14766 A_95_P147937 FG182925

15216 180 1 129 CTGATATGTTTGATCCGCGCCTACAAGCAAAGATACTTAACGTGGTCGATGTGTCCTATG14605 A_95_P141967 EB679730

15218 180 3 141 CCAAGTGAGCGGAACTAAATTTTGACTTGAAACCTTAGTCACCTAGGGATTTGATTAAAC14609 A_95_P129777 TA17494_4097

15226 180 11 626 ACCATTTATTTCCGGATTTATCCCTTGTTTGAGCATTATATGTAATGGGCCTTCCCGCTG 14623 A_95_P060270 BP134955

15227 180 12 823 GTAGCAGTAAGTTTCCCTGTTAAGTAGCAGTGAATTAAGTTTCCCTTGTTCTATCATATT 14625 A_95_P177842 TA12087_4097

15232 180 17 848 GGGGTTTAAGTGTGGTCAAAGGAGCTGGAACACACTTCTCACACCTCATACTTTCCTTTT14635 A_95_P240199 FG164541

15233 180 18 702 GGTAATAATGCCTTTAACATTTCTTAGCTTCCCTTTGTGAGACATCATATGGTTGTCTTT 14637 A_95_P028431 EB439386

15234 180 19 244 TCACAGCAAGCATGGGAAGACTCATAAAACTTCAGATTTGGGCATCAGCTGGACAAGCAA14639 A_95_P104412 CV016999

15241 180 26 714 TGACAAGTTGGCAATGTCAAATGATGCATACTCTAATAGTGTAGGATCAACAGCTTTATC14652 A_95_P015316 DV158577

15243 180 28 545 AGCTCCCTAAACCCTCCATTGTGATAAAACATTTCTTTGTAGTGTTACACTGTAACTTAT 14656 A_95_P001581 TA20683_4097

15248 180 33 796 GTGTGTGTGTTTTGTGTCGATTAGCACAAAAATATGATGTTGCTTTCCAGGTTTTCTGTA14666 A_95_P296718 EB679073

15249 180 34 743 TGTAATAGAAATAGTGCAGTTCAATGCAAACATTCGAGTTTGGTTAATGAAATGGTCACC14668 A_95_P199852 DW003387

15251 180 36 402 GTGATAGCTTTAATTCCTCTTTAGTAGCAGTGGTTTGTGTAGAGCCTGATGTCTTTAAGG14672 A_95_P064470 BP136063

15255 180 40 693 CTGATGTTATTGCCTTTGATAGTTCTCAAAGAGTATATGTGTATAACAAGCACAGCTGCA14680 A_95_P026761 EB445608

15256 180 41 477 GCGTAACGATAAAGTTGCTGCTATGTGATTAGAAGGTTACGAGTTCGAACTGTAGAAACA14682 A_95_P093408 BP532250

15257 180 42 99 GAAAGTTTCAACAATTTAGTCTTTACTTGGAATGTCAACCTCTAGATGATTTGTACACCG14684 A_95_P127997 EB427568

15260 180 45 625 AGGTTCAACAAGCACTAGCAGCGGCAACAATAGTGAAATCACAGCTTTATGGTAGTCCCA14690 A_95_P139602 EB443405

15266 180 51 300 GTGATCCTTATTTTTCTTGACATTGTTGAGAAGAGAAATAAGGTTCTGCAATGTTGTTCC14701 A_95_P095043 BP532990

15267 180 52 708 TGACAGTGAGCTTGTTGAATCCTTTAGTAGTGGGGATGATGATGATGATCTCTTGTAGTT14703 A_95_P148957 EB678562

15269 180 54 825 AGCAACAACTGACACTTTGCACTGATAGCAGTTCTGTGTAGCATTCAGAGGGAGTCTATC14707 A_95_P304738 FG162079

15270 180 55 2215 GCTGCCATTAGGGGTTACCCTTTTCATTTCTGTTGTACTGTTCTTTTGTTTGTCAATTTG 14709 A_95_P015882 AF004232

15272 180 57 1150 TTGTCCGAGTGTAGAGATTAGAGAATGCAAGTTAGGTTTTGACATGCTATATTCTCATTT14713 A_95_P193592 AF289466

15273 180 58 356 GACGAGATAGCAAGGATGATTAACAGCTGACATGGTTAATGCCATATGCTTTCTTCTGCC14715 A_95_P131582 EB435034

15276 180 61 592 TTGTAGTGAAGAGGGGTTTGGAACTGATTATTATGTCTTTGCTATTGTGTATTCATTCAG14721 A_95_P124357 DW004209

15278 180 63 1140 AAAGAATTGGTGCTTATTGGTTTGAATCCTACGTCGGCTAGTTTGTTGGCGATAGCTTCG14725 A_95_P033954 AY220479

15284 180 69 637 TGATTTGGGTGCCAATGTCTACTTTTGCTTCTGTTCTAGCCTTGTCTGAACTGTTTCGTC 14737 A_95_P101083 TA12299_4097

15285 180 70 932 CAGCTCTCGTGTGATTGATTTGATCTGCCATATGGCTTCTGTTGCTTAAGGATTTGATGC14739 A_95_P003386 M14419

15287 180 72 878 TTTGTCTATGTTTATTGGACGCTGTTGAATTGTACTGTGTATTCAGACGGCTTTTATGTT 14743 A_95_P283478 Y08161

15288 180 73 834 GTTCTGATATGATTCTGGTTATGTTTGACGATGAAGCTTTTATTAGAGTAACTTGGTGTC14745 A_95_P185892 TA14012_4097

15292 180 77 482 GGAACAGCTTGAAGCATCGACACATCAGGGATTAGACCAACAACTTCCTTCTTTCAATTT14752 A_95_P132062 EB432485

15294 180 79 568 CTGGGTACCTGCATGTCAAACGTATTATTCGCTCATGTTACGGTATTTTATTATTGTATC 14756 A_95_P135017 TA18968_4097

15296 180 81 673 ATCGAACTGTTCCAAATGTTTCTGGGAATTCTTGCTCTGATTGTAACCATTTGTATCTAT 14759 A_95_P130972 EB431106

15301 181 1 917 TATTACAGCTTGATCGGGATCTTTATGCTTGCTTAATTTGCGAATTTGACTATGGCCTCA 14768 A_95_P184967 TA13809_4097



15303 181 3 526 TGGACTGGATGTGCAAAACATTCCATTGGAGAAGACAATTCGTTGGCTTTTGAACTGGAA14772 A_95_P063745 BP135860

15306 181 6 346 AGTATGCAGACATCTTAAACCTTTGCTTGTTATCTCACTTTGGAAGGAATGTACATCAGC14778 A_95_P098348 BP534430

15309 181 9 916 GTTACATCACTTTCTTAGAGTTCTTTGTGCTGGTTGTCTCATTTTATGTACTCACTGGCT 14784 A_95_P200192 TA17157_4097

15311 181 11 786 ACGTGCGCTTTCCCAATTTTTACATCCTTCAAGAATGGCTTTGATCTCAAAATACTATGA 14788 A_95_P146322 EB450324

15316 181 16 1174 GGTGTATAGGTGGAAAACATCTTGAAATGCTTAAGGGACTTATGTAAATGATGTTCTCAA14797 A_95_P202457 TA17640_4097

15324 181 24 580 ACAAGGTGAAAGTTTTAGGTCAACATTATATTTCAGGATCTCATTCTGAGAATGTGTTCC14813 A_95_P271711 EB444918

15329 181 29 959 CTGACCAAGAATTTAGCTTTTATTTGCAACTGATCTTAGTCAGTTGTTTTGTGCACTCTA 14822 A_95_P183037 TA13362_4097

15330 181 30 1156 AACCTGAAAGTATAGATTCTATCTGGAATCTGAGAGGAATCCTGAACACCTCATGGCATC14824 A_95_P188202 TA14518_4097

15332 181 32 287 AATCACAAACACTTGGAGGAGAATAAGCGTACGTTAAAGGACACTGAGCTTGACGAGACG14828 A_95_P080930 BP528131

15339 181 39 738 ATTCAACCTGTCAACCAAGCCCTTGGTCGCTTTCCAGCTTTGGAAATACATTCCATGAGT14842 A_95_P145162 EB448723

15343 181 43 456 AATCTGAGTCTTTGGTCAAAGCTAAAAAGAAATTCGGGTTACTGATAATCAGGAGACAAA14850 A_95_P307228 FG637951

15345 181 45 637 AAGCCTTGCCTAATTTTGAATTACCTTCCCGTGTAACTGTTGCTAGACTCTGTTTAAAGA 14854 A_95_P269101 DW004055

15352 181 52 1739 CTGTCTATAGTATTTCGAGTTGCAGGGTGAATGTCTATACTTTACGAGTCATTTTCTATA 14868 A_95_P026511 TA14068_4097

15361 181 61 569 TGCAATTTATGAAACTTGGAAGGACATATAGGAGTAAATGTTACAGAGATGGTGGTATAG14885 A_95_P088238 BP529993

15368 181 68 529 CGATGAGAGGAAAGCTAGGTTGATCGAAAGACTCAATGCTTTGAATGCTGCTGGTGGAAA14899 A_95_P032221 BP131873

15369 181 69 470 CCTTAAACTGAGCTTTTCCATGCAATCAGCATTAGGGTTTTAAACCCTAAACTGAACTTT 14901 A_95_P263026 AM845812

15371 181 71 1243 TTTCTACATGAGAAGGACATTCCTGGTCATTTTCTTGATGACGAGAGGTTCGCCAAGGAG14905 A_95_P013501 TA18942_4097

15372 181 72 335 ATTAAAGTGTTTAGCTGATTCATTTCCAGGTCAATAGTGTCACACCTCCTTTTTTCGCCC 14907 A_95_P005851 BP532771

15374 181 74 412 ACTTGCTGAAGGTCTCTGTAGCAAAGATCCAACTTTACTTAGGCATTACCCCTACATTGA14911 A_95_P105147 CV017317

15377 181 77 126 TATTCGTTTCAGGTATGTTCCATACTAAATCAGTGGTTGCTTGACGTTTATGAAATGAGG14916 A_95_P042011 BP130244

15379 181 79 585 GAGCATTATGTCCTTTTGTGTAACTTTCCTTAATTTGGATATTTGAAAACTTGCTCGGCT 14920 A_95_P300418 FG139817

15381 181 81 651 GTTTCTCGGATCTTTGACTTTGTCAGTTGAAGGGAGACAGTAGAACCTCTTTTGCCTTTT14924 A_95_P004541 FG133250

15388 182 3 721 CCATTCATGTTGGGTTGCCAAGAAGACCGAGATCTTTCAATATGTGAATATATTTATTTG14773 A_95_P183382 EH620397

15394 182 9 219 TCGTAAAATGAAAGAGCATTTTGGTGTTGATCCATCAGCCATCCAAAATAATAGTGCAGT14785 A_95_P140627 EB444515

15400 182 15 117 ACTCTGATTCTGGTCTTAAGAAGCTTGATGAGTACCTCCTGACCCGTAGTTACATCGTCT14796 A_95_P114367 CV021562

15401 182 16 776 CTTAGCTGGTTCTGTGCTATGCCATCATTTCTCTTAAACTTTTGGTCACTTGCATCTCGG 14798 A_95_P291783 FG640499

15402 182 17 359 GATAAGCGTTGGTTTCGAGTTGTAATACTGCTATCTGTTTCTGCTTACATATTTGTTATC 14800 A_95_P179212 CV020529

15404 182 19 812 TAGACCTTCACTGATGGCTGAAAGTTGGGAGTGTTTCGTCTTTAAGTTATTTGTGTAACA14804 A_95_P230079 EB431969

15405 182 20 837 GAACTCTTCCATTGTGATTGTTTTTTGTATGGTGGAGTTTAAGGGACTGAATTCTTTTGA14806 A_95_P206437 EB430245

15406 182 21 782 GTGCACTGTTAGTAGCTCTGGGTCTAGCAGAAGATTGGAAAAATGCTGAGAAGTTGATCA14808 A_95_P265626 DV999652

15408 182 23 727 GGGATTGAACTGATTGTGTTTTAGACCAAATGGAGGAGGAAAGAGGAGATAGTCGAAAGT14812 A_95_P128477 EB428179

15410 182 25 512 ATTTGAGTTTCTTTCTGTTGACAATCATGGAATTTTGCTGTTCTATTGCAAGGATGGGTT 14816 A_95_P124942 DW004722

15420 182 35 286 GGTTCTCTGTGGAATGGTACTGAAGTTAAAATTAAATAAAAATGAAAAGCAGATCTCCGC14835 A_95_P001326 EH619214

15422 182 37 109 CAGTCAAATATTTTCCTAGTTTCCAAGCACATTTTCTATCAAATTCAGAACCCGTCTGTA 14839 A_95_P212062 TA19749_4097



15424 182 39 228 ATACAGCAATGCTGATTTCATTGCCTATGATTTGGCAATGGTGTTACAAACAAAACAATG14843 A_95_P008231 X68604

15425 182 40 356 GAGCACCAGTAGAGTTAAATGTTTGCTGCCTTTTTTAGTCACAGATTGCTCCTTTATAAC14845 A_95_P055746 BP133784

15428 182 43 758 GCATGTTTGAGTTGTTGTAGTTACGACTTCTCTGTGAAACAGTTGTGTGAATAATTTTGA14851 A_95_P190312 DV162434

15430 182 45 1667 TCAAACTGTTTTGTGGCCATGAAATGACCCCTTTTTTATGGCCATGGGTTGTGTGATGGG14855 A_95_P014771 TA14394_4097

15432 182 47 1645 GTGTCATCATCAATGAATGCTAATCCATTTACTACTTTGATGAGTTTAACCTGCTGACAA14859 A_95_P201422 TA17420_4097

15433 182 48 326 ATTTGTAATTTTGGTGTTTCGATCCAAGGATTGTTTCTTTGCTTTGCCCGATTGACTTGA 14861 A_95_P099338 BP534892

15437 182 52 573 GCCCAGAGTCTTGGTTTGCATTATATGGACTTAAATAATCCAGGTGCTGTGTCTTTGTTT14869 A_95_P062610 BP135559

15439 182 54 1220 CCTCCCTTCTCGATTTCCTCTACTATGTCCTATTAGTTGAGAGTGAATTTGGATCAATAA 14872 A_95_P194367 TA15876_4097

15441 182 56 788 ACAAAACTGGGCATCAGAGCTGTTAAGATTGCCAATGGAAGTCAAGGAGGACGATGATCT14876 A_95_P010711 EB438558

15446 182 61 829 CCTAAGATCTTCTCATTGATGACGTGAATATGCCAACACAGACACCATCAGTCATATTGG14886 A_95_P189812 TA14868_4097

15447 182 62 0 GTTGGAGCCATTTGCTTACGGTTGCACTTTTCATAGTTATTATGTTATAAGAAGTGAGAC14888 A_95_P253299 A_95_P253299

15448 182 63 755 TTGTGTGAGTATAGGTTCCTTATTTTTGATACTGTGATTGATATTGGAGTCTGACCCCAT14890 A_95_P199007 TA16900_4097

15449 182 64 824 ATGAATTAGCATAGTCAGGTCCTAGTTTCCGGATCAAATTTTGTTGAGTGTTATCATTGC14892 A_95_P229604 DV157649

15452 182 67 806 CTGGAATTAGGTTGTTTTTTAATTTGGTGACTCTGTAGTTTGCTTTTTAAGCCTAGGTTG 14898 A_95_P016926 DV998783

15455 182 70 472 AGCGGCATTTGCACTCTAGTGCACTCTTTTGTTTTGAGTGTTTCAGAACTCCATTAAATT 14904 A_95_P037338 FG626433

15458 182 73 552 GTGAAAACTGATAGGATTGTTTGGTACTACTAATTGGGGGGTTGTTTATCCTTGTTTTAT14910 A_95_P028161 BP130458

15459 182 74 256 CCTTCACAGGAATGAAATTCAGTAACACTCGTTCCATAAAATAAAACAACATTGGAAGCA14912 A_95_P212147 TA19768_4097

15461 182 76 631 CACAAACAGATTTTTCTTTTCAAGGGTACCTTTCAGATTTCACTATGGCAGAGACATAAT14915 A_95_P206707 EB444599

15462 182 77 478 TTGTTGAAGGCTATGATGTGATTAAGGAAGGCTGAGGCTGATTGCGATCTGGATCTGGAA14917 A_95_P063540 TA11676_4097

15464 182 79 765 AGCATACACCGTCGTGTATTGACGAAAGAATAGATGCAATCTATATCTCTCTTAAGTGCT14921 A_95_P183502 TA13472_4097

15466 182 81 455 GACCTATTCAAGTTTACATGGCATGTGCAATGTTCTATTTTGTCGAAATCACAGACTCAT14925 A_95_P084350 BP528995

15470 182 85 861 ATATTTTTCTAACTGGAAAAACTGAATGTTCCACTGCTACATCATTTGCCGCCATTGCAT 14932 A_95_P267361 DV159872

15475 183 5 555 CTTGGTGTTACCGGAAGTTGTTGATTAATGACCAGTTAAATCCAATTTTTTCTAGTGTTG14941 A_95_P203372 TA17840_4097

15478 183 8 393 TCTCTGAACCTTTAGTAGGGGATATGGTCTCTGTATAACTGGTTTTGTCAAGAAATGTCC14947 A_95_P033994 AJ718012

15479 183 9 510 GCTCTCCAGAATCTGAGGTATGTAATTGCTGTGTACTTTCAAAAGCAAAATGTATGTCTT14949 A_95_P129607 FS388031

15480 183 10 557 TATCATAAGAGAAGAAAGCTGGCAGGTTGGATCCTAGGGTAGATTCCTGCTGTTGAATGA14951 A_95_P047406 BP131649

15482 183 12 803 CATGGATGGAGCATTTCAACTTTTACATGCAAGATGTACTGCAATTTTATGGATGTGTTA14955 A_95_P017286 EB678991

15484 183 14 3973 GTGTTGATGAAAGGTGATGGTAAGGGTGAAATGTTTTTGCAGAATTCAGAAGAACGTTCA14959 A_95_P018821 TA13319_4097

15486 183 16 879 CTAGGTGTAGAATTGACTAGTTCTTTTGTCTGAATAGTGGTCTGATATACTTGCTAATAC14963 A_95_P023541 TA15369_4097

15487 183 17 535 TCAGTACTGGGACTTTTGGGATTCATTATCATGTCTATAAGAATTGCCACAATAATACAG14965 A_95_P018331 TA14339_4097

15490 183 20 957 TCTGACTTGCTTTTGCTAGCTATAGTTGTAAAAGCCCTCTTAAAAATATGGTCGTTTGGC14970 A_95_P220967 TA21721_4097

15497 183 27 566 CCATGGTTGGATCTTGCAATTGCTAAGTACAAATCTTATTGGTCTAGATATGTAATGTTC14983 A_95_P262826 FG635943

15499 183 29 767 TCATGTATGCCTCGGCTTATTATCCATATGGTACGTTAACCGGTGTTAAAGCCTCCATTC 14987 A_95_P201077 TA17347_4097

15500 183 30 453 ATGCTGCTGGTGTTCTTTATACATCAACCAAGCATAGTGACCCTTCTGATGATGTGATCG14989 A_95_P137027 FG146239



15501 183 31 692 TTCTAGTTATACTGTATTGATTCTTCATTTAGTGCGCGGGAATTACAAATGCCTGTAGTT 14991 A_95_P253124 FG635430

15504 183 34 514 GAGTCTTCTTGTTGATTTGTACTCTTCCATTGACATGTCTTTGTTTGTAATGCAGTAACT 14996 A_95_P003406 TA12168_4097

15513 183 43 914 TGAAGCTGATGGAAGTGCTAAATTAGGCGCTGTGGAAAAGACGTTGGGAGCATCTTTCAT15014 A_95_P189412 TA14783_4097

15516 183 46 360 GGTTGTTATCCATGGCAGCTCAGGATTTTTGCCTAAAGTACTTAATTTGAGCTTTTTAAA15020 A_95_P163117 EH622105

15520 183 50 210 TTACTGCATAGCTATTAGTTATGATGAGCAACCCTTTGTGATTATTCTGGTTTGTCCTCT 15028 A_95_P090953 BP531151

15521 183 51 744 GAAAAATAGCTCGACGCCAGGATGATAAAAAGCTTAACACCTCTCATTCTTATTACTTTT15030 A_95_P030351 TC74407

15523 183 53 976 CCCTTAAACTGTAATCGTTACACATAATTTTCTAAGATCAGGAGGATAGGTTGAATTCTC15034 A_95_P002421 AJ291738

15525 183 55 920 GTAATGAGTCCGGAATCGTTCGATTATGTGGAAGGATTTGTGTTTGTGAATAGTGATGAC15038 A_95_P220272 TA21573_4097

15531 183 61 843 GCCTATGTTGCATTGATTTGAACAGGAGCTGAGACAGCAAGAGTACCTCATCAGTTGAGA15049 A_95_P259501 FG147028

15538 183 68 89 GGACACAGTCACACAGGTATAACTGATGTAAAATTTAAACTCCTGATAATAAAAGGAGGT15062 A_95_P131202 EB431330

15547 183 77 849 GCATGGATCTCATGCTTGAGATGTAGCCATATATATATATATATTAACCGCTTGAAGTTC15080 A_95_P128492 EB428190

15548 183 78 708 TTTTCAGTCAATGTGCCTGGAACTAGTGCAAAGGATGTTATGGACATGGTCCTCGTAACC15082 A_95_P221062 TA21742_4097

15549 183 79 252 GTGATAACAATATGTTGAAACTATTGAACGCATGTGAGGTTGTAAATGTACTGAGTGGTT15084 A_95_P091203 BP531251

15551 183 81 818 ATTACAATTATGAGCTTCTATGGGATCATGGGATGTGTGCCGATACTAGCAGAGGAGCTG15088 A_95_P012151 DV161682

15552 183 82 914 TCTCAACAAAACTGCTGTTGAAATTGACCCTGTAACTGCTTCTGAAACTGAAAAGTTTTT15090 A_95_P222378 AB091430

15553 183 83 488 ATCTGAATGAAACCTTCTTTGTTGGTAATGTTGATGAAGCATCTCAACGGTTAGTCCAGT15092 A_95_P080660 BP528060

15557 184 2 633 CTTTTCTGAAGAAAGCATATGGAGATAGCATGCATAAGGTGCTGCGTGTTGGCCCTGATA14936 A_95_P137162 EB440885

15558 184 3 692 TCACAAGTGTTGCTTCATTTTTCGTCAGTCGAGTAGACACACTTGTCGACAAGATGCTTG14938 A_95_P186217 FG157511

15560 184 5 632 TTTTCAAGGGTGCTCCTGGATGCTGCACTATGATTGGGCCTATGAATACTGAAGTTAAGC14942 A_95_P159372 FG161814

15561 184 6 502 GATCTCTTGATGTTTGTATTAGTCTTAGCTTCTTTCGTTTCCTCTATAGATCCAGGAAAG 14944 A_95_P153247 EB683528

15567 184 12 1165 GTTGATTCTTGAGGAAAGTGATAATGGGGATGCTGCGTCGTCAGTTGTTTACTCTTTAAT14956 A_95_P070630 AJ299256

15568 184 13 466 TTTTGGTTTACCATACCACGTCCCATAGCGCATCCGGATCTAAACCCATAATGAACCGAA14958 A_95_P159237 EH617190

15572 184 17 0 TTGGGATATGACAGTTTGGCAGCTCTACTGCTCTGAGCTAAGCTGATCTTCTTGTTTGTG14966 A_95_P310248 A_95_P310248

15573 184 18 611 TCCCTTTTTCTGCTGGGAGGTGTCAAAGAACATCTAATCTATAGTTTTGTAAAGGAACTT14967 A_95_P220882 EB677573

15574 184 19 443 ATCAGCTTTATATATTATATGTATGGTGTCCCCATACCATTGACATGGGGAAATGTTGTT14969 A_95_P160797 TA12063_4097

15575 184 20 174 GGGGATGTTACTGGAAATGTAGAAGATAGTGATCATCAGCAAAGTGACTTGTAATTTATA14971 A_95_P013006 EB444167

15576 184 21 1692 GACTATTTGGAACATTGACCCGCCCTAAATAGTTTGGATAAAGAAAGCTTGTTGATAAAA14972 A_95_P182677 TA13276_4097

15578 184 23 469 AATGTAGGGGTTTGGGGTAGGGAGAAGAATTCATGGTTTCATGTATAGCAAGAAATAATC14976 A_95_P050796 BP132486

15579 184 24 746 TCTGCTCAAGATTCAGGAAGGGATCATAGTGCATTGACTTCAGGGTCCTTGGATCAATCT14978 A_95_P187392 EB678951

15583 184 28 579 GTAAAATGTAAATGCTAAGAAACATGTAGGAGGTAAGGTATATGTCCCCCTCCTTGTATT14986 A_95_P160612 EH619290

15585 184 30 768 GGCAAAGATGAAAAGAAACCAAATGAAGGATGGGTTTGTGATGGTGAAGTTTGTTCCAAA14990 A_95_P229424 DV160405

15586 184 31 561 AGGCTTTGCAGTGTATTTTGGTCCAGAACTTTCTCAATTCTGGATATGTAGTCGAATTAA14992 A_95_P017396 EB678867

15587 184 32 171 TTTACCATCATTCAGGGTGTTCTCCCATGAAGAGCTTTGAGGAATTCGGCAGAGAAAGCA14993 A_95_P104197 EH621670

15588 184 33 457 CCTGTACGTTAAGTTCAAGAAGAACCCCTGTTATTAGTCCACATAAATTTTGAAGGAAAT14995 A_95_P027116 TA17677_4097



15594 184 39 630 GATTAGTTTTTTGGTGTCACCTCAGACTCTGCTTTTTAGCTATAAATTTTGTTGACAGCT 15007 A_95_P028391 EH622574

15595 184 40 770 ACTATGACTGGTCTGACCTTGCAGATAATGGGAAGTTAAAGGATTTAACAGTGGTAGAGC15009 A_95_P268276 DW000395

15597 184 42 1038 CGGTGGTTGATCTGAAACTTCCCATGATTTGAACCTAGTTTCTATATAGAAATATTTTGG15013 A_95_P220357 TA21590_4097

15598 184 43 834 AGTCTACAGAAACTGGGGTGCAACGCCGAGCTTATAGTTGATGAATTTGGTGAGAAGCTA15015 A_95_P151202 EB681442

15599 184 44 597 TGTACAACACCCTTTGAAGCATATTGTTGTTAATCCTTCTCCTTTGTTGTAACAATGGGC 15017 A_95_P293393 FG640186

15601 184 46 516 CCGTCTGTAATTCTTGTAAAATCTGTGTATCCTCTTACATGTATAGCAGATTGGTGAAAT15021 A_95_P121682 DW001791

15603 184 48 855 TCTCGTGATCCCTCCTCTCATTTCATGACTCGATATGAAAGCAATGATCTGGAGGTGTGA15025 A_95_P230134 FG141642

15605 184 50 761 GATTCATTAGATTAGTGCAGCTGGTGTAATCTGAGTGTTATATCTGGAAATAGAGTAACA15029 A_95_P253769 DV999561

15606 184 51 659 GATACTTGATGATTGTATTGACTACCAGCAGTTTTGGTGAGTTTGAAGTGATCAACTGCT15031 A_95_P266956 DV157573

15610 184 55 709 AGTTTTTACCTGCTCCGGCATTTTGCACTAGAAAGGATGTGTTCAATTATAATGGTTTGA15039 A_95_P195302 TA16086_4097

15611 184 56 1225 ATGAATGTAAGAGCAGATGCAGGATAAAGATGTGAGGAAGTATAAACAACCTTAACACGC15041 A_95_P185732 TA13978_4097

15615 184 60 695 CTTTTGACGTGATACAAGCACACCATGCATATCCTCTCTTTTTGTCAGCATAGTTCTTTA 15048 A_95_P096718 EB429106

15621 184 66 111 GGATCAAGAAGTTGAATCTCTTATTGTTCCGACGAAATGCTCTAAATTACGGAATCTTAT15059 A_95_P133082 EB434152

15625 184 70 703 TTGAATAATGCACCTTGTGAAGAATTAAGTCCATCCATGTACACTTGATATTGGTGAAGC15067 A_95_P304993 FG637399

15626 184 71 524 GCTAGGATAGAATAATATTGACGTATCTAGACCAAGGGATGTACCTTGTATGAAATGGTA15069 A_95_P066645 BP136653

15630 184 75 1415 CTGATGGACCTTGGCTCTAGTGCTATATTCTTTTACTTACAACTATGTGGGTATAAATTT 15077 A_95_P208452 TA18972_4097

15631 184 76 610 GTTCTGCTAGTTGTCAGGGTTTATGTTAGTATGTGAATACAAATCAAGGGATGAATGAAA15079 A_95_P159592 EB678380

15632 184 77 765 CAGTTGACGACAGTTGATTTTCTTTCCTGCTAGATTAAAGTTTACCTTTACTCTTGTACA 15081 A_95_P120177 DV999934

15633 184 78 669 GTAGGGGTATGGTTTTTCATTTATCGTTAGATCAAGTGTTATCTGTTTCTTACTTACCGT 15083 A_95_P026026 EH623982

15636 184 81 286 CTCTTGCTTGGACATATCGTAGACAAAATTTATTGCGTGAAATAGTGGGCTACCGTGCAG15089 A_95_P089928 BP530726

15637 184 82 398 ACCTCTTATTTCTGTTCGTCTTGAGAAGTTATGTGCCATGTTGTGTACATTTTGAGTGGA 15091 A_95_P057486 BP134225

15639 184 84 689 TCTGCCATACCTGAACTTTCAGTTTAGGGTTTGATGGAGCAAACATGTCTTCGAAGCAGA15095 A_95_P017271 EB683455

15640 184 85 414 TCCCCAGCCCACTTGAACAATTTGAAATAATCTCATTGATTCCTGACGAAAATAGGAAAC15097 A_95_P057446 BP134217

15641 185 1 224 TTTTTCTTTTGAACAATAGTCCCAATAGAATAGTTGACCTGTTCAAGTTCTGTTGCCCTC 15098 A_95_P099813 BP535076

15642 185 2 849 GAGTTCATTGGTTTTTATGAAATGCTGGTTGTTGAACCTCTTTTTGGCAATATAAGCATG15100 A_95_P223897 EB677784

15644 185 4 226 CTCTCTTGAGGCACTAAATGTTGATCTATTTATGATTATGTTCGTCGATTTTGCGAGATT 15104 A_95_P004456 EH619941

15645 185 5 0 TGAACATCAGCTGGAAATCAGCACTGAACTTCTTCCTACCCATGGACACGATCTTCAAAA15106 A_95_P316883 A_95_P316883

15646 185 6 381 GATATACACTTCGATTGTAGCATAACTAAGATGTTTCTACTCTTTCAAAGTTCTTCACGG 15108 A_95_P094973 BP532960

15647 185 7 977 AGCTCCCAGCTTATGTAATACAATGCTTGCTGCATCATTATTCAATTACGTGTAGCTTGG15110 A_95_P197912 TA16666_4097

15648 185 8 811 CTACAGTATCTTTTTGGTTATTCTCACTGAACAATTTAACGATTGGCATGTCAATCAGTC 15112 A_95_P199947 EB444224

15652 185 12 544 CGCATATGGTCCATTGTACTCAGGTGTTTACTTGACCTACTTAATAGTCATTTGAAGTGT15120 A_95_P134007 EB435774

15657 185 17 467 TGATTACAGATCTTACTGGTTTGCCAATGTCCAATGCATCTTTACTAGATGAAGGGACCG15130 A_95_P121002 DW000972

15661 185 21 473 AACTTTTCTGTTGCTCCAAAGCTCCCCTTCTCACCCCTTAAATATGAGTTCAGTTAAAAA 15138 A_95_P158357 EH616350

15665 185 25 889 TTTTCCTGTTGCTTCTGATTATTCAGGTTTATGTCCAGTTACTTGAGTCAGTGTGCATTG 15146 A_95_P229759 EB425050



15666 185 26 431 ATTATAACGACTGGTTAGGCCGTCTGTTTGTTGAAAATGAGAATCATGGCTGATTGTTGC15148 A_95_P090048 BP530780

15671 185 31 488 TGATGTTTCTATGCCATACAATACCTGTATCCAGTAGCTCATAGAACATGTGACAAAGAG15157 A_95_P183572 TA13490_4097

15674 185 34 482 TGGTTCACGGCAACCACTAACTTTTGCGGAGACCTGTATTTTTATTAAAAAATCCGTTAA15163 A_95_P253399 TC53947

15678 185 38 4589 AAATGCTGTTCCACCTCCTTTGGCATATGCACTGGGAAGGAAACTTAAGGAAGCTGTTGA15170 A_95_P032611 AY567977

15682 185 42 69 GTCTTTTAAGCTTGCAGCTTTGATTTTGTTTGGATGTGTATTTTCTTTTGTTGGGGAGAA 15178 A_95_P130222 EB430267

15683 185 43 311 GAAAGCAATTCAGCATAACAACAAGATATTGAAGGATCTCAAAGAAAGACTTTTGCTGAC15180 A_95_P107097 CV018206

15686 185 46 586 TCCATTACAAGTATGGATAGGAAACGAACAGGAGGCCCCCCTTTATTTTCTTTCAGGCTG15186 A_95_P167106 EH664113

15690 185 50 669 GAGCAATAGCGACTTAGTAAGCAGAAGAGTTAACAACTGCAAGAGATTTCACATAAAAAT15194 A_95_P116442 DV159154

15698 185 58 501 GTCCTGTTTCTAATTGTGTTGGATATCCTTGAGCCTTAAAAGATAAAAAATGCACACCTA15210 A_95_P160887 EH619582

15703 185 63 0 ATACCATTCAAGGCGAATCGAAGCTTGCCAGCTACTTGACTCCTAGAATTGACGATCTTC15220 A_95_P315588 A_95_P315588

15704 185 64 701 CTTATTCATGGAGCTTCAGCAGCAGTTTCCAGTTGTGCTTGGAAATCACATTTTATTCTG 15222 A_95_P202752 TA17702_4097

15705 185 65 848 AGTAAACATGCATTCTGTGCTTTGTCAGACTGCCCATAATCACAGCTTGCTACAGCAGCA15224 A_95_P268606 FG146677

15706 185 66 1679 GATCAATGAGTAATACCAACCAACTTTTGCTTCTATGTTCAAAACTTGTCTCTCTTTCAC 15226 A_95_P206042 TA18420_4097

15713 185 73 433 AATTGCAGAGTCAAGCTGCTGAGCAGTTCAAGCTCCTAATTTGAGCAAGGTTATATCAAA15240 A_95_P103462 DV158664

15721 185 81 151 CTTTGTGGATCTGTATTTACGAAGTTATCTGGACCTTATCTGCACTTTAGATTTACACGT 15255 A_95_P104052 CV016820

15725 185 85 183 TTACATGCTGGATCACTGTGATCGAAAATGTTGCCTCTTGCCATTTGATACAATCGGGCC15263 A_95_P108377 CV018809

15727 186 2 319 TGAGTTGGCTCTCCAGTTCAGAATACAAAAGAAGTCCTTCATTTGTGGATGTTATGAGAG15101 A_95_P088158 BP529976

15730 186 5 792 TACTGCATCTGTAGAACATCTGCCATTGTTCTGCATCATCCACTGCAAGTGGTGCTTCAT 15107 A_95_P298278 FG169769

15734 186 9 832 GAATTGTTCGCGAAGGTTGCCAAAGGGAGGTTAAGGGAAGATATAGCACGTGGCTATTTT15115 A_95_P245227 EB680165

15737 186 12 826 AGCAGTGGCTATTGTTGGATGTTTCTGATATTGAGCTATACTAAAGATTGTTTTCCTCTT 15121 A_95_P187342 TA14325_4097

15741 186 16 775 GTACTGTTTTGGATTGAATATGACTATCTGTTGATGTTGCTGATGACCCTCTGCGAAGTT15129 A_95_P243947 DW004424

15743 186 18 921 ACATGTGATTTCAAGTTATAATTCCGGATGTGACATTCCGTCCATCAGCTGACTTAACTT15133 A_95_P200977 TA17326_4097

15747 186 22 496 CCAAGCGTCCCTGCCGTAGCTCATAAGTGATTTTTTAATTTCATTCTGTTGTAATCCAGC 15141 A_95_P095413 BP533184

15758 186 33 213 TGAGGAGCAACCCCATTGATCTTCGGCATCAGTTTGGTGGGCTTTAGTTTATAATATACT15162 A_95_P103937 CV016764

15763 186 38 814 GGCGCTGTTAGTGGAAGAGTAGTTTACAAGAATGTAATTCATGCTCTTGCCAGTATACTT15171 A_95_P011456 DV160992

15764 186 39 317 AACAATTTCCAAAGTGTAGCTTTCTATCTGTTCTCTTCTAACAACCACTAATCCGGATGA 15173 A_95_P108447 CV018833

15765 186 40 131 GGATTTAGCTACATTTTGGTGCAATTTGGAACTTGATCTCGAAACCCTTTCTCAGGTTTG15175 A_95_P031161 EB445761

15766 186 41 538 CATGTCCAATGCTTGGAGAGCTATGTCAATGTTTGATATTTCCTGAAAACATGATTAGCA15177 A_95_P138852 EB442579

15768 186 43 840 GGTGTTATCACATGCCTGATGTGGTTATGCATGACAGTATCTTGTAAAATGTAATTCTTT15181 A_95_P254424 EB434745

15770 186 45 631 GAAGCGTAGTCCGTGAAATGATGTTCTGGCTCAATTTTTTGATAAAATATATTGTGTTGG15185 A_95_P219792 DW005127

15777 186 52 822 TAGTTTGTGTTTAGTTCATTTGCTTTAACCCTTTTTAGGCGGTTCCTTTGCCTTCATGGA 15199 A_95_P149177 EB678878

15781 186 56 623 ACTCCTGGTCATACGCGAGGGCATATCAGTTTTTACTTCCCGAGGTCAAAGACAATTTTC15207 A_95_P159382 EB449939

15782 186 57 816 ATATGGTATGGATTACTGGGGTGCTGCCACCGCATCATCTATCTGCATACACGAAATGTA15209 A_95_P292303 FG169614

15784 186 59 834 TAGGCTGGAATTCCATAATCGGGATATTCTTCTTCATTGGTGCTGCATTCTTCTCTGTTG 15213 A_95_P291883 EB425309



15790 186 65 663 CGCCTGACTTGAATGAAGATGGAGATGATCATACTCCTCTTTAAGTACTATGATATGATA15225 A_95_P211847 FG639450

15791 186 66 582 GAGGATGGGATTTGTATTGATTTAGGGTAGGGATTTAATAAGGTTTTAGGATCTGTAAGA15227 A_95_P059161 BP134667

15793 186 68 711 GCTTTTACGTGCTTGATGTAGTCATCAGATTTCATGGTCCTGCTCTTTTCTTTTTCAACT 15231 A_95_P216177 DV157720

15796 186 71 431 GCCCCGTCCACTGCCCACAAAATGGAATCTAAAGATTTAGAATGATATATGTTTATCCGA15237 A_95_P100138 BP535234

15798 186 73 1330 CCACAGTGAACGAAATTTGTGCTCGTCTTTGTATCTTTAAGATGCAGTCAATAGATTAAT15241 A_95_P201897 TA17519_4097

15804 186 79 186 CTGTAAGCTTCGTGGCATAGTTAGCTTAATTATCTTGTAAAATTTCCTACAGGTTAGAGA15252 A_95_P029596 TA18101_4097

15806 186 81 827 CAAGTGTTTACACCAGTGTTATTGGGAGCCACATAACCACAATTTTATCACTACGCTTTG15256 A_95_P310293 FG172952

15810 186 85 756 CGAGAGGCTCTTAATTCTGGACTCTTTTAACATTTTCAGAGACATGAAACTTATCCTTAT 15264 A_95_P156627 EH614400

15812 187 2 606 CTTAAACGAGATGAATTGGATAATTTTGTAGCGGATAATGTCACAGAGCTATTTATTGGC15267 A_95_P244477 FG642298

15817 187 7 651 GACAAGGAGAGTAATACAAGTGTATCATAGTTTACCTGTAAAGATTGAGGTTTCTTATCC15277 A_95_P122077 DW002134

15819 187 9 683 TCCAGTGGATACTGAGAAAGTTGAGAAAGCAGCAACGGAGCTTGTTAAGCCTAATCCTTC15281 A_95_P288813 FG641302

15822 187 12 685 TTGGAGAAGTATTTGAAGCAGTTAAGTCTGTTTTTGCCCCAACTGTTGAGAAGGTTGCTG15287 A_95_P157352 EB425244

15823 187 13 369 TCTTTCTGAATTGTGGAATGCTCCTGCTATTTTATCACCAAAGAGGATCGGTTTCAGCCT15289 A_95_P096148 BP533497

15825 187 15 239 CATGTGTTATACAAGTGTAATCAATTAATATTATCTTGACCATGGACTTGCTGTCACACC15293 A_95_P129837 EB429793

15831 187 21 312 ATTGGTTCATTCTCACGGTCCACTAGCAATCTGGTCCCCCATATGCTTCGATTGTTTACT 15305 A_95_P040271 BP129783

15834 187 24 776 TGATTTGTTCAAGCCTGTAAACAGCAGACCCATGATCATATCCCATCCGAGTTTCAGCCT15311 A_95_P261086 FG158633

15841 187 31 494 GGAAGTTGTTTTCTTGCGAGTTACTGAATTATCTATCTTCTTCCAGTAGAACTAGTCTTC 15325 A_95_P021326 FG638771

15842 187 32 84 AACAAGAGAAAACCATCAAACTCTCTCCCTCTCCAAAAATGGACGATTGAACCCTAGCAA15327 A_95_P090663 BP531050

15844 187 34 714 GACATAGGGTACCAGAGAAATCTTTATTTGAATCAACTTCGTTTTTACTCTTGTTCGTTC 15331 A_95_P001046 TA14635_4097

15850 187 40 212 CTTGTTGCTAATTACTTCTCTGGAGGATTAAGGGTGATTTAGCATAATTATAACAGTCAG15343 A_95_P150477 EB680558

15851 187 41 786 AAGTGGATACATCAGTAGAGATCTCAAGCAAATCATCAACTTCCAATGAGGACTCAACAG15345 A_95_P115932 DV157934

15853 187 43 1608 GATAATAGCTTCCTTCCTAAGGCTGATATTCCCTATGAGGCTGGCATGATGAAGGTGTAA15349 A_95_P193147 AY772945

15856 187 46 861 ATGTCGATCATAGATCCTACTGGTCGAGTGCTTTCTGCCTTTTCTACTTACCAACAAAAA 15355 A_95_P214037 TA20175_4097

15861 187 51 1010 CTGGTTCTGGTGCTTTGTTTCTAGTAAAGCATTTCAGTTGTATTTGTGAACTGGATTTAT 15365 A_95_P183472 AB071967

15863 187 53 435 AGACTCTCAAGTTGTGTTAGTGGTTTGTTTTAATTATGAAGCCTCCTGCCGTTGAGTCAA15369 A_95_P179162 FS416927

15866 187 56 389 ATGAGAGAAGTGTTATGAGAAAATACATGTGTATCTATTGATCTGGTGTAAACACTTGGG15375 A_95_P213787 TA20123_4097

15869 187 59 2409 ATTTTCATGCTTGGTCCAGGGGTCTGAAAACAGGAATGTACTATCTAAGATCACGCGCTG15381 A_95_P034194 Y10862

15870 187 60 538 CACGCTATATGGAAGCTCATCTGTAATTTATCCATTTCCTTTGATGTGAAGTGATTTTAG 15383 A_95_P148352 TA13703_4097

15875 187 65 889 CAAGATGAAAAAGAAGATGGAAGAGAGTGGGCAGTAACTTTTCATTCGAAAGCAACACTT15393 A_95_P009191 TA16947_4097

15879 187 69 711 ATCTTGTGATTATATCCCATGGGCTAGCTAGTCGTGTCTTTCTGATGAAGTGGTTCAAGT15401 A_95_P301483 FG200980

15883 187 73 62 CCTCCAAATAGCGACTGAATCTTGTTCAATACTTGAATGTATGATGTCAACATGTAATGT15409 A_95_P134242 EB436358

15885 187 75 1155 TTGCGCACGTCAGTGGAAAGATAACATTATGTGGTTTTATGATGAAGAGCTCAGAGTTGC15413 A_95_P203227 TA17810_4097

15886 187 76 799 TTTGATACGTTATTCGCATTGTACCTGAGCTATTCCTATTTCGGTTATGCATTAGCTTTT 15415 A_95_P010411 TA11948_4097

15888 187 78 303 GTGATAAGCAAGCCATGTTGTAACTTAAGCATCCTATATAAGTAGTGATACTTAGGATCA15419 A_95_P107647 CV018474



15898 188 3 233 TAGAGTTGAAAGAGTTTTTGTTAAGCCAACAAGAAGCATATGAGGTTAAATTAGGGGACC15270 A_95_P093458 BP532277

15900 188 5 893 CAAGTGTAATTTCCTTAGTGAGCAGCACATTCTTTTATTTGTCTGTGTTTGACATGTTCA 15274 A_95_P230859 DV157578

15905 188 10 853 GATGATGATTTTACACTTGAAGCGGTTCGGTTATGGAAGCCACGGAAGTACTAAACCGCT15284 A_95_P206027 DW001171

15906 188 11 1641 TGTGCTGATGAGCCTGAATGTTTACAAGACAACTAGGTTAATTTACAGAAGTTTTCACAG15286 A_95_P183967 TA13580_4097

15910 188 15 849 AACAGGCAATTGAGTGCATCACTGCAGCTGCATAAATCAACCAACCTCATTCTCCAAGCT15294 A_95_P022481 EB426400

15913 188 18 3239 AACTTTTCCTGTTTGTTGCTACTGTCCAGTAGTTGCAATCATCCTGTTTGTTGTTTGGAC 15300 A_95_P039516 AB041352

15915 188 20 1079 TACTCAGTATCTGAGTTTTTGGATGTCATCCACCTGTTTGAATGTTCAGAGATCGGGTTA15304 A_95_P205787 TA18365_4097

15919 188 24 509 AAAGCTGACTAGCTGAGATTCAATCAGTTTCCCCTTATAAACGTGGAATGGTGCTCACTT15312 A_95_P192582 TA15483_4097

15923 188 28 227 GGACAAAGGAAAGTGAGTGTGTGAAAATTAGTTAGTACTTATTTTGCTCACTATCTTGGA15320 A_95_P017456 EB434785

15931 188 36 863 ACAGTTGCATGTATCATCAGCAGTTTCTTACTGTATTGTTCAGTTGTGAAAGATAAAGTG15336 A_95_P298068 FG141610

15937 188 42 486 GCGCGACTTGTAAAGTATGACGTGCAAGAGTCAAATGACAAATGTGTTTATTGCTAAATT15348 A_95_P210862 TA19486_4097

15938 188 43 862 TGGGCAGTTAATGCTCTGCTACTATATTAGTTGTTGGAATTTCTGGCACTTTGATTAGTT15350 A_95_P288953 DV999667

15939 188 44 760 CGGATAGGCCTTAGTTCTTTCTTGGCCAGTATATGGAAATCATGTGTTTTTGCTAATTAA15352 A_95_P179952 TA12623_4097

15940 188 45 662 TGCTGAAGGAACAAGAGAGCTTCTGTAAATTCACCAAGGACATTGACGAAAATTGTTTGT15354 A_95_P293558 FG641828

15941 188 46 670 AGGACAGACACAGGAGTCCACTTCACTTTCTTCGCACCTTCTTCTGTGAATATTTGTTTT 15356 A_95_P314993 FG179505

15946 188 51 369 ATTTGCTGCTAATGCACTTTCGTGCTTTGCGGGCCCAATTAACTTCCAAAAGAAAAGGCC15366 A_95_P094153 BP532584

15948 188 53 915 CCCATCTGATGTTCAATTTCATGTGTCTGGACTAATGTAATCTTCTCAATAATGTGCTTT 15370 A_95_P019456 TA14455_4097

15949 188 54 739 TTTGGGACCGAGGCGTAACAGTTGTTGTGGCCTATGAATCAGCAGGTTAATAAAATTGGG15372 A_95_P126382 DV999635

15953 188 58 700 CCTTTAGACGACGAATAAGAATTTTTATGTGGATTTGGTTTTGTTGTGTACGTGGTTTGA15380 A_95_P011161 DV160976

15955 188 60 938 TGTCGATGTTGATATTGAGAAAGCAATGCAACGTGTCCTAAAGAGACATATATCTACAGG15384 A_95_P289903 DV161328

15956 188 61 765 TAGCATGTGGGGATATAAACGCTTTTTCAGGAGAACATTATTAGAAACATCAGACTATCT15386 A_95_P137307 EB441033

15959 188 64 858 TCTTCTGTGGGGTTTGATATATTCATTGCCAGAGTCGATTGTTGATGCTTGGCGCCTGAA15392 A_95_P231334 EB438510

15960 188 65 835 GTGCTGATTGTTAAGAGTTTGTTGTGCCATTTCTCCATCATTGTACAGATATTTCATGAA 15394 A_95_P181962 TA13104_4097

15964 188 69 805 ATACCAAACCAAAACCCATCATGAGGACAATCAAAAAAGAGACGATGCTGAATCTCGTGG15402 A_95_P120512 DW000472

15974 188 79 775 TAGCACAAACGAACGAAGCCACAGCCAATTCATTACGTAACAACTTGGAACAAGTCCTGG15422 A_95_P289108 DV157571

15979 188 84 469 TTACAAGTATCACTGGGCTAAGGCGGTTTCTATTATGTTGAGCTGGTCAGATGATCTATC15432 A_95_P278698 AM819186

15980 188 85 869 CGACAGAAATAAAGAGTTGAACTAGTCTGTATTATGGTTATTTAAGCACTGTAGCATTGC15434 A_95_P291128 DW002773

15984 189 4 689 GGTTGGATTTTATGCCTATAGAAATGAGGCAGCCACCACCAGATATCCTGTACAGAACTC15441 A_95_P244312 FG193046

15986 189 6 944 CTTCACAAACAAATGGCAATATGTGGTGATTTTGGCCGTGTGTTTGAAATTGGTCCCGTT15445 A_95_P007936 DV161215

15990 189 10 807 ATTCTGGCTATATTCTTTTCTGTGTCTTTCTATGATGAATGAAATGTTTCCCTTGCCCTG 15453 A_95_P177087 TA11873_4097

15991 189 11 294 GCTTATAGTTTACCTAGAAACGACGATGACGATGATGATGATGAGTTACCTGGTGTAGTG15455 A_95_P155718 EG650227

15993 189 13 631 CATATTCCAGTGTTTCATCATTGTAACCCCATACTGGGAATTCCTCTTGATTATCATTAT 15459 A_95_P118042 DV161054

16003 189 23 190 ATGTGATTGCAAGATCAGTGGCTATGCAGACGCTGCTCAGCACCTGAAATATTCACAACT15478 A_95_P162862 EH617829

16004 189 24 771 ATGGGTGCAGCACATGCAGAAAATGAACATTTCATTTATGATATAACCTCGAAGGTGAAG15480 A_95_P150332 EB680417



16007 189 27 750 ATTGTTTTTCTGGTTGAGCATTAAGCCACTATAAAGAAACCTGACTATCTGCAGTTTTCG15485 A_95_P187427 TA14344_4097

16008 189 28 377 CGATAGTTCGTGTGCTATGGATTCTTTGTATGATGTGGATCTCATCTCTGACACTGTACC15487 A_95_P082130 BP528439

16010 189 30 1462 GTATGCTCCCTTTACACTAAAGGGAACATATCTGAACTTCAATTTTCTGGTAATATAAGC15491 A_95_P206957 TA18634_4097

16012 189 32 231 ACATCTGAGTAGTGTTTTTGCCCTAATGGCACTGAATTGAGATTCTGATATCCGTTTTTT 15495 A_95_P003306 TA13593_4097

16014 189 34 441 TCAACCAAGTGTCTCAGCTGCTGACATTGAAAAACATGAGAAATGGTTTTCGGAATTTGG15499 A_95_P067115 BP136776

16021 189 41 853 GAGTTGACCTTACTGAATCAGCAACCCAAAAGTTTGAACAGTTTGATACTTCAGTGGATA15513 A_95_P215027 EB444165

16023 189 43 293 TAGCACTTGTCTCGCAAAGATTGATGCTTTGTTAACTGCTAATGACTGTATTATATTTGG15517 A_95_P130742 AM840689

16025 189 45 666 ATTGTTGTGTTTGCGTTGAGGACGATTGCGGCTTATAAGTACCAATGGGTGGCAAATGCT15521 A_95_P147627 EB452143

16026 189 46 695 CAGATTTTCAGACTAGTTTCATGTTCTCTTTTGCTGTAATTCCATTTTGGGGATATGTGA 15523 A_95_P157032 EH615086

16032 189 52 374 ACCATTGACTGCTTGCTTTAGTTCCATGCTATCTCTCATCTATTAAATAAGTTTCTTGGT 15535 A_95_P161482 EH620212

16034 189 54 474 TATTGTCAATGCAATTTGCAGCCTGAAATTATGATGATGCTGACCAATTAGGTACTGGTT15539 A_95_P089833 BP530677

16036 189 56 105 CGATATGACCTCTACCTTTGTTTTTTGCCAAAAAAGGATTGTAGTTTTCAACGAGATGTT15543 A_95_P211927 TA19721_4097

16042 189 62 553 CCAACTTAGCTGCTTTCAATGTGGAGATACCATATCTTCACATCGTGTACATTGTTTATA 15555 A_95_P195457 TA16120_4097

16045 189 65 463 TTTTCTCCTTCCTCGTCTAGGCCATTATCCCAGCAGAATGTGTAATGGGTTTATGTTCAT 15561 A_95_P038881 BP129391

16046 189 66 92 GACCATAGTTGCTAAAGTTTTTAATCAATTAATAATGGCACGTCGCGACTTCCTTTCCCT 15563 A_95_P133437 EB434931

16047 189 67 887 ACTAGCTAGCGAGCATACTCGTATGTACACTATATAATATAATCTTGTCTGCTAGTCAAT15565 A_95_P198707 DW001909

16052 189 72 845 CCGATTTGTAAGAACGATGTCTTTATTGGACTGCGTTACCTAATATGATCTTTTACGTAA15575 A_95_P014321 EB679064

16053 189 73 787 CAGTGACGACAATGGATTTTTGTAAAATGTTGCGTGTATTATTTGCTCTCAACTCTGAAA15577 A_95_P184197 EB442957

16054 189 74 475 GATCTCATGATCAGTAGTACTTTAGACAATCTTTTTCCCACTTCAAAAGGCATAATAGAC15579 A_95_P159887 EH618420

16057 189 77 372 GTCAGAGACTAGGAGTAGCATTTTCACTTGTTCCTCACATTCTGTAAAGCTTCTCTTATG 15585 A_95_P092948 BP532063

16058 189 78 466 TGCTTCTATTTTTCTGTTAGCTGACTGAGAAGTTGTTTTCTTGCGAGTTACTAAATCATC 15587 A_95_P026796 FG638771

16061 189 81 429 CTTTGGGTTTGTTGGGATTTTTTCCCGAGATATTCTTGAGTCTATTGTACTCTAAAATTC 15593 A_95_P164172 TA12815_4097

16062 189 82 816 AGATTTTTCCCGAAACTCTTGAAGCAGTCAAGATGGGGGTGGTGGTTTTGGGTGTTGAAT15595 A_95_P160212 TA12680_4097

16063 189 83 718 CTGCCTTATTTTAGAAAGAAGTGATGGAAATGTGGACTCATTTCAGAAACTAGCTCTTTT15597 A_95_P013921 TA14478_4097

16068 190 3 256 TGCTCGACCCATTGAATTGGAAGTGCAATAGAAACGGAGATGAGAATTGTTTTGTTTTTT15440 A_95_P006186 TA16599_4097

16071 190 6 909 ATTGTCTACAGTTCAAGGGCGATGTGCTTGATTGACTTTGGGTTGCCAGTTGGTGATGAT15446 A_95_P230579 DV161310

16073 190 8 1311 GAACCAGGAACCTTGGCATTCTTTTGCGCTTTATTGAATTGGTATAATGGAGCCTACCCT15450 A_95_P190907 TA15114_4097

16077 190 12 450 TGCTTACTGAAGCATGTACTCTTGTTATCTAGGCTTCTTGTGTGTCTTCTTCTTATTGGA 15458 A_95_P061225 BP135207

16078 190 13 1515 GACACTATAAGCAGAATTTTACTGCTTGACAATTGCAAGTGTGCTTACATGTTTTCACAA15460 A_95_P012691 TC42677

16082 190 17 1679 AGCTGAACTTCATTGCTCCCGCTTGTCCTCATCATCATGTTCCTCTTCTTTTAAAGATGG 15467 A_95_P239414 AY640382

16083 190 18 727 TTGGAGATCCTCAATTTCCTTCCTTGTTCCATAGACTAGCCACCACCACCAAAGATGGAA15469 A_95_P241815 FG142490

16086 190 21 722 TGTGTATGTTATAGGTTTGTGGTGCATGTCAGCAGTGTGCTGTCTGTAGATTCTCCAGAG15475 A_95_P202952 TA17751_4097

16089 190 24 464 AAGAATTTTACAGATTTTGATATCTCCTTCAAATCTAAGCCTGGTGCCATGCCTGTCTTC 15481 A_95_P055631 FG153655

16090 190 25 730 ATGGAAAATTTGAAGATTTTTCCCGAAGCTCTTGAAGCAGTCAAGATGGGGGTGGTGAGG15483 A_95_P148607 TA12679_4097



16092 190 27 226 AAGAGTACTGAACTTCTGATCAGGAAACTCCCATTCCAGAGGGCTTGTTCCGTGAAATTG15486 A_95_P032306 AB001555

16097 190 32 313 GGGGCTGGGGCTTAGTTCGAGTTCTTTATTTTGTTTTCATCTTTTTCTTGTTGTCACAAT 15496 A_95_P076905 BP527114

16098 190 33 750 GATTATGTTCAATGTCTAAGAGATTCTGTAGGAGCTAGTGATGGCTAATGGTTTAATTAC15498 A_95_P013671 DV158020

16099 190 34 386 GGGGTAAACTGATTGTTTTTCAGGTTGTTTGGTTGATCAATATTGTAATTGCCCTTGTAT15500 A_95_P093743 FG153629

16100 190 35 914 GTCTCTTCTACCATCCAATCGTTAAAGAAAGCATCCCCTACAAGTCTTAAAATCTCATTG 15502 A_95_P186497 DV162062

16102 190 37 260 AGTATGTTTTTATCTCGTTGAAGCAACCTCCTTTTTTCCCCCTTGACTAGTTGACTTGAA 15506 A_95_P034169 AJ718252

16103 190 38 862 CCTCAGTGGTTCAAAGCCATACTTCTTTTTGAGTTCCCTTTGTACAGTCGCAATCTTCCC 15508 A_95_P136372 EB440122

16120 190 55 295 AATCTCAACAGGCTCATCTCTCAGGTTATCTCATCGTTGACCGCATCTCTGCGATTTGAT 15542 A_95_P234679 AJ718154

16122 190 57 189 TCATAAACGTGTTGATGTACCAGACTTACATAGTTATCAGTGGTAACTCTTCATAGTTGT15546 A_95_P132182 EB432645

16126 190 61 595 ATGTAGCCTTATCTCAGCCGCTTTTTTAGAGCATATGATATACGTAATAAAACTCTCATC 15554 A_95_P143117 EB446459

16142 190 77 750 TCATCCTGTGTAGGGATTGGTGGGGATCCTTTCAATGGTACAAACTTTGTTGATTGCTTA15586 A_95_P146507 EB450562

16146 190 81 214 GCTGAAGAAATGGGAAATCTAGAAGTCAAGCTCTTGTTATCTTTTGTGACTTTTTTCTGT15594 A_95_P130262 EB430299

16153 191 3 1199 GGGGTCTTATTCATGGTTGATTTGCTTCTTAAGTTATCTTTGCTGGTGTATCATTTATAG 15606 A_95_P012466 AF352797

16154 191 4 608 CTGCACTTGGCTGCATCAATTTGTATGTTGGGATTATATTATAGTTTTGATTCTCCAAAG 15608 A_95_P222552 EH615961

16155 191 5 0 AGCCAATCCAAAATCAGATAACTTTGGGATGGTATCCCTCCCCAAGCAGAATATTGAGCC15610 A_95_P269146 A_95_P269146

16157 191 7 738 GAAAATTCTGCTCCTGGTCACTTCTCGACAGTGATATAGTGTGGAGATGATCTGTGATCA15614 A_95_P273958 FG145625

16160 191 10 1589 TCACATATCATGTGTGTGATAAATTCCCACCGATAGTAAGCTGAATGTTTTTAGGCTACA15619 A_95_P139842 AM851012

16162 191 12 919 CCTGTAGATTTATATATATGAGGCTATAATGCAAATGCAAGGGTTTGGATGTTTGGATTG15623 A_95_P266746 DV162641

16169 191 19 631 TACATAATTGAAGGCGAGGAGATCAATGTGTTCACAAAGGACATTCTCAAGTTTATCTTT15636 A_95_P299643 FG639706

16170 191 20 657 TGTGCAGTGAGGCTAAGCACCAAGTGTTAAATCTTCTTTCTACATATTGGTATAATGACT15638 A_95_P198772 TA16852_4097

16171 191 21 471 CAAACTACTGTTTCAGAAATAGCTCCAGCAATAATTGGTTCATCAGCTAAGGATTTTGTG15640 A_95_P264981 AM839155

16173 191 23 855 CTAAACATTGCAAGTGGGCTGTTGTAACCTTAGCCCAAAATGGGTGCATGGCAAAACATG15643 A_95_P245652 EB424878

16175 191 25 674 CTCTGATAGATGTCGTTGCTATGTGTTACAAGTAATTTACACTGACATGGATCAGTTATT15647 A_95_P208722 TA19030_4097

16176 191 26 526 TGCTAGTGCTCTCTTAAGAGCTGTATTTGATCTGTACTTAGCATGGAATTCAATTTTCAA 15649 A_95_P090153 BP530831

16177 191 27 532 TTCCTTTCAGGTCAAAGCACTTATTTCTTGGCTATACTTTTCTGGTGCGTTTAGTACAGA 15651 A_95_P096968 EH620311

16178 191 28 841 GATAAAGTAGCTGATGGTCCTGAAGCTGCTAAAATGATTGAGGAGGAAAAGGATGTACAG15653 A_95_P203857 TA17943_4097

16180 191 30 326 GTAAAAGAGATGTTAATATCCGTCTGCTTGTAGAACACATTGTTGGAAAAGAATGTTGGA15657 A_95_P130132 EB430135

16182 191 32 852 TTTCGGGCTTAGTTGGGATGGTTTTCCTTGTTCTATCACGTTTATTTTGCATTTAAGATT 15661 A_95_P199212 EB425297

16183 191 33 848 ATTGTCTTTGGACGCTGGTTTGGTTCTCACGGACTGCATTGTCATGTTAGCTGATAAGCT15663 A_95_P269491 FG134412

16184 191 34 915 GTATGGAAAACTTATGTTTTACAGTTTTGGACTCGATGTTTCTATTTGCTTAGTGATGCC 15665 A_95_P246637 EB678829

16190 191 40 330 GATTTCAAGGTCTGTGCTTTAATTTTGCTACCTATTTATGACTTTTGTGTGATCATAGGG 15677 A_95_P163387 EH622428

16194 191 44 506 ATGGTGCGATAAATCTGGAGAATAGCAAAGCAACTAAAAGAATGTGGTCTGATAGTATTT15685 A_95_P198322 FG645435

16199 191 49 611 GTCTTTAGGGAAGAAATGTTGTACTGTACTAGTATGTCTGAGTCAAAAGGTTGTAATGTT15695 A_95_P208298 TA18938_4097

16200 191 50 226 TTGCCTATGTTGGAATTCACCCATCATCCTCAAATTCGAGTGGAGGTATCAATGATGGTC15696 A_95_P151687 DV162331



16201 191 51 737 AGGAAAACCTTGAGATCATATCAGCAACAGTTCATGACAGGGTCCGGACACGTGTAATCA15698 A_95_P152052 EB682346

16205 191 55 917 TACGCAGTCGACAAAAGAATACGACTTTTCCTCTCTGACGCAGGGAATGTTCTCAAAACG15705 A_95_P245982 EB679909

16206 191 56 646 GATTGTTATGGGAACTTTGTATTACGGATGTCTACGATAATTTAATGAAAGGGAAGACAC15707 A_95_P210802 TA19473_4097

16207 191 57 36 CTTTATGGGAATGCTCAGAAATTTCAAGCAATCGAGACAGATAATCGCAGGCAACGAGCA15709 A_95_P223937 AJ718543

16208 191 58 577 AATATAGTATAGGAAAATATGTCCTTCTCCTGCCCCACCAATCGATACAAGATGCAGAGC15711 A_95_P107727 CV018510

16209 191 59 571 GCCCGTTGAGGGTTTTCTTTCTTTTGTTGTTTTAATATAAATTCTTGTCTTGACCCAGAT 15713 A_95_P026056 TA18908_4097

16210 191 60 540 GCAATCCAGTTTTGTGTTTTTCTTAGCTGTGGCTTTTGAACCATCCAATTGCTTTCAAAT 15715 A_95_P026446 TA13256_4097

16219 191 69 753 GTTACTGCTCTGTTTGGGATATGCTGTGCTATCGAAAGAGAGTATGAAGAAGCGCAGAGA15732 A_95_P019061 TA12425_4097

16221 191 71 308 ACTGGAATTTGTGTGACTTTTCAGAACTTGTGAATTTGGTGGTACATGTACCTTATTTAG15735 A_95_P119002 DV162081

16224 191 74 1405 AAGGATCATCAGTGGGGTTACAGGTGCTGCAAACAAACGATCAGAAACAGCTATTGCACA15741 A_95_P208352 TA18950_4097

16236 192 1 517 TTCGACTGTCGATTCGAGGTTCTGGGTTTATTAACTTTCGGTGTTTCGGTCCAAGGGATT15603 A_95_P048811 BP132007

16237 192 2 494 CCCGAGAGGGTACAAGGGAGTTTTTTCCAATTAAAGGACAATCGAAACAAGATTGGCTTA15605 A_95_P143427 EB446728

16238 192 3 291 GATGTCTGGAGCAATTGTGTATTTTGTTGACAATGAGAAACCTTGTTGTACATATCAATG15607 A_95_P132192 EB432650

16241 192 6 431 CTTTGGGGGAGGCATTAGTGTCTCATATCAAGGTATCAAAAGGTGTAGAATCTTCATCTT15613 A_95_P111262 CV020127

16242 192 7 872 TGGAATCATCCTTGCTGGAGCTGGTCTAGGATATTGGTTGGTGCGGAAATTTGTTATATC15615 A_95_P011401 EB428037

16252 192 17 698 GGTTCATCACCATTTTGCACCGATCTTTCTCTATCTTCAGGTGGCAGTAGCTCAGAACAT 15633 A_95_P040986 BP129974

16254 192 19 445 TCTCAAAGAGGGACTCACCAGATACAGGTCAAAAGAACTTAGAGAAGAGGATGAGATCTC15637 A_95_P032181 BP532124

16256 192 21 247 GTATTATCAAGAGAAGGAAGGGTTTATACATTCTCCTGGGGGAATGAAACTAAACTTGGT15641 A_95_P136992 TA18912_4097

16260 192 25 675 ATTGGTTGTGATAAGTCAACAAATACCGCGCGAGCTTCAATTGATGTTTTATACTTCTTG15648 A_95_P135977 EB439547

16262 192 27 525 TTAAGGAAAAAAGAAGTACACCAGAAGGGAGGGACATCGATGAGATATTCAAGCTTTTGG15652 A_95_P123497 DW003354

16263 192 28 748 TGCTGTTGGGCAGACAAATGTTATGCGAAAGAAAAAGCTTAGAGCTCACCATTTTGACTC15654 A_95_P230534 DV158163

16264 192 29 876 TGCTGCTGCTGTTCTGTAATTCTGTTTGGGCAAGATGACTTATTTGTAGAGTACTATCCA15656 A_95_P009141 EB424984

16268 192 33 375 GAAATAGATGCGATTAAGAGTGGTTTTGGACACTTGGAGCGCTTCAGAAGACATGAGGAG15664 A_95_P077625 BP527298

16273 192 38 789 ATCATTGCAGCCGGAGAAGGTTGCTGGAGTTATTCAGACCAACATCCTTTGGAAGTAAAG15674 A_95_P164762 EH624074

16274 192 39 682 CATCTGAGCTTTTGTTGGTAGATTTCTGTTGTTACTGAAATTTTAGATGATACGTTGCGA15676 A_95_P288133 FG640182

16277 192 42 356 GAACATTTGAAAATCGGAATACTCCATAATTTTCAAAATATCAGTTGAGCTCGGTCCCTT15682 A_95_P023876 FG622950

16278 192 43 429 TCCGTTGATGATTATGCTATGTATACCTTAATCTACATATGCCAGAACTTGCTTGTGATC 15684 A_95_P042201 BP130296

16279 192 44 525 CATTACTTTGAATATGAGGACCCAAATGGAACAGTAAAAGAAATTTGGCGACAGGTTTCT15686 A_95_P052451 BP132927

16281 192 46 782 CTTTAGCGTTGTCTCCCTTGACGAAGAACAAATCGCTGCTAATCTTGTCAAGAATGGTCC15690 A_95_P192157 EB678171

16282 192 47 364 CTTGGGAAAAAGCAACTCCCATTACTCCATTTACCAACATTGATCTTGGATTGAGGTCCT15692 A_95_P102827 CV016224

16285 192 50 547 GTAAATACTAAGCTTTTCAGATCTATGGTACTTCGAGAGTTTTACGAATTGGTTGCTGCA15697 A_95_P119187 DV162265

16288 192 53 307 ATCGGCCACTTATAGCCAAGTCAATGAATGTATCAGGTGTAATTTTGTAGATTTAACTTG15702 A_95_P195667 TA16167_4097

16289 192 54 333 ATCAATCAGCCTGCCCAAGAATCTCATTTTCAGAGGCATACTGGTTATGAGTCCAATCAT15704 A_95_P058831 BP134574

16293 192 58 554 CTAGCTTTATTTTCTGTATTTGTTGTTCTCTGTGTTTGATTGAAAGGAGTTGATTGCTGG 15712 A_95_P027216 DW003889



16302 192 67 1211 GCTGGCTGCTGCTGTTTACAGTAGATCAGATACTAAAGTGTTTCTCATAACAAGCTTGAA15729 A_95_P249857 AM087457

16304 192 69 305 GCTTTGGAAATCATTCTACACAAAGGGGAAGGTCGGTCATGGTTATAACATTGGAACTAC15733 A_95_P070090 BP192518

16312 192 77 766 CTGTTCATTGTTGGGGTTTTGTTGAACCATGTCTACGGAGACTGTAACTTTTTATTTATT 3665 A_95_P000026 EB439159

16316 192 81 314 GATATGGTATTTTAAAGTGGTTAGTCCGAGTACATACATGGTTATTATGCTCCCATGGAT15755 A_95_P113667 CV021246

16318 192 83 367 GCTGATTGGGAATGAGTAACATTAGTGTCTGTTAGGCTACAAGTTCTGTAAGATTATAAG15759 A_95_P202212 TA17587_4097

16320 192 85 504 AATGACTTTGATAATGGTACGTTGCCATTCTATTTGATGCCGTTGAGGAGTTCTAGGAGC15763 A_95_P151597 EB681832

16322 193 2 576 ATGATGTTCCTACTACTTATAAAGACGCTGTCCAAAGTTCAGAAGAAGATAAGTGGAGGA15766 A_95_P261861 BP133763

16331 193 11 2610 GGATTATCTAACCAAACAAATGAATGAATGAAATAAAGGACGGTGGCTTTTGTGAACCAA15783 A_95_P258326 AB263747

16342 193 22 861 AACTTAAATGGAAGAAAACCATGTAGCTGTTGAGATTTCTGATAACATGGAGCAGTTACC15804 A_95_P201212 TA17375_4097

16343 193 23 581 GAAGCTGAACTATCTAAGCTGAAAACTGAGGAGAAGATACTTAAAGATACGGTTGAGCAG15806 A_95_P119017 DV162099

16345 193 25 443 TGGGTTCATGTTTGTACTTGGTGGTGTTGGGATTGTGATGTTGGATTTGGCAACTGATAA15810 A_95_P097578 DV159157

16348 193 28 279 TTGGGTACTTGGGGCTGAAAAATGTTAGGTTTCTAAGTTTTTGCTTGTTCAATGATGTAT8937 A_95_P000091 AJ717873

16350 193 30 1054 CCAAACTGCCCCTACTTATTAAAGAGCGTGGCACAATCACTATAAATAAACATTATTTAC15819 A_95_P022661 TA17435_4097

16355 193 35 694 TGTCAAGTTTCCTCAGTTCTTCACCGGCAAGAGGAGGCCATGGAGAGCTTTTCTTTTATA15829 A_95_P144912 EB448466

16357 193 37 814 CGGGTAGTCGATATGTGGTCACATGATGGGAGTTTTGAAGTTTTTATTGACAATCAACTA15833 A_95_P133897 EB435594

16359 193 39 179 TATATCACGCCACTGTTGCAATTTGGGATTTTTGGTTGAGCTTGGATAATTGTTTGTCAT15837 A_95_P100178 BP535252

16375 193 55 682 AAAGGGGAGGATAGGAGTATGTTTCTCCTTACACCAATGAATGTATCATTTTGACCCATT15868 A_95_P243967 EB681148

16376 193 56 719 ATGCTTAATGGATGTACACTTTTTTGGTGGAAGAGAAAGTGAACATTAACTGACATCCCT15870 A_95_P250622 FG642423

16377 193 57 1761 CTCACTGATCAGAAAATGGTCCTCTTGTAGTATCTTTCTCCATCTGTTGTAGCACCTTTG 15872 A_95_P239420 AY639145

16378 193 58 529 CAATTGGCTTGGTTGATTTCTTTAGCATGATAAGAAATGTAGGAGGATTTGGGTAAATTG15874 A_95_P041376 BP130076

16384 193 64 553 CCTAGTACCAAGTCCATTTTCTTTTTAGAATAGCACAAGCTTTCGTGTGTATATATTCCA 15886 A_95_P202872 EB445968

16390 193 70 752 AACTGGAAGAGATACATCACCAATGACAAATTTAAGGCTCAACGACAAGCTTCTCACACC15898 A_95_P146912 EB451085

16392 193 72 1512 TTTGTGGTTATGTTATCCTTTTCCAAGTAAAGCAGTCGTGGCACTGATTTCCTTCAGGTT 15902 A_95_P017296 TA12455_4097

16393 193 73 416 GGGGAAAATTGATGCAGCTGTTATTTGGTTATATATTTATTCCCCCTCCCTCGTCTGCAT 15904 A_95_P071550 BP525731

16394 193 74 1038 ACTTTTGCTTTTGGCGTCTGTTGGTTGTCATAAACAGAGGAAGATAGATAGTTGGTTTTA15906 A_95_P199072 TA16913_4097

16395 193 75 710 GTTGTAGAGCTTTAAGTTTTGAACTAAACCTTTTGGTCGGCGAATTTGATGATGAATAAG15908 A_95_P019126 TA22209_4097

16396 193 76 778 TGATGCCGCAATATTGCAGTGTATCAATTAACGATAGAAGCTTTTAGAGGATTGTATGAT15910 A_95_P141427 DW000158

16400 193 80 818 TATGGGTGACTTGTCTGGATTGGTGAACAAGATACAAGACGTGGTCCCAATGGATCAACA15918 A_95_P267731 DV161452

16401 193 81 839 ACTCCTGCTACGGTTGTGAGTGAATTTATACTTTTCTCGCAATTTATGGTCTCGTTGTAT 15920 A_95_P226514 DV999521

16404 193 84 766 TGATGTTGAAGGAGCAAATTGAGGTGCTTCTTAGAGAAAATACCATTCTCAAACGTGCTG15926 A_95_P218537 TA21199_4097

16408 194 3 110 ATGCCCAAGTAAATTAAGTAGCCTACTCTGTGACGCCTTTTTCTCAGTTGTTTGACTTGT 15768 A_95_P040231 BP129772

16409 194 4 314 TCAGAAACGGGGGGAAGAATCAGTTACTTAGGTTTGAGTATTATTAAGGTGTTTTATGTT15770 A_95_P158187 EH616256

16419 194 14 2030 CTATGGAGTTTCAGTTACCTACACTTTCCACTTATGGATTGAACTAAAGATTCCATTTTG 15790 A_95_P188417 TA14566_4097

16426 194 21 687 TTGCACTGCAATGTGTTAGATACCTCTAGTAAGCTATCATCAATGCTGAATAACTACTTG15803 A_95_P131097 EB431220



16430 194 25 369 GGTCAAAACAGATGTGTTATGTGGTGACTGCCATGGTGCTGGATTTCTTGGTGGATCTAT15811 A_95_P029006 CV019724

16431 194 26 481 TAACAGCACTTGCAGTAGCTATATGATCCAAATTCACTTGGATGTACTAGCTTTGCTGTT15813 A_95_P026581 TC68927

16435 194 30 443 CTTGGTTTAGGTGTAACCTCTCAGTTGTCTTAATGTAATAATTGACAAGTTACAGCTGAC15820 A_95_P098208 BP534364

16436 194 31 96 TTCCTCGGGAATCTGTCGTGTTAACCTAGTGTACTTGTTATACATTAGCCATTGACTCGC 15822 A_95_P164047 EH623173

16438 194 33 464 TAACTATAGCATCCAGAGGGGAACGTACTTGTTGATGGTCAAAGATCTACTGTCGTTGCT15826 A_95_P198277 TA16744_4097

16439 194 34 448 CATGTGTCTTTGTGGTTTTTGTAAGTTGAGATGCTTATAGTCTTAGGGCTTGTGTATAAC15828 A_95_P125357 DW005153

16443 194 38 891 GGGTACTCTATATAGAGACATGTTTGGAGAATTGCTATTTGTTACATCGACAATCGTAAT15836 A_95_P008121 DV157767

16444 194 39 87 GAGTAGCTCTTTTCTCTTAAATTGTTCATACTTTTGTCCAACTCCATGCAAAGTCTCCTT 15838 A_95_P129577 EB429568

16445 194 40 782 ATGATGGCATGAGACGCCAATGCGTGACAGAGCATGAATTCATGAGTCGCTAGAACAATT15840 A_95_P234259 FG155496

16451 194 46 893 CAGCAACCCTTTTGTTACACCTCAAAAAGGAGTACAACGGCATCTTCTGGCAAGAAGAGA15851 A_95_P185247 TA13871_4097

16452 194 47 1921 GTTTTTTGGTAAGGATGCTTGTGAATTATGTTACCATGAGACAAAGGAAATGGTGCCCTG15853 A_95_P034653 AY081175

16454 194 49 503 CCGTTGCAGATCCCTCGTCCAATGCAGCCCATTGCTTCTTCAGGCTTATTTAAATTTTGA 15857 A_95_P006856 AY045572

16456 194 51 542 CTGGAGCAATTGTTAATTCAAAAGATGGTTCCCTCTCGGGTGATTTCTTTGTACATCTTT 15861 A_95_P123192 DW003074

16458 194 53 208 GCTATTATATCCTTTCCCATGGAAGACTTTCTTGCAGTTCAAATCCGAAGAAATTTTGAA15865 A_95_P027961 TA20238_4097

16459 194 54 0 CAATACAACTTTGAGGGAGGAACTGGGTTTTATTCTAGTATTCAGGCGTTTTTGATATTA15867 A_95_P020076 A_95_P020076

16465 194 60 252 AGTTGAGGCTGCTAAGCAGATTTCTGCTGGTATTCAGAGCACCCACTCATTTAAACCATA15879 A_95_P112477 CV020700

16466 194 61 1616 TTGCGAGATGTCACCTGCTAAATGAGACTGGTTGGATTGCTTGAATCCCCTAGTAGTTTG15881 A_95_P259606 TA13128_4097

16468 194 63 424 GTGTACCCATTCAAGGCATTCAACCAGACAATTGAGATATAGTCTATGGTTTCGCTTAAA15885 A_95_P305418 FG636725

16470 194 65 458 GAAGGTTCGAGCTATCAGCACTCTTATGCAATGACATGATATCTTTAAAGGAATAAATTG15889 A_95_P016721 BP534468

16472 194 67 815 ATGAGGTGACTGCTGCTATCTTCCAATAGAGTAGCCAGATCAGAGTGAGTAGTCTAACAG15893 A_95_P311218 FG141044

16477 194 72 749 CTGTGTTTGCATATTTTTTGATCGCCTTCTCATATGCACAAGAGATAAAGCTATAACTAC 15903 A_95_P025196 TA17041_4097

16480 194 75 639 GTGTTGTCCCTCCGATTTTGGTTTTGAGGAATTACCCTTATTTATATTAAACCTTCCAAT 15909 A_95_P221467 TA21825_4097

16484 194 79 347 TCATAACACCATTATGTTGAGATTCCTTGGACCGATACTTCGGAAGTGTCTTGTGAGCTG15917 A_95_P112667 CV020782

16492 195 2 297 ATTCAAACGTCTTATCGTGACTTGAGGTGTTTCGCGCACCTACGAAAATGATGGTTTTTT15932 A_95_P042471 BP130368

16494 195 4 721 ATTGAAGACCTGAAAAGAGTTCTTAGCCATCCTCAGGCTCTTGCACAGTGTGAGAACACA15936 A_95_P135172 EB438457

16498 195 8 0 ACAAATTTGGATTATGATATTTTCATGCGAAACGGGGTTGGAGTTCTTGTTGTTTTGTGG15944 A_95_P296573 A_95_P296573

16503 195 13 481 GAGCTGTAGTCAAGCCTGGAATTTGTTCTGGTGTGTTTTAGAATTTACTCAAATTTCACA15954 A_95_P105507 FG644201

16504 195 14 917 TATTTGCCTTCAGATATACACCACAAGTGCTGGTTTTCATTGCCCTCTCCTGCTTGATCG 15956 A_95_P202497 TA17649_4097

16505 195 15 602 GGACAGATGTGCGTTGTTACTTGTTTCATGTTGTATTTGTTATTTACGTCTAACAGAAGA15958 A_95_P122517 DW002492

16507 195 17 311 TTTTGCAAAATGGCATGGGTTCCTTGTATGGCAATTCGAGACTGAGCGCGGATTTGTCTA15962 A_95_P105922 CV017693

16511 195 21 386 TTGAATGAGAAATTGCCTTCACTAATTACCCAGTCAATGCATGTAAGAGGCTTTTCACTA15970 A_95_P203202 EH615570

16514 195 24 515 TTCCCCCTTTTGTTTTTACATGTGAATTGGTTTGTTTACCTATTTTATGGTGTCATCGGG 15976 A_95_P097268 BP533963

16521 195 31 383 ACATGTGGTTCCTTTCTTGTAGCAAATGATGCTGCAGAGAGGACTCAGTCTCATGTCACT15990 A_95_P214947 FG142908

16523 195 33 327 ACGTTGCTATTTCTTTGGTGTTGGCTTTCTTGTATACAAGAAAAACGGTTAGAATCCAAT15994 A_95_P211557 TA19639_4097



16527 195 37 350 CTTCTTCAGCTCTGCAGCTCCTATAATCTTTCAAGTTGTTTGAGAACAATCTGTGTGATT 16002 A_95_P053061 BP133081

16529 195 39 916 TCCCGAGATATCGTCTGTTCTGTCGGCTGTTTTAGAAAGTAATGGGACTCAATTTGATGA16006 A_95_P258581 DV162128

16532 195 42 541 GCTGGACAACTTTGGCCTTTTAGGTGAATATATATGGCTTGATGATAATATGCTGAAAGT16012 A_95_P197262 TA16523_4097

16535 195 45 405 GCATGAAAAAGGCCAGCCACTGTGCATTCTCTTATGTTTCTATTGAAACAGATTCTCTTA16018 A_95_P188847 TA14660_4097

16537 195 47 345 CAAATTTCCTAAGACAAATGAGAACTTCCGCCTCATGTTTTGACACAAGGGCCGATTTCG16021 A_95_P104337 CV016949

16538 195 48 1889 GGCAGCTGTAATTCCCCATTAAGATATTTGTATAACATAAATCTGTCAAAGTAAGGTAGG16023 A_95_P007411 AB063573

16539 195 49 1102 AACAGTTTGCTGGGGACAAAGAGACCGCTGGTTAAGCTTTGATGGTGTAGAAGATTTCTG16025 A_95_P214897 TA20362_4097

16541 195 51 676 AACCTTCCCCTCGAGATAACTTGAACCCTTAACTAGAATCTCAATGGTTTCGTAGATCAT16029 A_95_P127157 EB426620

16542 195 52 491 CTGATGTGACTGATGTTCTAACAGTGACTTTGATCAACGAGTTCTGCGATATTCCTCTAC16031 A_95_P202617 TA17674_4097

16544 195 54 508 TCAGCACTGTAGTACAGTTCTTTCTTTCTTTCTTTCTTATGCTATGATAAGTGGAACTGG 16035 A_95_P021906 TA13884_4097

16546 195 56 3032 CCTGTACAGCTTCTTGCTAATACTAGTCCATGATAATATTCAGCTTTTTTGGTTCTTTTG 16039 A_95_P032426 AB071436

16549 195 59 1144 GGCAGAGAACATGCAGCCTGTTCAAGTTGATTAATGTCCTTTTACAATAATATATACTAG16045 A_95_P014021 TA17144_4097

16552 195 62 1541 TTGAGCTTACAATTGTTAAAGAGAAATACCATGGATTCATAATGGAGCTGTTCCTGCCTA16051 A_95_P191452 TA15240_4097

16554 195 64 475 GGCTGGTTTTGAGACTATCGATGCTTACTATTTCATACATTTCGGTTCCAATTTAGATCA 16055 A_95_P125062 DW004896

16556 195 66 516 GTACTCGCCAGAAAGAATAGCTATCTGTGTATGCAGAGTTTGAATGGGTTTTCAAAATAA16059 A_95_P181902 TA13088_4097

16559 195 69 507 CATGAAAGTGATACTCAGGGTGGGCATATTGATGGGGTTAATTTCTTCTCTAGTGACCTG16065 A_95_P160417 EH619110

16563 195 73 384 GGTCTCTTCTTTCAACATGTAGATCGAGAGACCACTCAGTGAATTTCATTAATTATTCAT 16073 A_95_P032391 AB032547

16564 195 74 707 TTGGGGCCGTCCGATGATCTCACTGTCGTTCGTTGACTGTTGATATTGTTAATATTCCTT 16075 A_95_P135002 EB438075

16569 195 79 640 AGCAAGTCCTGATATGAAGCTAAGCAAAGGACGCGCATATCATGTTGTCATTGGTCCAGA16085 A_95_P272046 EB447061

16570 195 80 908 TGGAAGCCATGATCTCTCGTTGTCTGTTGAAACACTGACAGAGCTAAGCAAAGTGACAAA16087 A_95_P185152 EB680105

16571 195 81 458 TAAACGTCAAACATCAAGAATACTTTGCTGATAGCCCATCTGCTGGGTTAGATCCTGCTT16089 A_95_P105137 FG638862

16579 196 4 764 TTCTTCTTTTTGCTTTGTGTGGTCTTTTGCGGCTGTTTTGGTTGCCTCAGGGCTTTTGGA 15937 A_95_P215617 TA20527_4097

16584 196 9 761 ATTGTCTAAAATAGTGGGCTTACATGAGCTTAAGCAGCAACTCCGGAAATGGGCAAAGGG15947 A_95_P139052 EB442754

16588 196 13 803 TGAGGAAGTGGGAATGCATATGTTTTGCGTCTCCTGAAGTATCCTTCAGCAAATTAGACG15955 A_95_P010486 TA15278_4097

16589 196 14 226 CAAGGCTTGTAGGTCAGGAAGTCTTTGAAGACATTGCTTATTTTGGGCTTAATTTATATT15957 A_95_P137392 EB441134

16590 196 15 837 GTACTTCCTTTCAACTAGTGATGATAATGATCCACAAACCTTGTAAATAAACTCCCTTCT 15959 A_95_P224882 DV999092

16596 196 21 394 GGTATTCCTCTTCTTCCTTAGTGATCTGGAAAACTATCTGAGCCAACTTATTCTGGAGGT15971 A_95_P045936 BP131266

16598 196 23 822 CCAAAATGTACCTCCAATACTCTACTGAATTATTTATTACAAGATTACCTGCCGGTTTTG 15975 A_95_P188017 TA14477_4097

16600 196 25 273 AAGGGAATGCAGAAATTTAACAGTGTTGACAGTGTGTTCATCCAGTCTTGTTATTTACAT15979 A_95_P163057 EH622071

16601 196 26 611 TCCTCTGTTCTATCACAGAGCAAGGTCAGGAAAGAGTTTGTATTGTCATATGAAATCAAT15981 A_95_P189517 CN949733

16609 196 34 125 GTATGATTTTGTCCTGGATCTAATCTCCACCTAGTTGATTTCTTTGACCCGATCAAAAAA 15997 A_95_P254864 FS391062

16611 196 36 366 AGGGTTTGTGTGGGTAATGATTGTAGATCGTTTTATCACCTGTTGTGGATTAGAATTTCT16001 A_95_P005826 TA16418_4097

16615 196 40 875 TCCACTTCAAGTGCAACAAGAAGCTACTACGTGAATATCCACATCTGTTCAATTACACCA16009 A_95_P228314 EB450387

16618 196 43 426 GGAATAACCCATGGAGGAATTCATCAGATTCTGACACATCCTCATCCTCATCTTCTCCTT 16015 A_95_P115142 EB449164



16620 196 45 850 AGCACAAGTATAATGCTTTAGAGTCCATCCGTTTCCAACCTGGTTTGATTTGTATCCAGT16019 A_95_P187767 TA14419_4097

16621 196 46 733 CTGTCATCATCGTCAGTATATGGCAACAGTTATATCGAGCATAGTTATCGCTCCAAACTT16020 A_95_P013061 EB439836

16622 196 47 885 GATGTGCCTTACCATATATTCTTCTTTGCAACTGTCATTGGGATCATTCCAGCTGCTTAC 16022 A_95_P265311 EB440010

16623 196 48 725 TTGTCTCGAGACTTTACCTTTTGGGCTTTACCTATCACTGTCAATACTTATATGCAGTTG 16024 A_95_P286268 DW000312

16630 196 55 472 CCGAGGCTTTGTCACGAGATTCTTTCTCTTGTATTTCTTTGACCTTTATTTGATGTATAA 16038 A_95_P031396 EB683293

16639 196 64 1659 GCTGTCATGAATATGGATTTCAGGTTTTCTGCTTTCAATTCTTTCATTAGAAGGATAAGC16056 A_95_P026331 TA12920_4097

16642 196 67 264 GGCATCATTGGACTTGAAGTACCACCTTAATCTGTAACCACAATTTTTGGACTTTAAATA16062 A_95_P033314 AJ344613

16644 196 69 49 CTCTGCGTTCATGTGGCTAGTATTTTTTCAGTTTGGCTCATTCAAACTTTATTTTTGTGA 16066 A_95_P131077 EB431207

16645 196 70 761 TTCATATGGAGGTTGTTGAGCCTCAGCCTAATCGGCCTAAACTCCAACTTACCCTTGTAT16068 A_95_P132017 EB432449

16646 196 71 361 GTCAAGAGGAAAGAAATGCCAATGGGCAATCTGATGGATCTTCAATGGTTACTTGGGCCA16070 A_95_P095788 BP533342

16647 196 72 430 TTCCATAGTTGGCAATGTAGCTGCTCAGGTGACTGTTCAGAAGTTTATTTGTTTAATTGA16072 A_95_P287493 FG633763

16651 196 76 831 TAGACTACATAGTGAGGTTGGTTTGTAATGAACAATGACTGGTGATGCACAATGTTTTTC16080 A_95_P012666 TC44437

16652 196 77 933 AATCTTATGCGACTTTTTGTTACTAGAATTATGGGGATGTTTTGACTCGTATGTCAACAG16082 A_95_P191952 TA15349_4097

16655 196 80 480 TCTCTTTGTGGCAACTTGCTTTATGCTGGAATGGGTTCTAGTGCTGCAAGAGAAGCCTTT16088 A_95_P041171 BP130024

16657 196 82 391 CTAGGGGAAGGAAGATTAAGGTGGAAACTCTAAAACTTCTCATATTTGCTTGATTTGTTT16092 A_95_P026286 EB437588

16658 196 83 511 ACTGTCCCAATGTAGACTCTCCTGTCCAATGATGAATTGAAATCGAAGTTTCTGCTGTAG16094 A_95_P211197 TA19558_4097

16663 197 3 835 TTCCAACTTTGCTCATGGTGTTATGTGAAGGAATGATAAGTAGACGCTGAGAGGCAAATC16103 A_95_P186232 DV999956

16666 197 6 443 ATGGAAAGCAATTAACCTGTACTTTATCATCATCACCAAGTCCATCTACTTCAGCTTCAC 16109 A_95_P060570 BP135027

16667 197 7 606 TCAGAGGAAAATCGCATGGAGGAATGAACAATTCACTCCCTATATTCTATATTCTCAAAC16111 A_95_P201297 EB677527

16675 197 15 292 GTTGTTTTATCATCCCTGTGGTGAATGTACATTCGTGTATAGTGCAATTTTCACCTTCCT 16127 A_95_P213562 TA20074_4097

16679 197 19 467 AACGTGGACATGCTTGATGGGGTAACAGTTGTTCGATCTGAAAAAGGGTTTAAGGTGACA16135 A_95_P004801 EH664411

16682 197 22 581 ATGGTGGAAATCAAGGTTATGGAGGTTCTTATCGACACGGTAGAGACTATCATCGCAAGC16141 A_95_P140587 EB679251

16692 197 32 472 ATCTGTAGTCTTGATTAAGAAAGAACCAGGGGTTTTGAATCTTCAATGACTTGATGATGT16161 A_95_P183137 TA13390_4097

16693 197 33 756 AGGTGGTATGCTAGTGTCTTGGACTTGGTTTTATTGTCTTAGAATGTTGTTTCTTGAAAG16163 A_95_P246457 EB444815

16696 197 36 130 TGTTTGCTTGTTCGATTTCTACCACTATATAACCCCTCCCCAATTACCCTTTTGGACAGA 16169 A_95_P241535 AJ718381

16698 197 38 902 GGCCATCTCCTTTAAACTCTCTTACTTGAATGTTGCATTTTTCCTAACTTGAGCAAAAAA 16173 A_95_P214917 TA20366_4097

16700 197 40 862 AGCAGATGTGCATCGACTACATGAGCGCGAAGAAACACTTTTCTCAGTTTATACTGAGAT16177 A_95_P272611 FG157459

16701 197 41 404 TAACATCGAGTGGGCTCCTGATTGTTAAAACTCGAAATGTATTCCCTTATTCTCCAGGTG16179 A_95_P076090 BP526891

16702 197 42 834 AGGACTCAACAGAGAGGATGACGAGTCTAGTAGTACCTGTCCCTACTATTTTAGAGCGAA16181 A_95_P246567 DV157934

16704 197 44 1726 GTGGTGTGGTATGATATTGTAGTAAGTTAGATCCATTTGCCTTTTGGTGTATGATTTTGT16185 A_95_P034773 AY639866

16705 197 45 385 ACTTTCCCTTGTTGATCTTGTCGTCAAGAATCCCCCCTAGATTCAAGAAGAAAAACCAAA16187 A_95_P162312 EH621258

16706 197 46 957 AATGTTGAATGCAACTGCGCGGGATTATATTTATATTTCATGCTGAATTTCACGTGCTTC16189 A_95_P176467 Y16644

16709 197 49 824 GGACAGGCAGATAACAATCTGAAGCTTATGTTCTTACTTGTTGGATTTCTTGTGTTCCTA16195 A_95_P294183 EB451619

16713 197 53 824 AATGAAAGCAGTCACCCTGAAATTGGCCAGACAGTTACGTTCTCCTGAGTTTCAGCTACA16203 A_95_P264536 FG156146



16715 197 55 412 CTTACGAGTAAGCAGTAAGTTTTGACAATCCCACACCAAATTGTACCAATTTATGTATTG16206 A_95_P223007 TA22153_4097

16716 197 56 343 TTATACCAGTTTGACAAAGGGTGGCCCCTCTTTCCTAATTATTACAATGAAAAGTTTCTT 16208 A_95_P143222 EB446556

16717 197 57 953 GCTCAAGGATATTTGTAACCTAGCTGTTTCTGAATCTTATGTGTACGCAAATACAACTTT16210 A_95_P179922 TA12617_4097

16719 197 59 652 ACTAAAGGAAATGAAGTCCAGCAAGAGGAATCAAGTGATCCAGTTATTGGGGGTGCTGTG16214 A_95_P065540 FG194561

16723 197 63 369 AAACTATAATTGATGGGGTTGAAACAGTCGATGATGGCGGTGATTGAAGCAGCGGAGCAT16222 A_95_P159007 FS423299

16726 197 66 964 TGTTGTAATATCATAATATGGGAATTGGATTATTATGGGAAAGTGGTTGGAGGGAAGGCT16228 A_95_P222927 TA22137_4097

16731 197 71 816 GATTGGTGTCAGAAGTCTCATGACTACTGCAGTGACTATCATGCTTCTCTTGCGCCTAAT16238 A_95_P120647 EB441655

16733 197 73 288 GGAGAAAAAGTTGTCAAATAAGTGTGTGTGTGTGTCCCATGGCTGTTAATGACAAAGTTT16242 A_95_P091403 BP531339

16736 197 76 792 GCTGAAACTATCTTTGTCATCATCTGTTGTTCTTTTTGCATGTGCTTAATGCCATTAATG 16248 A_95_P268776 DW002989

16739 197 79 804 ACAATGGGTGGGATGGCTGTGAATGGACTCCACATCATGCTAGACACTTTCTTTACAACA16254 A_95_P305603 FG134987

16740 197 80 661 CAATGCAAGCGGCTGTTGATAGATTAAGTCATTCAACAAACTTCCTTAACTTTTTGGCTC16256 A_95_P160497 EH619192

16741 197 81 646 AGAAGCTTGTACTCTGACTGTAGCCTGTGACAGATGGTAAGAAATGAAGCCAAATTGACA16258 A_95_P132162 DV999374

16744 197 84 822 ATTAGTCGATCCATGGACCTCGCCAATTTTCTCTGTTCTTTTTTCTTTTCTGGGACGTGT 16264 A_95_P031781 EB443556

16751 198 6 328 TCAGAATCCTCAAGCATTCCTTCAAGTTCAGCAACTCCATCCGAATCACCGGGAATGTTT16110 A_95_P094703 BP532840

16752 198 7 266 TCACTTGATGCCCAGATGGGCTTTATTGACAGTTTGTTGGTTCAATGCATCCACTTTATT 16112 A_95_P210907 TA19495_4097

16760 198 15 908 GGTGTATGGTGTCTTTAAAACAGCCTTGGATTTAATACCATGTATCAAGTCCTGATTTCG16128 A_95_P181972 TA13106_4097

16768 198 23 411 AAGGGACGGACTGAGGACTATTTCTCAAAGTAGGATATTTCCTTCTGAAAATTTGTGTAT16144 A_95_P003621 AJ272037

16770 198 25 1376 AAATGCATCCTCCATCTCCCTTTAGTGTGTAACCTTTATGTAATGAACTACCAGTTCTAA 16148 A_95_P017186 AY660024

16773 198 28 741 TGTGCATGTCTTGAAGAGAAGGAGATGGGAAAGAAATAAATGGAAGTTGTAGTTTCGCCC16154 A_95_P024456 DV158596

16774 198 29 859 GGTATGCCCTGCTCTACATTATGGACGCGGCTTTATCGGTTTATTTAGAGCACATTTTTA16156 A_95_P215727 TA20551_4097

16775 198 30 811 GGAATTTCTCACCTTTAAAAGCATCGTTTATTGATCTTCATGTGGGAAGCCACACTCATC16158 A_95_P292913 EB428959

16776 198 31 533 CTGAACATTCTGTCCATTTGCTTATGTTCCTTGAATTTGAGTATTGAGGTCTTTTGAGCT 16160 A_95_P019026 TA13020_4097

16777 198 32 780 CTTGGACACCTAACTTCATCGTAAGGTAGTGGCTAAGATATCTATTGAATATTTGATGAA16162 A_95_P015736 DV160851

16783 198 38 857 GCTCGCGGAACTAGACCTTGAAGCTTTGATAAATCGGAAAAGAAAACCATCTTATGTGAG16174 A_95_P225862 EB431697

16788 198 43 758 CACGCGCAATGCAATTACCAATTCTTGAAACAAGACAAACTGAATATTTTGATTTGGATC16184 A_95_P151392 EB681596

16791 198 46 806 AAGATCCAAAGGTGGTCGTTTCAGTACTAATGAAATTAGCTGGCGGCTGTCCATCTCTGT16190 A_95_P131087 EB431214

16794 198 49 218 ACAAAATCGGGCATTGAGGCAATCCAACCAGTATCTTGGCTTGGCAAATGGATGGGTTTT16196 A_95_P141037 EB444841

16799 198 54 754 CAAAATGGTTCAGACAACATTGTATGCTGTTGATTAATACTTTGGTTTAAGACCATCTCG16205 A_95_P016661 TA13240_4097

16802 198 57 1522 ATTGAAGCAATTTCTAGCTGAAATGATGTAACTTTTGGCTTCTATATGCTGTTTTGCTGC 16211 A_95_P184947 TA13805_4097

16803 198 58 518 ATAATCAGTGTAGCTCCTGGATCAGTTTTATTTAGTCTCCTCCTATTTTTTCAGGAGTTT 16213 A_95_P316413 FG188473

16805 198 60 898 ATGTGAGAGTTGTTCTGTGCTTAGCTGGAAGGATGATTACCCTATAATTTAGGTTCTGGA16217 A_95_P180472 TA12752_4097

16810 198 65 577 TTGCAGTCTGTCTCTTTTGTTATCACACTCTGGAAGGCAAATAGTTTAGATAATTAGTAC16227 A_95_P048601 BP131958

16818 198 73 841 GTTTTTTGCTGGCTTAAGTCTCATGGCTGTAAGAACTACATGAAATAGCATTTTATTGGC16243 A_95_P211112 TA19540_4097

16822 198 77 400 GCACGTGGTCAGATCGAACTAGCAAAAAATGTAAGACAGAGGCTGACATCTCCCAATGTT16251 A_95_P071500 BP525717



16828 198 83 477 AGGAAAGAAATCAAGTGCTTCTGGGTTTCTCAAATCTCCCTTTCAGTCCTACCAGTGGTC16263 A_95_P100733 BP535500

16834 199 4 1047 GCAAACTCATGAATTTTTGCTTATATCCATCCCAAATGTTCATTGAGGGACCAGTTTTTG 16274 A_95_P016986 TA12618_4097

16839 199 9 0 TTGAGGACTCAATCCCAGCCTATCATCCTGAGTGTCAAGAGCTATATCATGTCTAGACAA16284 A_95_P310403 A_95_P310403

16840 199 10 727 CTAACCTTAGCTTGGGGGATTAGGAGTTGTGTCCTATTTGCTATGTGCTTCTGTTGAGTA16286 A_95_P284363 FG133725

16841 199 11 458 ATGTACAGATGAATTTGGCCATCGGAAAGAGCATAGGTGGAACCTTCCTATGGATGCTGA16288 A_95_P045136 BP131060

16842 199 12 620 AACCAAAAAGGAGCGCAAGTGGAAGGATAAGTATCATCCAGGTTATTATATTGCAAAGTT16290 A_95_P125722 EB424789

16844 199 14 448 CGTCACGCATTCCGTACCAAGATTCATCATTGTCACGCGTTTCCTTCCTTTATTTTTCTT 16294 A_95_P274253 TC69625

16845 199 15 137 ATGGCTGTAGACATATCAAGAATAGTACTTGTGGTGAGTAAAGATTGTTGTTGCTGCCGC16296 A_95_P217167 TA20870_4097

16848 199 18 583 CCTATGTTTTGGAAGTGGTGGTTGTTTGGTTTCAAGTAATTGAAGAACTTACTTCCTTGT16301 A_95_P154137 TA11726_4097

16853 199 23 342 CGTGTGACCGGATTTTGATAATAAAATGTGATAGTGTATTCTCAGATCTGGTCGAATTTT16311 A_95_P091183 BP531246

16855 199 25 1275 TTTTCTATCTGATGTATGGCAGCGGATTGGTTTAATAACAAACAATATTGGCGTTGTGAC16314 A_95_P002881 TA12047_4097

16856 199 26 640 GTAACTGTAGCGGGAAGTAGAATTGGAATAGTTTGTATACTAGTGTATCATTTTCACATC16316 A_95_P134337 EB435329

16861 199 31 811 CTTCCTGTGTCCGTTATGCTAGGTGTCTTGTTTTACTTATTAACTCGGCTATTGCTCGAG 16326 A_95_P145547 EB449289

16862 199 32 203 GCTACACCTGCTAATTGGCTTGGAAGTTCAGAGGCATGAAATAATATAAATTTTAGATTG16328 A_95_P158847 EH616737

16864 199 34 639 AGGATTCTGAGCTCCCAGTAAACCTATGATTGATGACATGAAAGAGCAAATATTTCGTTC16332 A_95_P223242 DW002575

16875 199 45 657 TTGTGACACCAGATCAGTTTGGGGTATGTAGTTTCTAGGTATTGTTGACTTCCGCATGTC16354 A_95_P265266 BP530311

16880 199 50 1256 GCTGATTTCATTCGCCTTTGATTTGGCAGTGGTGTTACAAACAAAACAATGTTATTCTTA16364 A_95_P179632 X95933

16885 199 55 798 AGCGTGACTAATTAGCCACAGGATAGTCTGTTTCAGTTAGAAATGTATGTTCGCTATCTG16374 A_95_P145212 Y16644

16887 199 57 1251 TAGTGGGGATTTAATTGTAATGTCAAGACTGATTAGCAAATTCCTACAAGTCCACTTACA16378 A_95_P010106 TA15152_4097

16888 199 58 755 CCACATGGTGATTCTGTTCTTTGATTTCTCGACTTCATTTATTCGCAAGGACATTTTATT 16380 A_95_P119297 DV162399

16890 199 60 704 TACCATGAGTGGCTAAAACCCATAGTTTTGGGGTTATGATTTAGCCATGAATATTGTTGT16384 A_95_P130882 EB431005

16891 199 61 1315 CGCAAGAACAATAGTTGTGTATTTGTTGCAAATGCATTTCGGTTGGTGTTTTGTTTAATG16386 A_95_P007581 TA14073_4097

16893 199 63 365 AATTGAAATACCAGGACATCAATAATCCTGATGTTTGGATAGCTGGTCCCTCCTATATAT16390 A_95_P042861 BP130466

16895 199 65 503 AACCAACTATATCGGTTTGGACTGGTTTGGTTTTGTCGGATTTTTTGGATTTTCGGATTT 16394 A_95_P036338 BP128705

16896 199 66 777 TACAAAATGGATGAACATGACCCCGATTCGGCCTACTTGCGATTGCAGTTCTCGAAGTTT16396 A_95_P250082 DV162343

16897 199 67 796 GCTAAAAGACTCAGTCACCCGAGTCATCGTTACAAGAGCAGACGATGATATGAAGCAAAT16398 A_95_P196442 TA16340_4097

16898 199 68 458 CCCTAGATGTGCCTGTTACCTAAAGAAAAATATGTTATTAATGGCCTTTTGTTATGTGGC16400 A_95_P087158 BP529725

16909 199 79 321 AAACAGGGGAAAGCGAAGATTGCTGCGGGTGCATTGTTGCCTCATCAGATAATCTTTAGA16422 A_95_P067045 BP136757

16913 199 83 736 GTATAGTATATAAGCTTGGGGTGAAAAATTCGTAGGCAACAGGCTCTAGGTCAGGCGTCA16430 A_95_P303363 FG171806

16925 200 10 580 TAACTTTCCATTAGTTGCAAGTGGAAAGACCTCTAGTCTTCTTCAAACCATGTTATGATA 16287 A_95_P001176 EB432436

16926 200 11 1069 TGTGATTGTGACCTGAAGGGATCACGACTATAATCGTTTATAATAAACAAAGACTTTGTC16289 A_95_P007591 S44869

16927 200 12 622 CTGGAATTAAGTGAATTTAGATTTACAGTCTACAATTGCATACCTGTTAACTCTTGCGCT16291 A_95_P006256 AF154644

16929 200 14 742 CAAGTTGTTGTGGATAAATGATTATACTGTGCTCTTCGTAAACATAGGATGCATTTGTAC16295 A_95_P177897 TA12099_4097

16935 200 20 316 CCCGCAATAGAGTAAAACGTAGAACAAAAATGGTCTGGAAAGCATCGTCCAAACAGAGCA16306 A_95_P196542 TA16361_4097



16936 200 21 679 TGGATGATCACGTTCTTGATGTACTGGAGGGTAATGCCAGCACCTTTAGCAATATGAACG16308 A_95_P237579 FG195217

16937 200 22 663 GAGATGAACATAGTTATGGCGGAACTTGCATCTTTTCATTTTATCAAGTTTCTGTACCAA16310 A_95_P116132 DV158708

16940 200 25 695 CTTCATTTGAGAACAAATTCAAAGAAAGAACGGGCTGCCTGGATAGAAGCTCTGATATCA16315 A_95_P287153 FG186420

16946 200 31 1261 TTCAGTGTATGCATGGTTGAATATCATCTGGAATGATCCTCGGATTGATGTATCTGGAAT16327 A_95_P017141 TA15454_4097

16954 200 39 795 TGGTTAAACCACAAAGCATCTGTCTCTCTTGCCTCCTGCACTCATGTGCATTACATCAAT 16343 A_95_P225012 EB450071

16956 200 41 865 TTAAGTAGGAGTCTTTCTCCCCTTTTGATATTTTCACTTCACTGGGTTTCCTGGTCAAAT 16347 A_95_P189212 EB428320

16957 200 42 780 GGGTGGCCTCAGCTAAAGCAAATCTTGATTTTGGATCGAAACTGGCTATTATAATTTCCA16349 A_95_P021846 DV162505

16958 200 43 743 GAGTTTAAATCTCAGCATTGGCAGTAAATTTTGTTGATGTTATGCAAGCTAATCCGGACA16351 A_95_P219857 TA21485_4097

16960 200 45 249 ATTCCTGTCTATGGTCTTCGGCATTACCCCTTAACAGAGCTATGTTAGCTGTTTCACTCC 16355 A_95_P144927 EB448482

16961 200 46 805 TGCATTGCCTCTGCTTGAAACTCCAGAAAATGTTGATTATGATATCGCCAGAGACTTGGA16357 A_95_P150807 EB680929

16962 200 47 535 AGTTTGGAACTCTTTGTGAAAAATGCTTATAATAACTGCCTCCTCTCATATTGCTTTACC 16359 A_95_P026146 TA13077_4097

16965 200 50 1063 TCATGTTTGTAAGAATGTGGCATTACCAGTTTTTACACAGGCGGTCTGCTGTTGCGAAAT16365 A_95_P109592 TA15601_4097

16967 200 52 1842 TATTAGAGTATGCGGTTCTGGACCTTGTGATATAGTTAGCTTGTGCTTTCTTCCAAAAAA16369 A_95_P251422 AF116915

16968 200 53 456 TGTTTTGTGGTTTATTTCTATGTTTCGATGGGCTATCGCCCCTTCTTTCTTGGATTTTGC 16371 A_95_P182782 TA13301_4097

16970 200 55 1217 ACTTCTAGATGATGTTGGGATACCCTAATAAAATGCTTCAATGTGCTGTGCTTTCTGGTG16375 A_95_P020166 TA17814_4097

16973 200 58 1421 CACTTCCTCTTGTGACAAGAGAATCTTCCATGGTTGATAACTTGAAATTACTAATGAACT16381 A_95_P003991 Z48976

16975 200 60 620 TGTTGTGAAATCATTCGGACCAGAACTGGTCTATCAATTTTGATAAGCTGAATAAGACAA16385 A_95_P214347 TA20245_4097

16980 200 65 511 AATTAAAAATAGAGCTAAGCTGAGGTTTGAAGCTGAGTCGAGGCGTCGGTTCGAACTCGA16395 A_95_P036433 BP128730

16983 200 68 568 AGGGTGATCTTATCGATGACTGTAATTGGGTGTTTGAATCTGTTAAGCAATTTGAGAAAA16401 A_95_P258866 FG640166

16986 200 71 255 GTATGCTTCAAGATTCAATTTTCCTGATTGTAAGAATATTTCCTCATCAAGTACGACTCC 16407 A_95_P141907 EB445519

16995 200 80 230 ACTTCTTGTTCGATGTAATATGTTTTGAAGTGTCGAACACTTAAGACGCAGGTTGTTGCT16425 A_95_P121202 DW001222

16996 200 81 386 TGTGCTAGAGATAATAGCTTTTGCTGAAAATGTGTCTGCCAATCAGAATTTGCAATGAAT16427 A_95_P132612 EB433169

16997 200 82 803 GATTTTAATTTCCTGAAACAACCTACTATCAGAGAAAGTCAGCTGTGGCATTAATGTGAA16429 A_95_P295478 FG132886

17002 201 2 828 GATGTCTTTTCATTTGCTTTAATTTTACAAGAGATGATTGAAGGCTACCCACCTTTCCAC 16438 A_95_P025906 DV161181

17003 201 3 659 TTGTCATATTTACCTCATGCTTCGGGAAGATTGTCGGCACCATTGTCGTCTCACTCCTTT 16440 A_95_P208837 TA19057_4097

17006 201 6 987 TCTGTGTCCAACATAGTTCTCTTTCCTTTTGCAGAATCCTCCCTCTGTAGACTTGCAAGA 16446 A_95_P008686 TA12105_4097

17013 201 13 182 CTATTTCGTGCTTGTTAAACTGTGTTCACTGCTTCTACGGTGGAATATAATCATTGCGAC 16459 A_95_P100363 BP535339

17014 201 14 874 CTGACCGTCGTGGTGGAATTGTATACCATGTACATTTGTTTATAGTTGTACAGTTTTTTA 16461 A_95_P227674 DV159197

17017 201 17 426 AGCTACAGGAGGTACCAAAGAAATTTTATGTTAGATTTTTCCCTCTGTAGAAAGCTCTAT16467 A_95_P091048 BP531192

17022 201 22 501 ATGCCAGAACCAGAGCTTATCGATCATGCTGGTCTTGATTCTGCTGTCTATATACGGATA16477 A_95_P073360 BP526196

17024 201 24 794 ATGGCAAAAGGAGGAATGTTCAGGCAAGATTACAACCATGTCCACCACCCCTATACTGAT16481 A_95_P015931 DV158862

17028 201 28 90 CATCTATGTGGTCGATTCAAGTGAATGCAAGTACTAAAGATGATGAAGAAGATGAGGAAG16489 A_95_P034034 AJ718058

17030 201 30 762 GGGAGTAAACTGATTGTGTTTTAGACCAAATGGAGGAGGAAAGAGGAGATAGTCGAAAGT16493 A_95_P016411 TC50620

17033 201 33 1567 GGGCTACTTGCTTAAGTTCTGGTTTATTTATGCCTACTCTTTAATGTTGTTATTTTGAGG 16499 A_95_P160102 TA14230_4097



17034 201 34 731 TTAAGGAAGGTTTGGCACCAATAAATTTGGTAGTTGAGACTGAAATGCACCGCGCAACCC16501 A_95_P151667 EB682378

17035 201 35 374 CCTAAAGCTCTGGGAACAACTCAACATGTTCATCTAACTTGGCAAACTTTGGAGTGTTCA16503 A_95_P041421 BP130090

17037 201 37 174 CCAACTATAGTTTAATCTTCTTTTTGCATATATGTATCTATAGCAGTTCCACCCTTGGCA 16507 A_95_P164082 EH623212

17038 201 38 559 GCTTCTTCGTCATCATTGTCCTAAGATTATTCCTTAATCTTGATAAGTCTTAACTGGCAT 16509 A_95_P017851 TA17289_4097

17042 201 42 856 GTATTCTCCTCTTCCAGCATTGCCTCGATTATGAATGTGGTAACTGGTATTTACATATCA 16516 A_95_P186797 TA14204_4097

17045 201 45 841 AATGTTTTGTGTAGAACCAAGAATCAGCATAGAAGCTAATGATTTGACATGTGAAGAGCT16522 A_95_P216822 TA20787_4097

17052 201 52 783 CAAGCAAGGAAGGGCTTCCCAGAGCCTCTAGCTTATCAAGTATTGATTCTATAATGACCC16536 A_95_P138487 EB442237

17053 201 53 853 TTGATGCCGCAAGGGGACTCGAGTATTTGCATGAGAAGGTCCAACCTTCAATAATACACA16538 A_95_P245052 DV161386

17071 201 71 1633 CTGTATGAATTGATCTCGGGTACTATGGCTTGCTAATAAACATGTACAATTCTTCTTCTC 16574 A_95_P208112 TA18893_4097

17076 201 76 1014 CGTGGAACAATGTTTCCCTTCTTGGTGAACTACTTGTATGTTACTTAAATCTCTTGTTAA 16584 A_95_P195212 X60060

17079 201 79 1406 CCATTTCCGATGTAATGTTGATGATGGTAGTGAAGGTTATTCCAATTTGTATAATGGCTA16590 A_95_P198937 AJ488194

17082 201 82 1087 CAACACAGTAACTTTATTGGTACTGAACATGGCATTAACTTTGCGATTAACGAACTACTT16596 A_95_P030501 TA17907_4097

17086 202 1 236 TCCACTGTGCTGTGATTTTGAAAAAAGCATAACCCTTCTATTGTCTTCTTTTTACCATGT 16437 A_95_P197272 TA16525_4097

17087 202 2 1972 CAGAGATGCTGATGTCTCACATTTTATTGTGTTCTTCATGTCGGAGAAATGTAAAATACT16439 A_95_P012966 AF129003

17088 202 3 889 TCCTGTTCTTGATGGAAAGACTTCCAGTTCAAGTGTACAAAGAGTTCCTGTGAGGAGTTT16441 A_95_P184747 TA13764_4097

17090 202 5 440 TAGGCTATTATGAGTTCAAGACAGGCCGCTATGGTGAAATTGGTAGACACGCTGCTCTTA16445 A_95_P065230 BP136275

17097 202 12 41 GGTGCCCTTTCATGGCTGCCCAAAATCCAAAAATCTTTTCTCCAAAAAGAGCCTATCCTT16458 A_95_P113287 CV021096

17099 202 14 266 ATTGTTTGAACTTTGGATCTTCTACCACGTGCCACGGTACCACTGATTAACGATAAAAAA16462 A_95_P209477 TA19199_4097

17101 202 16 933 GGTATGAACCTCCATAGATTTGTTTCAAGATAATGAATGTGCTAACGTAGAGATCAATGT16466 A_95_P015781 TA14437_4097

17103 202 18 155 GACATGATGTCATCTGATCCATTGGATGCTGGTACACAAGCTCATCACTCGTCCTTGATA16470 A_95_P234374 EH617354

17105 202 20 253 TGATACCTTTGTGTTTCCCTGACAGAAGTATAAGTCAACAGTACAGCTGGAAAGCAACTG16474 A_95_P038801 BP129373

17110 202 25 770 AAATACAGGAGCTTTGGCTACTCCATTGGTGCAGCAGCTGATTTGATGAGATGATTGGAG16484 A_95_P228234 FG158536

17119 202 34 859 GAAAGCTGATACAGGAAGGAGATTTCTGATCCAAGCTTTTCTGATTCATTATCTTTATGT16502 A_95_P229239 DV162712

17121 202 36 457 CAGGGAACTGTAACGTTACAATGCTCCATATTTCATATTATATGGTCCTCCATATGATAG16506 A_95_P002481 FG637164

17124 202 39 435 GTATTAATGACTCTTCCGGTCCCTTTTCTCATCTGTGAAATTTATTATGTTATCCAACCA 16511 A_95_P257054 EH621667

17127 202 42 469 TTCACCCAGAGTGCACTAAGGACAGAGATATATAAGTAATTTAATTAAGAGGGGGGTATA16517 A_95_P113682 CV021255

17129 202 44 711 TTTTCTTTCTCGAAATTCTCTGAGTCCTTAGCTGTGTTCCTAAACCCTTAGAGGCGGAGG16521 A_95_P030646 EB447172

17131 202 46 1095 AATATTGGGGAGCCGATGATATTTCCCAACACTTGTCTAACAATGTAAGAATCTTGAGCT16525 A_95_P187502 EB643439

17139 202 54 802 TGTAGTGCATGGAGGTGAAAGTTATGGTGTGTTTTCAAGAATTGTGGTTGGTGGATTCCT16541 A_95_P289703 EB449854

17140 202 55 809 CGACTAATAGGATATAGTGGAAGATTGTCACGACTTGATTTTGCTTTTGTTCATTTGTAG16543 A_95_P009586 EB679346

17146 202 61 671 TCAGAATGTTGGAGCCATCGGATGTTTATCAACAGAGTCAGATCTACTTCTACGCTCTTG16555 A_95_P301758 FG643145

17148 202 63 563 TCGCACATCTTGGGATGGTTTGCGTTAGATGTTGGTTTTAGACTTATCATGTTTATTTCA 16559 A_95_P159962 EH618563

17152 202 67 477 GCGTTGAGTCATCAGATGGTTTAAATCTATGAATTTGATTCTAGTTTGGCATTTGTACCT16567 A_95_P261631 BP132909

17156 202 71 126 TAAGGTGCATGAGCACATTCAGGATTGTTTGATATCTGAGTAAAAGTTAACATTCTTCCG16575 A_95_P162227 EH621119



17163 202 78 1237 ATTTGGCTAGAATAGGTGTGAAGTACTATGGAACTATTCGGCAGGAGGAAGAACTTTTTT16589 A_95_P014011 TA16664_4097

17170 202 85 170 TGGAGAAATCCACTACCCTTTACCATCATTCAGGGTTGTTGCTCCCATGAAGAGCTTTGA16603 A_95_P104667 TA11636_4097

17173 203 3 820 AGGTTGTGACAGATGATCCTATCGATTTTATGGATCAGCCTCCAGCAGGTCTTGTTATTC16608 A_95_P229944 EB441417

17174 203 4 544 AATATAGTAGTACGGATGATGTGCTATGTTGATCTTATTAAGTGTGGTGGATGGAGGTGT16610 A_95_P105357 CV017422

17185 203 15 809 AATTTGAAGATTTTTCCCGAAACTCTTGAAGCAGTCAAGATGGGGGTGGTGGTTTTGGGT16632 A_95_P010016 TA12680_4097

17188 203 18 757 ATTCCAGCCTGGTTTTCCTTCAGTTCTAAAGATGGTACCAATGTAGTCAGTGGGGATTCT16638 A_95_P269891 TA21000_4097

17191 203 21 764 TACACTCTAAATGCTCGGATATCCTTGCTCTTACTTGATCAACTGAAGTGGAATGGCTGA16644 A_95_P195347 EH617306

17192 203 22 488 AGCTTAGCAAGCAAAGTAGGATACGGCCTGATATTTTTGATTGATCATACAAGTCTGGAA16646 A_95_P276853 AM802729

17195 203 25 680 GATGAGCTCCCAAGATGGTTTTGCCATCATTACTTTTAAATTCTGGTACATTGATAGTTT 16652 A_95_P014311 DV160945

17201 203 31 1361 ATTGCCGCTTCATTGTATGATCCTCCACGTTCTCATTAATCTCCAGAAGTTTACAGTTGC 16664 A_95_P016776 TA12497_4097

17202 203 32 843 GACCTAAGTGGACAGCAAGGCTTTTCTATGCAATAGTAGCTGTGCTTGTTGTTTTGCTTC16666 A_95_P289113 DV157663

17203 203 33 1565 CGGTACTGTTTGTTACACTGAACTTCTACTAGGCGATTTGGGTATTGAATATGTAAAAAA16668 A_95_P259721 DQ229077

17204 203 34 535 GGACTAGACTTGCTCAATTATTAATGTGTCAGTCCTTGTTCTACTTGTTTAACTCTTGAA 16670 A_95_P206757 TA18588_4097

17208 203 38 680 GTGATCTGCAAGCAAGGTTAGACAATTTGAGGAAAATGTAAATTGCTTACAGATTGAATG16678 A_95_P248172 FG190544

17209 203 39 810 AATGCATATGGTTTCTATACCATCATCGGAGACGAGTGATCTGGAACATGCTTGTCCAAC16680 A_95_P117492 DV160414

17210 203 40 726 GGTCCTCTTCTGGTTAACCTTACCATGTACAGATGACTCTTGCTCTCTTATCCAATAGCC 16682 A_95_P216027 TA20615_4097

17211 203 41 866 CCAGGACAAAGATAAATTGATAACTAACTTGAAGACTATACAGGACTATCTCTGTTCGTT16684 A_95_P148577 EB677938

17215 203 45 743 GGTAGGGATTGGAGAGCAATACATTTGGTTGATTAAGTAGCTTGAGTTTGATTTTGATAT16692 A_95_P164257 EH623394

17217 203 47 512 ACCTTTTGTCCTTTCTTGGTTGTGCTTTTGATAGAAGAAAACACCATGCAAATTGTTTGA 16696 A_95_P022651 DW001744

17218 203 48 336 GTTCTCTTATGTTTTCAAACTTGGCCCTGTAAAGTAGTGGTACAATATAGTAATTCAAGC16698 A_95_P096993 BP533846

17225 203 55 80 CCACGACAGAAATAAACTGTAGTTTCGTTAATGTTCTTGTAGTGTAGTTTCTTCCCAAAT16711 A_95_P147482 EB451925

17228 203 58 556 TAGTGGAGCTAGATTTTAGTATTTTCAGTTTCTCTGCAAGCCTATTTATAGGCAGTTCTT 16717 A_95_P124037 DW003888

17229 203 59 793 ATCCAATGCCTTAACTTATTGAAGTCCTAAGTGAGGACATTTGTGCTTGAAAGCAATATC16719 A_95_P011146 TA12856_4097

17233 203 63 571 GCTATCTTGAGTTTACTTTGTGAACTACTATTAAGTAGGGCATTGTACTGGAATTTTGGT16727 A_95_P000801 EH619079

17234 203 64 937 CATCCAATTACAATAATATGAGCGAATGAATGTCGGATATATGCATCATTATGGACGTCT16729 A_95_P185337 TA13889_4097

17236 203 66 410 ATAATGTTGTTGCTGGTGCTGCTTGTGATGCTGATCTTGACAGTCTCGTAGCTGATGACA16733 A_95_P051881 BP132772

17238 203 68 790 ACATATGTAGGCCACGTTTCTACCATTGTTCTTCTTCCATTGGTCTCTTTTGTTTGTAAA 16737 A_95_P010311 DV999353

17239 203 69 709 GTTCAATTTTTGATGCCGTTGATGGTTTTTGTTTGATATGCATTTTGTGTTCGTTGTCTC 16739 A_95_P014626 DV158478

17240 203 70 644 GGACTAGCGTTCTGATAATCTGATCTAGACGACTTGATCTTTGAGGAATTACTAATAATA16741 A_95_P051321 BP132614

17243 203 73 828 GCACTTTCTTACCTTTCTGATGTACCACGACAAATTCAGCGTCATGAGCAGTGTTGTCCA16746 A_95_P289928 FG141437

17247 203 77 267 TGGGGGTTAGATTTGTGGAGTTAGGTTTGTTCTTTTGTTGCCGTTTGTGGATTAGAATTG16753 A_95_P152122 EB682425

17248 203 78 272 CTGTCTTTTTAAATGTTTCGGGCGGTGTAAATATGGTCTGTCTATGGAATAAAGTTGTTA16755 A_95_P089228 BP530413

17253 203 83 466 GAATAAAGAAATAAATTAGGGGTGCTCGGGTATTGGTTGGGGGAATCCGTCTCTATGGAG16765 A_95_P087793 BP529880

17255 203 85 388 CCGCAAGGTATAGTAGAATGAACTCGGTGGAAAAGGCTATAGAGAAAGTAGAACTCTTTA16769 A_95_P096103 BP533476



17257 204 2 882 TAAAATCAACCAAGCTGTTTTTCCCGGACTTCAGGGGGGTCCCCATAATCACACAATTTC16607 A_95_P278078 EB427822

17258 204 3 583 ATTCGGAAAATTCAGACAAATCCAAAATCTTTACCTTTCACATAACAGCCTCACTGGCCC16609 A_95_P102127 EB425603

17259 204 4 392 GAAACACATTGCTTTTTTGACCCCGCTTACATTAATATGAACCATTTTCGTGTCAAATGA 16611 A_95_P187297 TA14313_4097

17266 204 11 528 CTATGCTCCTTGAATCTTCTCTAGGGGATTGAAACTTTTGTCGTATATCCTTTTGTTCCT 16625 A_95_P022541 TA18459_4097

17274 204 19 812 CCATACTCTTCGGAGCTAGTATATATTTTGGTTTCTACAATCTTTAAATCTGCTCCTCTA 16641 A_95_P147157 EB451395

17278 204 23 282 TACTGGAGCAGCTTCGAGTCATCAGTATGCTCATGACGGAACTCTGAATCTTGTGCAAAA16649 A_95_P168131 EH664357

17279 204 24 693 TAGCTGAGACAGAATAGTGTCCGATTTTCATGTGTGAAATGCTTTCTTTATTTAGCTGAT16651 A_95_P027231 EB438892

17283 204 28 803 AGGATAAAGAGAAAAAGAGAGATAAAGGTGGTCATCATGATTCTGGTGCTGATCATTCGA16659 A_95_P248017 EB426879

17286 204 31 767 TTTTCAATGCTTTGCCACGACTGGTGATGGCTCCATTGTAGTTGGATCACTTGATGGGAA16665 A_95_P202382 FG144026

17294 204 39 801 GAACCAAGTCTTTTATCTTTGCCTTCTTCCGCAGATTATATCTTTATGCAAGAAACTTTG 16681 A_95_P248677 EB451516

17295 204 40 454 GCGTATGCGTGGCATGATGTTTGTAGTCTGTGCATTATTACTTTTAACATAAATTTAACC16683 A_95_P022146 EB430490

17304 204 49 128 GATTTGCCTGATACTCAAACAGGTTTCTTTAACTTAATCAACACGTATTTTCCTAGTGGT 16700 A_95_P103657 CV016628

17307 204 52 665 AATCTTTTTGTGGTGGGTCTCAATGGGGCTCTTGATATTGAGGACTGAGTGTCCAAGGTT16706 A_95_P210592 TA19429_4097

17312 204 57 0 GCATTCCAGTCAAACCAAGCTTGAATACAAAATTCGCTTGAAGGCTTCAATTGAGGTTGT16716 A_95_P264156 A_95_P264156

17321 204 66 615 TGTTTCTCCTTGCTTGGATTCAAGGGTGAATGAGATCAATATGGTTTTGTTAGGTTCTCT16734 A_95_P300333 FG639683

17325 204 70 461 GCTGGAATGTAGACCAAATCCCGATATGTACTTTGAGTTATCTAAGAGTAAATAGTTCTG16742 A_95_P140092 EB444052

17333 204 78 702 TTGATCGGGAGTAATTTATCTTCGAGAAATGTTGAGCGCCTCTGCAATTTTAGCTATAAA16756 A_95_P259896 TA14213_4097

17341 205 1 212 AATAATCTTTCCTGCCTTGGAGAAGAATACTAGAGGCCACTGGAATCAGGCAGTACAAAG16771 A_95_P068735 BP137202

17343 205 3 863 CAGATGTCATGGAAGAGAAATGTAATTCTGCTGCAATCTGCTTTGTTTCATTCCTGCCGG16775 A_95_P008926 DV161279

17346 205 6 449 ATGGCCTATCCGATCACTTGCTTAACACATTGATTTTTCTGTTCTGGGGAATTTTCTTTA 16781 A_95_P002001 BP135342

17347 205 7 877 TGAGACTTGTCGTGTTCAACAGTATCCCTTCACAAACAACCAAGCTATACCTCCAATGGA16783 A_95_P116467 TA16664_4097

17349 205 9 675 GTAGAGCTTTTTTCCGCACCAGAAGTTTTGTTTGGATTAACTTTTGAATGACAAATCTTC 16787 A_95_P178657 TA12305_4097

17352 205 12 412 GTGACCATGACATGTTTTCCGGAACATTATGAACAAAGAAGCTTCTGTATTTATCAATCT16793 A_95_P121917 DW002000

17353 205 13 708 GGTAATTTAGACGAGCTGACTTGATAGCTCGAACGGCTTATGTATCTGTATTTTGGTGGT16795 A_95_P017601 TA12651_4097

17361 205 21 487 ACTGTCCAACTGCAAAAAGCAGAGATAGCTGGGACCGTACTTGTTTTGTTTTTAGTGATG16811 A_95_P123712 DW003582

17364 205 24 562 GATTCAGAAGCTGGGTTTAGCTTCATTTGGTTATTTGTTGTTGTTTCATCAGGCAATAAA16817 A_95_P160387 EH619086

17368 205 28 3831 GTCCTGAGCTTTGTCCTGAGCTTTATTGTAATAAGAACACAGTTCTCATGTTTTAATAGA16824 A_95_P033181 AJ302018

17369 205 29 859 TTAATACAGAAGCTGGAATTCTTGAGGTTATGGGGGCTCCACTCTCTGGAACAGACTTGA16826 A_95_P273331 EB428953

17373 205 33 742 ATGAGTTGTTGCGTAGAGATTGTTTTGTTTTTCAGCATCATGTTATGTGGGCTAGGCATA16834 A_95_P302758 FG182677

17380 205 40 830 TTTGGCCAAATTCGGAGTCCAGTTCCCTCTCCTTTCCTCACTCTTAGATAAATCTAACTT 16847 A_95_P130572 EB430626

17382 205 42 573 CAGATCTATAGCCTAAATTATGGAGCACGTAAACTAATGGTCCCTCCGCTAAATTAAATA16851 A_95_P304578 FG636318

17390 205 50 756 CTTCATGTGCTTTAAATTACTATATCCAAAGGAGTACAAAGAACACCAGTTAGCCATTCA16867 A_95_P021971 DV160358

17392 205 52 687 GTTTCAAGCTCGCAATGAGTTTGAAATCTCCTGACACTGGAGTTGCCGATCCTTTACTGT16871 A_95_P162082 EH620847

17394 205 54 475 TGTTCACAGCATGTTTTTGCTGACATAACTAATTATAAACCCAAATTTTCCCTGCTCCAT 16875 A_95_P027081 BP132176



17395 205 55 811 CCTACGGGCAAATTCAAGCTAAAGAAGTTTGAATAGATTCATTAGCAGAAAATGAACTTG16877 A_95_P009946 EB679273

17397 205 57 608 CACACTTAGGTCTTGAAGATTTGAAGCTTTTGGTTGAGAATTGCTTACTCATTTATGCTC 16881 A_95_P027566 EB681194

17402 205 62 642 GGGCTGCATGTTCAACTTTAGGATGATGACATACTTGTACAGTTTCTTCAGGATAATAGA16891 A_95_P067865 BP136984

17403 205 63 409 ATCGAACTTGATAGAGGCATTCAAAACTGTACCAATAAACTGATTACTTGGGTAAGAGTG16893 A_95_P197122 TA16494_4097

17404 205 64 783 TGATATCGATATCTCAGATCATTGGGGAGCAGACCATCTGTCTGAGATGAGCTGAGATCA16895 A_95_P253379 FG161776

17408 205 68 876 GGTTTCTGTATTCAATTTTAAGGGCAGTTGCTTTTTCCTCTGAAGAATCTAGAACTACTT 16903 A_95_P216967 EB678001

17410 205 70 181 ATGTAATTTTACTCGTTCAGACCATCCTTTAAGGTAAAGGAACATCAATAGTTGTGATGG16907 A_95_P149902 EB679891

17416 205 76 322 CAGGAGACAGGGAGATTAGAGAGATAGCATTCGATTTATATTGAAATGAATCTTCATATG16919 A_95_P102642 TA12506_4097

17418 205 78 594 TGGCAGTACTCTCGTACCTTTGTAGGCACTCTTGTTTTGAAGTATTCAAGTTATTAACAT 16923 A_95_P205742 TA18355_4097

17419 205 79 957 AGGATCCTCGTGAGGTTGCTGCTGCTAAAGCAGATTTGAATTATATTGGCTTGGATGGAG16925 A_95_P184572 TA13724_4097

17420 205 80 418 TTGGTCGGTAGCATGTATCCTCTTGTTCAAGTTCCTGTATAGAAATCTGAGTTCAATGTC16927 A_95_P026921 TA20171_4097

17422 205 82 832 TTGCTGATATCAAAACTCAAATGTGCTGCATAGTTATGGTGGCGATATTGTTCGTCTTTA16931 A_95_P117377 DV160284

17428 206 3 975 TGAGGGGTGATGATGATAATGAAGGGGGCAAGGATCACAAGCTTTCTGGTAAAACCAAAA16776 A_95_P238989 AF154643

17431 206 6 545 TTGGAGATGGCGGACCATTTGGCTGGTTGAATCATTTATGCTTTAGAATTTGGCTTTAAA16782 A_95_P258056 TC58159

17438 206 13 62 CCCTTTGCACTCTTGGGGCGGACAGTTCCAATTCTGTAATGTCATATTTGCCTCAAAAAA16796 A_95_P102212 CV015925

17440 206 15 772 CCCTCCCTCTGTTCGTAGATTATTTGTGTTGTTTTGTGTTTGTAATGGTCTCTCTATTGA 16800 A_95_P221907 EB429111

17441 206 16 881 AATCTCCCTCTCCCAGAGCGCATTGTTCGTTATACATATGCATTGGTTGGGATCAAGCTT16802 A_95_P207127 DW001038

17444 206 19 354 GTCTTCGAAGGTTTCACAGTTGGTTTTCATCCAAGGTCATGGGAAATTGTTTACAATGTG16808 A_95_P080770 BP528090

17454 206 29 343 AGAAGCGTTGCTCTCTTGTGCTTCTTGAAAACATAGAAAAGGCTGATTTTCTTGTTCAGA16827 A_95_P156002 EG650363

17455 206 30 656 GACTACCTTGTATCTATATATATCTGTTACTTACCAACGTTAGCTGTAGTTGCCACCATT 16829 A_95_P234919 FG638862

17457 206 32 221 CTTGGAGAAAAGCAGAGAAGAAGATTTTGAGGATGATGGTACTTCATCTACAAAGAAATG16833 A_95_P140042 EB443985

17458 206 33 551 GAGAGATGATTTAATTTGATGTCATCTAAATTGTAAGGAGTACGCTTATTCGGTCATCAC16835 A_95_P120167 DV999916

17462 206 37 485 TCTTGACTATTCAGAGTTCTGCATATTCAGAGTACCTGCAGTAATCTCAATCGATTCCCG 16842 A_95_P056596 BP134001

17464 206 39 934 GCCAGAAGTAAAACGTATACAGCGGCTCCTTTTTGCAACTTATGTTATTGTTTATTACTT 16846 A_95_P217422 DW000754

17465 206 40 1313 GATGTATGGAAGAAGCATCCTGTTTGGAAGAAACTCTTCAAGAATGAATGATCAATCAAA16848 A_95_P223472 TA22258_4097

17466 206 41 249 CCTGAAACATACTCCATGATGCTTGGTCAATAACACTTTGATGCTCATTCTTCATTCTTA 16850 A_95_P105892 CV017661

17469 206 44 690 TAGCAGGTTTCTTGTGCACCTTTAGCAAGTGGAATATGTTTAAATCATCTTGATTTTTGC 16856 A_95_P003691 EB679961

17471 206 46 267 GTATCCAAATAGAAGCGTTTCATGTCTTCAAGCTATTTGCCGCAAATCACAATAAGCCTC16860 A_95_P030838 TA20626_4097

17473 206 48 493 CTGGTTACTGAGAGTAAGTATGATGATGGCCGTGATGCTAAAATCAAGAAGTCACAAAGA16864 A_95_P153302 EB683590

17474 206 49 261 CTCGAACTGAGAAAAAAGTTAGTTAATAAGCTATTGTTTCTTGAGAGTGCTGCTTGTACT16866 A_95_P028021 TA15160_4097

17476 206 51 858 AACGAGCCATTTATGCGGAGCAAGAAGCTAATGAAGCTTACAAACAGATTGATAAACTGA16870 A_95_P145427 EB449178

17479 206 54 807 TGATTTTGCTCAAAAATCTCTCCTCCTTTGTGTCGATTTAGCGACGAGATCCGGGATCGA16876 A_95_P239464 FG152875

17480 206 55 346 AGAAGATCAGAAGGGTGGATCCAACTCTGGACATGGAAGCAGATGAAGGTGATGATTACA16878 A_95_P155842 EG650290

17483 206 58 792 ATCAATTTAGGGAAGTTGTTAGGCAAAGGAGGAGCAGGTGGCGGTCAGTTTTGAGAAACA16884 A_95_P145092 EB448633



17490 206 65 876 TGGAGAAGAAGGTTGAAGAAATTGATTCATCACTGGTAACTGCTATACCTGGAGTTGCCA16898 A_95_P124492 DW004310

17491 206 66 620 GTTCTTTTTATATTTTCCTACTGTATAACTTAATGACCCAGACTCTCACAGTAGCCTAGA 16900 A_95_P223002 TA22152_4097

17493 206 68 770 CTTGATTACACAGCTACAAAGGGTGCAATAGTTGCATTTACTAGAGGACTTGCTCTTCAG16904 A_95_P148402 EB677708

17495 206 70 831 GCAGTGAAACAAATGAAGTATTTGTGTACCATAAGGCGATCTCCAAACCTGTTACTTGGC16908 A_95_P269946 EB428076

17496 206 71 543 TAGCTGTCTTGAGTTACTACTTTCTTGAACAACTATTTTTAATCTAGGCATATTGCACCG 16910 A_95_P002191 TA14971_4097

17497 206 72 974 GGCATTGCAACAAGTTCGTGTTAGTTGTAATGCTATTAGATCTGAGCATTTTTTCATTGT16912 A_95_P018311 TA14739_4097

17498 206 73 0 ATAGTCGGTACGATTAACATGGGGCACATCACAGTTGTGAGAGGAAGGAACAATATCTTC16914 A_95_P263621 A_95_P263621

17501 206 76 290 TATAGTATAGCTGTCGCTGATATTTGATTCTGGAAGAGGAGAGCTAAAATCTTCAACCTG16920 A_95_P090683 BP531059

17502 206 77 446 ATGTGTAACAGGAGATGTGATGAGCTAAATGTAGGGCTCAAAAAGTTTCTTTTGACCTAC16922 A_95_P067835 BP136976

17504 206 79 601 TTTCCTATTGTCTTGTTTGTGACAAGATGTAATGAATTTGAGTGGTATTGTGTTTGCAGC16926 A_95_P000881 TA13413_4097

17506 206 81 233 GGTTGAGGGAAGTATTTGTGCTTTTATCCTTCATTTTTGTTTAGAGAAGCACCATGTAAT16930 A_95_P142862 EB446271

17508 206 83 575 AGGATTGATTATACAGAGGTGGAAATATGGTGCTACTGAAATTATGTGGTATATCTTACC16934 A_95_P244372 FG643880

17511 207 1 745 ACGGCATCCAAAAGGATGTGTCACGGATACTATCGTTCATGAATGCAGTGAAATCTGTAC16939 A_95_P146947 EB451123

17516 207 6 578 TAAGCCTGATTAGTCCAACAAGAGTTTGCTCTCAACTGCAGAGTTTGACAACTGATATTT16948 A_95_P117757 DV160704

17517 207 7 1382 TGTAAAATTTTTGGTGACCAGTTGTCAGAGCAGTTAGATCGTGATGGTGGACTCCCGTTG16950 A_95_P214862 TA20355_4097

17520 207 10 787 GTACAGTTGACTTTGTAACCGTTAATTTTGTTGTCGTACGCAGTGTAAAGCTTATATTTG16956 A_95_P213902 DW003088

17521 207 11 657 TTTAATGTAGCTTAATTTCATAACAGGCTGGTGCATCGAATGATGAAGGGTCCCTCATGG16958 A_95_P049361 BP132144

17522 207 12 405 AGAAGACCGCTGCTTAAGAACTTTCTGATTAGTGCAATTGATATATAGGATTTATGGATC16960 A_95_P002311 BP534280

17523 207 13 798 AGAAGTACTTGGAATGTCAGTGAGGAGCTGTTATTTAAAAGTTTCTTTAGCTTACCATGG16962 A_95_P272666 EB452029

17525 207 15 700 TCACAGTTGTACAGTGTAGTGCTTTTGTAATGGCTCGTTGGTCTTCATTAATTGTACAGC16966 A_95_P272786 EB678213

17526 207 16 283 TAGACTTGAACTTTGGATGAATTGTACCCTATGTCACTTGTCCTGAATTCCCTTTTTCAT 16968 A_95_P164072 FG199807

17530 207 20 871 AATGCCCTGCTACTATATTAGTTGTTGGAATTTCTGGCACTTTGATTAGTTTTTCCATCT 16976 A_95_P031271 DV999667

17535 207 25 359 GTTAGTTTGAAGTTGTATAGTAATTTATTTAGTGTACCAGGTGCAATCAGCAGGACTATG16986 A_95_P053091 BP133088

17536 207 26 282 TAACACTTGGTGGTTTTTTAATACGAGGATATCTTGTACACAAGTGTTGTAGGGAAAGTT16988 A_95_P033544 AJ632822

17540 207 30 808 TTCCTTGTCAAACAGATAACGGCCTTTTATATATTGCAGCTCTTATGTTCCTGGCCAAAA 16995 A_95_P177147 TA11894_4097

17541 207 31 844 GCTCCAGTAAACTCCTAGATTGTTCTAAAGCATTGGATCTTCCATATTATGTATTTGTAG 16997 A_95_P198777 EB426417

17543 207 33 92 GAGACATAAAGTGAATATGGATTGTATTCCTTACAGATTAACCAAGTCTACTGCAATGTG17001 A_95_P139707 EB443582

17551 207 41 415 ATCGCAGGATTAGCTAGTGGGTTATTATCCTTCATTTATGAAATTCAGTGCTGCCTTTTA 17016 A_95_P088633 BP530161

17552 207 42 1127 AGTGCTTCCTTTCAACTAGTGATGGTAATGATCCACAAATCTTGTAAATAAACTCCCTTT 17018 A_95_P016121 TA13921_4097

17558 207 48 378 ATTTGTTTATGCTTATCCTCTTCACGCAGCGTCTCATCTTGTTTTGAGGAGCAGAGGGAA17030 A_95_P086225 BP529480

17564 207 54 0 AAATTTTTGCCTCACAAGGAAAATTGATTTGTGGTGTGATCCGTTCCAATCCTTGTCCAA17041 A_95_P030176 A_95_P030176

17575 207 65 454 TGTGGCTAGTAATTCATTTGTGTGATCTGTAGAAAATCTGCAGACACCATTCATGTCAAA17063 A_95_P256169 EH618184

17576 207 66 917 TTTTCTGGATTGCTCCTCTTGGTGCGATGAATTTTGCTGGCTATGAGCTAGCAAGGAAAG17065 A_95_P209857 EB424838

17579 207 69 507 GCACCTGAAATATCAGAAAGAGTAGCTTGTACTGCTGTATCTTTTAGGAAGTTTGTAACG17071 A_95_P002221 FG637017



17582 207 72 879 CTATGTTAAGACTTGCATATTCCCGCAGTATGAACATTTCCTTAGTATAAAAGAATCCAG17077 A_95_P010521 TA13014_4097

17583 207 73 248 ATTCTAGAGGCTCAGATTTGTGACACCGGGTCCTAGTGAGATTATATTGTGTATTTTGTC17079 A_95_P027381 BP534488

17585 207 75 348 CTGCCTGGGATAGAAGCTCTGATATCAACAAGAAATCTTTTTCAGTTGAGACCTTTAAAT17083 A_95_P079730 BP527835

17586 207 76 862 TAGATGGCTGAGTCACCTGAATGTTGGTGAGTTTATTTCTTTCTGCACATTGATAGACTA17085 A_95_P227809 EB678753

17587 207 77 761 TTTATTCTACAGTATCTGAGATGAGAGACTGGAGTGTAGCCAAAGCAGCTGGTCTGCTTG17087 A_95_P305358 FG167679

17590 207 80 369 TAGTTGGGGAGGAAATCGAAGTTGAAGCCAAAGTATTCACGTGTTGGGAAGACAATCGGT17093 A_95_P068830 BP137226

17591 207 81 811 CTAACTCTTGTACTTGTTGAATATCCAGTAGAATCTGTTACGCTTAAATATTTTCGGTCG 17095 A_95_P093433 EB439408

17592 207 82 861 GCTGTGCCAATAAACTAAAATTTGAAATACCATCTTTCTTTTGGATGATGGCCTCCTTTA 17097 A_95_P244912 DV159753

17595 207 85 441 CTTCCCGATATCTTCAATCCTAGCATTTCTAATCATAGTCCTACTTCCTTGATGAATACT 17103 A_95_P265741 AM796086

17596 208 1 157 GATGCAACCGTCTTAACCTCATTATGGACGTTTGAACCTGTGCTCTAAATCATCGAATTC16940 A_95_P154717 EG649728

17599 208 4 770 GGCCTGTGAGATGTTCTCTTGTTATATTGCATTTTCAATCAATGCTAAATTGTGTGAGAC16946 A_95_P108762 TA12161_4097

17601 208 6 734 GTGCATACATAGAGCTTTGTTAAACAGCGATGTCCGACATTTGACTCGTGGAGCTGATTT16949 A_95_P212912 TA19936_4097

17603 208 8 796 TTTCGTGTTCCAACTGTTGATGTTTCAGTGGTTGATCTTACAGCGAGGCTTGAGAAAGCA16953 A_95_P214717 EB425616

17604 208 9 524 GTCCCAAGAGTGTTATGGGAAGAACAAGTTGGTTTTTGTATAGAATATACTGTATGCTTT16955 A_95_P209237 TA19146_4097

17605 208 10 668 GAAAGGATGTTTCCTCTTTTAAACTTGTATTCTGCTTCGATCTGTTTTAGAACTTCTGAG 16957 A_95_P212587 TA19868_4097

17609 208 14 729 CACCCATACAGTTGGCTTAGTAAGGTTTTTCTAGGATCCAAATGTAGTAATACACTTATT16965 A_95_P231234 EB440239

17611 208 16 497 AAACACGGATGTTATTGTGTTGTCAAGGATCCAAGACAATCTGGATCTGAATTTTGAATT16969 A_95_P303788 FG638864

17612 208 17 586 CTATATGAATTCTCGGTTACCATGTCACTCTCACTCTGTTTAAGCTCATCAAATATCTTG 16971 A_95_P233504 FG639166

17633 208 38 706 TGAGGTAGAACCTTTTGTGATGTTTGAAGAATCTAAATAAAACGTCAGTTGATTGTGGAC17011 A_95_P147722 EB452239

17634 208 39 805 GCACCACAGCTATTGCATGTCGATTTTAATTTCCTAAGAGTTTCTTGCTTGTTGAAACTT 17013 A_95_P097088 TA11961_4097

17635 208 40 4821 GTCACTTCACTTTAAGTTTGATAACTTAGTTGTTACCATTTCGGCTGTACAATATTGGCT 17015 A_95_P025026 EF520731

17639 208 44 468 TTACGAATAAATCTAAGGTTTTACTCTTGAGATGCATGATTGATGTGTATGCTGTTTGGG17023 A_95_P180552 TA12775_4097

17640 208 45 343 AGGGTGAAAGCTACTGGATAACTTATGTATATATTTAGACGCTAAGATTTGAGCAATGGC17025 A_95_P209672 TA19240_4097

17641 208 46 790 CTTTTTGTAATGACTGTGTAAGACGATGGTGGAATATATGTAATTGCTGTCTGTTTTAGG17027 A_95_P014461 TA12122_4097

17642 208 47 913 TGCAGCAGCTTCTGCGTAGAACTGCTTACGTGTTTCATCTCTGTATCAATAGCTTGCACT17029 A_95_P227554 DW000208

17651 208 56 649 TGGACTTTACTTTCCTAGAGATGAATCCCTTCGCATGGTTGAATGGAAAGCTTATCCTCT17046 A_95_P161032 EH619740

17653 208 58 711 ATCCATGAAGGAGATGAACTGCTTGAGATAAATGGGGAGAGGCTTGATGGAGTTGACAGT17050 A_95_P150732 EB680859

17658 208 63 385 AGTGATGATCCCCAGCTTATCATAACTTTGGAAGAAGGGCGTGATTATGTGTTGGTCGCA17060 A_95_P157622 EH615676

17660 208 65 804 GCAATGCCAATCATAATTGATAACTATGGGGGGTTTTTTGTACCAAAACCAAGCACCCTC17064 A_95_P013781 TA13953_4097

17664 208 69 402 ACCGTCAATTCTACCCCGAGCTATTGGAGAAGGAGGTCACATATTACAAATCGACGTTGA17072 A_95_P161377 TA17844_4097

17668 208 73 366 TTCAGTTCTGCAGATGTAGTCAAACAAAATTCACCTCAATCACCATTGAACCTGGTGTTG17080 A_95_P104487 TA13616_4097

17673 208 78 1759 AAGGGCCAAATCTCTATGTTACCATAATACAATGTGGTGGTTTGGATTTTCTATTGGAAA17090 A_95_P003851 TA11817_4097

17681 209 1 749 AGCAGTAGTCAATCAATATAGGATGGGTCACTGTCTCAGCAGCAGCGCTAGAAGCAAAAA17105 A_95_P308488 FG147652

17685 209 5 591 AAATGTCTGCCAATATGATGGTTTCAGTATTTTGCGGAATGTCCCACTTTTCTTTTCTCA 17112 A_95_P245477 FG642695



17690 209 10 841 GGAGTGCTTTGAAACAGTTTTTATCTGTTTACTGTGTTGTGGATTCTTTATTGCGTGTTT 17122 A_95_P184872 EB424704

17691 209 11 253 ATCTTCAATATGAGCTTCTACGAGGGAACTCTCTCTGAAAGTGGTGCTGGTGGATATCTG17124 A_95_P102347 DW003761

17692 209 12 328 GGATAATGTTAACTTATTTGTTTGAGAAAAAACCTTGTAGGGAACCGGTTTCCCCTTGTC17126 A_95_P089138 BP530364

17695 209 15 296 GCTGAGACGATATAGACCATATAAGTACTGTATTTTTGGAATTGCTAGCACTTGTACTAA17132 A_95_P155167 EG649930

17699 209 19 358 GATCCTGTTATATGAATCCCCTAAAAAGTTAAAGGGAAAAGAAGGATAATGCTGCTTTCT17140 A_95_P118167 DV161188

17700 209 20 713 TCTAATGGATATGGACAGTGGTTGTTACCAGAAGATGCAGAGAGGATTACCAAGTCCTGC17142 A_95_P218307 EB440007

17704 209 24 859 CAAGTCAATGTTTTGTGTACTCTTTGTTGCAGCTCGAAATTCACATTGCATGTACAATAA17150 A_95_P008006 TA13354_4097

17705 209 25 1105 GTAGTAATTGTTGTTTTTATCTTTGGACAATGTATTTCCGGTTTTAGTGGAGAAGGGTTG17152 A_95_P206292 TA18482_4097

17708 209 28 632 TAAGGTGAGTGTTGCTGATTCTAGTGTTCGTCCCTTGGAGGTGTTTATGTACAGTATTGT17158 A_95_P069950 D87821

17709 209 29 411 TATCTGAATCTGGCTACTATTGCTCCTTTGTTGATTATACTTGAGGTCGTTTGTGCGAAA 17160 A_95_P286208 FG644682

17710 209 30 681 GATCAGCATGATTAAAAGGTGACTCGGAACCTCTTGAAGGCAAAGCTACAAATACCTCTA17162 A_95_P222282 EB438136

17711 209 31 1490 CCTATGTGTGGCTGTTAGTTACTATTTGCTAGATTCAAGTTAGGACTAGGTTACTTTAAA17164 A_95_P197267 TA16524_4097

17712 209 32 496 TTCATCTTCCAAAAATGTGCACAGAAGCAGGCTGATAAGGAATCTGAGGCCGTTTTCTGG17166 A_95_P002576 FG147651

17717 209 37 883 GAACTATTTTGTAGGACTTGCGTCCAAATATAAAGACGTTATGCATTTCCATTGATACGA17176 A_95_P202172 TA17578_4097

17718 209 38 633 GGAAGAGGTTATCCAATCATTTTGCAAGTCTCTTTGTAGTTGAATTAATTTTTGGGGCTT17178 A_95_P155192 TA18703_4097

17725 209 45 1338 GTCGCATTGACGATTCTAGTTGAGAATATTAGTAATGCAAAAGTTTTGTTGTTGTGGTTC17191 A_95_P251832 AY395738

17727 209 47 746 GTTTTTGTATTTGTGAGTTTCTAATAAAGTTCTCAAATGCATGGTGTTTGGTATGGGGCT17195 A_95_P246647 EB429369

17730 209 50 2512 CTTTTGAAAGAAGCTATTCAGGAACAAATGGACCGTTTTATACTTCAGGAACAAGCATAA17201 A_95_P017531 TC75692

17731 209 51 1131 CTAGCTAAGATGTCTGAAGACAGCCTATTGCCATAAACCAGTGAAGCATAATCTATTTTA17203 A_95_P242737 AB433897

17734 209 54 726 TAAAAGAATGCAGGCTTGCAGAGCATAGCCCTACATGCAATCCATTTCACGGACCACATT17209 A_95_P161312 EH620054

17743 209 63 428 TGAAAAATGACGGTCTGATGCTCCAGCTGAATTAGTACGTTTAGGAGCCAAGTGTTGATC17226 A_95_P093428 BP532257

17745 209 65 1099 GGCTAACCGTGTACCATTCCATAGCAAAATTAGTAGCTATTATCACTATATATTTGTGGA17230 A_95_P019951 TA15403_4097

17749 209 69 271 CCCTGTTTTGAGAAAGTCTACAAAAGCAATTTTTCATGGCAAATCTAGAACTTGGTAGTT17238 A_95_P222357 TA22016_4097

17754 209 74 173 TGAATCTCCTGGTGCCTGAAAATGGTTAGCAAATGTGAGATGCTGACTGCCAGTGTTAAC17248 A_95_P104652 CV017119

17758 209 78 0 CTGGGAGAACATTTACTAAAGAAGTTGTACAAGCTATGGCAACATTCAATGAGAAAACAA17256 A_95_P258811 A_95_P258811

17760 209 80 1190 CATCTGGTTTCATAGGTTGTTTATCAACTATGCAGACTAACGAAGTTTTGCAGTTGATTA17259 A_95_P032201 TA14050_4097

17764 209 84 789 TTAGAGTTCATTTCTTTCCTACTTGGAAATTTGAGCATATGAACAGCCGCATTATGTCAA17267 A_95_P188752 TA14640_4097

17767 210 2 373 ACCAATGGCTTGCCTAATGTTGCTTTTCCAAGAATGCTACTATTATTTATGTTTGAACCT 17107 A_95_P023741 TA13130_4097

17768 210 3 622 TGAGGACTTCATTGAACTTGTTGGCTCTAAATGGAAGTGCAGAATTATCTATTACTACTA17109 A_95_P015986 EB435292

17770 210 5 245 GTGGATGACTTTCTTCCTGATCTTTGTTATGTACAGAATGTTTCTCATTTTCATGAATGC 17113 A_95_P121167 DW001168

17771 210 6 334 GGATTAGATCTAATCCTCGATACCTAAAATAATGATCCTTCCTTTATTAGCCTTTCTCCA 17115 A_95_P111707 CV020338

17776 210 11 450 ATAGAACAGCGGCTGTGAAGCGAACGATTCATTTTGTTTACTGCACTAACTTTTGCTCTC17125 A_95_P193687 TA15725_4097

17783 210 18 373 GTAAATTGAAGACTTGCTGACAGATTGCAAAGCCACAGGAGCCCAGATCATGTATCTGTT17139 A_95_P087383 BP529780

17787 210 22 668 AAGGTCACCTCTTTTGCTTCATCTCGAGATAAATGGGTATAACTCATACCTTTTCTTCCT 17147 A_95_P225222 EB445165



17792 210 27 849 ACACAGTAGACGAGGATCTGCTTGTGTAAAGATGGCACTCATGATGATTGCACGAGTTCT17157 A_95_P224932 FG147089

17793 210 28 0 TTCAATGCAACATGGACATGTCATTTGCTGATCCATCACCTATCTTGTTCATCCCTAGCA 17159 A_95_P259286 A_95_P259286

17794 210 29 220 GAAAGCATTCAGAAGGTAACCAAAAATTGTATTGGAGATGTGGAATTTTATGCAGGTGTT17161 A_95_P031996 TC76975

17796 210 31 758 GAGGTTCTTGGCTTCTCAAAGAGCCTACTTATTTTGCTGTGGAAACTGTATTTAAATAAA17165 A_95_P017521 TA12515_4097

17799 210 34 1855 TGCCTTCTTAACTCTGCGACCATGTTTGTCAATATTTAATCCTACCTCCTCATTAAAAAA 17171 A_95_P237584 Y13466

17800 210 35 436 TTCCCCCAATTAGACCAGCCAAACTAGGCAAAAAGGGAAGTGCCACTGATATGAAAAATG17173 A_95_P239559 AM847113

17801 210 36 487 TAAAACATATTCCCTCTGTTGTAAACTTGTCACCTTTCAGTTTGAGGTTCGATTTTTCCA 17175 A_95_P021076 FG631866

17806 210 41 184 TTCTCAAGAAAGGAGTAAAATTTTGCTAGATATAGCTGATGCACTGGAAGCAAATGAAGA17184 A_95_P136762 EB440509

17808 210 43 476 TTGCTTCTTTCAAGAAAAGTTCTATAACTTTTTTCTCTTCCCCGACTGTTCTGAGGATCT 17188 A_95_P100323 BP535324

17810 210 45 499 ATTGCTTGAGTTTCTTATCGTCGGTGCTCATTTGTACATCCGAACAAAGGCTAATATAAA17192 A_95_P091113 EB678107

17811 210 46 902 GAGGCTGCAAATTCAGCATTATTAAAAAGCTATGGACTAGTCCATGAAGACTGTATATCA17194 A_95_P229904 DV159496

17812 210 47 286 CCGCCAAAGCAACTTTGTAACTTATATCATTTCCATTTCACAAGGGTTCTATTCATTTGA 17196 A_95_P216487 TA20716_4097

17817 210 52 647 GTTGAAAAATGGAGTTCAACTGAAGTTTTGGGGAGTTTGGTTGACCAAGTCCTGCTACTG17206 A_95_P308083 FG644587

17818 210 53 1404 CGTGGCCATTAGGCAGTGCCATTGAAGTTGCATCATCATTGACTTAACTGGGAAATGCAA17208 A_95_P206857 EF051589

17820 210 55 841 TTACGGAATTTAGGGCCTTAGCTAAGTGGTTCCAGTGGCTATTGCCAGTAAGTTACATCC17212 A_95_P273201 EB682721

17827 210 62 727 CATTATCTATATGTATTACGGTTCAAGGACAAGGCGCTTGCTTTACGGAGATGAAAATCT17225 A_95_P292698 EB428134

17829 210 64 262 ATTTACTGCCACCCCTCCTATGAACCGAGAGGGGAACCATAACTATTCTTTGTCGGATAT17229 A_95_P034224 BP129934

17837 210 72 298 GTTCCTATCCGTCTAGGGTTTACTCGTGCCCTTTTTCCTTCTCAATGATGGTATTTTGTA 17245 A_95_P188033 FS437228

17838 210 73 458 GAAGTACAATCACAGCACTTCTCCATTGTAACATTCTTAAAACATGCGGATGAAAAAAGT17247 A_95_P022431 BP132516

17839 210 74 413 CAGAAAGATGCCTGCGAGAACTTCAAAACTGAAGATAGTAGGCAAAATTTTGCATCTACT17249 A_95_P220362 TA21591_4097

17842 210 77 1439 TACTGGATCAGCACCAGTTGTAAAGATAGCCTGTTTGGTCCAATTCGGCACGCGTTTTTT17255 A_95_P176417 X98161

17846 210 81 177 GACATACTCTGTGACTAAGAGGTAGGTTGATCACTCATTTGCACTTCGAGCAATATATGC17262 A_95_P141902 EB445518

17853 211 3 536 TTCTCTGTACGCCCACATTTGTCAGATGCACCATTTATATTGCTGTTCATACTAATATTG 17275 A_95_P266581 BP534234

17856 211 6 657 ATTATTCAACAAAATGCCAAGCTCAACCGAGAACTGGAGCTTCTGAGGCATGGACGTCAA17281 A_95_P305543 FG199826

17860 211 10 550 GCTAAACGTGTTACAGAATCCTCTTCTGTTTCTGTGCTATGCAAATGATTTGAGTTAATT 17289 A_95_P121742 DW001833

17862 211 12 371 GGGGTGAAATGCATCTCTCTTGCGTGCTCTGTTTTCTTTGAAAGGAGGAAAATCCAGAAA17293 A_95_P092453 BP531808

17864 211 14 838 CTAAAGAAGGCTCCTGCTGGATTTGGCAAATCATGAGTTTACTGAAATCTACCAAAAAAC17297 A_95_P269006 EB678914

17868 211 18 746 TAATTGCGACTAGCTGATTTTTACTAAAGAATGCCATGACTTAATAGCTTTTGGTGTTCC17305 A_95_P017001 EB437994

17872 211 22 422 TTTCGCTGATGAAATTGGTATTCCTTTTATGGAAACAAGTGCAAAAAGTGCGACCAATGT17313 A_95_P156867 FG171924

17876 211 26 556 ATTGCGAGATGACACTTGAACGGATTATTGTGAAATGTGGCTATGTTGTAATAGATATCA17321 A_95_P219607 FG640950

17877 211 27 350 AGGTGCTTGAACGGCTATGTGTTCTCGGTAATGATGTATTTTTAAACAGTTTAAATCAGT17323 A_95_P107152 CV018234

17879 211 29 771 GAAAAGAGCTTAGTTCTTCCAGTAGTATCGCTGGACACACATCTTTTGCTCTGCTGTGAG17327 A_95_P309558 FG142534

17887 211 37 767 GGAGAAACTTCATGTTCATGTAATTTTACTTTGTTTGCCAGTTTACCTGAGCCTTTCTCT 17342 A_95_P258071 EB677495

17890 211 40 394 AAGCAGAGATGTTTGATGACCGTCCTAGAAAACCTGGTCGTAAGATAGTATGCCGATGGT17348 A_95_P023286 FG642251



17892 211 42 1393 GTTTGCTAATTGATACTGTCAAGCAAAATTTAATTCTACAATTGGTGGGTGCGGCAGATT17352 A_95_P008416 AB032545

17893 211 43 902 GGCTTTAGAAAGATTTTACAGTGGGATACTGATATCGAAATTGACATGCTTCTTGGAATT17354 A_95_P221857 TA21908_4097

17894 211 44 299 CTAGAGCATACATTTAGTGCAAAAAGGACTTGTTCAACTTATGCATACATAATCTGCAGT17356 A_95_P194757 EH617633

17900 211 50 841 ATGGGGTGTGATGTTGCAGCTTGGTGCTGTAGCTTTTGAGGCTACAAGATTGGTTATGAT17368 A_95_P217772 EB427867

17903 211 53 210 AACCAAGATGTACAAACTTCCACACAAGGAGTGACAGCTTTTAATCTTTTCCCTCGTAAA17373 A_95_P033744 AJ632934

17904 211 54 686 GTTTAGAGGGAGCAGATTTGGTTGCAGATTGTAGTCTCATACAAAATCAGAACACCCCCC17375 A_95_P266641 EB683902

17905 211 55 774 CCGGAGACAATATAAGATCCTTTCAATTGTATGTTTAGGTCATAATGTGCTGTTTTTCTC 17377 A_95_P218842 TA21264_4097

17907 211 57 712 CAAACTTCAAGGACAGCTCAGTTGGATACAAATTTTACAGACAGAATCTTCTTCTCGATT17381 A_95_P221247 EH622995

17908 211 58 1096 CTGATTATTTAATATGCTGCAACCATCTATACTTGAGATGTGCAAATAGAGCTATGTTGC17383 A_95_P014386 TA16663_4097

17909 211 59 587 TCTTGCAGCCAAAAACCATTCCATCCCCATTCGTGGGTATATATCATGTGTTGTTGGCTG17385 A_95_P120857 DW000825

17914 211 64 360 ATTTCGGGGTTTTAGTCCAAGGATTGTTGCTCCGTTTAGCTCAAATTTTCAGCTTTGTTC 17395 A_95_P097523 BP531659

17919 211 69 587 TTTCCATCCTGTATAATTTGTTGAAGTGATATCATAAACAGCTGGTACAGGTGGTCATTG17405 A_95_P082995 BP528647

17922 211 72 319 TAACTTTGAAAGACAACGTTACCTGTACGAATTTGGAAGTTGGTTGACAAACAACCCACC17411 A_95_P102852 CV016231

17923 211 73 274 CCTAGTGTTAGTCTCTCTCAAGCTTCGCTCATTGACATTTTCTTGTATAAGAGGTGCAGA17413 A_95_P127567 FG135867

17924 211 74 111 AGCTGTATTGAACCGGTCTGAGAGAGAACTGAAATGGCATGTTGATGAGATCCCACTCAA17415 A_95_P156727 EH614748

17925 211 75 384 CCATTAGAGTACCTTAGAACTTCGAGTTATGGCATAAGTGAAGCACTCTTAAGTTCATGA17417 A_95_P130107 EB430105

17928 211 78 2334 CAGTGAGTAGGTGTTTGCAGAAAGCATTAGAAGTATAGAAATCATCAATGAGATAGCTGA17422 A_95_P306688 AB263747

17930 211 80 494 GAGAAACGTGGGGGAGGGGGCTTTGTTTCTTTTTGTTGTTTTTGAAATATTATTAATTGG17426 A_95_P061695 BP135325

17937 212 2 771 TTTCATTATCAGCATTCCTGTGCTGTTGTTTCCGCGAATTAAATGCTAAATCTTCTTTGA 17274 A_95_P234394 DV160348

17940 212 5 309 AAGGAGTACCGCACAAAAGGTGGCAGACTGAGCTCACCAACATTTGCAACAGGATATTAT17280 A_95_P103142 CV016362

17942 212 7 0 CCGTTCAAGGCAAATCGAAGCTTTCCATCTACTTCGGTCCTAGAGTTGACAATCTTGAAA17284 A_95_P239669 A_95_P239669

17945 212 10 280 GTTCAAGATTTTTGATGTACCGTCTATCTGAAGTTGATTGTCACGTTCTAATGGTTTTGT 17290 A_95_P004531 TA17295_4097

17947 212 12 1214 GCGTCTCTTGTAGTAAAAAATATCTTTGGGTTATTTGTTCCAAGGCCTAAACTAGTAAAG17294 A_95_P028286 TA20135_4097

17952 212 17 401 AAGATCTTGTGTGAAACTTTTATTCCCTTGGGGATTTGTATTCTGCTTCAGCTGAATTAT 17304 A_95_P031006 FG626648

17953 212 18 426 GGAGTCCCCTTCTATTCTCCCCTATGTCAATTACCTTATGTACTTCTTTTGTTAGACTCC 17306 A_95_P098943 BP534702

17955 212 20 394 GATATGGCCAGTGCTACATTGATTCAAATACTGAATTAGACGTCACTTATAACCTAATCA17310 A_95_P022461 TA13487_4097

17956 212 21 839 ACAGGATGCTAGGGTTATTCATTTGCACAGGAAACATGAATGACACCTTATATAAAACTA17312 A_95_P229574 DV160201

17961 212 26 831 TCTCGAACAGTCGAGAAAAGATCAAGAAATGCACCAGTAGGAGTTCCTTCCAGCAAGCTT17322 A_95_P191777 EB450564

17963 212 28 149 GTAGGCTGTGACTATATTGTGCTACTCATGTTACTAACCCAACCACCCCCCAAGAAAAAA17326 A_95_P067680 BP136939

17964 212 29 723 AGTGAGACTGTCTTTTCTTCTTCCCTCACTATTATCAGGTGGAGCCTTTTATTGAATATA 17328 A_95_P015821 EB439146

17966 212 31 587 GCTCTCTTCCCAGTTGTAATTTGTTGGTATGATCCAATTGTTTTTAGGCCCTTTAAGTTC 17332 A_95_P042746 BP130434

17972 212 37 1134 ATTTAGTATGCCTGATTGGTCAACGATGTGTATATAAGTCTTGCCAGCTTTATCTACGTT 17343 A_95_P191882 TA15331_4097

17977 212 42 448 GGGATCACAGTGGGTTTGTTGTTGTCATTGTACTATTTGACGATTCACTCCACTTTTTTG 17353 A_95_P131217 EB431362

17978 212 43 505 GTGGTTTGGAGTTTCTTTCTTGGCCGTCTAAATTATGGGCTTAAGGTTTTCTTTATTCCA 17355 A_95_P198512 FG642795



17979 212 44 123 GGGAATACATTCCGCTTCGATTTGCAGAACACATTACAGAAGCTATCCGAACAATATCTT17357 A_95_P042911 BP130478

17981 212 46 781 TCAGATACAATTACTTTTGGCTATCCATCATCATTGGGCTCAATCTAATGTTTTCTAGCT 17361 A_95_P127352 EB426901

17983 212 48 464 GCAAAATAACGAGTTAAGGAAGTTTTCGGACTTTCCTCAGTTCTTCCCTCCCTCTCTCTC 17365 A_95_P071240 BP525655

17984 212 49 654 TTGGTGATCGGGTGTCAAGTTTGTTTGTGAAAGATGGTTGTAATGTTACTATAATAACAC17367 A_95_P016221 EB431066

17988 212 53 1071 ATCTCTGCAACTCTCCTGTATTTGGATGCTTCTTTTTCCTGATTGGAATGACCAATTGAG 17374 A_95_P251767 AB119476

17991 212 56 772 CTTCAGCGTCCTCAAGTCTTTTTATCAGCTTGAAAGAAAAGGCAAAATTAATGAGGTATT17380 A_95_P179207 TA12449_4097

17998 212 63 753 ATACCAGAGACATACTGAGTTATGCAAATGAAAAGATTCTGGTGAAGCCTTAGCACAGTT17394 A_95_P189227 TA14745_4097

18002 212 67 632 AAGAGATGCAGCGTGTGTGCGCTTGGATTTGTATTTAATTTCTTGAACTTTGATTATTGA17402 A_95_P134787 EB437562

18003 212 68 807 ACCCAGTTTCTTCAAATGCACAGTCAATAATCAATGGCTACAGATTAAAGCTGTTGTAAT17404 A_95_P010021 EB677669

18004 212 69 455 AAGGTGAATGAACCTTCCTCCCTACTGATAAATTTCGTCATGGAAAACGAGTACTAGAAA17406 A_95_P261581 BP132748

18006 212 71 656 CCCTAGTTTTTTGGTTTTTACTTACTCCACCAGCAGAACAAGATATGGTTAAGTTTTATG 17410 A_95_P030346 TA11873_4097

18007 212 72 906 CGAAATATGTGTTCGAATATGGTGATAGTCTTTAGAGCCTCACATTGTTTAAGTTGAGTT17412 A_95_P258201 TA11901_4097

18010 212 75 681 GTGTATGTATGTTAGCTGAGACAGAATAGTGTCCTATTTTCATGTGTGAAATGCTTTCTT17418 A_95_P030056 EB438892

18015 212 80 415 ATATACTTGAGTTTCTGGGCAGAGGTGCACTACAACTCAATCTATCCTCAAGGAGACTTC17427 A_95_P091448 BP531357

18022 213 2 710 TTCCTTGCCCAGCCTGCAGAGAAATATCCGTCAATATTCGCTAAGGATTCTATATTTGGG17439 A_95_P160422 EH619111

18023 213 3 91 CCAACAATTAGTCCCGATTTTGAGGAGTTTATTTTCCCCAAAATTCTTGTTAAAGTTTCC 17441 A_95_P130142 EB430151

18024 213 4 377 TGCGCTCCCATAGATGTAAAAAGTGTATCATTTGGGGATCATACTATATTTGTGAGTGGA17443 A_95_P003676 EB433911

18029 213 9 904 AGATGCCAATTGATAGAGCTTGAGCCTGCTAGTTTTTCTGCTTGTAACCTAAACTGGACG17453 A_95_P244957 EB679726

18031 213 11 826 CTCGTGGCGTCACATGTGTCTTGAGTCACTAAATCTATTTGATCTTATTTTTCCCATTCA 17457 A_95_P218467 TA21181_4097

18037 213 17 742 ATGTTTCGTAGCCCATGAAAGTGACTTTGGTGGAGCGGCTGATTATCACACATTGCTGTA17469 A_95_P160182 EH618839

18043 213 23 676 AAGCTGACAATCAGCGTCATGCTGGGGATAATTCTGATTCGAGCTCGCTTATTCATGCAA17481 A_95_P001051 FG148930

18044 213 24 1097 CCTAACTAAGATTGTTCCTTGAAAGAGATCCGTATCTTGTACGCCTTTTGGATTTTATTA 17483 A_95_P191207 TA15179_4097

18048 213 28 672 TCTTTCATCTTTTTTAGCTGAGGTTTATCGGAATCGTCTCTGTGCCTCCAGGTGGGGTAA17491 A_95_P256464 FG140967

18051 213 31 406 CAGTAGAAATTGTTGTGTACTCGTTTCTTTGTTGAATGCAATAAGAGTCCTCAATTTTGC17497 A_95_P154872 EG649794

18055 213 35 480 GATTTGCACAAACTTCGAGAGGATTTGCTGCAACTGCTGTCTAAAGTGTCTACCTTAGGC17504 A_95_P170741 EH664973

18056 213 36 618 CAGGGATGATGAGCAGAAAGTGGCCTAAGATTATTGCCACTAAGTAAGAATTAGTTTCTT17506 A_95_P153292 EB683563

18057 213 37 1556 GGTTGGAGTACCTACTATCAATTTTGTCGGTGTGTCTTTGTTTTGTATTGTAAGTCTAAA 17508 A_95_P179672 X79141

18058 213 38 49 CGAAGTCACTAGAGGAATATTCTGATACTTGACAGGCTACCAAAAATCGTAAAAATGTAT17510 A_95_P104407 CV016994

18061 213 41 706 AAAGGTCCAATTTCAGGTTCATTCTTCGTCCTTTTTCTCCTATCATTAGATGATTCTATG 17516 A_95_P136452 EB440211

18067 213 47 1110 TGCTGTAAATTGATGGATATGTGGATTTTAGTAGCAATATAGCAAGTCTGGTGCTTTCCC17528 A_95_P024766 TA17938_4097

18069 213 49 816 GGGTATGCATCTCATGTAAGTTCATCAGTGTAAAGGTCTATGTTCTCCCCTTGATTTTTT 17532 A_95_P116237 DV158848

18070 213 50 491 TTGCGCTCCGGAGATGGGTCATTTCATGCATATCTAGAGCATTGTTCCACTGTATGCAAT17534 A_95_P091298 FG159805

18076 213 56 856 GCTCAAACCTTCGTTCACATACAATTACTAATGTCCAATCAAATGATGATAAGGTATCTC17545 A_95_P208197 EB424930

18080 213 60 150 TGTATTTGATGGGGCCCAAATGCTGAAATGACCTCTGTTGCTATGAAAGTTCAAACATTG17553 A_95_P241210 AJ718197



18081 213 61 533 CACATGTACTTTACGCAATCATTGCCCTTACTTTATGTATAGATACTCCTATGAAATCTC 17555 A_95_P270741 AM832190

18083 213 63 369 ACCTGTTTACTGGATACTGCATACTTGTTATACACAAAAGAAAATGATGAACGGAGAAGA17559 A_95_P129672 EB429639

18090 213 70 984 CCGTTTGGATCATCTATTTGGAAAAAAGAAAAGCACAAGGATTAAAAGCTCCTTTAGAGA17573 A_95_P176942 TA11832_4097

18092 213 72 390 CGTGCTAGGCGGGGGCATTCAGCAGATAGAGATTTTATTCAACAGGTTCAACTGAAAAAA17576 A_95_P308533 FG642724

18093 213 73 758 TGCCCCGATGCTCCTAGGAGGCCTGCAAATCGATTTAAAAATATTGACAAGGGATTATGC17578 A_95_P185912 EB434114

18094 213 74 642 ACCAGATTCATGATAATGATATCGTGTTTTTTGGTTATGGGTTCTCTGATTCTCATGATG 17580 A_95_P025417 FG637548

18095 213 75 1398 AGAGCTCAAGGAAATCCGTGGGATGGTTTCTTTTCTCATAATTGCTGGTTTGGAGAAAAG17582 A_95_P257836 EF110692

18104 213 84 627 AAACCCATGGTATTAGGAATCCATTACTCTTCCCTCCTGGTCTATGACAGTTTCCAATTC 17600 A_95_P081785 BP528350

18105 213 85 511 TGTGCCGAGAGTGTTGCCAAAAAACGAGGATCCTAAATTGGTTAGTAGGAATAAGAGAAT17602 A_95_P151762 EB682700

18108 214 3 790 CTCCTTTCCCATGGCACTTGGTGGTTTCTACTTATGGGACATACACTTATCAGCTAATAC 17442 A_95_P195642 EH621524

18111 214 6 294 TGAATGTACAGTGGTGTTTTATGAATTGAATGTCTAAATGGGGATGCATTCCCTAAGTTT17448 A_95_P191792 TA15313_4097

18116 214 11 126 GTGGATTGCTACTATTTGCAAGAGCACTTTGCGGGCATGTTAGGCAAAGTCATGTTTTTT17458 A_95_P033894 AJ717866

18118 214 13 277 TTCTTCAATGAAACAGTTCACATTTTCCGGCCTCTCTTCTCTCTTCTAACTACGACTGAG 17462 A_95_P066300 BP136564

18119 214 14 163 CCTCCAGCCTAGCCCAAATAAGAGTATTGTTTTTGTTGTAATGTTTATGAATGTCTAATG17464 A_95_P139112 EB442808

18121 214 16 762 CCTGGAATTGATTTTGACGTTTCAATTTCTTTTTACCAAACTTCACGCGATCATCGTCTA 17468 A_95_P024096 TC69715

18122 214 17 892 GATGGCCTTGTAAAGCTGTCGTGCGTTACCTGATAATATAATGAGATTTTGTTTGTGTTC17470 A_95_P000146 X52743

18129 214 24 821 CAGATACGTAGTTATCCCGCTCTGGGTTCCTGATATTTACTTAATTGTCGAGGTCCTTCA 17484 A_95_P272326 EB449303

18135 214 30 854 TCTCACCATGCTTCTGAAGAAAGGAGAAAGAGGAGGACTTACCTCCCTTTGACATAGGAA17496 A_95_P292788 FG155230

18139 214 34 346 GTGATCTACTTGTGCTTTTTATCCATTCCAGCCGTGGAGGGTAGGGCTTCTATCCTTTTT 17503 A_95_P092598 BP531878

18141 214 36 394 CATAATTAGCTATCGTTGAATCCCGGTGGACTGCTGAAGCTGGCTAACTACTGGGAAAAT17507 A_95_P075525 BP526751

18143 214 38 283 ATCCTTCTCATAATAAAGTTTACTTCAAGACTCCTGTAGGAATTGGAAAGTCTTTTCCTC 17511 A_95_P161322 EH620068

18144 214 39 1516 ATGGAAGAATCAATTATGATGAGTTTGGTGCCATGATGAGGAAAGGTAATCTGGATTTTG17513 A_95_P063925 FJ026805

18147 214 42 800 GACTGTATACGTCTTTACTCTTTCTGATGCATATCGCGACGCAGGATAAAGAGGTGTACG17519 A_95_P298553 FG160018

18154 214 49 818 TATGAATTCCAAGAATCCTGATATGGTCGTCTTCCACCTTGTAACTGACGAGGTGAACTA17533 A_95_P151207 EB681448

18158 214 53 438 CCTAGGGTTTTGTATTTTTATAGCATCTAATATCCAATGTGATGAAAGGCACTGCCTTAA17540 A_95_P252714 TC63485

18160 214 55 285 GGATCACGTCAGATAACGGAAAAAATAATTGGATCGAGATTCATAACTATACATCATAGC17544 A_95_P012336 BP530730

18161 214 56 206 CGATAAATCTGCTTAAGACACTACTCCTCAGATCCTAATATGCTTATTGTCTTAAGTTGT 17546 A_95_P118342 DV161351

18165 214 60 814 AATACACTGCGTCATATTTGAGTGTCCTCGTGTAATTTTGGTGCATGAAATCAGCGAGTT17554 A_95_P262496 FG139580

18166 214 61 805 TTTTACTGAGAAGAATGCTAACTTGCAGGGTGTGGAATTGAAGACTCAGGATGTTGCTAA17556 A_95_P199602 EB425577

18173 214 68 694 AAGAAATGTACCGACTCTTGTGACGCCTTGTGTTTGTTGCAATAACAGAAAAATTGTTGT17570 A_95_P025406 DW004280

18178 214 73 162 CTCCCCTGAGCATCTGTATACAATTCTTAGTTTAGATGTCTAAATATATAGACATGGCAT 17579 A_95_P120637 DW000599

18179 214 74 893 GCGGAATTGATGTTAACTGTGCTGAAAGTGTATGCTTTTTATTGTGATGTTGTGTATTTC17581 A_95_P014796 TA14870_4097

18182 214 77 1514 GAATATTGCATGTGTGAGTTTGACTTGAAACTTCTATTCCTTTTGCTGCATAGATGCATA17587 A_95_P006496 TA13272_4097

18183 214 78 797 GCAAACCAAACAGATGTTTGTACAGTAAGAGGAAGCAAATCGTGTTTTTGGTATTTTGAT17589 A_95_P009256 DV159699



18188 214 83 481 TTCCCAACGTGACATGTCCAGATCTTACTTCTATTTTAATCAAGCTGAAATGGTTTCATG 17599 A_95_P185122 TA13846_4097

18190 214 85 781 ATTTGCCGAAGTATGGGGAAAGCTGTCATTGTTGCCACCAACATGCTGGAAAGCATGATT17603 A_95_P206647 TA18563_4097

18195 215 5 472 AGCTACATGATATGAAGTTCCAGTCCAACTAAACAAAGGTTGAGGTGGGTTTTTGAACCG17612 A_95_P130942 FG623870

18198 215 8 515 CTGTTAATTGTTATGTATTTTAATAGGGTTTGAGTTTGATGAATACCCTGGTCGTGCTTG17617 A_95_P074725 BP526541

18199 215 9 1333 ACTCGGGTGGTGAAGAGGTTATATATATAAAGCAGGGCTTCTGCTGCTGAAGGAATGAGA17619 A_95_P202167 TA17577_4097

18211 215 21 0 CTCTTTGATATGGATCCAAGTGTAATAACAGGTGCAATCGATCAAGATCCCATAGCACAA17643 A_95_P302318 A_95_P302318

18214 215 24 862 GGAAGGAGGAAGACCACTCGATATAACTGTCACGAAACTGGATGTAAATAGTATTACTGC17649 A_95_P010011 EB427799

18218 215 28 759 ACTGCCTCCTCCCTCATATCATACCCTAAACCCTAATGATCTAGAGATTACTGTGTTATT 17657 A_95_P302403 FG177828

18219 215 29 803 AGCATCCCGTGCCAGGAGACAAAGTATGATTACGTGAACGGATGCAATTCAGATGCATAT17659 A_95_P126842 EB426202

18220 215 30 352 GGCTGCTCCCTGTATCTGTCGTTAAATCTGATATATGGAATTTTGAACTTTTTCTAGCCC 17661 A_95_P029491 TA17540_4097

18222 215 32 645 TGTTCTATAGGTGTTTCCTTAAAAGAGGGCGATCTAGGGACCGATGATGTATGTTCCGCA17665 A_95_P155957 DW003703

18223 215 33 711 CTTCTTGTTGCTCAATTGGAACTTTTGTTTTCTTAAAGTTTCTAATTCTTCGACAGGCCA 17667 A_95_P315028 FG199077

18224 215 34 1269 GAGTGAAGTTTACAGTTATGTTGTCTCCAAGCAAGACTAAGTATGTGTTGTATGCATTAT17669 A_95_P178817 TA12351_4097

18227 215 37 580 TGATCACATGCTAAAATGATCATTATTGGTGATTCAGAATATACCTTGGCAGTTCTGTCT17675 A_95_P156572 EH614292

18231 215 41 354 CTCTATGGATTTGGTGGTTAGGTTGTATCAGTAAGTGATTTTAGGTAAGTGTAATGGTAA17683 A_95_P104892 CV017209

18232 215 42 626 TGTGGCTTTTGATGATAAACTCCTCCTTGTCAAGTATAGGAATTGTGAATGTTGATTGTG17685 A_95_P017791 EB426919

18233 215 43 313 AGAAAGTGAAGAATACTGCACTGTACATGTTGAGCCGCACCAACTAGATTGTCAGGTGTA17687 A_95_P090243 BP530876

18234 215 44 669 GGAATGCTTTCCCATAGGTGAACATGTATTACTTGACCTTTATCTGCAAGCTACTAAGGA17689 A_95_P068390 BP137117

18235 215 45 463 GGTAGATGAGTTACTCTTTATATGCTGTGGTATTTTGCCCTCCAGACTTTATGTATTACA 17691 A_95_P019946 TA13616_4097

18238 215 48 682 CAGACTACATTTCCATATCCACTTTGAAGAAACCTGTACCATGACATAATCAAGGATTTA17697 A_95_P194112 TA15823_4097

18241 215 51 246 CTTTTCTAAAAGCCTCAGGAGATGGGCAAGCAAATGGTCCAGATGATGAAAACGTTAAGC17703 A_95_P070115 BP192523

18245 215 55 1061 TAAATCATATGGTATGACCCCACTCCATCTTGCTACTAAGGGAGGTCACGTGCGAGTTAT17711 A_95_P148312 TA15076_4097

18250 215 60 510 TCAAAAATCATACAGAATCCCTCTACTCTGGAGCTGCAAAAGGCAGCAAATCAAGGAAGA17721 A_95_P082600 BP528551

18251 215 61 265 ATAAGACTACTCCTCCAACCTTTGAATTGCCAACTATGGCTCAATATAACATCAGCAGTC17723 A_95_P085700 BP529351

18255 215 65 806 TACTTGGCTTATTGAAGATGGTTCCTGCTGCAATGATAATCAAGCACATCATATCTTTTG17731 A_95_P147067 EB451309

18256 215 66 134 TACATAGAACATGAACACAATCAGAAATACAATAATCTTTGTGGCCTTGGGTTTCGACCC17733 A_95_P145647 EB449412

18258 215 68 776 TCCTACTTTTTCAGCTGATTTACATTCAAATTCTCATAGGAAAGTTTGGAGATGAGAGCA17737 A_95_P297738 FG172791

18260 215 70 787 ATTCCATTACTGAAGCAAATCTTGGATTCTTTGAGACTGGAATACTAGCTGGTCCATTTG17741 A_95_P161022 TA12711_4097

18262 215 72 1541 GGAGTTTCTGAGCTGTTGTTTATTGTTCATGTATGATTTTGAAATCCTTCGGATATGATG17745 A_95_P002976 AB264104

18268 215 78 184 ATACTACAGCCCATACCCCTAATTTCTGGTTACATTTTGGAATATCGTATGGGTGTGATA17757 A_95_P107477 CV018396

18271 215 81 617 TGGATAAACTTCCGTCTAAAGTCCCAGTTGACACTTGAAACTAAAGTTACTACTATCTAA17763 A_95_P018361 TA12423_4097

18273 215 83 1584 CTTGTTTGGCGAGAAAAACAAAAGGTGATTCGTACTGAGAAGTTTTGTAGCATATCTTTT17767 A_95_P251723 X65974

18277 216 2 267 CCACTGTTACGGCACTGACAGAGCCTATTGATATATATAGTGAATGGATTGACGAGTGTG17607 A_95_P089768 TA14411_4097

18283 216 8 1097 ATATCGTAAACCGGTTGTATCATGGAATTAATGTTTATATTTGATTCCCGTACTTCTGCG 17618 A_95_P015861 TA14048_4097



18289 216 14 865 TAATGCATCTGTATAATATGTATTTCAGTGGCCAGAACTGCATCTTTGTAATTGTCTGTC 17630 A_95_P182647 DV157864

18292 216 17 911 TTTGCACCACGCTCCCTGCAGCTGGTCATCCAATTACAATAATATGAGCGAATGAATGTC17636 A_95_P011641 TA13889_4097

18295 216 20 407 TTGTATTGTATGTGTGTGCTCGTTTGTGAGACTCTCAAGTTGTGTTAGTGGTTTGTTTTA 17642 A_95_P023611 FS416927

18296 216 21 287 CTTGTTGATCTTGGATCGAACAAACTGGAGGAGCAACATGCTCACAAACTCTCCTACATT17644 A_95_P102522 CV016057

18297 216 22 458 GGATTCAACTCTTGGTTGTTGTACAACATGGATGTCACAATTGTATTCATGTTAAGTTCT17646 A_95_P001336 FG641133

18298 216 23 345 TGGGGTAGTCTTGTAGAAATTTTATCCGAATATGCGATTCAGCTTAAAAGACAGCTTACT17648 A_95_P110792 CV019908

18302 216 27 985 ACCATTCAACTTATCCTGATGTAGTGGCTTTTGGACTCTTTTGTTGAACATTGTTGCATG 17656 A_95_P000431 X97967

18303 216 28 461 TTTCTCAATCTGATATATTTCTGTAACGTGATTTGGGGTGTAATGTAACAGAAACGTGTC17658 A_95_P000156 TA11669_4097

18304 216 29 843 CTCGATTTGAACTACGGCTTTACCAGATAAAACTAGGAACGATGGATCAGGATGAAGCTC17660 A_95_P269541 EB427988

18309 216 34 698 CGGATGATTGTGAATTTGCGACATTGCACATTTTTTCAGCAAGTATGTAAATCATATTCC17670 A_95_P019961 DW001751

18311 216 36 586 ACGACTGGAAACCACCACTTCTATATTACCTGCTCCTTATTTCCTCAAATTGTGTGATTT 17674 A_95_P005811 TA12644_4097

18313 216 38 744 GGATCCAAATCCAAATTCAGAATCACTACATTCTAAGATTATGGAGTCAACTTGGGTTTA17678 A_95_P162037 EH620779

18314 216 39 848 TTGCTGAAATCCTGGTGGTTTACCTGGTGTATGAAGCACTGAACAGATGAAAGAGAGCTT17680 A_95_P288078 FG139528

18318 216 43 680 GGAAGGTTTAGTCATCAATCACTTAATTAAGTGATGCATCTATGCTCCACATTGCTTAAA17688 A_95_P151642 EB681893

18319 216 44 955 GCATATCTCCAAATTCCATTCAGACACTGTTGCTCGAAGCTATGTATTGACAGCCCTTGA17690 A_95_P204337 TA18044_4097

18320 216 45 667 CGGAACCTACATTGGTTGAGTCGTAAAAAGATGATGACTATTATGACTTTAGTATCTGAT17692 A_95_P188902 TA14675_4097

18329 216 54 457 AAACGCTAGAATAAAATAGCTTTAGTCAAGGTTTGAAGTTCCATTCGATGTTTTCGGCAC17710 A_95_P209662 TA19238_4097

18331 216 56 1826 GCAAGGTTATCATCCTTGAGTCTTAACAGGGGAAATATTGGCTAGATTTTTTGGATTTTA17714 A_95_P004586 TA12215_4097

18336 216 61 791 TTTTCTGGAATATCTCAACAGTTGCTAGCCGTCCCGAAGCATGTCTTATGGGTATGATAG17724 A_95_P298623 FG148948

18339 216 64 660 GACAAAGCAACATATTTCTGTTAGTACTTCTCTTTCTGCGAGTTTTTATCGCAACCTTTT 17730 A_95_P028766 DW005049

18342 216 67 906 GCATGTACAATAAAAATGACATATATTGCATTGCCCTCTACTTTTTTCGGCTTGTGACAA17736 A_95_P183002 TA13354_4097

18346 216 71 93 TATCTAGATGAATTATCCCTATAGAGGAATCATCGTGGCGCATGAGGAGGAGGAGGAGTT17744 A_95_P141122 EB444915

18351 216 76 791 GCAGGCTGAAAAGTCTCTCAATAGAATTTCCCTTTTCCTCTTATGCTGTTTTTCTTCCTT 17754 A_95_P265876 EH616818

18355 216 80 870 CCTATCCCCTCTGATGATGCTGGGAAGGAGGAAGTAATTGCAGCTTTGGTTACAAATGTT17762 A_95_P227144 DW000809

18357 216 82 767 GTTGGGTGTTGCCAATATCTCCATAGAATTATTTATTGAAAAGCCTTGTTTGATTTGGGG17766 A_95_P162207 EH621097

18358 216 83 867 TCTGGAAATTTGTTTGAAGCAATAGGAGACGCTGTTCGTTTGGTACTAAAGGGAAAATGA17768 A_95_P219092 EB447431

18359 216 84 681 TGTTCGAGCTTACATCCAATCCAGGTTCCAGATTCTGATATTGGATCACACTTTGGCATG17770 A_95_P144937 FG157727

18361 217 1 871 ACACTCAGAGCGTCTGATGTAATGGCTGTGCTATCTTAGTTGGATATCGAGTTAATTATT17773 A_95_P016176 DV158991

18362 217 2 451 GAAGTTGGAGATGGTGAGGCTGGTGATGATAATCACATTGATACTCATCCTGCTGTTAAT17775 A_95_P071590 EB424987

18363 217 3 868 TTCATTGCAGATCGTTACTCATCATACCATTCGGTGTCTGAGTATCATGTATATGAATTT 17777 A_95_P217002 EB682225

18372 217 12 1396 CTTAATTTCAAAGTGACCTCCGAAATTTATTTCTGATGTCCCCGTATACAAACAAGTTCT 17795 A_95_P007521 AF321140

18374 217 14 845 AGCTGTCTAAGCTCGTTCTCTATTTCGTCCATACTTATATGCTCAATGATGGCAATCATC 17799 A_95_P229569 DV159750

18376 217 16 815 ACTTGAATCTTTTACCATCACTGATGAAGAGTGACTGCATAGTAACTTGATTGTGGCGTC17803 A_95_P268026 DV999271

18377 217 17 500 GGATATGATAGATGGGAAATAATGTAGAATAAGTTATGGACTCAACGCCTCGGAGTCTTG17805 A_95_P123597 DW003466



18378 217 18 815 GAGACAAGAGGATTATGAGAGAGAGTTTAATTTTAGATTCGAGGAGAATGCAGGGGATCG17807 A_95_P149077 EB678729

18379 217 19 892 CAAAACAATCATGTCGGAGAGTTAGGTAATGCATACAAGATATTGCTGGCCTTTTCAGGT17809 A_95_P282893 EB680466

18382 217 22 807 ACAGATTATCCAGAGAGCCGCCAAGTTGTCCGATTCCACTCCCGATTACATGACATTTTT17815 A_95_P230714 FG157344

18383 217 23 582 TGGCTTTATTTTGGGACTGAGGCGTAGTAGTTGTTGTATATGGCCTTGTATTTACACAAA17817 A_95_P140137 EB444089

18386 217 26 821 GGCACATGGGGATATGCAAAGTATATCCATTTGCAATGGAATATAATTTGATGCTATTGA17823 A_95_P250077 EB450661

18395 217 35 630 CTAGGAAGAGGTTATCCAATCATTTTGTAAGCCTCTTTGTAGTTGAATTATTTTTTGGGG17839 A_95_P207267 TA18703_4097

18400 217 40 68 TATCCTATGCGCCGACGTATTTTCCTAGTTTGGATGCTTGCAACAAACTTTTCTCATGCA 17849 A_95_P032141 CV021711

18405 217 45 442 CACCTAGTATTTTTTGCCTCTCTTGGATTTGGAGTTGCAGGGCTTTATTCTATCAATATA 17859 A_95_P141042 EB444843

18407 217 47 899 TACTTCTAATGCTTCTGGTTCATTATTGGCAAGCTCTACCTCTGTCCTGGACCGGTACTA 17863 A_95_P217522 DV162291

18410 217 50 1342 AGACTTTGTATCAGAGATAGCTTGTTCCGACTGGCTCAAAGTGCTACACAGAGGCAATGT17869 A_95_P199442 TA16995_4097

18417 217 57 836 AATCAGAAATTAGCTCATCCAGTGATGATAGGCGGAGGAAGAGGAAGAGATCTAAAAGAG17882 A_95_P027476 EF051139

18420 217 60 2363 CGGACACACACAAGATGTTGTAAGTTGTTGTTGGACATCGCTAATGTCTATTTGCCTTCT17888 A_95_P210327 AF435452

18423 217 63 829 AACCTGCACACAAGAGACAGCGCCAAATTTCCAATGTTGAAGGTCAGTACTCTTTGTGAT17894 A_95_P121927 DW002005

18425 217 65 678 ATTGTTCTCAATCATGTGTATAACAAGCGGAAGCTACAGTTGTTTCGGACAGTGGAAACA17898 A_95_P291173 TA20561_4097

18431 217 71 522 CCCCACCGCCAAAGAAATGAAAAATGAAATCTGGTGGAAGGATTTGAATGAAGCAAAGTT17910 A_95_P124537 DW004346

18433 217 73 495 AAGCTTCAGATGAAGGTCTAGAAGGAGTGAGTGGTGAAGAGGAATCAACAGATGATGAAC17913 A_95_P052061 BP132816

18434 217 74 685 GACAAACTAACTGTATGCTCTTGATGAGTTGATTGAATGATAAATGATGAGAAGGGAATC17915 A_95_P014136 TA18995_4097

18435 217 75 589 GGAGGAGCTTGAAGCTAAGGCACTCAAATGTTTTACTTTTTTGGTTATATATGACAACGA17917 A_95_P268631 EH615283

18436 217 76 176 ATGACTTCTGCTGCTATGAAAGTTCAAACGCCGCTTGTTTGTGTGAAATTGCCTTTATCT 17919 A_95_P034134 AJ718198

18438 217 78 703 TTTGATTAACTCGTTTTAGGAGTTGGAAGTATGTTGTATCACTAATAGATGAGTTGCAGC17923 A_95_P146267 EB450252

18443 217 83 1069 AGTAGTCAAGCTTACACATAGTAATGTGCCGGAGGAAGACAGATATGGAAATGCAACTGT17933 A_95_P034549 TA15200_4097

18449 218 4 706 CTTGTTGATGTCATGTTGTGAATTATGAAGATGGTCATGTATAATTGCCTCCAAATGATG17780 A_95_P116512 DV159279

18451 218 6 208 AGCGGAGGAGGCAGAGGTGCTGGAATGAACATTCAAGACATATTTAGCCAGTTTTTTGGT17784 A_95_P176222 T18328

18457 218 12 264 CTTTTGGCTTCTATTTGCTGTTCTGCTGTAATTATCCATTTGTTATTGGTACCGCTGTTG 17796 A_95_P009706 TA13806_4097

18464 218 19 1289 GAGCTCAAAGACTCTCTTCTGTTTGTATAGCTTTAAATGTGTTTTCGTACACTTTTTGGT 17810 A_95_P192732 TA15518_4097

18465 218 20 405 AGACGAACAAGGCAGTTCAGATTGTCTCTCCGTTGCCTAAGGATTGCAAGAAACAGAAAG17812 A_95_P083420 BP528755

18466 218 21 494 TCACAAGTTATTATGACTCTGATGTGACGGTGAATCTTACTTTTCCAAATGAATTTGCTG17814 A_95_P281278 AM821017

18472 218 27 738 GTGTTCAGCTTCTTGATTTCGGGTTTGATGTTGTTCTATCACTTTACCGGGTCGGGTTGT 17826 A_95_P128397 EB428100

18477 218 32 115 GAAGAAGATCTAGAGTAAGTAATACAAGAAGAGGAAACCGCCATTTGGGTTATGATGCTT17834 A_95_P030601 BP532130

18478 218 33 1035 GTGTTGGTGACTTTGCTCGTATTTATAGTCTTATTTGCATGTTGCGTAATCATCTTTGTA 17836 A_95_P008136 AB119480

18481 218 36 509 CTAGGTTGAACTTTATCTTACTGTTCTCCTACAAGAAAATCATGAAATCCGTCTCCTTTT 17842 A_95_P061355 EH623004

18482 218 37 273 GATGGTGTTTGCATTCCAACAGATCCACTTCCTTTACCTTCAGATATGCATGTATCTTCA 17844 A_95_P095143 BP533037

18501 218 56 1174 ATAAAATGGGAGTCATTCTTCCTTTTATTGTGAAATAGTAGTAGTACTTTTGGTTCCCCC 17881 A_95_P007656 TC40222

18502 218 57 719 TCGTCAGTTGTCAGCAAATGGCGTGTGATTCTGAGAATTGATAAAAGTGTTAATCGAGCT17883 A_95_P310573 FG136991



18503 218 58 523 CACTTGGTAATGCAAATCAAGGTTGGGTTGCTCCAACAGTGAATATGGGATCAACTGTCC17885 A_95_P083950 BP528896

18506 218 61 754 GCTGTGATGAGAAGTACACAGCGCGATATCTTGTTCATTGAATTTAATAGTAAGAATTGT17891 A_95_P252674 EH623728

18507 218 62 601 AGACTCGTGACACCAGATTGTTGGGTTTATGTAGTTTATTGTTATTTTGACTTTCCGCAT 17893 A_95_P157367 EH615412

18509 218 64 500 CGTTATACATTGTCTGGGTGTTTAAACGAACGCTTTCTAATATGGTTAATTTCAGTTGCC 17897 A_95_P293783 EB437715

18515 218 70 539 AGGCTGATCAATATTTGAGATTAGAGCGTTGTATGGTTATGTACAGAAGTTGGTATACGC17909 A_95_P124802 DW004605

18516 218 71 1707 TACATGGGTCGTATCAAAAAATTGCAGGAGTACCTGACAAGGTGCGCACAATTGTGAAGC17911 A_95_P170556 TA15521_4097

18522 218 77 713 GTAGTAATGCTTAATGGATGTACACTTTTTTGGTGGAAGAGAAAGTGAACATTAACTGAC17922 A_95_P155577 FG642423

18523 218 78 873 AGTATGCTTCTTTGCGTGCAGAGCCAGATTTCAGTGTGTTAGGAAAAAGGCTGGGAAAGT17924 A_95_P119032 DV162127

18526 218 81 623 ACTTTCACCTCTATCCTGGATATGGCTGGAGTTCTCTTGCCATTCTTGAAGTGGGTCATT 17930 A_95_P121312 FG161763

18532 219 2 0 TTATGTGAGCATGGGGATGTTTCAGTGAGCATTTCTGGAAGTTTGGCGGACATTGGATGA17940 A_95_P248222 A_95_P248222

18536 219 6 760 CTTTGAAGCGGCATACACTTGTCTTACGGAAAAGAGATATAATGCGGAGAAAAGCAGAGG17948 A_95_P208652 TA19015_4097

18539 219 9 414 TGTAACAGGGCTGAATTTCAGACTCCTGTCCAAATTTTGAACTTAAATGATTTATAGACC17954 A_95_P099663 AM828280

18540 219 10 637 GAAAGTGTATTTGGGAGATGAGTCTAAGCCTAATGCCCCTGCTGGAAAGAGCAATGATGT17956 A_95_P138817 FG145780

18543 219 13 811 ATTTTTCTCTTCATGTGTTTGTCTGGGATAACAGCCTCGTTATGCGGTGGGGAAGCATCT17962 A_95_P136962 EB440696

18545 219 15 753 ATCAATCCCCTGAACTCGATCAGAAATTCCCGTTGTCAGTGGACCCTTCTTTTGAAGGTT17966 A_95_P000116 FG157904

18548 219 18 745 CTTGTAAAGAATGATGATGATGCTCTGACTTCTAACTGGAAACGACTCCTGTAAATACTG17972 A_95_P206587 TA18550_4097

18550 219 20 1227 CAGTCATTGTATTGTTGAATGACAGGGATAAGAAATATTCCTCAATTGTACGAACTACGT17976 A_95_P010081 TA14849_4097

18552 219 22 0 TGTATGTTTGGACTGAAGAAATGTCCAATACTTTGAATTTCATTCACCTTATCCATCTGG 17980 A_95_P304773 A_95_P304773

18553 219 23 1758 TACAGAAGAGCTGTTGGCAGCTCCCTTAACTCAGAAACTATTCAGTAATTCCTTTTCTGG17982 A_95_P221947 X92967

18554 219 24 2455 TCTGTTAATTAGCCCAAAATTCCTGTTACCATGGGCAATGAATTTGATTACAGAAACTTG17984 A_95_P190327 Y11996

18555 219 25 1735 CATTGTAAGCAAATGGTAAAGTCCTTCCTTATGTAGGATTTTGGTTCTTTTCCAGGAATA17986 A_95_P182027 TA13117_4097

18558 219 28 684 TAATCTACTATTGGAAGCTGCAGCTGCAGTTTTGTCTCGTAGTTCCTCTAGTATCATTAG 17992 A_95_P232364 DW002772

18559 219 29 728 CGTCCACTTGTAGGCTTATGTGTTTCTTGTTTACACCATATATATAGGGTATTTTCCCCA 17994 A_95_P161307 EH620045

18560 219 30 1352 GACCCAGTCTTTGCAACTCTGGATATGTTTCTTGTTTTTGTTGTGTTATGAATGTGTAAT 17996 A_95_P009326 AJ133422

18561 219 31 827 ATTTGGTGATGAAATCAAATTTCATGCTTTTAATGATGCAGATCTCCTCTAGTTCCTCTC 17998 A_95_P187057 DV159114

18563 219 33 364 ACGCACCTCATTGGTGTTAGTGAACTTGTTTTATTGATTGAGATTTCTCATCATCACTAT 18002 A_95_P130372 FS429628

18567 219 37 801 TCTCAGGGCAAGAATCGTGAAAAAACAGAATGCACTTTGTAGCTGGATTTCAAGGTCGGA18010 A_95_P272596 EB451374

18568 219 38 102 GGTTTTTACTGAGTGTACATGCTCAAAGATGGGTTCTATGCATTGCCCCCTCTTTTGTTT 18012 A_95_P120792 DW000751

18570 219 40 3102 GGGCAGTTGTCTACACAAGAATGTGTTCTTTGGTTTCAATTGTATCAAGAGAAATCAATT18016 A_95_P025156 AB032541

18572 219 42 918 AGACACTCCTTACCAAAAACATATCTGACTTATTATAGGTGGCAGTTAACCTTGTCCTCA18020 A_95_P015726 TA15561_4097

18580 219 50 792 GCACTCTGGATAGTGGAAAAACATCTTCATTTGCAATGAGTCAAATATTAGAAAAGGCTT18036 A_95_P216017 TA20613_4097

18581 219 51 839 TGAGAACAATCTTCTAGAGGCCGGGATATTCACATTCATTTCCCGCTGAGCTGTACTAGA18038 A_95_P284758 FG159803

18583 219 53 860 CTGCTTGCTTGTTTGTGTGATGAGCTTGCTTCATATTACAATATTTATAGTTGAGTTGGA 18042 A_95_P014681 EB679140

18585 219 55 1138 CATCCATCCTCTTGCATAGTCTGTGGAATGGCTTTGTATTCTTAGATTTAATGAAATGAA18046 A_95_P008506 TA14305_4097



18587 219 57 685 ATTGATCTGCCAGCAAGCTGATGAAGTTAGTAAACTTGGGGGTCCTCCAAAGTAATCAGG18050 A_95_P164527 EH623769

18589 219 59 166 CTCGTTTGCTAGCAGAGGATGGTATGTAATGAAGTATTTCTTTGATAACAGTAGTCAAAT18054 A_95_P141642 EB445312

18594 219 64 661 GGGGGTACTTTGTGGAAAGTGTAAATATGTGAAATGTAAAATCTACAACCTCTTGGAATT18063 A_95_P214612 TA20299_4097

18597 219 67 327 GAGATGCAGCAACCACACTTTCATCAAGTTCTACACAATCAACAAAAGAATGCGATTTCT18069 A_95_P086090 BP529450

18598 219 68 684 GCTGAACCACAGGCTGCAGAAGAGACTCAAGATTAGTCATAATTATGAAAATAGTGTTGT18071 A_95_P126982 EB426388

18600 219 70 86 TTCCACTACTTGTGGAAATGGATCATTGTATCAATCGGAATTGCTATCCATTGTTAGTAA18074 A_95_P030111 CV016797

18611 219 81 1714 GTGTCTCTCTAGCAATGCCAACTTCTCAGAAGTAATAAAAAATGTATTGATGAACTTCAG18096 A_95_P014366 TA15877_4097

18615 219 85 389 GGCGACTAGCAGTTTCATTCTTACTGGATGTGTTACTTCTTTGATTTCTTTGTTAGAAAT 18103 A_95_P219892 FG641158

18618 220 3 671 TGCACCTGGATTTTGGGTTGGAGTTCAGTTTGATGAACCAGCAGGAAAACATAAAGGGAA17943 A_95_P253524 FG641440

18627 220 12 687 AGGGCTGTTATAAACTCTCCATTTGATCTGCTTTGCTTCTCTGCTTCTCTGCTTCTTTGT 17961 A_95_P135692 FG643304

18628 220 13 1151 CAATGGTTATGGTAGTGTATAAACAAAACTTGGCACTGTTTGCAAATTGCAAATAAAGGG17963 A_95_P200302 TA17179_4097

18630 220 15 641 CAGGAGACTGAGTACATGAGAGAATACTATCAGTATGTTATCTATTTTCTCATTAACCGT17967 A_95_P137532 EB441250

18631 220 16 420 AGTAATAGCTTGAAGGCCTCAAGGTTTCCCTTTTGTGCTGTTGTTATGGCTGCGACAAAC17969 A_95_P014426 AY740530

18632 220 17 809 GGTTTTCTTATTAATGACATCTCATTGTCAACAATACTTGTGGGTCAGCTACCACATTGC 17971 A_95_P003841 DV162691

18636 220 21 717 GAAGGTTAAGGTAAGACATTTGGTTGATGATAATAAGAAAAGGTCACGTTCCTTTGCTCT17979 A_95_P149897 EB679885

18637 220 22 867 TCTTGACTTTTGAGACTTGTCGTGTTCAACAGTATCCCTTCACAAACAACCAAGCTATAC 17981 A_95_P229314 DV162045

18638 220 23 423 TATTTGTGTCGGATTTTGGACCTCAACCAGAGAAAGAGAAAGAGAAAAAGAGTGGGCAAG17983 A_95_P122922 DV999293

18641 220 26 1300 ATCCATTTGTGCTCAAAACCAAGGGACCAGATGTCAAGCAATGTGGACTTAACTGCTGAC17989 A_95_P197492 TA16572_4097

18646 220 31 151 CACTTGGCTTGTAAGCTTTGAATTCCAAGTTTTGAACCCTAAATTGGCAATTGCTTATAT 17999 A_95_P006626 CV016052

18648 220 33 480 GAGAGATCGGCCTGGCATATAAATGAGGAAAATCTCTCTCTTTCTCTCTCTCTCTCTCTC 18003 A_95_P095238 BP533092

18649 220 34 911 CGTGTAGGCATTTGAAACAACAGTTCTACTGTACTGATATGTCATTTGTAGTTATGAGAT18005 A_95_P003961 EB425137

18651 220 36 126 TCCTCTGTAAGTTTCTTTATTAAATGTTTTGGTCATACACCCAGAGCAATGTATTTGTGC 18009 A_95_P066045 AM819908

18652 220 37 924 AAAGAAACTGTCGAAAGTTTGAAGGAAAAAAGGTTTTTTGGAGGCTCATCGGCTATGTGA18011 A_95_P240394 AY911855

18654 220 39 265 TCTCCACTGTAACTGTCTACACCACAGGCCCATGATTTGTTTCTAAATATAAAGTAAATA 18015 A_95_P033774 AJ632967

18658 220 43 418 ATTAATCAAATGCTTAAAACTGGAATCGCGGAAAGAGCTCATGTTGGTGATTCTCTTGAG18023 A_95_P076970 BP527130

18659 220 44 662 GTGTTGTCGAGATTTTATGCCGTGGACAAAGCAACACTGTGGAGATTGTATTTCTACACT18025 A_95_P287863 FG198220

18660 220 45 675 GCCTTGTCTGAACTGTTTCGTACAACAATTTTGATGTGAGACCAAGTGTTATTACTGTTT 18027 A_95_P004076 TA12299_4097

18661 220 46 769 GGGGGTTGTTGTAGTTAAAAATGGACATTTATTATTCTAACTTATCATGTGTTCCTACGG18029 A_95_P238694 EB449711

18662 220 47 592 GTATTTGCTTTGGTCTTTACATCTTCTAGGTGTAATTTGGTAAATGGATCTCGACCAGAT 18031 A_95_P209447 BP130751

18666 220 51 1391 GAACATAGACTGCAAGTTGGCATTATTGTTCTGTGGACCAAGTCCCCCTTCCCCAAAAAA18039 A_95_P024876 TA16043_4097

18669 220 54 627 CTTTGGGCTTAGTGCTCATTCGTGCTTGACCTATCTTATGTATGCAATTTAAAACGTTTC 18045 A_95_P001661 EH617929

18676 220 61 166 CCATCGAGGTCCAATCCCTTCTATTTTATCTTGAATCCTTTGATTTTATCATTGAGATTG 18058 A_95_P134372 EB436614

18677 220 62 372 AATTTTTACGGTGTGGCTAATTTAATTCTAAAAATTAGCTGGGGGTGGCGGGCAGAATTA18060 A_95_P104982 CV017249

18683 220 68 765 GTTTATAAGGGTTTACTGTAAGGATTTATCTGTTGGGGTTGGGCCCAATAAGTCGTCCGG18072 A_95_P028361 EB426542



18686 220 71 815 CCTTTGATGTTTTGGATGCTCCAAGTTATTTGGTGTTCCATGTAATACATGTATGTTACA 18077 A_95_P283613 FG638542

18689 220 74 403 ATCTTCTGGAGTAGAAAATATTTACAAGAAGCTTTACGCATCGATTCCTGGAAATGTAGA18083 A_95_P065415 BP136325

18690 220 75 847 CATCACTTGGCGAAATTCAGTTGATAACAACGAGTATTTGAGAATAAAGGCCGTGAACTT18085 A_95_P148597 EB677958

18691 220 76 1019 ATGAAGTTCAGCTGCTTGTAAAGATACTCTTTTATGTTCTAATGCCTAATGGACTGAAAG18087 A_95_P023751 TA16718_4097

18692 220 77 1823 GCTCCCTTAACTCAGGAACTATTGCAGTTTAAGCCAATTAGAGTTGAGATAATAACAATA18089 A_95_P217622 X92966

18693 220 78 196 ATCAAGGACTCGGTCGCGTTCTTTCTTCCATGTGAGAACTGTGGTTACTCTAGCTTACTT18091 A_95_P040286 BP129787

18695 220 80 105 TACCACAATATCTGTCGGTCTTATAATTTGTGTTGGCAGGAAGGGATTTGTTTAAATTGA18095 A_95_P023186 EB445368

18696 220 81 540 TTCATGCTCGTTTTCATGCCCGTGTGGGATATCTTAGCATTGAAGAAGAGATCAGAGAGG18097 A_95_P108267 CV018754

18702 221 2 715 TCCAGCACAAACATTGTGCATGCGAATACAATGGATGGCTTTATCATCTTTCAGTGTTGC18107 A_95_P181882 EH623509

18704 221 4 0 TGATCACATTTCATGTGTGGTATCATTGTGGTACGTGGTTGTACTCGGATTACGACTCCT18111 A_95_P292023 A_95_P292023

18706 221 6 832 AGATACATTTGTGTTCTGTGCAGCTGTCTGTTTCAATAGCTGGCTTCTTTTCTATTTCTT 18115 A_95_P266946 DV157514

18707 221 7 882 TGCAAACTATGTGAATGGAGTTGTTGGTAAAGGGTGGAGCTGTGTATAACAAGCATGCAG18117 A_95_P230484 DV158244

18712 221 12 839 TGATAAAAGAAGAAGCATCCCTCGGAACTGGCGATCCTGAATTTCCAAAAGCTATTTGGC18127 A_95_P292748 EB428339

18714 221 14 1507 ATTTGCTCATGGAAATCCTTGCTTGGTAATGATTCTCTACTGAGTTACCTTTCTATTCTT 18131 A_95_P027281 TA14519_4097

18716 221 16 856 GAGATTGAAGTAAACTACAGTTTCAGATTTTCTTGGTCATTTGACATGCCATTCCGAATT18135 A_95_P183252 EB678237

18717 221 17 196 ACAGAATCGAATTGCTCTTGTCTCAAGTTGAGGGAAAAGACATCACTGAGCTGATTGCTG18137 A_95_P104622 FG645200

18722 221 22 597 CCGCTATATATGGAAAATCCAAAGTGGGAGCAACACATGCTATGCCAACCAACTGGGAAT18147 A_95_P171786 EH665222

18725 221 25 724 AGAGTATAGGCGTTTCTTGAGTTCTCGACTTGAGCTTATTTTCCTTCTATTTCCCCCCTT 18153 A_95_P120387 DW000280

18730 221 30 127 GTACGAGTGTTGGGAACTGCATGTTACAATAAATGTATGATGGTAGTGTTTGAAATATCT18163 A_95_P154867 EG649789

18732 221 32 372 GAACTAAGGGATTCCACCCTTAATATCAAATAGCAATGGAAGTATTATGTCTGGATATTC18167 A_95_P110477 CV019747

18734 221 34 230 ACCTCATGCTGGCTGTCTATTACCCGAACTCAGTGATAAAGAAACATCGTTGATCCAGAG18171 A_95_P111172 CV020081

18735 221 35 0 CAAGTAGAACATTGTTGTTGGTCAGGCCATGTATAAGCATTGAAGCTTGGGAAAGTCAAT18173 A_95_P247642 A_95_P247642

18737 221 37 1509 GAGCTCATTCTATGCCTTAAAAACTACTACTAGATAACTGCGTAGTAAATAATGCTTGGT18177 A_95_P255199 DQ350357

18738 221 38 798 TATGAGCCAGAGGGCAAATGGATTTAGCAATGAATACATAGTGGTTACAATCTTGGTAGC18179 A_95_P229694 DV159967

18739 221 39 257 CGGTCTATCCGCCCTTAAGTGGTATTACCAGCCATTCTGGAGAAGCTGCAAAAATAAAAT18181 A_95_P034688 AY237826

18741 221 41 1235 CGGAAATGTAACTGTTCTGGTTATGCCATTTCATTGTATCATATTGCCTCAACTATTACT 18185 A_95_P209922 TA19291_4097

18742 221 42 699 AATAGGTCTGATTCAGGAAAAAGCACTTCCTTCCTCCCCTAGTCCATTGTACAGTCCTCA18187 A_95_P137627 EB441351

18746 221 46 568 AAAGTTAGGCATTACAGAGTAAACATAGATGGCAATGTTTGCACTGTCATGGTGACAACT18195 A_95_P132567 EB433069

18749 221 49 1124 CATCTCAGAGGTTTTGTGTAATACAATATATTGTGCAACTTATCTTGCATAGGGAACAAG18201 A_95_P007846 TA12488_4097

18750 221 50 139 TAAGGTGAAGCATTCACGGCACCTTGTGAACGTCTCTCTGCTTGTTGACTATGCTTTGTA18203 A_95_P104822 CV017186

18752 221 52 479 CATGCCCCTAGTAATTTAAGTATTTAACCCCAAGGAAGCAATATTCGTATACTTGTACAT18207 A_95_P273371 EB684268

18756 221 56 1398 CTATTTTTTATAAGAGGAGCGACACCAAATATAATAGAGAGGGGCGGGGGGAGAGAAAAG18215 A_95_P122572 DW002555

18758 221 58 864 TCATATAGTTTCTGCTGATGTACGAGGAACTCATCGTCAGTTGATTGTGGAACTGTGTTC18219 A_95_P310953 FG144423

18760 221 60 502 TTGTTCCGCACTGGGTGGTTATATTTTTTCTCATTCCCGTTATTGCATTATGACGTGAAA 18223 A_95_P266221 FS391824



18763 221 63 456 TGTCCTACAGAAACTGGGGGATCTTATAGCAGCATATTCAAATAATCTGCTCAAGAGCAT18229 A_95_P072340 BP525938

18764 221 64 390 CTGCTTCTCAGAATTCTTCTCCATTTGCAGCATCAAGCAGTCAAGAATTTGGTGGTGGAG18231 A_95_P148907 EB678463

18767 221 67 1183 ACAATACCAGCAATCAAATCCAGTAGACTTCTTGGCGAGCGACCAGTTCAATCTTTCATC18237 A_95_P018251 TA17597_4097

18769 221 69 743 CTTGAAGATAGGAAAGCAGTGGATAAGAGAGTGAGAGTGAAATGAGCTTGATCTGAGATG18241 A_95_P298303 FG146934

18771 221 71 23 GGAACCGTAAATTTCCATTTTGGTTGGACTATCTACTATCAATTTTATCGGTTTGGCTTT 18245 A_95_P110127 CV019594

18775 221 75 780 GAAGCCGGATATTGTTGTTCCAGGGAATTTGGGCTTGTTGAGTGAAGCATATGATCGTTG18253 A_95_P194402 TA15886_4097

18777 221 77 783 TCAATCATTGTTGCATCTGCTTCCTGTGTCAAGCCAGAAGGGAGAAACTAATGCTGAGTG18257 A_95_P305108 FG136365

18782 221 82 754 TTTGCCTGTTGCTGCACTTATAGATGAAAAGATCCTTTGCATGCATGGTGGTCCTTCTCC18267 A_95_P118372 DV161400

18786 222 1 242 CAGGCATATTTTGTTTTAATCAAGAAGTGAAAAGGTTGTGGCTGGATAGGCCAGCTGGAT18106 A_95_P062200 BP135456

18787 222 2 600 TGTGAGTAACTTTATTTGTTGTGTGATTTTTCATTCTTGTTTTTGTCATCAGGGGTCCTG 18108 A_95_P123337 DW003204

18789 222 4 1950 ATGAAGACTGCAGACACTGAAGTAAAGAGCGAAACTCTTGCAAATGCTGTGCACCGGAAT18112 A_95_P233144 U01961

18791 222 6 830 AAGTAAATAGTTCATGGTTATGCAGTGTAGTTCCGATTACTTTAGGGGCTACCTCGGTAC18116 A_95_P013376 EB424705

18795 222 10 113 AATCTCAGAGGGGTGGTCGGATTACTTGCATGGCCAGTTACAAAGATGCAAGCTTATTAC18124 A_95_P108507 CV018866

18799 222 14 2458 TAACATGTGTTGATGATTCCAGCTCACTTGTTATAATTATCAATTCCGCTCTCCCTCTAT 18132 A_95_P027611 TA12261_4097

18802 222 17 0 GTATCATTGTTACCGTGGTTGTACTTTGATGTACGACTCTTTGAGCTGTTTCTTGACTGA 18138 A_95_P242107 A_95_P242107

18805 222 20 438 TTTCTCACTGTGGCCTATGTATTGTTGGTGATATGCAAAATATGTAAAAGGGCACATTTG18144 A_95_P025211 TA17662_4097

18807 222 22 1394 CAGGATACCTGCAATAGTTTCATGCTGAGTTGTATATATGATCTCTTCATTTTCCAAGAT 18148 A_95_P031151 AF211537

18808 222 23 779 CTAGAACTTCTGCAGAAGACATGGAAGAAATGTGGAATCATCCCAGTGTGAGCAAGGAGT18150 A_95_P233374 DV161185

18810 222 25 293 TGATGGAAACTAACTTGATGATGACCAAGATGGCTGATGGCTTTGTGCTAACCTGATGTT18154 A_95_P110482 CV019749

18815 222 30 409 CACTTGAGGACATTGAAAAAAGGGCTTTTTTCTTGTTTTTGTGTAATTTACTGAGCATGG18164 A_95_P178667 FG196229

18817 222 32 449 GTTCAATAGTAAAAGACAAAGTCACTAATGCCCTTATAAGCATGGAAGACTTAAAACGCA18168 A_95_P072245 BP525911

18821 222 36 384 GTAAAAAGGGTAGGTGTTGATATATTGGAATGAATGGTTGTGAATGCACTATGTTTCTCT18176 A_95_P120787 TA17047_4097

18829 222 44 701 CACTGACATGCATTGCATTTTTGCTGTAAGGACAAAACGATGTATCTATTTAGGTTTTGA18192 A_95_P301278 FG640610

18830 222 45 615 CCTCACCGTTTAAGAAGTAACCATAGAAACGAAGGAACCCACTATTTATTTTTTGATTTC18194 A_95_P192922 EB433140

18831 222 46 111 CCTCCTTGGTGTCGATCTGTCAGAAGTGACCCTTAAAGAATATCTAAAGTGAACTTATCC18196 A_95_P094133 BP532579

18833 222 48 1150 GAGGTTTCGTGTAATACAGTATATTGTGCAACTTATCTTGCATAGGGAACAAGATAATTC18200 A_95_P179362 TA12489_4097

18835 222 50 443 TGATCCAACTTAGATAGTTTGTGATGTTAGAGCAAAGCTGAGGATCATTATTTTTGCCAT18204 A_95_P192037 TA15366_4097

18837 222 52 576 TGCTGGCCTACTTGAGAAGTTGAGTGTTGAAGATAAGAAGTCAGAAGAGAAGAGCGTGGA18208 A_95_P125267 DW005060

18838 222 53 2087 CTGCACTAACTAGTTTGTAAATCTGAAACCAGAGTGACAAAGGTATTTGAGATTTAAAGG18210 A_95_P222167 TA21975_4097

18839 222 54 679 TCTTGGGACCAATTTTACCATATATGATAGTCAACCCCCACACAATGGGGCAAAGCCATC18212 A_95_P138622 EB442362

18842 222 57 1699 TCACATTCAGAGGACCGGAGAAAGAGAGCCATGGTTTTATTTGAAAATGCTGCTTTCCCT18218 A_95_P188657 TA14619_4097

18845 222 60 21 CTTTCGGAAGGGTGGTTTACCGCCTATTGTCATATGGATCACTGTATTAAACATGACGGG18224 A_95_P190512 EH663872

18846 222 61 291 GTTTGACCCTTGGTCGGAATCATTTGCTTACAGTTTAAGAGAGATTCTTCATTTTCTAAA 18226 A_95_P089688 BP530605

18847 222 62 629 TACAGGAAATATGGGCACCCTGGAACTGAAAGATGTGGTGATATATGAGCTATGCTAATT18228 A_95_P270676 FG634009



18849 222 64 680 CTCCTAGAGTTCAAAGGTTTTGAAGAGTTGCTGTTATTTGGCATATCAGGATATTATAGT18232 A_95_P184662 TA13744_4097

18851 222 66 1027 CAAGATGCGAGAGCATCCGACAAGCTTATAATACTCTATATATATAGATTCTACAAAGCT18236 A_95_P111287 TA13160_4097

18853 222 68 945 GACGCGGCTTGTCATTGATGCTTGTTGTGTAAAAATCTTGATATGATATTCCATTTGTAT18240 A_95_P019256 TA16669_4097

18857 222 72 1270 CTGCCAAATTTGTCTCCTCAAGAGCTTTCGATTAGTTATTAAAACTTCAAATCTGTATGC 18248 A_95_P197002 TA16466_4097

18858 222 73 879 CTGGAGCGTAGACTCGTTTCGTGCTTCCGAAATATGTGTTCGAATATGGTGATAGTCTTT18250 A_95_P115822 TA11901_4097

18865 222 80 870 CTACTGGGATGTCTTGCTGGAGTGGAAATGGTACTTAAGGATGTTGGTTATCCAGTGAAG18264 A_95_P246187 DV159853

18867 222 82 811 TAGGTGACAGAAGTTCTCCTGAAAGTTGCAATACTCCTTATAATAAGATTGCAGTTTGAG18268 A_95_P000871 EB678587

18875 223 5 371 TCATTCGTGGTTTTGCCTCCACCAGCTGCTTCAGTGTATAAATGTGAGCCTACATCTGAT18283 A_95_P137487 FG159598

18879 223 9 704 TCTCGTAGTTCCTCTAGTATCATTAGCTGATGCTACAAAGTCCCAACAAAATAATATCAT 18291 A_95_P023726 TA18847_4097

18880 223 10 702 ATCCGAGTTTCTTGCATTTCTGAATCTATAAAATCGAAATGGTCTGCTGCTCAGCGAGTA18293 A_95_P306233 FG150142

18881 223 11 22 TGGGGAAGCATATATTTATCTGGTTTTGGATTGTTTCCTTTGGCTTGACACTATTTGTGT 18295 A_95_P014371 CV021131

18883 223 13 158 CTCACTTTGCGAGTATTTTTATACAACGCTTATTGAATAGATATCTGGGTCTTTGGTTTC 18299 A_95_P147492 EB451952

18886 223 16 780 TTGATGTTGGAGGAGAGGTGTATGATCCCGAAACAAATGCATGGGTTGAATGCCAATTGG18305 A_95_P292548 FG167375

18887 223 17 455 GATTCTTGATCTCAGACCATACACCTATCTTGGGGTAGGGGTAGAGAGGTTGTTTCTCAT18307 A_95_P277403 AM809125

18894 223 24 408 CTTCCCGTCTTTGTAGAATGTTCTTCAAATATTGATGACGATTATTTTAAGTACATGCCC 18320 A_95_P094218 BP532608

18898 223 28 261 ATACTATCACTAGGCTGCACCCATGTAATGATGATTCAAGATTTTGAATGCATTTCTACT18328 A_95_P177962 TA12112_4097

18900 223 30 960 CCAAATTCAAGCAACTATTATTGCAAAAACTGAGTTGTCCAAAGTTGGATTCCCCTGATT18332 A_95_P187442 TA14347_4097

18901 223 31 1042 AACTCTGCCAGCTATTAGAACAACATCCAAAGTTGATGCAGATGCTTCAGGAGAGGTTGG18334 A_95_P208817 TA19053_4097

18905 223 35 222 TACACTCCTTGAGTTATATGACTTTCCTCCCTATAGGGGATTTGTGGATGCCCATGCTCT 18342 A_95_P101238 CB337254

18906 223 36 861 GCTTTCTTTTTTCCATTGTGGTTGCATGTAATTTGCACTTGTTTAAAGATGCCAGTTTCT 18344 A_95_P242972 DV158734

18909 223 39 409 TCTGAGGTGTTAGTCGAGGTCAAGTTTGTTGGTTCAAGTCCTTGTAGCGATTTGTTGATG18349 A_95_P097703 BP534166

18910 223 40 715 CAAGATGTCAATACATAATCCGTGAATACTCAATTTGATATTGCTGTTACCGGGCACTCT18351 A_95_P204237 TA18023_4097

18911 223 41 1732 CAAGAATTTGCTCTGTTGCAGCAACTTCCCTAATTGAATGGTAGTACTTATGTGAAAAAA18353 A_95_P240074 Z93768

18912 223 42 0 AGGACGGATTGACAGATCAGCATGCAGAGCAGATGGAGATTGTTTTGTGTGCATGAGAAT18355 A_95_P295923 A_95_P295923

18915 223 45 910 TCATGAATGACAAAACCTTAAAGGCCTTGCATTCATCTTTTTGTATGTTCAATGGTTGTG18361 A_95_P205067 TA18201_4097

18918 223 48 822 ATACATATATGGGATCTTAGAATGCTGAGTTTCAGTCCTTGAGCTCCCTGGACATGCTCC18367 A_95_P292428 FG159966

18919 223 49 801 AGAGGTGGAAGCTGTCCAATTTATTATTACTGCCTTATTCCAAAATGGATAACCAAATTC18369 A_95_P135727 EB439252

18920 223 50 1165 GTGCTTTTATCTTCTGAATGGAGAATAAACTATCGCCAGTGTGCCTTCTTGCTTTTATTG 18371 A_95_P006281 AY619950

18921 223 51 577 TGTGCATTTAGTCTTGTTACCGTTGAGGTTTTATCGAGTGTATCTTTGTTGATCAAGTGA18373 A_95_P029441 TA14154_4097

18924 223 54 673 TGCTATGAACAGATTTGTGAATGAACAAATGAAATACGGCATACGAGGAAATATGAGTTC18379 A_95_P227079 DW003523

18925 223 55 460 CCCAACCATCTGTTCTCACATTTTTTATTTTCCCTTGGAGGGTTTGAGCTATGTAATTTT 18381 A_95_P023356 EB445361

18933 223 63 323 TATGTGGGTGTGACGATTCTGCGTGACAATTATTTGTATGTTGAAGCCGAGGAATATTTT18396 A_95_P100228 BP535273

18935 223 65 903 TTATTCAGAACCAACATCGATGAGATGTAAAGCCAGAAGTAGAACGTAAACAGCGGCTCC18400 A_95_P148632 DW000754

18936 223 66 1105 ACAGTTATGTTGGTTGAGATTCGATTCAAATTAATGGTCGTTACCTATTGGTATTTTGCC18402 A_95_P214462 TA20268_4097



18937 223 67 110 AGCCCTGCGAATCATGTTGAATATATGTATTTTGCTTTTCCCCCTTTATTTCCTGAATGG 18404 A_95_P030981 TA18011_4097

18948 223 78 822 AGCTCTGGTGGTCTGCATGATTGAATATTCTAGTTAAATGTGTAGCATGTGGCTTGGTGT18426 A_95_P020436 EB432890

18951 223 81 254 AACTGTCTGCAAGTTCGTGTTATATTTATGAAATCCCAGATTTAAAGACTTTTTCCGCGG18432 A_95_P027271 TA14452_4097

18954 223 84 777 AGGATGGACTGTCCCAAGCTTTGTAAAATTTTTGACTCCTGCATCTGGTCTTCAAGGATA18438 A_95_P152012 EB682276

18957 224 2 780 TTGATCTTCCATCCCTTGTGTTCAGCTCCAAGTTGAAATCTAACACCTGCGGGCATCTTT 18278 A_95_P212297 TA19803_4097

18960 224 5 643 ATCGCGAGTCTAAAATAGATTCCATGTCTCAACATCTGGTTTTTGTCATTTTTCTCCAAG 18284 A_95_P136767 EB440510

18964 224 9 1006 ACATGGAGCAGATCATTAGGGACTCTGTTGAGAGTTTGAAGATCAAGGGCTTTATTTCTT18292 A_95_P011421 TA14585_4097

18968 224 13 808 ACAGCTCTGCAGTATTATTCCTATCAGTGTGGACCCTATGTTGTCTGCATTTTCTTGGGC 18300 A_95_P310338 FG135966

18970 224 15 1846 CACATTTGTTAGTGATAAGTTGGTTGTAGCTGAAAGTTGCAATCATTCGGTTTATCTGTT18304 A_95_P184752 TA13765_4097

18975 224 20 629 ACTCTGGTCCCATGTTGTTAGTTTGCCTACTGAATATCCAAATGTATTCTATTAGTGAAA 18314 A_95_P203392 TA17844_4097

18982 224 27 682 AATCCTTTTCCTATGCATCGGGAGATATCGTTCCCATGTTTGCTGGTGAAATGCTCGACT18327 A_95_P306613 FG636844

18983 224 28 838 CTTGTCCAGGGTTCAGTTTGCTATGGTTTGATTAAGATGATATGAGATTTGATCTCTAGT18329 A_95_P000241 TA11743_4097

18988 224 33 508 TGAATCCATTTTTGGAGCTCGTTTGTGAGATCTTCTCGGAGCTGGGTATTGAGGTTTCGA18339 A_95_P262751 BP136794

18991 224 36 782 AGAGCCACTAGCAAAATCTGGCGCCAATGTTATTTTACTTTCAATTACTCTAATATTGTG18345 A_95_P001576 EB678787

18995 224 40 643 CATATATATTTTCTGATTCTTAGCTCGGTGGTACTATCTTCCTGGTGTGTATTGGTTATA 18352 A_95_P047726 BP131730

18997 224 42 892 GAATGTTATGATGGGTATGTCCTTGCTTGTTGACTAAAGAGAGATGGATTCTCAAATATT18356 A_95_P180302 TA12711_4097

18998 224 43 394 GAAACACTGCGCCTACACTCGTTTCATGTCTTTTATAAAATTCTCTGGCATGATTTCACT 18358 A_95_P090433 BP530952

18999 224 44 340 ATGGGAATGTTATGTTTTTAAGTTACAGAAGGAACTGCTTCTGCATTTACCTCATTGGAG18360 A_95_P093903 BP532467

19000 224 45 91 AGCGATTAAAGATGGTAATTACCCCCTCCCCCAAAAAAGATTTTTTAAGTTGAGGAAAAA18362 A_95_P033694 AJ632907

19001 224 46 799 CGATCTTTGAGATCATTTCATGTATTCAGTTAGAGTTCGTGACTCAGTATCACCAGTCTT 18364 A_95_P284298 EB683736

19007 224 52 323 TGCCTTCGGGTACAATTTTGAGAATTCGCGTGACACTTTTGGTACACGACTTTAACATGG18376 A_95_P095588 BP533248

19009 224 54 194 GAGGTGAAAGAAATGCTGTAATCTAATTGTATCAAGTACGCAAGGGCTGTTTCTCTTAGT18380 A_95_P093948 BP532496

19011 224 56 809 AGTCATGGTTACTTCTGCTGATTCACAAGTTCGAATACTTTCTGGATCCAACATCATCTG 18383 A_95_P152282 EB682625

19012 224 57 914 TATACTACCTGTGGCAGCTGGTAGAAATTCTTCCTTCAGCACTTGTGCTATACATCCTGC 18385 A_95_P014406 TC42345

19013 224 58 518 GTGGGTCAAGAGATATGCAGTTATGAAGCATGAAAAATACAATTCATTCATAGTGCAGTT18387 A_95_P060000 BP134886

19015 224 60 590 TCATGTTCAAGGAAGAAACATGACATCTGGTGCAATTCTTCGTGGTTCCATGCACCTCGT18391 A_95_P006881 FG162981

19017 224 62 748 TGTGCACTCTTGGATATGGTTTGTAATCAATTTGTGCCTCTGGATAGTTTCTTGTTTTTG 18395 A_95_P003396 TA12760_4097

19028 224 73 1361 GGATGAATGGTTTGAGTTTTGCAATTCATTTTATGCTGCTGTACTGTAAAAAACTGCAAC18417 A_95_P202187 TA17581_4097

19036 224 81 544 GTGGGAGGAACTGGGTTTTATTCTGGTATTGAGGCGTTTTTGATATTTTATAAAAGCAGA18433 A_95_P088943 BP530279

19037 224 82 559 GCACTTTGTATTTACACTTCTTGCATCTGTTATTAGCTCACATTCTAAGGTTGTGATATC 18435 A_95_P161352 EH620095

19041 225 1 433 GGGCAAAAAGTAAAGTCTAAGCGCATATGGCACGAAAAGGAAATCCTATTTCGGTAAGAC18442 A_95_P075615 BP526774

19043 225 3 456 TTGGTGTGGAAATCAGCATGTCAACTAATGCATCTTCCTTTATAGTATTTCGAATGTTTG18446 A_95_P022751 TA14181_4097

19044 225 4 380 TTCTTAAATACTTTAGACGGAGCATCCTCCGGTGAAGTGGTAACGTGGAGAGCTGAAGAT18448 A_95_P081555 BP528287

19049 225 9 1350 ATATTGTTCCAAGTTTCTTGGGTAAAGTTTGAGGATAATGGAAAATCATGGATTGCGGTG18458 A_95_P008381 TA12544_4097



19051 225 11 548 CTATCTTGGGTTGACACTGACTGGTTTGTGTATCTACTTTATTAAGATGTTCTTTTCCAT 18462 A_95_P024721 TA16574_4097

19054 225 14 787 AAAGACAATGGATTGAAGCATGTCACTTTTTCAACTGCTGATGGAGCCCTAGAAGCAGCC18468 A_95_P013281 TA18410_4097

19056 225 16 629 GCTGGAATACGAGTGCTATTCAGATTGCCGCTATGTGCTTGTACTTCACCTGTGTTTAAG18472 A_95_P122807 EB678148

19057 225 17 546 GAAAATATGCAAGCCTTTGAAAGCTCTTGGAATACATACAGTGAGTCTGCATCCTGGTGC18474 A_95_P092798 BP531978

19059 225 19 1030 CGGCGAACTTGTATATTTTACTTTGAATTCATCTTGAGAATGTTGGTTGCCCAAATTATG18478 A_95_P013736 TA12594_4097

19062 225 22 1474 TACTCCTCTTTTGGTCAATCTGAATACATGTGTATGTGTCTAATCCCAAATGATGCCTGT 18484 A_95_P218237 TA21127_4097

19065 225 25 618 AATAGGAATAGGACACCGAGCCCTTATGGACCTCTGTATGATGGCTTCAAAGTTGGCTTA18490 A_95_P138927 EB442637

19066 225 26 955 AATGACTGCAAGAATAGTATCTTGGACAGGTTATTCCAAATTAAATAATTGGCTGATGCG18492 A_95_P024506 TA11806_4097

19067 225 27 1913 GGCCACTATATTTCATGTGCTAGGTTACTTTTTGTGTGATTTTAACCTTCTGTACACATA 18494 A_95_P195042 TA16032_4097

19069 225 29 1038 ATTAGTAAGAGGCTTCAAGTATGAGCGTTGTAGATGACATGATGTCTTGGTGTACGATCT18498 A_95_P215822 TA20572_4097

19071 225 31 776 CCTGGTGTATGTTACCCTTCATGAAAATCATATGAGTGAATAATGGGATTTCTTTTCTTG18502 A_95_P176652 TA11689_4097

19075 225 35 890 CTGAAGGAGCTCATCTCCATATTGTTCATCTGTCTGATGCTAGAACTTCACTAAACCTCA 18510 A_95_P245877 EB440641

19078 225 38 515 CAGTCTCCTAATGGGTACATATCAAAGATCATAAAGAGTTTTCCGTTCTTATGAGTAAGT18515 A_95_P037213 BP128946

19082 225 42 768 GCAGGACTTCTATTTACCAGGCGAGGCCACTCTTTTTTAGTAATTATAAAATAAAGAGAA18523 A_95_P195922 EB448388

19086 225 46 0 TGTCCCATTTGAACGATGTTCCTGTGTAAAGTTGCAGATAGTTATTTATTGCCGAAGCTG18531 A_95_P029061 A_95_P029061

19091 225 51 199 AGGGTGAAGTGTGAGGATAAAGCGAGCGGGGCCTAATTAGGTTATCTGTTACATTTTTGT18541 A_95_P211357 AJ718047

19093 225 53 765 TACCTACCTGCTGTGTTAATAGTACTATCTTCCCATTCTCATTGACTGAACTATTAGCTC 18545 A_95_P195132 EH622432

19095 225 55 590 CTCTGCTATTTGGCTTTCATTTTTTCATGGATTCAGAAGCTGGATTTAGCTTCATTTTGA 18549 A_95_P045566 BP131181

19096 225 56 527 CAAGCAGTTGTAACATAATCTTTTTATCATTCTGCAGCTGCCATAATTTAATGCCCCTAT 18551 A_95_P123637 DW003499

19101 225 61 866 TCAAGCATTTAAGCAAAGTGTCGCAGTTGGAGCTGTAATTGTTACTAGATGGATGGCATG18561 A_95_P293218 FG134918

19102 225 62 1089 TTAAGCGCCAAGAGCCTTGCCGGAACTACAGTTTGGTATCAGTTTGAAAATATTTGGCCT18563 A_95_P216147 TA20642_4097

19103 225 63 827 AGAATTGCTCCAGGTTTGGCATCTCAGTTCGATTCACCATACACAGTACCAGTCATTGCA18565 A_95_P008911 TA14564_4097

19104 225 64 673 GCCTGTTCAAAAGATTCCTGGATTTTTTGTATTTGTAACATCGTGATTACCAGTGTTACA 18567 A_95_P017656 TA12707_4097

19105 225 65 3458 TTCTTTTCTGTACTAGCTTGCTTACAAAGTCGGAACCCACATTGGTTGAGTCGTAAAAAA18569 A_95_P188907 Y10804

19112 225 72 107 ACTTGTTGGAGTTAAATTCGTGGGTTATGGTTGTTTGCCCTTGTACTGGGATGGCTCTCT18583 A_95_P139222 EB442961

19117 225 77 565 CAGTATTAGTGACTTCCGCTCCTGCTCCCTTGTAATCTAAGAAGTAAGAACCATTCGATG18593 A_95_P103122 FG162563

19118 225 78 293 TAAACAGTCGTCCAAATTTCAAAGTACCCAATTGATGGCTTAATGCCATTGTTAAACTTG18595 A_95_P154522 EG649624

19119 225 79 1018 GCATTGAGTCTCGTCATAAGATGTGTTTTCCTTTTGTAATGGAATAAAAAACTCTTTGGC18597 A_95_P210852 TA19484_4097

19120 225 80 0 TATGTTTGGGCCGATGGGCTATAAATGAATTTTGCTCTATAAAATGGGACTCTTTATTGT18599 A_95_P299333 A_95_P299333

19121 225 81 326 AAAGTGCCTTTTCTTACATCCCGAGTGTTCTCTGAATATTTTGATGGCTTTGTAATTTGT 18601 A_95_P305878 ES658986

19124 225 84 0 GATTAACTCTCTTTAATCATATTACATAGCACGCTGCGCTTGTTGTTTGAGCGGCCGCAT18607 A_95_P263806 A_95_P263806

19125 225 85 449 AGCCTTGTGGCTAGTAATTCATTTGTGTGATCTGTAGAAAATCTGCAGACACCATTCATG18609 A_95_P216057 EH618184

19131 226 6 698 GGTCTCCTGATGATGAATTTCGCCACTGGTTGCATATTTGAGTATGATGCTAAGCACCCA18453 A_95_P241315 FG198197

19135 226 10 847 CTTGTGATGTACCATAATCTCAACTAGGCTGATCTTCATTTGTCAATCCATACAGATTAT 18461 A_95_P210767 EB678281



19136 226 11 726 CTTTGTTGATGCTGGTTATTTTATCCGTGCGAAGAATCAAAAGCAAGCAAGAGGCTTCGA18463 A_95_P292398 EB427326

19138 226 13 933 AGAGTATGACATGAAAATTTCAGCTTATGACACTTCCAGTTCCCGTGCAGTGATCATACT18467 A_95_P309503 TC47602

19141 226 16 238 GTCTCTACCTGTTTGTAATATTATTCTAGACAATTGTGGAAGTCATCAAACCTAGTCTTG 18473 A_95_P095608 BP533257

19143 226 18 255 TGGGTTTTGCCTACCCACCCAATTATGGAGAACAGTGTGATGCATTGTATTATCCTTCAT18477 A_95_P176217 T18327

19146 226 21 822 TATTCCGTGCACAAGAAGCCTGAGCATGAATGGTGTCAGCACTAACCAATTGTATAACCG18483 A_95_P242777 EB428460

19147 226 22 630 CTGGTGTAAGGCTATATGCCCAATTCTACAAAAAGACTACTTTTAGATTTTGTATCTCCA18485 A_95_P159572 EH617840

19150 226 25 607 TCCCGTCTTTTCTGGGCCTTTTTGTATTGAATTATTGTTTGGGGCTTTTTTACTTGTGGA 18491 A_95_P019496 TA17318_4097

19156 226 31 789 ATTTTCGCGCGGTGTAGTCTAGAGAAGAGAATGATGCAACACTTTTGAATAAACCTTTTG18503 A_95_P012276 EB438347

19167 226 42 1128 GGAGAATTGCGGGCTGGTAGGGAAAAATGACTTTTCTAACAGAAATTAATTCATTAGTGT18524 A_95_P156112 TA15739_4097

19170 226 45 813 GACGATCATTCAGGAACTGCAATGTTTGCTCAATTTGCTGAACTTAACGGGCGATGAATG18530 A_95_P127027 EB426443

19171 226 46 812 AAAGTTGCTTCTCTCAATTCTGCCATCCTGAGTGCTGATACCCTTTCCCTCGAAGTACAA 18532 A_95_P227159 FG156975

19178 226 53 792 GAACTTATGATTCAAGCAGGCATCATTACCTCCTTCTCTTCATTGCCCTAGCTCAGTTTC 18546 A_95_P144752 EB450832

19182 226 57 481 TTGTTGGACTTGCAGTAGCTATATGATCCAAATTCACTTGGATGTACTAGCTTTGCTGTT18554 A_95_P181152 TA12913_4097

19183 226 58 658 AGTATGAAGGAAACCTCGATGTCAATGGGGAGGATTACTCTGTTGAACCTGCTGAAAGCA18556 A_95_P120727 DW000694

19185 226 60 1050 GATTTGAGAGCTCTTGCCAAATATACTCAGGGATTCAGTGGAGCTGATATCACTGAGATC18560 A_95_P070885 TA14230_4097

19189 226 64 1783 GCTTGTTTACTTTAGTTTGGTCCCTATGACAAGTGTAGATTTTTACGACATTTGGAGTTT 18568 A_95_P176307 U73937

19190 226 65 672 GTAAAATACTCCTTTTACAAGTTTAAGGTACTTCGCGATGAATGTGAATTGTGCTTGCTT18570 A_95_P287448 FG639700

19194 226 69 569 ATGGCGGATTCGGTCTCCCTCTCAATTTTCTGATGTATTTATTTTTCCTAACACCAATAA 18578 A_95_P122642 DW002623

19198 226 73 338 GATGATGGCCGATATTACGTACAAAAGAATTGTAAATACTCTGCACGCTAGTCTTTTATA18586 A_95_P159657 AM830473

19202 226 77 474 ATTCTGCAGCTTATGTGGGTGCAATCCAGTAATCCTGCAAAGGATGTTGGTGTTGGAGAA18594 A_95_P096593 BP533689

19204 226 79 0 TTGTACCCGTTGATGAACATGTGAGGAATAGCAGCAAGAGTAGGATATGAAAGAAGCATA18598 A_95_P224177 A_95_P224177

19205 226 80 434 AATGATGTGTTTGAAGAGAAGGTTAGAACATGCTGCGAAATTTCTATCGATAGAGTTATC18600 A_95_P304158 FG638884

19206 226 81 446 ACTTGAAGAGATGTATCAGAGTTTGCTCTCTCGCTTGATCTTTGTTCTTGTTTTCTTTAA 18602 A_95_P037806 BP129099

19209 226 84 1553 ACAGATTTCTTTCGAACAAATGTGAATTGAAGGGGAGGGGACTTCTTGATTGTTTTATTG18608 A_95_P019316 TA13825_4097

19210 226 85 398 TGATCTAGAAAAATCAGCACAGGATAGTGAGCAGAAAGGGGATTCAGTGGATGAGGATGC18610 A_95_P139462 EB450728

19215 227 5 2129 TTTCATTTGATGAGAATGTCTCTCAGTTTTTTGCACATTCACTGGTGTATGTTACCCTTC 18619 A_95_P013111 TA11688_4097

19224 227 14 499 ACATGATGTATGTTTTCTCTCTCTTGGGAATTGGTTCTCTAAAGAAGCGTCTGCAGTAAA18637 A_95_P252859 EH619757

19226 227 16 137 CCTCACAGGCAATAATGTCAGGAACATTGATTTTTGCTTCTTATTCAATCTGTTTTTCCT 18641 A_95_P132987 EB433910

19227 227 17 522 AAGTAGGGCTGCATATTCTTTGGGATACCTGTGTACCGCTACATTTTTGAGTGAAACCTT18642 A_95_P091338 BP531303

19230 227 20 712 TAAGTAATGTTGAATTCCAGGACAATTGGTGCAGAGTTTGGGTGGATCTTGGTACAGCTG18648 A_95_P252704 FG185867

19232 227 22 881 GTTATTAGAAACTTTTGCTTTTGACAGAGGGTATTAGAGCCTTGTGAAACAGGAACTTTG18652 A_95_P185672 TA13964_4097

19234 227 24 350 TGACATATGGTTGTCTATCCTATCTGCCAAGTTCCATTTAAGGGGAGTGGTGCATTGCTT18656 A_95_P089733 BP530626

19235 227 25 555 TTCGCAGAAGAGAGAGATACAATTATAGAGAAGGAGCCATACTCCAGTGGCAGCATTGAC18658 A_95_P138432 EB442203

19237 227 27 445 CGATGTACAAACTTAAAAACAGTTCCTGTGAGCTTAGTTTGAGCAGAAGTGAGTATGTTT18662 A_95_P025651 TA17917_4097



19238 227 28 746 TAAATTCCAGAGGATTCCTGTCGGCAAGATCGGTTACTGGTTTCCTCGCTGATGTTTATC18663 A_95_P310398 FG136120

19244 227 34 259 TAGTACATCTTTCAAGTTAAAGCTCTACTTTCAAGACTCAGCCATCATTGCTGATTTTGG 18675 A_95_P132932 EB433790

19247 227 37 835 GAAGTACCTTCTGGTTCCACTCTATGTGTATTCATGGATATCCATCTTCAATATCTTGGC 18681 A_95_P292938 EB429014

19248 227 38 563 TGAGCTGGAGTTGATTGACATATTTTTATTGGTGCTTCTTTACTCATTTCCAGGAGTTTG 18683 A_95_P209962 TA19299_4097

19251 227 41 837 GGGGTCTATTTGTTGGGTGTATTATTGTTGTGATAACGTCATTGGATAATTTAGCACTTA18688 A_95_P229724 DV159219

19252 227 42 776 GTTGTGTTTAGTGAAAGTGTGAAATCACAATGTAGTTGGTTGGTCTGAAATAGGTTGTAT18690 A_95_P119542 DV998886

19255 227 45 897 GAAGAACCAGTTGGGAATATATTCTAGCACTTTTTTGCATTGGATTACAGTTTATGGATG18696 A_95_P291713 EB424685

19257 227 47 682 AGGAAGCTGGCCTTTTTGTTTTGAGGTTATAAATCTTTTGACTAGAATATGTGGGTTGTT18700 A_95_P289053 FG641473

19267 227 57 1488 GGTCGGTGATCTGATTGTAATAACATACTTCCTTCTGAATGTTAATTGATTTTGTCTGAG18720 A_95_P182442 L29275

19272 227 62 909 AGGCTCAACAAACAGGGATTTTGTACCTTTACCACCTACCTCCCTCCAGTAAAGCATGAT18730 A_95_P197742 EF051138

19277 227 67 451 TAGTAAACAGATGCAACAAGTGTTATAGTTAACTTCAAAGCTAGTAGACCAGATTTGCTG18740 A_95_P134877 EB437765

19280 227 70 410 CTGCTTGCTTCTCTGGAAAGGAAAGATTCATATGATCATTTGTTATTCAAGAGTCACTTT18746 A_95_P031536 BP135385

19285 227 75 183 TTGATGTTTAAAGAAGTGTAACGATCCGACCGGTCGCTTTGAGCTTTTGCATTTTGCCCG18755 A_95_P158867 EH616756

19290 227 80 310 GGAAGATGGTGGATGATATGGTTGGTGGTAAAGCTGCAAATTTGAATAACGTATCATTGA18764 A_95_P071398 BP525693

19291 227 81 845 GCACAAACACCAGTATGATTGGGATGCTGCAACATCTGCTAATTCTGCGCAATATGGACT18766 A_95_P249002 FG141593

19296 228 1 578 CTGGCTTGCTGCAAACACTTCCTATTCCTGCACTTTATTGGACAGATATTAACATAAATT 18612 A_95_P306303 FG642762

19299 228 4 844 TCAGCCGTTCAAAGTGACAGAGAACAACATGGAATTTCCTTATGACCGCTAGATGTAAAA18618 A_95_P232579 EB438485

19300 228 5 842 TTTGCCAGCGGGAGTTGAATATATTAGATTCTCTTCCCAAACCAGAGCATTTCAGGGGTC18620 A_95_P145247 EB448849

19304 228 9 272 CGTTTGTGATGATCGCCATTCAGAATTGATTCCGTGTCTCGACAGACATCTCATATTTCA18628 A_95_P170396 EH664893

19307 228 12 325 TTCCCCCTCTGAGACTGTGTTACCGGAAGTTGTTGATTAATGACCACGTTAAATCCATTT18634 A_95_P080405 BP527996

19314 228 19 635 TATGACACCCATTGCTCTTAGGAAAGTTGATGAATAGGCTGAGAACAACCAGCCCGCTTT18647 A_95_P164052 EH623175

19315 228 20 822 TAATGGCACTTCCAGCTGGAAACAGAGATGATCTACCACTGAACCAATACGAGTACATGG18649 A_95_P017411 EB440363

19320 228 25 328 CTTGCTGCAAGGGTTTTAAATGCTTTTATTTTGTGAAAGAGTGATATCGTGCATCCTTTT 18659 A_95_P241609 BP534117

19323 228 28 1824 CGCGAGCTAATTCTTTTGTATCCTTTTTGAATAATGTTGCCTTTTGTGAGGTTCTTGTTT 18664 A_95_P009861 AF220611

19325 228 30 888 TTAGGCCGACAATATCACCTTTCTAGTTACATCAGTCCGACAATCTTTTGGATTTACAAG 18668 A_95_P009716 EB426099

19326 228 31 817 CATAGCTATCTTATTTTGACAAATCAGACCACCTATGAGCTCGTTAGACGACGGCGCATC18670 A_95_P216742 TA20771_4097

19327 228 32 503 AAGCTCAAACTCAGGGGAAGTATGGTTGGTGATATTTACGTGAGGTTCCTTAGTGGTCTC18672 A_95_P266676 BP534541

19337 228 42 501 TCGTTGTCTTCCAACCATTTCCATTGGTTTTCATGAACCAGCTTGGTAGTTTCGACTTCT 18691 A_95_P185802 FG623230

19338 228 43 118 TTGTACCATCTGGATGTATTGGACCTGGGAATGAATGTAATGCTTTATTACACCAACAAC18693 A_95_P110652 CV019834

19345 228 50 599 TTTGTCGATTCCGATGTCTTCGTGAAGATGAATGTTGGGATTGTACTTGACGAGGGCTTG18707 A_95_P001856 FG144547

19346 228 51 1100 TTCCCATGCACGGCATGTTAGCAGATATGGAACTGTTGTGTTGAATTGGCATGTTATTTG18709 A_95_P135027 TA18105_4097

19349 228 54 596 AAGATCTAAGTCAGGATTTAGATGCAACTGGGAAGGAAGAATTGGGTACTGAATCTTATC18715 A_95_P203122 DW004322

19351 228 56 692 TGTTTGTGTTGGCAAATATTATGACCTCTGCTGAAGAGTACACGTTTCTATTTTGTGTTT 18719 A_95_P295393 EB445884

19355 228 60 677 AGAAAGATGGAACACGTGATAATGACTGGAAATGTCCTAAATGTGGAAATGTCAACTTTT18727 A_95_P155847 FG143076



19356 228 61 139 GCTGCTTTCCACATTGCAAGGAACTAGAATTTTACTTCCCCCAAAAATAAAACTGTATAT18729 A_95_P033979 AJ717979

19357 228 62 362 AAGTAAACTGTGAGCATATTACCGCTTGTCTTTTTCATCAAAATTCTCGCTTATCCCTAA 18731 A_95_P147402 EB451797

19359 228 64 413 GATAACTCAGTGTATCGCCTCTACTTTTGGCTTGACTCCATCTGAGGATGAGGGTGATAA18735 A_95_P161592 FG160077

19363 228 68 720 AACTTCAGTACTCGTGGGCGTGGATGAAAAACTTAATATTCAGGTTGGATTTTCATCTTT18743 A_95_P290288 DV162520

19367 228 72 378 CTGTATGGTGCATATGAGAATGCTTGGTTCTTCCCCTATTTTAAAGATGTATGATTTCAA18751 A_95_P003766 EB436307

19371 228 76 156 TTTGGAAGATTGGGAGGCCTACTAATTTATGATAAATACACATGAGTTTCCGGGGACGAT18757 A_95_P070280 BP192578

19372 228 77 824 AAATTTGCTGCAGAAACTTGAAGGACATACTGATACCGTGATTTCGGTAACTTGCCATCC18759 A_95_P224487 EB451710

19375 228 80 93 TAAGGCTAACCATATAGGTCTATGATTACTGCACAGACACTAGCTCGGTTCCCTGTTGCA18765 A_95_P102302 CV015968

19379 228 84 592 AGAAGCAGGCAGCATTATACATTGGAGAAAGGCTTATGAAATCTGTGTGAAGAAAGATTT18773 A_95_P060690 BP135063

19383 229 3 760 GTATGTGATGATAGGTTCTCCACTAGTACATGTCTCATATCCTCGGAGAGCATAAACAAA18780 A_95_P099458 BP534936

19386 229 6 454 GGGCCTTTTTGTATTGGATTATTGTTTGGGGCTTTTTACTTGTGATCGTGGAAATTTATT 18786 A_95_P141762 EB445401

19389 229 9 177 ATCATACTCCAAGTGGTCCTGACACATTTGAAAATGGCGAAGGTTTTACCCCCCACTACT18791 A_95_P147902 EB643486

19392 229 12 485 AGTCTGTCTATAGTATTTCGAGTTGCCGGGTGAATGTCTATACTTTATGAGTCATTTTCT 18797 A_95_P186172 TA14069_4097

19395 229 15 734 GAGATTTCTAAGTGTTCTAGTTTTGATTATGATGCAATGTTGGGAAATGAGCCCTTTCAA18803 A_95_P208902 DV159975

19396 229 16 354 GGCTATTGACATGATGAGAAGGAAGTATGAGCACGTTCCGCAGTTGAAATACATGCAAAT18805 A_95_P157832 FG142745

19409 229 29 612 AAGCTAACTTGAGCTTCAGTTGCTTTCCAGCTACTACTAATATATCAATTAGTAGTAGAC18831 A_95_P187482 EB445354

19410 229 30 340 TCGAGATGTCGCTCCCCGGATAGGTTATCACAAGCCTGCTTTGATTGAATCATCTTTCTT18833 A_95_P021171 DV157598

19414 229 34 1386 GACCATGGGCAGATGCTTCCTGTATTCAGTTTTCCGTTTTGATATCTTTTCACAATCCAC 18841 A_95_P034763 AY619953

19417 229 37 602 CCGGTTCTTCAGCTAGTATGTTAGTTTTTGCAATTAATCTTGAGTAAACAATCTGTACGA18847 A_95_P005981 EH617048

19421 229 41 697 AGCAATACTACACAGCTTGGTGTGAGTTTTGCTGGTGGATATTTGGGCTGGTATTCTCTG18855 A_95_P159487 EH617741

19422 229 42 816 GTATCCACGAATGGAGGCAATATTCATTGTTTCAAGCTATAACCCCTTGTGGCTTATTTT18857 A_95_P298513 EH622237

19430 229 50 661 GGCCTAATGCCGCTTTTGATGTATTTCGGTCAAAATTCTATGTGGAAAATGAGAGTGTAG18873 A_95_P258416 TA12009_4097

19431 229 51 1138 CATTTCTGATGTATACTTCGAATTATTAGGCAGAAGGGACTATGTCTTCCTCAAGTTATT18875 A_95_P018801 TA15093_4097

19433 229 53 249 GCATCCTTTGGAAATGCTTTACTGCTTCACTCATTTAATGACATATTATGTTGGGTACAT 18879 A_95_P184602 TA13730_4097

19435 229 55 495 ATTAATAATTCTGACTTGATATATCAAGCAGCCTCAGGGGATTCGGATGTGGGGATTGAG18883 A_95_P075345 FS411604

19436 229 56 179 CGTGCTGCAGCTCAAGAATGGTTTTGTTTAAAGTATTATCTTGTGTAACTTGTTCTGTAA18885 A_95_P210762 TA19465_4097

19443 229 63 1687 ACTTGCATTCTAGAAGGAAGCTCGATTCATGACCGTCTGAAAACTGCTTTCTGATTGGTG18898 A_95_P214482 TA20272_4097

19450 229 70 0 AAACCACATTCGTCGCGTGAAGCTGATTTGATGATAGCTGGTGACTGAAGCTGCATGATT18912 A_95_P309963 A_95_P309963

19452 229 72 782 CATTCCTGGTGGTTGGGAGTTGGTCTTATGATGAGTAATTCAAGTTTCAGGTGAGAAGTC18916 A_95_P161992 EH620691

19453 229 73 264 CCATGGAGTAGTTATCTTTAGGGTTTGATGGATTTTGTGTATTGATACTTGTTTGTGGAT18918 A_95_P209522 TA19208_4097

19456 229 76 815 CAACAGATGAGGCGTCAAAACATTGACTCAATGAGCGGCCAATTCAATTAATTATTTAAC18924 A_95_P205237 EB424983

19460 229 80 521 CATGTCACTTTTGTCTGTTCTCCTCAATCTTATTTAATAGTAGGGCCTTCGTGTGTCTGT 18932 A_95_P031686 DW003455

19463 229 83 799 CTGGCTCTCCGAACTTCATATGCTTACTTTAGTTTAACATGGTATTATCGGATATTTGAA 18937 A_95_P184347 TA13675_4097

19474 230 9 261 TTACATGTCTGAATGTTTAGTACATTTCTGAGCTCCACTCATAATCCATGACTGTTCTTG 18792 A_95_P097278 BP533966



19475 230 10 217 GCAGTCATCAGGGTGACAGTACACATTAATATGCAAGTGAGTATTTCCTACAATTATAAA18794 A_95_P009511 EB448560

19477 230 12 749 TGATATCAGTTCTAGGTCCAATGTCCTTTGCTGGCCATTCCCTCACAGACTATTGGTTCT 18798 A_95_P311603 FG143367

19479 230 14 221 AAGTTGCGCAGCCAGGAGGATGAATGACCATATTTGGCTTTCAAATGATATCTACTATAT18802 A_95_P112962 CV020938

19480 230 15 861 AGTTATACAATATTGTGATGACCTCGACGAGATCCCTCCTAGCTTTGCCGATATTCCAAC18804 A_95_P115482 DV157713

19481 230 16 641 AAGATGTTGATGCTTTTTGTGAACTGTGTGGTATGTCTAATGACATCCTGGTTTGTTGGT18806 A_95_P019146 EB432106

19482 230 17 818 AAGGATTTCTCGTTTGTAAACAGCTAAGCTAATATGGTCTCGAGTCAGTTTGGTTAAAAA18808 A_95_P009826 TC41163

19483 230 18 970 TGGGTAGTCCTGAACTTGATACGAGCTCTCATATCTATCTCAATAATATCTTAAATGCAC18810 A_95_P014611 TA13902_4097

19488 230 23 885 CCCTACTTTTCTGTTACATTTTTCTAATGTACCGGCTGAGTTTGGTCATTTTTGAGAATA 18820 A_95_P249752 AJ309009

19489 230 24 296 TTATTTAATTGTACCCCCGGACTGGTTTTTGCCCTATTTAAGTAGGCTAAGAATTTTCTA 18822 A_95_P052511 BP132942

19491 230 26 489 AGAATCTCAGACTGCATTACATACTTTTTTGTTGTCCGAGTTTTATGTCAATGTACAACC 18826 A_95_P029696 EB445136

19494 230 29 539 TAAGATTGAGTAGCAGCTTTTTATCTGCTTTGTTCTTGATTTCCTTAAGTTCCTGCTCTA 18832 A_95_P312693 FG151860

19497 230 32 1374 CAGTGATATTTCCGTAATTACGCCATTTCATTCTGTCATTTGCTTATGTCATACTTCAAC 18838 A_95_P011991 TA14296_4097

19501 230 36 778 GTGCAGCTTATCAATGATCTAGGCGAGTTGAAGGATTGCAGAAACTCCTGTAAATGAATC18846 A_95_P163557 DV999212

19502 230 37 279 CAACTGCTGATGAACATGGTCACTATCTGACCCAAAAATATATGTGTTTAAAAGCTTAGT18848 A_95_P105087 CV017290

19504 230 39 565 CTGTTTTAGTGTGGTTGGTGTTATTGTCCTTTATATTTGGTTAAGATACTGTGGATCTGT 18852 A_95_P108017 FG622663

19506 230 41 769 TTATTTTTCGCACTGCTAGGCTATCTGGTGCTCATAACCTGTATGATCGAGAGTGCGCAT18856 A_95_P312993 FG160784

19507 230 42 268 AGGGGCAGAAATTTCTTTATGTATTTGATTTTGCATTGTTCCCTGTTGATGGACTTCCCC 18858 A_95_P156217 EG650470

19509 230 44 661 TCAGCATTGCTGTGATGATTTTGTGCATAGTCTTTTACAATGTGGCACATAGACTTCCAG18862 A_95_P135622 EB439134

19512 230 47 875 CGAATGGTAGTCTAGAAGAGCATATCATTTCTTTCCATTCTTTGTCATGAATATTCGGAA18868 A_95_P212337 TA19811_4097

19514 230 49 682 CTGGTGACTTGAAAATGTCCTTTAACAGCAATATTCACTTTGGATTAGAGATGGTCTAAT18872 A_95_P023491 DW003798

19515 230 50 738 GGATGAATCAGCGTGGTTTCTGGATATTGGAGGTCATTGTTGTTCATGTCACCAGCAAGT18874 A_95_P246532 EH621518

19516 230 51 306 ATTGTGCTCCTGAGTGGTTTATTTTCAGTTTAGCAGTAGACCCTCTTTCATTGTATTTGG 18876 A_95_P135577 FG629295

19521 230 56 864 ATTACACATTATCGAAGGAGCTGATCATGAATTCACTTCGCATCAAGATGAGTTGGCTTC18886 A_95_P117152 DV159941

19525 230 60 835 TATGTTACTGCAGCAGCGAAGCCTTTGATGTGTAATACTCGTTCCGGTTAGAATGCCTGT18894 A_95_P183082 TA13375_4097

19526 230 61 289 CGTGAAATTATGACACCAGTTTTGGGTGGAGTTTTACTTCGGATTCATATTTGTAATAAG18896 A_95_P093758 BP532399

19528 230 63 708 GCATCATTTCAATAGGAGTCACTGCTTTTCGTGCATTGTACTGGCTGAAGAAATGTAGTC18899 A_95_P251507 FG644568

19530 230 65 612 TAAAAGCAGCGGAGCCAACACTCATCAGAAAGGAGATAAGCAATATATCACTTGAAGATA18903 A_95_P269811 EB433245

19543 230 78 194 GGGTCGACATATCTCTATCTATCTTTGGTCTTTACTGTACATAAGTAAGTCTTACGTATT 18929 A_95_P211502 TA19625_4097

19548 230 83 683 GTGTGATGATTCTTTTGCTTTAACAGGCTTATTTATTTGTATGGAGTCATCATCCCATGT 18938 A_95_P291603 FG165897

19550 230 85 1023 GATTGGAGCAGCAGAACTCAAATGCATATTGCGAGGCAGTGATTAGATAATAAAAAATTT18942 A_95_P192312 TA15425_4097

19551 231 1 756 GCATTCATTGACGCGGACAAAGTGAATTATCAAAAGTATCACGAGAGATTGCTGCAGCTT18943 A_95_P226154 FG194205

19552 231 2 897 GTGAATGTTGAATGAGATTGAATATAACATGGTTTTGCTGTCCCAGTGCATGCAAATCTT18945 A_95_P238629 AB023479

19555 231 5 313 GTTAGCCTTTCTTGAAACTCGAATTTAACCTGTAGATAGTATTGAGCTGGATTAATTCGT18951 A_95_P048931 BP132041

19557 231 7 1080 CGCATATCCCTAGAATGAGCTTGTAAATTATGGTTGTGCCAAACTTATGATTAACAATCT18955 A_95_P022871 TA12945_4097



19566 231 16 925 GGAATAAATCTGAACCCCTATAACCTGTGTATCATCATTGTTGTATCATCAGTACATTGA18973 A_95_P193837 TA15757_4097

19568 231 18 701 TATCCAACCATCAGCCTATCTTCTCATCTCCGCTGCACTATGTTGATAAGGAAATGCAGG18977 A_95_P287018 FG639578

19569 231 19 92 GCAGATTTTATTCGCTAAGAACTAGGAATTCGGAATTGCTGAGCTCGCCTAATATTGTCG18979 A_95_P132847 EB433632

19571 231 21 624 CAAAAACCGTACTTTGAGACCAAAAGACTCAGATGGTCGTCCAGATGAAGAAGTTGCTGA18983 A_95_P041661 BP130150

19576 231 26 847 TATGATATATAACCGGTGGAATGGGATTCTTGAGGCGGAGTATGGGTTCATGCACCTTGA18993 A_95_P295413 EB446027

19582 231 32 860 GCTACAAGAAAAGCAATTTTAACGGTTCATTAGAAGAGCTTTATTAGCTTCTCGTTCCAA19005 A_95_P187347 TA14326_4097

19583 231 33 729 CTTGAGATGGCTCCCTGATCCTTTTCTTCTTTGTCATTTTTTCCACGTTTGTAACATTGG 19007 A_95_P216312 DV158438

19586 231 36 802 TGTATGGTCGCCTCCACCTTTACATTTGCTTATATGCAGAGATCAGGGTACAGAGTGATA19013 A_95_P267996 FG153457

19589 231 39 250 GCAATTTTCTGGGGATTCTAATGTATTCTGAATAGTACTTTGGTACTATTGTTGAGCCTA19018 A_95_P007351 BP533064

19590 231 40 559 TCAGCCTAGCTTTAGCTTCTGTTGCAACAGTATTTTACTGTATGAAATTTGATACCCTTA 19020 A_95_P017921 TA17887_4097

19591 231 41 204 GTGGTTGTGATGATGAGTGGAAGGAAGAATGGAAGGGTTATTTTATTACTAGTATCTTTA19022 A_95_P104962 TA17047_4097

19592 231 42 888 TTGGGGCTTTGACCAGTTTGAGACAGCTTTATGTTGCACATAACAAGTTAACATGTCTCC19024 A_95_P137257 EB440979

19594 231 44 511 GGGGCTGTAATAATCTCTATAATAAACAGATTTGGAGCTTATTAGTAAAAGCTGGGGGGT19028 A_95_P121407 DW001469

19598 231 48 400 CATATTGTACATTGGTGTCTTAAGGAAGAAGTCCTTGAGTTATGTGATCTCCTCAGGCCC19036 A_95_P026696 BP135949

19600 231 50 1109 GGAAGCAGGTTGTAGTATTAGTTGTTGAGGAAATACTTTTAATTTTATTCCAGACAGTGG19040 A_95_P182122 TA13138_4097

19603 231 53 822 ATTCTTTTTAGCTGTATGATGAGGCAGATTCAGGATTTAGACGGGATATATCAACAGTTC19046 A_95_P291818 EB424969

19604 231 54 649 TTGTTTTTACACTCTTTTATCAGGAGAAAGGAAAGTAGAAATTATGGATTGCCCCAAGCC19048 A_95_P134652 EB437237

19605 231 55 369 GTCTCGGGCCAGGTCCATTGTATAAATAGAGACAATTAGCTCTATTCAGTAGTAGTTTTG19050 A_95_P068595 BP137169

19606 231 56 680 CTGGAATCAAAATAATTCCTGTGCGGCTCTCTTTTTAACAGTCTTAAAGTTAAAGCTGTT19052 A_95_P196422 TA16335_4097

19607 231 57 261 GACTCACATGATGCCTCCTTGGTTTTCCTATGTTGATGCAAAAACAGGAACGCCCGTTAA19054 A_95_P241955 EG036055

19608 231 58 415 TCTGTCCGATATTTCTTTGCTCGTAATGAACTAACTGTTTGCAGAATCAAATGATAGTGG19056 A_95_P088898 BP530264

19611 231 61 818 TTTCATGCTTTTTGACATGGATGGTCATCAAGTTCTTCAAAATACAGTTGTTCAAGTTGG19062 A_95_P199832 TA17076_4097

19613 231 63 86 AAACGAAAGCTATCTCCGAAAGAAGAGCCTGAGCCAAAAAGGTTGCAGCGGATTGCTAAA19066 A_95_P034144 AJ718211

19616 231 66 826 GGGGCAGCAGTTATCAGAATCACCAAGCAAATACTTAGAATGTTATTTATTTAATGTGGA19072 A_95_P139532 EB443303

19619 231 69 0 CAGTTTGAAACATTTGGTAATGGGGAGTCTGATAAGCCAAAACACACAGAAGAAAAAACA19078 A_95_P293468 A_95_P293468

19623 231 73 402 GTGCTGAAAGTCTTCATGATGAGTTTGAAATTCTGTATCTAATGGCGTGGCATAATTGAT19086 A_95_P133887 EB435581

19626 231 76 769 GGTACCTGTTAATTCTGCCAATAATAAGGATCATTATGTCCTCTCGTGAGTACTATATTT 19092 A_95_P011896 TA12183_4097

19627 231 77 876 GCTTCAGATATTAAGATAGCATTGGATGGAGGATTCAGAAAGATCTGTAAATATGTTCCA19094 A_95_P022761 TA18270_4097

19631 231 81 659 GGAGAACCTTATCAGAAAAATTTATGCTATGCGCTTCTTGGAGGAGTGAGATGCATATGA19102 A_95_P297728 FG634385

19632 231 82 618 TTGTTTGTGCTCATGGAGCTTTTAGGGTTCCGGAGGATTTGTTCCTTGATGATCAAGAGC19104 A_95_P122707 DW004634

19634 231 84 1877 GGTACCCAAAGTGGAGACGAATTGTTGAATAATTAAAAGTGTTTATTTCTTTCTCCCTCC19108 A_95_P183207 TA13405_4097

19635 231 85 664 CATTGCTAAGGCCATTGGAAATTATCTGTGGGGTCTGAGTAATCGTATGCAGGAAAACAG19110 A_95_P056231 BP133902

19640 232 5 737 CCAAATGGCTGTATGATGGTTGTCACAACGACTTGAGACCTCTATGTTCTGTTTTTCTCT 18952 A_95_P281463 FG642462

19644 232 9 716 GAGGCTTCAGGCAGTATTGAAATGCATCAGTTGATAATCTTGCCTTCCTATGAGCATTGA18960 A_95_P203672 EB680704



19647 232 12 273 TTGGGAAGCCATCGACGTTTCTGATGGACTTTCTATTGCAGAAGTATAACATCACTACAT18966 A_95_P081035 BP528156

19651 232 16 606 GCACACTGGGCGTGATTGTGACAAGTTTCAAAAGGTAGAAAAAAGACAGAGAAAGATGAG18974 A_95_P188912 EH614541

19652 232 17 621 GTGGCTCTTAGTTGGACTATGTTCTCTTTTGTTTATAGTACAAACACGGATAGCAACTGA18976 A_95_P307728 FG639284

19654 232 19 2861 GCGGGTTAAACCAAACCCATTATTTTTTGCTCGAACTATGTATACGTATGCAAAAAGATT18980 A_95_P212947 TA19945_4097

19666 232 31 828 ATAGTGTTAGGAGCTGCTATGACGAGGGAAGCGGACTGCTGAACTGACTATGAATAACAT19004 A_95_P292273 FG146921

19667 232 32 118 TCCAATGTCAGCTCTAATGTTAATATAATGACTGACCCTTCCCTCCCTTCCAAATCTATA 19006 A_95_P316313 FG188087

19670 232 35 517 GCTCTTGGTGTAAATTGTCTGCAAATTGTCCATGGATTTGTGGAAAACTATACATCTTTT19012 A_95_P029446 BP529479

19674 232 39 692 CACTCCCGATATGGATGTATGATGTGGAGTATTAAATTTTAGTGGTTTAGATACGATGAT19019 A_95_P213112 EB435618

19675 232 40 422 TGACCCCCTTCAGTGAATTCTGGATCGTAATTGAGTGTTCTTAATTACTCCTAGTATATG 19021 A_95_P095968 FS412034

19679 232 44 253 TGTGTTAGAACCATTGAACTTTCAATCTATTGGATCGACCCCCTTGATCTTCTGTTATGG 19029 A_95_P133742 EB435391

19680 232 45 285 GTTTGGGATGCCAAACTCAATTTGTATCTTTTTGCACATCAATGATCAATGGTGATTGTT19031 A_95_P136862 EB440572

19682 232 47 1285 CAGCAAGGCTGATTTCATTGCCTATGATTTGGCAATTGTGTTACAAACAAAACAATGTTA19035 A_95_P179627 TA12552_4097

19683 232 48 845 ACCTGGACTTCAAATTAAACATGCCAACCCCTCTTAATCTCTCTTCTTCGGGTGTGTTAT 19037 A_95_P126517 EB425828

19685 232 50 505 GTGCATGTTAAACATCTGAGAAAACCAAATGTAGGTGTTTGTAAGAGAAATCGAAGGATA19041 A_95_P022496 FG640166

19690 232 55 362 CTTTCCTGCTTGGAATAATTTGGTAGAACCATTTGTCTTAACAGCTTCACTCTGGGATGA19051 A_95_P030811 BP136525

19692 232 57 512 TTTCCTGTTGAATTTGAGACATACAATGTTTTCATCGAGAGAAGGGAGAAGAGAGAGATA19055 A_95_P161192 EH619949

19697 232 62 888 GTTTTTATAATTGGGGCCACAAACAGGCCTGATATAATTGACCCTGCACTTCTGCGACCT19065 A_95_P258806 TA14230_4097

19699 232 64 454 GGTGCAAACTTTTGTGCTGAATTGCTGCTTTCTTAGATATGATGTAGAGATTAGGAAATG19069 A_95_P212922 TA19939_4097

19701 232 66 845 CGGGTGTAGAACTCTCCTTGTTTTTTCAGGTGTAGTTAATGAATCAGCTTTTCAAGATTT 19073 A_95_P010651 EB682950

19723 233 3 300 GACTATGTGGTACTTTGTGCATTTAGCTTCGGTACATCCCTCTCCAATAAAAGTAGTCTG19116 A_95_P125257 DW005053

19726 233 6 509 TTTCACTTGTGATGAAAGAAGGTGTAGCAATTGTGGGATTTTCACGGGGCGTTCTGGGTT19122 A_95_P212747 EH616394

19729 233 9 0 AAGCTTTAAAAATGCAGCGTTGTGCCTGTTTGTTTCAGTGAACAGCAGATTTGATACGGT19128 A_95_P024131 A_95_P024131

19730 233 10 428 GAGAGAAGTTATGTGAAGCAATTGACAAAAATCCCTTGAGCTGTCTGGTCATAGGGAAAA19130 A_95_P113232 TA12319_4097

19731 233 11 177 GTATGATAGTTCGCTTTCTCTAATAGAACTATGTAGTTAGCTGTGATGTAACTGAACCTT19132 A_95_P098248 BP534387

19734 233 14 428 TCTTATGGAAGTTTCACTACTTATGAGAGGATTCCTATCAAGCATGCAAGTGTAGGGGAA19138 A_95_P077825 BP527352

19735 233 15 423 TTATACAAGAGCGGCTGTGAACGAACAATTCATTTAGTATACTGCAATAACTTTTGCTCT19140 A_95_P023496 TA15726_4097

19737 233 17 855 ACACTGGCGATTTGATTCGTTATCAAGAATTGTGCCGTGTCCATCAAGCTGCATTGAATG19144 A_95_P190762 TA15084_4097

19741 233 21 476 GCAGTTCTCTATGAACATAGTTTGAGCTGAGAAAAGTTGAGATGGGCCTTATGTTTCAAA19152 A_95_P232044 FG641634

19742 233 22 608 TTCGGCAGATCTCTAAGCTAAGATTTTCTTCACTTTTATGAGAATTTTGTACTGGGTTAC 19153 A_95_P011491 BP530118

19743 233 23 380 ACAAGTGCATCTTTGAAGTTCACAGTCTTGAACCCCAAGGGGCGAATTTGGACTATGGTT19155 A_95_P147702 EB426400

19744 233 24 550 ATTCAGGGATAATTATTCGTTTCGATATGGTTGCTCTTAAATGTCCCATTATTAGAGGGA19157 A_95_P178747 TA12334_4097

19745 233 25 244 CTTCTGTTTATGTGCTTGATTCATTAAACGCATTTGGTCCAGCAGTTCTTTAATCTTTTG 19159 A_95_P031311 EB444332

19748 233 28 274 CAAGCTGATAAACACACCTTTCTAAATGTAGAATGCTGCATTAGATTGTTAAGGTGTACG19165 A_95_P001771 AJ632774

19749 233 29 816 TTCTAACTTACTGCTTTTGTTAGCTCGCTACCAGATTGTACTTGTGATTACTTGTTGTGC 19167 A_95_P273131 EB681678



19751 233 31 714 GAAGGCTTAGATTTAGTGGCTGTTATAAGCCTCTTGCTTTTCTATCTTTATTTGGATCTT 19171 A_95_P000676 EH615247

19755 233 35 226 GGGTTGTATGTTGTACCAAACAAACTTTCTTGTGTTATTCTGACGTTGTTACCTGAATAA19179 A_95_P132372 EB432848

19764 233 44 1502 GTATGCTCAGTATTTTTCCCTCCCAGAACTATGAAAGAAAATAGATTGAATTTTTGCCTC19197 A_95_P186397 TA14118_4097

19765 233 45 490 TTTCCAGCAATCTCAAACTATTGTTCAACCTGGGTCACTGGACAGTGAAGCTGGTATCTA19199 A_95_P091533 BP531401

19766 233 46 372 AAGGGCCAGTCTACTTGGTCTTACTTATGCAACTCAATATCTGAGCGTTCTCCTCATACT 19201 A_95_P026926 TA17881_4097

19768 233 48 799 AAAGAGAGGGGATATCAATATCACACCCTGCCCGGTTTATCCTTATTGGTTCGGGTAATC19205 A_95_P184917 AF014053

19769 233 49 434 GCTTAGTTTAATCCCTTTATCTTGGGCTTAGCCATTCTTTTTGTTTTATGTGTCGTAAGA 19207 A_95_P278348 AM832067

19771 233 51 685 TATCCAGGGTAAAGTGGAGTTCCTTTCTTTGTAGCCATTTTCTTGAAAATCCACTATAAA19211 A_95_P316678 FG197371

19772 233 52 617 TTGCTGACATCTAAATCTTTGCCAGCATCTATTGTGCTTCCTTGTGGATCTTGCTCACTT 19213 A_95_P116857 DV999689

19779 233 59 0 GCATGGAAGGATTTCTTGTTTTGGATTATATCATCTTTACCCAAAATTTCGGAAATGGTC19227 A_95_P259631 A_95_P259631

19781 233 61 505 ATTGGTCATCTGCTGGAGGAGAACCGCTGGATAAATGAATCCATTACCGCCCTCATAATT19231 A_95_P120582 FS392203

19783 233 63 429 ACAACTCTACATTGATGGGGAGTACTTTGGTGGCTGTGACATCACTGTAGAAGCATTCAG19235 A_95_P103402 CV016485

19784 233 64 560 ACGGGTGCATTTCATGTAGCATGGCTTGCGATGTGTTTTAAATAACCTTGAAATAATTCC19237 A_95_P065360 BP136309

19788 233 68 766 CAAGCTGCGCAAATTGGATATTAGCTGGTTTTGTAAACTTGTTATAGTGTGTAAAACGTA19245 A_95_P269941 EB428069

19791 233 71 592 CATGCTTGTTGACCAGCTTAAATGAAATCATGGTGAGAAGATAGGAATAAAATGGGTTGT19251 A_95_P132487 EB432978

19798 233 78 425 AGATGTTGAAGCTCAAATCCGTTGTTGCTTTGTTATTTGTTTGTTGCCGCTCTGTATCGA 19265 A_95_P094173 FG635922

19800 233 80 1012 AGTGTTTCACCCTCTCTCCCCCCTTGTATTAAATGTAATAATCTGTTTATCTTAATGCTG 19269 A_95_P191547 TA15261_4097

19806 234 1 433 TTTTGTCTGTCTTTAGCTCTTTTCTTTTGGGTCACTGAATGGTCCCGTTGCTGCTTTTAA 19113 A_95_P092113 BP531648

19809 234 4 1222 GCTACCTAGCTTGTACTTTGAGTATATTCCATGCGGCTTGTTATAGTTTTTAATAAGAGA19119 A_95_P008001 TA12648_4097

19810 234 5 785 TAGGGCTTTTTGTAATGACTGTGTAAGACGATGGTGGAATATATGTAATTGCTGTCTGTT19121 A_95_P146017 TA12122_4097

19812 234 7 1282 CTGGCTGTTTTTGATTGCCAAAATACACTCAGAACTTGTTGAGTAGAGCAATTTGTATAA19125 A_95_P237854 AJ006228

19813 234 8 2339 GCATCGTCTAAAACAACGATTTTTATCAGCTGTAGCAAAGAAAGAAACTTCATAGAAGTC19127 A_95_P029026 TA12266_4097

19814 234 9 1450 GTTTAACCTCTCAGTTTCACCCCAAGTGTTTTACTTTTTGAGATTCAAACAACATCTTAG 19129 A_95_P214932 TA20369_4097

19816 234 11 240 GCACCTGGGACTGTAATGATTGCCAAGACATGCAAATCCATGTAATTGTAATTCTTTTTT19133 A_95_P092333 AM802310

19824 234 19 1441 ATTATGGAAAGAAAAGGCCTGGCCCCGATTCCAGACACTGGTCTTGATTCAGAGTTTACA19149 A_95_P194002 TA15796_4097

19829 234 24 273 GCTTACTGTAAAGTGAACCTTTGTGGGTTGATTTAAAGACTAGTACCTTTTAAAACAGAG19158 A_95_P067655 BP136933

19833 234 28 507 GGCTTATTAAGCAGTATTTTGTTGGGTTGGTCTTACTTAATAGCCAACATTTTGGCATAT19166 A_95_P220917 DW004366

19837 234 32 551 GGTTGTAATCAACCATGGGCATGTAACCGTAAATTCCGTTGATACAATTTATTATCTGAT19174 A_95_P006266 FG633965

19838 234 33 106 AGGCTTGTTGGTTGAACGATTTTGTTATCTATTCATTTGCCTTACTTGTATTTGTCCGCG 19176 A_95_P121327 DW001339

19839 234 34 723 TTGTACATCTTTATACAGTAATACTGCTTATTTAAGCCAGAAGGGGTTATTTGCGTTGCG19178 A_95_P013421 EB429134

19844 234 39 584 TATGCGTTTTAGTCTAGGTATGCCTTCTTGTTTCAACACTTAGATTCTATCCATATTCAC 19188 A_95_P005351 TA12063_4097

19846 234 41 740 TAGCTGCCCGTCGATTCGCAGTTCCGTTTTTCTCCATCCCTATCTTCCTATTAGTATATT 19192 A_95_P115817 DV158194

19854 234 49 964 TGTGGACCTCTATTTGTTTGGATGGACCGATTTGGATAGATGAAGCTAGTTTGGTTGCTT19208 A_95_P005061 L16767

19857 234 52 780 AGATAGCAATCAAGGTATCCAAGAGGGTTAGCACTTCCACTGGTAAGAGACGAGTAGACA19214 A_95_P204567 DV159964



19866 234 61 805 TGTTGTTTCCAATTTTGGTTTACATTTGAAAGGGTGTTTTTGGTACATTTGTCCTCGGAT 19232 A_95_P258648 DV159788

19867 234 62 737 CAGGTAAAGATACAGCAAGTATCCCAATTTACAAGACAGAGGCTGATATAACTATTTATG19234 A_95_P242622 DW000916

19870 234 65 403 ACTACTATTGTAATTGCAGTACAGGCTTTTTACGAATAGATAATGCACTTCCTTGTGGAC19240 A_95_P130077 EB430050

19876 234 71 875 GCCAACATCTTGAAATAAGAATGGCATCTGAAAAACATTTCTGCTGTTGAAAAACACTGA19252 A_95_P289788 DV160971

19881 234 76 404 GAGCAGTGAATATAGTCTTATTTCCAGGTGCTGATCCGGAATAAATAACATGAAGTTTAT19262 A_95_P163252 EH622262

19884 234 79 689 AATCTGGTCTTGGGCTGAACTTTGCTGAGCTCCAGATTAGTCGTGGAAACTCTTGTTGTT19268 A_95_P073500 EH620962

19885 234 80 428 GCATGTTAAATAAATGTTGTGGTTGTGTTTGAAATAGCTTTCACTGACTAGCATTTGGCT19270 A_95_P154837 TA15535_4097

19892 235 2 873 TGTTTCACAGTTGTTAAGGATGTACCCTTTTGCCTTCGAGTTCTCTTCGGCTTTCCTGGT 19282 A_95_P223052 TA22165_4097

19893 235 3 818 TGGTCCGAGCTGTGTAGCAATCACAATAATGTGGAATGTGGTGGAGTTTCTTTGAACTCC19284 A_95_P270291 EB430842

19896 235 6 795 ATTCAAAGATGGAATCTTGGATCTCCCTGATTTTCCTCGTGGTTTCCCTAAGCCAGCTGA19290 A_95_P126582 EB425904

19897 235 7 635 CTTCGCTTGGTCTTTTGAGGTGAAGATACTTATGAAAGGATGTTTCCTCTTTTAAACTTG 19292 A_95_P087548 TA19868_4097

19900 235 10 418 TTGTACCTGACATCCCTTCGCTCCAAAGATGGCTTGAAATTGTTTATCAAAGCGCAGGTA19296 A_95_P002101 BP528296

19904 235 14 455 CACCCAAAGTAGGGTCTTTGTGATTTGCATTATTTGCATTCAATTTTGGAGTATAGCATT19304 A_95_P001446 FG642881

19907 235 17 845 GATGCTTAAGAAGGATTAATCTAAAGCTCAGATCACCGCCTAAAGGTGGATTGCCGCTAT19310 A_95_P116022 DV158516

19908 235 18 746 AAGAGGAAGATTTAGAAGAACTAAGGGCACGTCTCGCTAAAGTTAGATCCTAAGTGATTT19312 A_95_P206997 TA18644_4097

19910 235 20 359 TAATTGTGCACCACCACCTAATGCACTTTTACTTATGCGATGTCGTTCTGCTCCACCAAA 19316 A_95_P135897 EB439593

19911 235 21 531 ACCTTTTTGGTGTGTCCCTTCTCATTTGCTGGTCATGATGAGAATGGTCCTAGCTTGTAA 19318 A_95_P107822 CV018545

19914 235 24 776 ATGATGAAATTGTACTTGCAGAGCCTTCAGAGGCCTTTTTTGCCCGTGTACAGAACCATC19324 A_95_P291583 FG172556

19919 235 29 251 TTCCTTAAAATTTATCTAAAGATCGAGTTGCAAATAAATGATGTTTCCCTGGTTCCGGCC19334 A_95_P110317 CV019680

19921 235 31 581 CGTCATATGCTTGTGGAAAATGCTCTTTGCTTCCTCTCCTTCCAGATATTCCTCTACGAT 19338 A_95_P040711 BP129900

19922 235 32 716 GATTCTTTGCTTAGAAGATGTAAAATGATAGTTCCTGTGGGCTTTCTGCATGTTTTCTTT 19340 A_95_P159647 EH618039

19923 235 33 615 AGCAAATGAGCTCTTCCTTGTTGCGAGATATTATATGCTTTAATAATTGCAGCTTCTAAG19342 A_95_P018271 TA14646_4097

19925 235 35 406 GCTGCAGCAAAGCAATACATTGAGAAACATTACAGAGAGCAGATGAAAAATTTGCAGGAG19346 A_95_P085370 X71057

19926 235 36 818 GAGAAAATGGTTTCAAAGTTGTTACCCTTCTCCGTTTGAGCCCTTTGCTTCCTTTTTCTC 19348 A_95_P203652 TA17898_4097

19930 235 40 392 ACTGGTCCACCACCAACAAACTCTTGTTATTAATTAATTGCTAGTAGCCATGTTTGTTGA 19354 A_95_P090273 BP530884

19931 235 41 823 GAGGCGTCAAAACATTGACTCAATGAGCGGCCAATTCAATTAAGTATTTAACATAAATGC19356 A_95_P205827 EB424983

19932 235 42 1238 CTTTATTTCTCTGGGAGTTGTTTCATGACATGTATTTTACTGAGGTTGTCTCCCTGCTCC 19358 A_95_P182077 TA13127_4097

19934 235 44 394 TTCGTCTAAGACAAACTGAACTGATAGACTTACCTTTTTTGATTTTCCTGTACTGTAACG 19362 A_95_P024536 FG644144

19937 235 47 1227 GCCATTGTCGCACAGATGATTTCTTCCTAGTATATACTAGTGAAATTTTATTGATGTTCC 19368 A_95_P200167 TA17151_4097

19940 235 50 748 TAACCATGATCTTGAAAGGGTTGGCATGGGGATTCAGCAGAACTAGGATCCTCAGTTGTA19374 A_95_P213197 FG161520

19946 235 56 127 TTGTTATGGGCCGCCCATCTTCTCTGCGCCGGGACATAATTTAGACATATAACAAAGCAA19386 A_95_P155387 EG650038

19947 235 57 458 CTAAGAGTAGAGTATTGCGTCCCCTTTGTATTATGACCATCATCTGATGAATGGCACCTC19388 A_95_P039066 BP129444

19949 235 59 785 ATACATCGATAACACAGCATTCTCCCCTCTCTAGTCTCTGAACATCATAGATGCGCTATG19392 A_95_P285073 FG165655

19950 235 60 107 CAATGTGCAGAAGGAACCTGTAGTTGCTCCCCCAATTATGACAATGTTATATAGTTTCTT19394 A_95_P242407 DQ460102



19956 235 66 431 CTTCTATCAATAAACCAAAAAAGAAGTTTGAACTTGGTTGAAACCTGATTGAACTGCTCC19406 A_95_P182092 TA13130_4097

19962 235 72 447 ACAACCCCAGATTTAAACTTATAATAACATAGCCTCATGCCGGATCCCTAGTAGGAACGT19418 A_95_P132722 EB433357

19965 235 75 476 TACCATTGACATGGGAAATGTTGTTATGATCAAATAGCTTAGCTATAGCTTTGTGTACTC19424 A_95_P003741 TA12063_4097

19967 235 77 215 ATGCTGTAACGGCGTGCGTGCCTATGCAATGTCCTGTCCATGCATAATGAAGTTTGAATT19428 A_95_P178902 TA12371_4097

19969 235 79 0 ACTGTAATGCAGATCCTTCATGTTAGAATCAATGATGATCGTGTTTGTTAGCGGCCGCAT19431 A_95_P231114 A_95_P231114

19970 235 80 518 AGTAGAGCGACGATCTTGTCTTGTTAACAAGGGACAACCATGGTCAACAATTTCACTCCG19433 A_95_P010061 EB432801

19978 236 3 401 GGGTTGTGCTGTAATTGGTATTGGTTCTAGCTTCTACCAGTTTATGTTTAATCTTAAAAC 19285 A_95_P002891 EH623972

19981 236 6 987 TGAGGAGGAAGACGTTGATGAGGCACATTGATCAATTTTAGAGTTGGTTATTCTAAATTG19291 A_95_P067100 TA14838_4097

19990 236 15 692 GTAATTCCATTGAGGAATCTGCTTTTTCATGGCATTCAAAGATCGTTGCTGACATGGATG19307 A_95_P282833 FG196092

19995 236 20 475 TCTCGAAATTGATTGTCACTATGTGCGTGAGAGTCTTAATTCTGGGCTGATATCTCTGCA19317 A_95_P276128 AM783324

20000 236 25 967 GCAGCTTTCATATGCATACTTATTGCAGAAATATGGAGTATCATTATTAACAGATGGTCC19327 A_95_P013741 TA16406_4097

20001 236 26 456 GTGATTGAAGATGATTGCAGTGTTGTAGGTATTGTGACATTTGCTAACATGTTAGAAGTT19329 A_95_P275908 TC66158

20008 236 33 562 GCAAGATGGAATTCTGAATGTTCCATGGTTTTGTTGTATCATATTTGACATCTTGGCTAA19343 A_95_P125437 DW005234

20009 236 34 935 GCTCTGCCATTTTTGTTGTTGGATTGCAATGACATGAACTCTTGAACTTGTTCTGTGTCC 19345 A_95_P177922 TA12104_4097

20011 236 36 735 CATTAACATGTGCTTGATTTTCTCCATGACTATGTTTGTTTGGCTTGAATCCTGATCAAT 19349 A_95_P136557 EB440325

20015 236 40 592 ATTTTGCCGTACCCTGGGTGGTTGGATTTTATTGTATACTCTGAAAACTGTATTTTTCTA 19355 A_95_P222502 TA22047_4097

20022 236 47 93 TAAAGGAAAGTTCTAAACCTGAGAGAGCAAGTACTTTCGCTAAACGTGCTGCTCAGGTGG19369 A_95_P033884 AJ717826

20027 236 52 621 GTTTTGAAACTTCAATTACTTTGGGGTTTTCTGTTGTTTTCTGATAACGCTGTTGAACAC 19379 A_95_P286198 FG639851

20028 236 53 293 GTTCCTATCCTATTACGGTTTAACTTCGCCCTTTCTCCTTCTCAATGATGGTACTTAGTA 19381 A_95_P112347 CV020632

20029 236 54 650 GTGGTTTAAGAAACCAATTGTTCAGCAATTTCTTTTGAATGAGATTCCATCAAGGGCTGA19383 A_95_P299748 FG635361

20033 236 58 909 AGATATTTAATGAAACTAAACTCTGCCAAGAAGCTTCTTGCGAACCAATCTCTTCTACTG19391 A_95_P223622 EB425095

20034 236 59 501 AAGCAAGTTGTCACTTACTAGTTCCTCCAACTTGAGTTCAGGTTGATCCTACTGGGATCA19393 A_95_P036658 BP128789

20040 236 65 888 TAGTAGTGAGTTATTGTTTCTTAGTCTAGTCGGAGCTTAGCTGTGTCCTCCTGATCTATG19405 A_95_P119127 DV162197

20041 236 66 541 CGACTTGATTTTGCGAGATGTTGCAAAGTAAGAAGAAGAAGAAGAAGGGACAAATGAGCT19407 A_95_P202642 BP131040

20042 236 67 602 GAAAGGTTGAATTGTGACCCTCTGTGAAACACTTAATTTGCCTTATGTGTGTAAGATTAA19409 A_95_P032856 EH619487

20044 236 69 786 TTTTTGCTCGCGCCCTTGGAGATGGCAAAAGTTGTACCTGCCCGTTTTTTGCGAATTATA19413 A_95_P202287 DW004236

20051 236 76 695 TCTTGAAACAGAAACAAGAACACCAAACAACACAGAGTAGTTGTTGCTCATGAAAACTCT19427 A_95_P136567 EB440332

20059 236 84 615 GTGCTATTTATTGTGACTATGCTTTGAGATCTTTGATATTGGTAGCTTGTGAGTTGAAGA19442 A_95_P266866 FG636593

20061 237 1 541 AGGAAGTAAGAAATGCTTAGACACTTGTTTGGGTGTTGAGAGAACCAGGCCTGATATTAT19445 A_95_P042616 BP130405

20066 237 6 835 TGGTGGAGTTATTTTGCCCTCCTTAATGGTTACGATTTGCGTGTCTATAATTAAGTGCTG19455 A_95_P244122 FG143242

20067 237 7 1247 AGAGTAGTGTAAAGTGTATATTTGCGTTTGGTGTAATGCATGAATTTGACTGTGTTCTTG19457 A_95_P202337 TA17612_4097

20068 237 8 345 AAACTTATGGGTACTGCTGGTGGTCTCTCGTCATTGGCAAAAATGCCTGCTTGTAATGTC19459 A_95_P135222 FG145825

20070 237 10 0 CCTGATAAAACAAAGGCATCGCGCGACAAGTATGCCAAAATATCAGAGCAGGAGACAATG19463 A_95_P315973 A_95_P315973

20073 237 13 133 CTATCTGTGCTCAATATACTCCTGAACAGACTGATGTACGATTTTAAAGCTATGTATGTA19469 A_95_P161737 EH620364



20074 237 14 215 ACAGGCTAGAGATTACGCAGGGAACGTCTCGAGTCCCTGTTTTTACTAATCAAACCATGA19471 A_95_P166707 EH664006

20075 237 15 610 GATTGCAAGCAACTTTACTGGGAGGGGACTCAATACCACAATGCAGTGCAAAAGTTTGTG19473 A_95_P299058 FG638357

20086 237 26 372 GTGGAGACTAAACTCATGTTATTGGAAGCTGTCATTTAACTGAAAACTGCTTTTGTTTTC19492 A_95_P089253 BP530421

20089 237 29 516 GTACGGTTTTGAAAGATTCGGTTTGATAATCCTTGGTGATTTTGAAAATGTTATACCCCA19498 A_95_P193517 TA15690_4097

20102 237 42 599 GAAGAGGGGTTTGGAACTGATTATTATGTCTTTGCTATTGTGTATTCATTCAGATTTTGG19523 A_95_P012776 DW004209

20103 237 43 2330 GAGTAGGAAGGATGACTGATCACATTGTTTCAACAATTAAGTGATTGAAGAAAGAAGCAT19525 A_95_P002851 TA12429_4097

20104 237 44 350 GGAAAAAGTAACTCAATTGGTTAAGTGGGTTCATATGGCATTCTAAGCCATGAAGTTTAA19527 A_95_P202812 TA17716_4097

20108 237 48 791 TAAATCTTCTACCTCATTCAGTGATTCTGATGCACACACGGGGTCAGATCTGTCCTCTGA19534 A_95_P152292 EB682633

20110 237 50 545 CAAGTCATTTGGTTTCATCTTTGGTGTCATTGAAGACTCCTAGAAATCAATTTCCCAATA 19538 A_95_P148797 TA13527_4097

20112 237 52 858 TGAGTCGTCAACTGGTTTATCACGGATGTTGCTGAGTTCACCAACATGTCCAGTTCTTGA19542 A_95_P149317 EB679157

20113 237 53 478 ATCAGTTCTCACAGCTATTTCTAGACAAGTTCATCCCTGTCACCCTGAGAGAGGAGTATC19544 A_95_P048061 BP131811

20116 237 56 761 TATTTCAAGGAAGTTTGGCACCATAAATTTGGTAGTGAGACTGAAATGCACCGCGCACCC19550 A_95_P290678 TC41333

20117 237 57 492 AAGAAAGATGTTATTCTATTTTCAGTAGAGTGACGATCTTGTCAACAAGGCACAACCATG19552 A_95_P153922 EB684086

20120 237 60 143 TACCACTAGACGAGCTTGTTAAGCTCTTTAATGCTCGTCCTCGCAAAAGTTCCAAAGGTT19558 A_95_P167251 EH664152

20121 237 61 747 GCATGATTGCTTTGTCAATGGATGTGATGCATCACTATTCCTAGACCAGACACCAAGTGG19560 A_95_P215292 EB428682

20123 237 63 1050 CAGAATTTTACTGCTTGACAATTGCAAGTGTGCTTACATGTTTTCGCAATTTGTTGGTTA 19564 A_95_P176862 TA11807_4097

20126 237 66 435 GTGAGTTTTGTATTAGATTTATGCTTCCATGAAATGAATGCAATATTCTAGCTGGTGTCG19570 A_95_P137157 EB440883

20127 237 67 853 AAATGCTTTTCACATCTCGTGCTCACATCATCTTCTCAGTTCATCTTGCAATGAGTCAGG 19572 A_95_P313473 FG157322

20128 237 68 836 TCAATGGTTCAAAGCCATACTTCTTTTTGAGTTTCCTTTGTACAGTCGCAATCTTCCCCA 19574 A_95_P268191 TA18465_4097

20132 237 72 504 CAGAGTGTTGGGAAGAAAGCTTGTCTTATAGGTCAAGCATTGGAAATTAATTATTTTCGT19582 A_95_P019401 DV160201

20134 237 74 1174 CATTGTGTATCTGCTTCAGGGAAAAAGAACGAACTAGATCAATAATTTCTGGCCAAAAAA19585 A_95_P231584 AB036735

20136 237 76 583 GGTTTACTGACAAGCAAAGGAGCTTGTTCTAATCAGGCATTACTTCCCATGGGCTCTAAG19589 A_95_P050941 FG168352

20140 237 80 266 CGTGACACCGGGTCCTAGTGAGATTATATTGTGTATTTTGTTAAATTCTTCAGTACTTTA 19597 A_95_P029001 BP534488

20145 237 85 611 CAATTCGAGGTTTGTGTAAAGCCAAACCTTGCTAATGTAAAATAAAAAGAAACGCAGTGA19607 A_95_P143162 EB446508

20146 238 1 1178 TCTCTGATAAGATCATGTTCTCATTTGGTCACAGATACTGCATGGTTTTCTAATGTAGTT 19446 A_95_P103942 TA15170_4097

20150 238 5 396 TGTGCTTTGTCTACTGAGGTCTCAAAGATGTTCTATGCTATTTCTGTTTGCTGTTTCTCT 19454 A_95_P006961 TA11842_4097

20152 238 7 484 AAGGTCCAGCAATGTGGGAAAATTTAAAAAGTTCACTTCAATCCAGCTAAGATGATTTTC19458 A_95_P044841 BP130986

20157 238 12 858 GGGGTGAAGTTTGTTTTGTATTTGCTGAACTTCAGCATTCTAGGAGTTGAAATTTTTGTT19468 A_95_P126042 EB425236

20158 238 13 454 TATTGACGCCTGCAATTTGTCCTCTTGAAGATGCTGGAAGGAACCTAATTATGGTGAGAT19470 A_95_P058346 BP134454

20161 238 16 719 AGAAAACATCTTTATGATCTCGGCGTATGATTCAATTACCATGTATTTAGCTATTGAGCC19476 A_95_P010056 DV161237

20163 238 18 784 CAATGCTATGAAGTATGGATGGACTGTTTGCTTAGTGAAATGTGATTTCGTTTCTAAGAA19479 A_95_P135392 EB438786

20164 238 19 796 CTTGAGGGCTCAACATTACAAATTGTGTATTATCAACACTTTGTTTGTGTTGCTGCAATT 19480 A_95_P223817 EB683080

20166 238 21 870 TACCTCTGTACTGCAGTGATGAGAAGTATATTGTTTCAAAGAAATTTTTCAGTAGCAGCT19484 A_95_P009166 TA14865_4097

20168 238 23 387 CGACGTCCTGATAATCGAGCAGAGTCACCTTTCACTTTAGTCTATTCAGATGTTTGGAGT19488 A_95_P151162 EB681401



20179 238 34 474 GCATGTTGCAAACTCAAAAACTACCTAAATGTATCACATTAGCAGAATAATAGCTGCTCA19508 A_95_P026566 BP129594

20189 238 44 610 GCCTGGTTTTGCTCTCTTTTAGAACACCACAATTACTATCTTTCATTACAAAAGGTTCTT 19528 A_95_P225152 EB445473

20195 238 50 581 ATACGTACCTGTCCTCCCTTGGATTTTTGTTTGCGCTCATCATTTTTAATAATTTAGCTG 19539 A_95_P191377 TA15222_4097

20196 238 51 1451 GCCTAATGATAGAATAATTTAAGTGTACCCTTTGAAGCCGTGTTTCTTCTCTGTATCAAT 19541 A_95_P182202 TA13158_4097

20200 238 55 753 TTCACGGTGACTTGGGACACATAAATCTCCAGGTGGCGACTCTGATCTTTATAATAATCC19549 A_95_P300643 FG173876

20201 238 56 686 GCTTGGATACTTGTTGTGGTAATTCTGTCCGACAGTAACCGATCTTGTAGTTTACTGGGT19551 A_95_P164652 EH623917

20204 238 59 113 ATGCTCACTTCAAGGTGGATCGAGAACTTCAGGCATCTGTTGCTGTGTATGCATTGAAAG19557 A_95_P034319 AJ718441

20211 238 66 704 AGGGAGCTAGTACTAGTAATGCTACTAAGCCTTCTGATACTAACAGCATTACATCTAACA19571 A_95_P129052 EB682225

20216 238 71 917 CTCAATTAATGCACAGTTGAGAGTAAAGAATGTTGGGATGCGCTTAAGCCTTTGTCATGC19581 A_95_P245802 DV157766

20219 238 74 0 CTTTTACCATCAAAATGTAAACAGAACAGAAGAAAAATGACATCTCTCAACCTGGAGTAC19586 A_95_P029651 A_95_P029651

20220 238 75 193 GTCATTGGGCTAAACTTAATATGAAGAAATCTACTGGCAGTACTTTGGGACATATTTGTA19588 A_95_P048841 BP132016

20223 238 78 1615 GCATGGCTATAAACAAGGCGCTGCGAGAGATGAACAATTGTCAATTCTTTTATATAATAA19594 A_95_P208622 TA19009_4097

20225 238 80 712 TTAGCACCCCCTCTATGTCGTCTCATGTGACCACCTAAAGCTTGTCCTGAGTTAAATTCT 19598 A_95_P316793 FG194848

20227 238 82 667 CTTGTCTCTGATGTTTTGAGACCTTAGTCTGTTGTAACATGGAAGGAAATGAAAATAAGA19602 A_95_P018176 TA17448_4097

20229 238 84 880 CTTCTGTATTACTGCATTTCCTCATTGAAAATAGACTCGGGAATTCGGAATAGTTGTAGA19606 A_95_P013461 TA12161_4097

20232 239 2 855 GGTAAAGTCACTTTTTGTTGGCTTGAGGATGAGGAAAGGACAGAATGCATATGATTTGTA19611 A_95_P297428 EB683457

20238 239 8 615 GGGCTAATGCTACCTTTTTCTGTAAAATTAACATCAAATCCAGTGTGTCGATGCATTCCA19623 A_95_P253714 FG642800

20242 239 12 644 CAATGGTCCTAATCCCATGAAAGACACTAGTATCATGTTTTCCATAAAAATTGTTCTCAG19631 A_95_P283873 FG639842

20246 239 16 901 ATCATCATTCAACCAACTGAATCTTGGTTTGGTATTAGTGACCAAGCGCTTATTCACTCC 19639 A_95_P212627 TA19876_4097

20247 239 17 2483 GTCTACCTTCACTCATGTACATGATAAGCATTTGTACAGAACAGTTATGGTTCTGTTTAT 19641 A_95_P007301 AY046898

20248 239 18 1328 GTTGGTGTGTCGTGTATGAATTAATCGCTTGGTACCTAAAATAGATGAATGTGACTTCTT19643 A_95_P182982 TA13349_4097

20249 239 19 1116 TTCTGGTATTGCTGCACCTATGTTAGATGGGTTGTTGACATCCATTTGTGTTAGGTGGTA19645 A_95_P134227 TA15207_4097

20256 239 26 774 GAACTTCTGGACAAAGATGCCTACATTGGAGAGTACGGCACCAATTTGACAAAGTGCTGA19658 A_95_P298173 FG137301

20259 239 29 785 AATACGCTGCTGATGCTGTCTGCACAGTGCTTCGGGTAGACCAGATTATAATGTCAAAAC19664 A_95_P149437 TA15640_4097

20263 239 33 433 TGTGTGGTTCAAGGCTGGATACCAAATCTTTAGCAGAGGCGTTGGACTTTGACTAACTTG19671 A_95_P176527 TA11626_4097

20267 239 37 357 TTTCCATTGCAGTTTGAATCCCTGAACCAGATATTTTCATGGGGTTATCTGTCCTTCCCA 19677 A_95_P103537 CV016555

20270 239 40 357 GCAAAGTGGCAATGTTTTCAGCATATATGTTTCTCTCAATTTCACCAACTCTATATATGC 19683 A_95_P074995 BP526612

20271 239 41 1109 TTTCGAGGCATTTGTAAACTACTGAACGTCTGAGCTCTTGCCCATCTTGTGCTGAAAAAA19685 A_95_P237344 U44760

20276 239 46 763 TTCAGACTGCGCTGTAGTGACTGAGCTAGGATTTCCTCGAATTTTTATGCATCTTGCCTC19695 A_95_P135147 EB438412

20279 239 49 409 GAGCAAGCTTCTGCCTAATTTGCCTCTATTACTATTGTGACTGATTATAATGGAAGATAT19701 A_95_P003481 TA15496_4097

20283 239 53 669 TTCTCTTTTGATTTGTATTTGGCTTTGTTTATATGTGTGAAGGCGTCCCCGGCCGTAATG 19709 A_95_P202687 TA17688_4097

20286 239 56 483 AAACAGAGGTGCCGAAGAAAGCAAACTGACACTGAAGCCCAAAAAGGTTGGAGCTAAAAA19715 A_95_P159417 EH617603

20291 239 61 489 ACCAGTTACGCCAAGACTCCCCTTTAAAATAGCAAAGAATAAGACCAAAGAAAATGTATT19725 A_95_P143647 EB446890

20303 239 73 594 GGGAACTGCTTTTGTTAGTGTGTTATTAATTTGTTAAGAGGCTTTGCAGAACTGCTTTTA19749 A_95_P003711 EB439100



20304 239 74 1204 CTGATAAACAAAGCCCATTGTGCTTTGTAAACGCTTATTTGGATTTTGATTGTTACTCCT 19751 A_95_P208427 TA18967_4097

20306 239 76 563 TAGGCCTACTATGATACTGATATTGTTCAGGACTTCAGGTGTTATTACCGTTACGCTATG19755 A_95_P203587 TA17884_4097

20308 239 78 791 GCTGCAGATGTCTCTTTGTGATTCGATATGGTTGTGATGACACCGAGGAAACAGTTCGTT19759 A_95_P140412 EB444327

20312 239 82 496 AACTAAATAGCGACGATCAGTAGTTTATAACACAATTACACTTCCCTCTCTTCTGCTATA 19765 A_95_P264411 AM782197

20315 239 85 614 AAGTTTAATCACCCTTCCAGAAGAAAATACCAGCAGGGGACAAAGGAGAAGGGAAAGCAA19771 A_95_P147732 EB452258

20317 240 2 467 CTACTCTTGTTCCGATTTATGATCTTGTAACTCGGATCCTCTTCCACGAGGTATCCTGCT 19612 A_95_P164617 TA17325_4097

20322 240 7 205 TAATTCAAGTTTGATTGTGCATTAAGAAACTATCAAATCCTGGTCCAGTGGATTTCTTCC19622 A_95_P023486 CV016449

20326 240 11 760 AAACCCTAACCGGGAAACATCACCCTTGAAGTTGAAGCTCTGACACTATTGACATGTTAA19630 A_95_P157738 EH615777

20328 240 13 618 TGGGTGACCGTATAATGGCTGAAAAGGTTTCATATATTTTCCGGAAGCCTGAAGTTTCAG19634 A_95_P151757 EB682012

20333 240 18 826 ACGCTGTTGCAGGATCAGGAACTGAGTTTTTATTTCTCTTATCTAATTCGTTCCACTACA 19644 A_95_P117277 DV160122

20338 240 23 333 ATTTGCCTTTCAGTGATGTGGCTCTGTAATTGCAGGAATATGAGTTGTGGTTTATTATAC19653 A_95_P101243 CB337256

20347 240 32 1209 AGATACTGCATGGTTTTCTAATGTAGTTCGTTTAATTCTCTATTTAATCCTCAGGGTTCG 19670 A_95_P191167 TA15170_4097

20349 240 34 244 CAAATTCGTGACACCGGGTCCTAGTGAGATTATATTGTGTATTTTGTTAAATTCTTCAGT19673 A_95_P089308 BP530445

20355 240 40 199 AGCCTCGATTCCTGATACATTGAGAGGTATCTGGGCGCATCTAAAGGTTCGTATACCTAT19684 A_95_P088198 BP529984

20357 240 42 698 TGCTGATGGAAGTGTTCTGTGGCCAATAAGCTATGAAGAGGTAGAATTTGATGAAATATA19688 A_95_P196632 TA16381_4097

20359 240 44 646 GTCGCTGTGCCTCATTTATCTCCAAATTTATTCATTCATACATTCAAAGGTGATTTTCTG 19692 A_95_P207472 EB683911

20361 240 46 762 ATGCGATTTGCATTTGGCTTTAGGTACGTAACGTCGTGACGATCGATATGGGTTTGTGTG19696 A_95_P286868 FG166173

20366 240 51 434 ATTCTCTTCTCTTGGGTCTGAAAATGTCAACTATGATACTTGGACTTTGCTGAATGATAT 19706 A_95_P220757 TA21677_4097

20373 240 58 740 CAGATTTGGGGTCAGTTCTGTTTCGTTCTGTTGCCGATAATTCTTATTTTTTGCTACTGT 19720 A_95_P254014 EH616635

20374 240 59 625 AGAAGTGGCGTTTTCAGTGGCGTTGCACCTCTGCAGTTTAGTTTCTCCTCTATTTTCCTT 19722 A_95_P302413 FG637459

20377 240 62 412 AGGGGGATGTCCTTATATGTAGTCTTTCCACGTCAAGTTTGAAATTGGTTGATGAGAGGC19728 A_95_P084890 BP529140

20378 240 63 240 TCCAGTAGGCAGCTTTAATTGGTTTGCAACTCATGGAACTTCTATGAGTCGAACTAACTC19730 A_95_P155307 FG140044

20383 240 68 490 AAGGGTGGTTGGAACTCTTGGCTACATTGATCCTGAATATTATAGAAGCGGACGGCTTTC19740 A_95_P145957 FG144874

20384 240 69 532 TGCATCTTCCCTCGTAGAGTGGCGTCTTTTATAAGAAAAGACTTTCTCAGTGGAACTAAA19742 A_95_P148817 EB678356

20386 240 71 859 CTGAGAACTAAAGGTTTATGTTGGATATCAATGTTAAACGCATGGATGTTACTGCTTCTG19746 A_95_P268136 DV999599

20389 240 74 484 TGAGCAGAATTGCTGCTCTGTGCCATATTTTTCTGTTACCACTATACAAATGTATACTAT 19752 A_95_P154062 EB684227

20391 240 76 222 GTAGTGTTAATGCCCTAATGGCACTGAATTGAGATTCTGATATCCGGATTAAAAGTTATA19756 A_95_P104142 CV016866

20396 240 81 888 CTAGACTAGATACCATCTCATATCATGTATTAAAATTCATCATCATCTCAACGTGAACCC 19764 A_95_P022391 EB678149

20411 241 11 878 CTTACAGTGGACATTATCGGCCGACGGATGATAGCCTTGACAGTTTTTTATCAATTCTAA19793 A_95_P206897 EB426751

20414 241 14 979 TGAAGATGGTACACCTGCTACTGAGGCACAAATGGGAAAAGATGTTGTGTCGTTCTTGTC19799 A_95_P011036 TA16055_4097

20417 241 17 367 GCCAAAGGAAGAAAGTGATGATGATATGGGATTCAGTTTGTTCGATTAGAAGCTGTTTTC19805 A_95_P103138 TA13775_4097

20418 241 18 1940 TACTTGCATGGCCAGTTACAAAGTGAAGCTTATTACACCAGAGGGAACAGTTGAGTTTTG19807 A_95_P103342 AF223573

20421 241 21 481 CCTGTTGAGGTTGAATTGCAGGAAACAGAAAGCGAAGAAGAACTTCTTGATGATGATGAA19813 A_95_P003561 FG164295

20422 241 22 1772 TTGTCTACAGACACAGATATGATGCGAAATAAATTCCTTGTGCCTTCAATTTATCTGTCT 19815 A_95_P014391 Z29492



20427 241 27 759 GATTACAGAAAGAGTGACTAACACTTATTTTGCCAGAATAAACTTCCGCAAGCCAGGGGA19825 A_95_P141512 EB445207

20431 241 31 304 GAAATATCCCCTTTGGCACCTTCTTGTTGTAAAGATGAGGAACCAGAAACCTTTATTAAA19833 A_95_P081095 FG132709

20433 241 33 410 ACAAAATTGTTGTGTCAATTCCTAGATTTGTAGTCCCTTTGTAATCCAATTTCCCGAGTA 19837 A_95_P309028 FG644418

20439 241 39 605 TATCGGCTCTTATAGTTTGTTTCCACCAATCCATACCATGGTAAAATCGGGTTCCTTTGT 19849 A_95_P021016 TA18651_4097

20440 241 40 98 GTAACCTGAAAAGTGACAAATAGCCAGTTTGTACCTTCATAATAACCAGTGACAAATACA19851 A_95_P220652 TA21653_4097

20444 241 44 415 TTCTTTTGTTGTAGTAAACACAGTAAAGCTAAAAGGAGCAAATGATTGGCTGGTTCTTGG19859 A_95_P017951 FG636272

20445 241 45 590 CACTCTAGTTTCTAGGGTTGTGGTTGACATGATTATTAATGTTTACTAACTACATCTTCG 19861 A_95_P019931 TA22171_4097

20450 241 50 515 ATCCTAATATTTCGTTGTGTAGCTGCCACAAATGAAATGTAAATCCGTTGGTTCTTTTTC 19870 A_95_P307063 FG637219

20454 241 54 364 TTGTGCAGTAATACAACTACCTTCACAGACGCTGCTTCTCTCTGTGTCTGATAAAGCCTG19878 A_95_P242132 AJ719117

20462 241 62 608 CCTGGCTTTGCTCTCTTTTAGTTTTAGAACACCACAATTCATACAAAAGGTTCTTTTTTC 19894 A_95_P209932 DW001479

20463 241 63 401 GAATCTGCTCGTTTCTGTAATCGAGATTTATTTTCTTCATTGTAGACTAGAAGGAGCTTC 19896 A_95_P143892 EB447083

20467 241 67 2243 CGTTCATTCTTGGAAGACATGTATAGAGACATTCATCAATTTAGAGTTGGAACTTTTGTG19904 A_95_P008446 X60057

20469 241 69 782 TCTTGCTGATTTTAATTCCTCAGTAGTGACATGACGCGGCTTGTCATTGATGCTTGTTGT 19908 A_95_P232774 EB449667

20473 241 73 208 TCCTATTACTTTGTATTCCGCCTCGCACCATGTCTTTTCAAGAATACTTGGCACTACGAT 19916 A_95_P108902 CV019054

20476 241 76 371 TCTTGGCTGTTAGAAGGGTAGGGGGAAAAGCTTCTTTTTCTCTGTATTTTCAGTTTTAGG19922 A_95_P067450 BP136869

20477 241 77 446 CTCTATCAGGCACTGCTAAGTGCTTGCATAGTCTGTGTTTTTTATGTAAGCTTAATTAAG 19924 A_95_P134702 EB437373

20478 241 78 117 TTACAGGAGGCTGATGAAGGTAGGAGTTTGTTGAAGGAAGAATGTGGTAAACACGGTCAT19926 A_95_P031496 CV507122

20479 241 79 684 TATCAAAGAAGTTGCTGATGCTGCTTCTTGATTCAGGGGCTCTTCGAGTGTCTATCACGA19928 A_95_P231539 FG643775

20487 242 2 820 ACGATAGAGATGATCTGACGAGCACTGAGATGACTACGAGACAACGTTGGTGAGATATGA19776 A_95_P303138 FG159394

20490 242 5 457 GCTACAGAACTTTTTTCTCTTACAAAGATTTCTATTAGTACCACTGTACGAAGTCCCGAG 19782 A_95_P062095 BP135425

20491 242 6 352 CATTACTTCTGAGACTTGACTTGTTCTTCAGTTTTTTAGATACAGGGAGTAGTATACTAC 19784 A_95_P028731 BP532761

20493 242 8 315 GATGGTAGAACAAGGGAACGTTTTTGAGTTTGTCGATTGTAATTGCTACTTGGTCTATTT19788 A_95_P142257 EB445774

20496 242 11 851 GAAGGTTCGAGCAATTGTGTTTGATGAAATAATACATAAACCAGGACGTCATTTCTAATG19794 A_95_P197832 EB432554

20498 242 13 529 CTTCGTTGACCTTGACCCCATAGTGTGATTGCGTGTTTTAGTATCTACGGGGAAAATTCC19798 A_95_P055556 BP133729

20501 242 16 589 TCTTGAAATAATTCCCCTGTTCAACCTATGATGGGGGGCTAATATCACCAGTCTTGTGGC19804 A_95_P192822 TA15539_4097

20502 242 17 916 CTCAGCGGTGGATTCAAGCTCTTCACTTGATAAACTAGTGATCTGAAATTTTTCCTGACC19806 A_95_P011521 TA17424_4097

20503 242 18 607 GAATAAAAATGTGTTCCGGATTGCGGGTGCATTCATGTGACGTAATCCAAAGACATGTTT19808 A_95_P069130 BP137303

20504 242 19 546 TTTTGTATGGCACTCTGGTGGCATACTTCAACATGAAACTATTCCCCAATTTGAATCGAT19810 A_95_P059820 BP134838

20507 242 22 1444 TTGTTGACGATTGCCAATGTTCCCCCTGCTGATTATGAATTATCTTCATTAGTCTTCATA 19816 A_95_P120322 AJ438264

20509 242 24 533 AATCAAGCATTGAAAAGGCCATTTAGGGATATTAACTTTGCATTTGTGTTGCCGATTCTT19820 A_95_P130102 EB430102

20510 242 25 808 TATCAGTTTGGTTTGTTGGTGGCCTGACCGTCTTCCATCTGTATCTTATTGGCACAAATC 19822 A_95_P223852 DV159414

20511 242 26 752 GCAAGTGAATGCATATGGACAATGAACCCTTTCTATGGCTGTATGCACAGCAGTTGTTAA19824 A_95_P145722 TA14842_4097

20514 242 29 1354 CCAAACTGTTCCACTTGTGATCATATGTGCGATCATATGAAAATGACAAATATTACTGGA19830 A_95_P012141 Z84821

20517 242 32 811 TTGATCACACAATCAATGTATGATAAACAATTAGACAGTGGACGTGGTACACTTTTGCAT19836 A_95_P153157 EB683472



20521 242 36 723 AGCGAGTTCTTTTCATGAGATTTGTATATTGTTGGTTCCCTGTTTACTCTTGAGTTGTGA 19844 A_95_P183012 EH619479

20522 242 37 885 CAATGTAAATGCTCTCCGTTTGTAAGTTTCCCTCTGTTTTTTATGAGTTTAACTATGCTC 19846 A_95_P020296 TA16759_4097

20528 242 43 264 GTTTCATGAAGACCTTAATGTACCTGTGATACAATGATACCTGTAATCCTAAGCTTCTTT 19858 A_95_P142107 EB445660

20533 242 48 1526 GGTCTATGTTGCCATTCCCTGGCTGCAAAACTGTTTATCAAAGGTTCGCTATGGCATGTT19868 A_95_P007976 TA14794_4097

20536 242 51 688 GCCAGCGCACTTTGGTGTGAAGATAGCTTCGAAATCTCTGTTAGGAGTTATTCGTTTCAT19873 A_95_P125687 EB424762

20538 242 53 253 GCAGACAAGTTTTCGATTGCTTTCATATACGTGTGGTTAGCACATCTCAACTATTATTAT 19877 A_95_P155502 EG650107

20540 242 55 768 CCAGTATTGTTTGCATTTTGGTGCTTGCTATGCGTCTTCAGCAAGGCGATGTATCTTTAT 19881 A_95_P128557 TA13632_4097

20543 242 58 263 CACAGCCTTGAGACAGGAAGTTGATGATCTTCTGGAAGTAATTGATGAGATATAATTACA19887 A_95_P033924 AJ717916

20544 242 59 601 CGCGCACACATGAATCTACAATTGACAAAAGATTTCAAGAGCAGATGGCTACGATGATGG19889 A_95_P232724 BP128844

20546 242 61 562 TTGTTGTGAAGTGTTAATTGGATAAACTTCCATCTAAAGTCCCAGTTGACACTTTGAAAC19893 A_95_P017706 TA12424_4097

20547 242 62 529 CTATGCAGTTAAAGGACAAGTGTGTACGAGATATAGCGTTGAGATGTAGATGGATGAGTA19895 A_95_P144202 EB447365

20548 242 63 1163 CTTGGGATTGAGCCCCTAGATTCAAAGCAAAACTGAATAAGTAACACATTGCTATTTCAA19897 A_95_P195282 TA16082_4097

20550 242 65 142 CATCGGCACAGATTGCATACTTGAATGCTCTTCGTTTTGGGCTCAAGCGCATTATATTGG19901 A_95_P111167 CV020080

20551 242 66 375 TGTGGTTGCCTATGCAAAGATATGTCCGGTTAACATGCTTTAACACAATTCTTTCAATTA19903 A_95_P094848 BP532899

20555 242 70 117 GGTTCTTTTTTGCATCGGTGGTGTAGAGGGTTTACAAACTTGTTTAGTTGCCTTGCTATC19911 A_95_P119292 EB438473

20557 242 72 871 GTAGCTTTGGGTTTGGTGGTCGTCTTAGCAGTACATATTCAATCTTATTAAGAAGTTATT19915 A_95_P183347 TA13438_4097

20560 242 75 836 AACTGAGTTGGCATGTGACCTTTAGGCGGTTGCATATGGCCCTTAATACCTAGTGAACTA19921 A_95_P268111 DV999555

20561 242 76 234 AGGAACGTGACAAGATAGCGGTTGGTGATGTTCTCTGTGAGATAGAAACTGACAAAGCGA19923 A_95_P208637 EH665894

20565 242 80 497 GCGGATAATGTCAGAGCTATTTATTGGCTTCAAATTCACATATTGGAACTATAGACCTTT19931 A_95_P022386 TA17015_4097

20568 242 83 83 GCGTGTTAAATAAACGTTGTGGTTGTGTTTGAAATAGATTTCTCTGACCAACATTTGCTA19937 A_95_P211777 TA19687_4097

20569 242 84 399 CAGAATTACTCTCCTTGTAATTCTTTTGGTCTTCATGTTTGTATAACTACGAATACTCCG 19939 A_95_P022861 EB434552

20575 243 5 191 GCACAGGTTTTGAATTATATTAACGGTAACAAGCTTAATATTGACTCAGACCTATTGCAG19950 A_95_P052291 BP132884

20576 243 6 687 GATCAAAAAATGGAAAGAATGCCCTAAGTGCAATCCCATTGTGGAGAAGGTTGATGGCTG19952 A_95_P255359 EH614541

20579 243 9 658 GTCATGGTACGGAGGTTTGAATTTGGTAACTGCCTAATAAAAAATTGCTATGTCTTTGAT19958 A_95_P000846 DV999474

20583 243 13 795 TGAGCCACTACTAATTTTGGGGACATCCTGTGTTTGCAAAAGAACTGAAGGCAGTCCAGT19966 A_95_P250327 DW005132

20585 243 15 553 ACTTTTGGCCAAAAGGAACCAATTTGTTGTGTGCCTCCTGGTGTTGGAGGCAAAATCTAC19970 A_95_P005956 BP134460

20587 243 17 674 GTATTGTGTATATTTTGCGTTTTCCTGTGCTACTGGAAATCGTACATAACACAATATAGC19974 A_95_P135327 EB438720

20590 243 20 603 CACTTATGACATTCCCTGTGTTCTGAGTCTTTTATTGCCAAGAAGAAGGTTCCTAGCCAA19979 A_95_P220192 TA21557_4097

20593 243 23 362 CTACAAGGATAGCACTTTGATATATGACAAATTCTTCGTGATAAACTCACTTAGTGGACA19985 A_95_P110873 CV019944

20594 243 24 466 ATCCGACTAGCCAAGAAGAATGGTGAAAGACTTGGATTACTTGCTTGATATCAACTTTAT19987 A_95_P114172 EB432747

20599 243 29 895 ACCTGAAATCTGGTAGAGACATGGTGGAGAACACACATATCGGTGATTGGTACTCTCGAA19997 A_95_P010941 TA15436_4097

20602 243 32 918 TGGATTCACAACATTGGTTATTTATAAGACGTCATCTTGAAAAGATGTTGCTGTTACGGC20003 A_95_P011591 TA14999_4097

20605 243 35 564 GCTATGAACTAAGTTGTTGTAAACAGTAAACTTGCTAATGTTGGCTTTCTGCTGGTTTGA20009 A_95_P246422 EH623514

20606 243 36 552 GCACATTGCGCCGTATAGCTTATACATGATGTTTTCCTATCTTTTCTGCAACATTAATTT 20011 A_95_P142437 EB445895



20608 243 38 789 GTGCATTCTCTATTACGGCTGTGTTTTTCCCTCTATGTTTTCGAAATGTCTTTGCTTCCA 20015 A_95_P258276 EH618193

20609 243 39 743 ATTGGTGGTGTTTACTACTACCAGTGCATGTTGGAATTGGAATAAGATTAGATTTACTCG20017 A_95_P180872 TA12845_4097

20616 243 46 765 CTTTAGAGAGGTATGAAGTCAGAGAGAAGAAGACTTCCAAAAAGAGACCAAGAGGGTTGA20031 A_95_P126312 EB424807

20619 243 49 547 TGCCGAATCCTTTCAGTTTTGGTTGAGTCACGCAAATTAAATTTGCTTGTTTATGTGCTA 20037 A_95_P121382 DW001420

20622 243 52 573 CATATTCCTGAGATCCTTTTTAGTGTTGTATTCTTGTAGGATTTCTGGGATTCTATGAGA 20043 A_95_P153357 EB683643

20627 243 57 874 ACTTGTGATGGTACAACTATTTGGGAAGCACCAACAAACTTTGAACACTTACACTATCTT20053 A_95_P244292 EB425283

20629 243 59 424 GAGAGAAGATTTAGGTGGTGTCATTGGCTTTTTCCCTAGGAGAAGTTTGGAACCTAGCGA20056 A_95_P027996 TC61180

20636 243 66 869 TGTGTGAACTTTATGATCATGATGACTCTTATCTCTGTCCCTAGTTCTTATCATACTCAT 20068 A_95_P183672 EB425023

20640 243 70 909 AACTTGTTAATAGCCTCCAATCTTAGACGATGTTAGTGTTTCTGCAATTGTTGTAAACAG20076 A_95_P292613 EB427773

20641 243 71 154 GTAAATCTTCTTTGTTATTGGTATTCTCAGTTTAAGTGGGGAAGATTTGGTGATAGGCAT20078 A_95_P024881 FG626149

20642 243 72 747 AATTGAGGTTTTTCAGGACATATATGAGTTGAGCACATAGACAAGAGTGAAGCTCCTCCA20080 A_95_P014146 DV158160

20643 243 73 129 CAACTGTACGTCAAAAAATGCAAGCTGAAATGCAAGCTGAGATGAGTCGAAAGTTGTAAG20082 A_95_P090033 BP530774

20644 243 74 508 CTACTTTGACTTATTACCTTGTTTTGTTTTACCTTGAAACAAAAAGGGATTTGCTGCCAC 20084 A_95_P240895 FG642146

20649 243 79 713 TTCTCAGACAGCCACCCTCTCATCCACTAATTCTAGTAAGTTATTGTTACTAGATTTCGT 20094 A_95_P295628 EB447232

20650 243 80 175 GGTTCACGGCTCAAGGTTCAATCCTTGTTTTCAACTTGAAATTCAAGAAAGTATTGATTT20096 A_95_P092348 BP531758

20651 243 81 271 TTGGAAAGAGTGGGAAAGTCATAAATTCGATTAGAGCCGAGATCCAAGGCGAAGGTCAAG20098 A_95_P056111 BP133874

20655 243 85 453 GTACTACTCATTTAGGGGATTAACCTTTGTATAAATGAGACTCTCTCTTAGTTTGCTCCT 20106 A_95_P012706 CV020046

20656 244 1 958 GGTTTACTGCTTTCGTTTTGAATCTATTGTCATACAGTTAACTACCCTGTGTTTGGATAA 19943 A_95_P251907 AB079021

20661 244 6 590 TCAAACAGCTATGTAAGTTGTGCTTCTCACTCTCGGATATCTTAGTTTTGGGTTTTGCTC 19953 A_95_P205032 TA18194_4097

20662 244 7 530 GAGGTACAGTTCCTACTATTGAGAACTTTCAAATGCTTGTAGTCGCTGAAATTTGTGAGA19955 A_95_P254804 EB444586

20663 244 8 116 ATTGTCTACCAGAAGTTTGCTAGGAGTTCCTTCTGTGGGTCTCCAAAATCTGTTCTGCAG19957 A_95_P148612 FG645419

20668 244 13 782 CGTTTCACCGACGGATGCAAGAAGATGCGATAATAATCCCAGTGACAACCATTGAGATTC19967 A_95_P271041 EB449152

20671 244 16 538 CACGAATGGAAGGATGCTGATATCTGTTGTTTTCAATCCAATGAAATATGCAGACGAAAA19973 A_95_P264556 FG638865

20675 244 20 353 GGCTGTGATGTATGTATTTGTTGAAAAGTGAAGACATTGCAGCTATTTATGTACCTAAGT19980 A_95_P108037 CV018643

20682 244 27 100 CCAATAAGGGAACAATGTTCGTCTAACTTGAAGTCTAGCCTATGCAAGGCTTTTTGATTA19994 A_95_P100798 BP535522

20683 244 28 127 TACAAGGGTTGCCCTTCCATAAAGCAAGTAAAACAACCGCTTTAGGCCCCATATTTGTGG19996 A_95_P131282 EB431443

20690 244 35 515 TCATTGATTTGTACCAATCTGTAACGAAGTGCAACTTTCAGAGATTACGGTTTTGTTTTC 20010 A_95_P096178 BP533507

20695 244 40 230 GTGGTATCTCTCTTATTACGGCTACAATCAGAGAAAGTCTGTAAAGTGATAATATTCCTT20020 A_95_P107912 CV018587

20700 244 45 320 GCAGTATAAGAAGTACTATTTTGAACATGAGGGACACAAGACCTTTATTTTTATCTGGAG20030 A_95_P097313 BP533981

20703 244 48 611 ATTCTCATGATTCTCCAAATCAGGGTGAAAGGTCAATATGTACATGTACCAAGTATTTGA20036 A_95_P300243 FG635635

20705 244 50 494 CGCCTTCTTGTTACGGAAGACTATATATATGAGTGCTAAGTTTAATATTTTACAGTCTGG20040 A_95_P021721 EB443875

20707 244 52 563 AAGGATTGGTGCTGCTACTACTCTTGAAGTCAGAGCTACAGGGGATTCCTTATGCATTTG20044 A_95_P069500 BP137402

20709 244 54 262 ATGAAGGCTCTTCCATGTATCTCCGGGGAAAGAGAGAGTAAAGAAGGAAGTGATCATGGT20048 A_95_P145022 EB448561

20711 244 56 869 CGTGGCATGATGTTTGTAGTCTGTGCATTATTACTTTAACATAAATTTGACCATCCTAGT 20052 A_95_P267056 DV158046



20714 244 59 576 GTGGAAAAGAAGGTGCAAGAACAATTTGCTACTTTCATGACCAGAATGCACATGTACTTT20057 A_95_P098543 BP534540

20715 244 60 831 TCATTTAACTCTTTTTCTTCTAGTTGGACTATAGGTACCGAGGATCAGTCAGTTTCCAGT 20059 A_95_P226949 EB449952

20719 244 64 899 TGCATCTACCCTAAATGTTTTGACTAGGCGCTGCTGCAGGATGGCTGAGTGATATATTCT20066 A_95_P222702 TA22091_4097

20720 244 65 384 GTATTTTCATAACCATGGGCAAAACTAGGGGTTTTGAGACCGCAATGGCTTCCTTCTCAT20067 A_95_P158377 EH616362

20722 244 67 858 TGCTATTCATAATACGTTAACTAGCAAATTCTCATGGTGGAAGCTTAAATGTGCATTGGA20071 A_95_P022366 TA11832_4097

20726 244 71 2390 CTTCCCTGTTGTACACTGTCCTGGGGCATTTGGTATCATCTTAGAATCAGCAGAAAGAAT20079 A_95_P063445 AM851007

20728 244 73 581 AGATTCTTAAAGTCCAACCAGAGAATTGTTTGATCGACCAATAAGGAACAGATTATTTCG20083 A_95_P196702 AF211537

20730 244 75 442 GGCAGTTGTTCAGTTTGACAGTTATATTTGTATATGACGAGAGACATCTTAAACCTTCAT20087 A_95_P306398 FG635140

20737 244 82 770 TAAGAGACATGTATGACCAGAACATCTGGAAAGAGTTGGAAAGGAAGCCGATGCCCTCTT20101 A_95_P297973 EH615487

20742 245 2 428 ACTTATAACTTACGTCACAGGTTCGAGCCTTGCGTCATGCGAACTAAGCCTGGTATTTAA20110 A_95_P036803 BP128827

20747 245 7 774 TTACTAGAAGGCGAAGAAGTTGAAATCCTTATAGGCTGTAATAAATGTTACCATATGGCG20120 A_95_P177932 TA12106_4097

20749 245 9 883 AGCTGATGGAACAACTTGAAAATTCTTCTGTTTCCTCTATAAGTGGGCAAGATGGCATCA20124 A_95_P202577 EB427823

20750 245 10 638 ATTTTCTGGAATACTGGGTTGGCTTTGTTTTGGCATCAATTCATGCCCCCACTACAGTAA20126 A_95_P300228 FG643798

20751 245 11 839 AAGGTACAAGAGGAAATCACCCGTGAATTTGCTGCAATCATGGCAACTGGAACATTGCGT20128 A_95_P246067 EB428701

20752 245 12 697 CGGGTTTTGGGATAGTCTAGTTGATGTTACGGAAGTGCATAACATTATCACCTTTTGTTT20130 A_95_P205962 TA18404_4097

20760 245 20 379 TCAAGATGGCAAATGATTGCATTGGTCCAGACGTTGAGAAGATGGTTCATGAAATACTAC20146 A_95_P048036 BP131804

20761 245 21 1550 GCTTAACTTACATGGTGAGATTGTTGAGGATTTCCTGAGACTGAGGGATGTCTATAATTT20147 A_95_P022311 TA15002_4097

20762 245 22 443 AGCCAGAGGGATAGCTGCATAAGCTGAATTATATGCCATTTAATCCATTCAAGTACATTT20149 A_95_P021361 EH615846

20769 245 29 828 AATGCATACAGCAGTTTCTCACTTGCCTTACTTCATTGCCAAGGCTAATCACATCTATGA 20163 A_95_P127427 EB426979

20770 245 30 448 AAGTTCCTCTAATTCCAGTTCTCTTTCCAATTCACTATGATCCTGCTGAGCTTGAATCCG 20165 A_95_P026631 BP533680

20771 245 31 628 ATGGTAACTAAGAATTCAACAGTTCGCTGTTGCTAGCTGTGGAAATATTGGTGTGGCGGC20167 A_95_P058191 BP134415

20775 245 35 599 TTGTGTCAATTGCTGCTCCCCCGGATGGTTGTTTAATTTATTGAAATTTCATACATTCTT 20175 A_95_P186752 TA14193_4097

20776 245 36 876 CATAATCCTGGAGAAATATGAGTGCATTTGCCATGATAACTGTAGAAATTGATCCTAATG20177 A_95_P270416 EB677719

20781 245 41 584 TTTGCTTTGTAATCTGAGCTCGAGATCTTGTGAATTGGAAATTGCAGTTGTTTGAGGTTT20187 A_95_P202997 FG645282

20782 245 42 402 CTCGTCCTTTCATTACCATATGCCCCTATTCTGAAATTTGCTGACATGTAATTGGATAAT 20189 A_95_P120777 TA14883_4097

20783 245 43 701 CTGGCGGCTTCTGTTCTTTGGGAAGTTGAAATGCTATATGAATATTATTTTTGAAGAAGA20191 A_95_P195187 EB425378

20786 245 46 486 GCATCTCAATTCCTGGAACTTTCCGTGTTGCAACTGAGAAAACTGTTTTTGCCACACCAG20197 A_95_P066485 FG199650

20791 245 51 735 CAAGAATTTGCTTATTGTCATTTACCTTTCCTCTTAAGGAATGAGGAAACCACATTTTGG20207 A_95_P216652 EB435837

20792 245 52 1091 CGTTGTTTCCTTGATTATTTGTTCTTCAAAACTGTGATATGGTCATTCTGTCTAGTGCAT 20209 A_95_P183532 TA13481_4097

20793 245 53 1394 GGTGCTGCATTAGTCCCTTTTGCTTTCATTTTTTGAAAATCAGTTCAAGTGGAAGAATTA20211 A_95_P019516 TA13916_4097

20812 245 72 792 TTGGGAGGCTAAGGAATACGGATTGGTTGATGCTGTTATCGATGATGGCAAACCAGGATT20249 A_95_P216977 TA20825_4097

20813 245 73 786 TCATTCTGCATTTTCTGAAGCCTGAAGAACAGTTGACATTTTCGCAAGCTATGTGGATGG20251 A_95_P289578 DV160054

20817 245 77 702 TTTTCGTCAAGGGAAGTACATTGGAGGAGCTGAGTTATCAAGCAAATGAACGAAGTGGGC20259 A_95_P220177 EH616351

20820 245 80 695 GCCTTCGGGTGCTGAGACGGACAGTACTTATGATTCACGTAAACTCAATAGTTTTTATTC20265 A_95_P269121 FG640413



20823 245 83 997 TAGTGTGTGAAACTTGAGTTTTACATTTGGAATGGGGACTGAAGTTGACGCATTCTGCTC20271 A_95_P191417 TA15233_4097

20825 245 85 1207 ATTTGACTGAGGAAGACAAAGCTAATTTGATTAAGAAGCTTGAGCAGCAACAGCTAACTA20275 A_95_P012006 TA17212_4097

20826 246 1 416 CCTTTCAGTATGATATTTGGTTCCTTTTAGATGAATTGATGAAACTTGGTAATAGCACCC20109 A_95_P154332 DV157719

20827 246 2 243 TGTTATATGAACTGAAGTCATGCATGTTCTTGCTTTAAAATCTGTAGGTCTTGGCCTTTA 20111 A_95_P104107 CV016852

20830 246 5 531 AGCTCCTTGACGGACATTCCTCTCGTTTCTGTCATGAGATCTCTTATCATCACCTGTGTT 20117 A_95_P076910 BP527115

20831 246 6 1451 TACGTGTTGCTTGGTGATACCATTATTGATGTCTCCACCATTTATTGTTGACTTCCGAGA 20119 A_95_P188772 TA14644_4097

20832 246 7 981 GTCTGTTATTAGACGATGATGTTGTCACTCTCTTCCAGCTAAATAAGATAAAGACTTCTA20121 A_95_P258396 D85912

20833 246 8 561 ATGCCTTTAAGTTTTAAATTTGGAGGTTTGGTGCGGTTAATATGAGCCAAAAGCTTGACA20123 A_95_P307883 FG639914

20839 246 14 131 CAAGTAGTCCTTTCAAATGCTTCTGTTCTAGGGTTTTGAACCTCTTTTTTGTCGTTAAAT 20135 A_95_P003661 TA13102_4097

20842 246 17 578 GCGGTGGTGACCGCGTACATGCTATTTATTTGATTTTTACTATGGTTATGGTCCATTGTT20141 A_95_P005561 BP530129

20846 246 21 651 TGGGGATTTTGTAGTTGAGTCGCGGTTGTTCCTATTCGGTTATTTATGAGATTTTTACAA20148 A_95_P157627 EH615679

20849 246 24 677 CATCTAACCAATCGTTGACTCTCTTCACCTTGTACATCATTCCTGCTATTTGGCTATCTA 20154 A_95_P316858 FG196716

20850 246 25 856 TATTCAAAGACCTTGTAACTCTAGAATCTGGCATTTTCTTGTCCATAAACTTCTGTTGAC 20156 A_95_P009961 TC41290

20852 246 27 409 TTTTTATAGTGTTTTCATGGAGTTTGGGGTGGTTGTTGGCTGATTTTAGGTGAGGTCTTG20160 A_95_P077965 BP527393

20860 246 35 637 CCTCAAGGATGGGACAAGACTTATTGTTTGAGATACCTTGAAGAATTTAATGAAATTCAC20176 A_95_P001041 DV162559

20862 246 37 811 CTGTGAAGCAAAAGGTCTTGTGATTACCTTTGTTGGCATGTTTATTTTCTCTTGGACATT 20180 A_95_P013391 TA15497_4097

20865 246 40 1018 GCTCTCCTTGGCCAGTTTAACTGGTTGATTTTAACGGAGTCATATAGATATGTTTCTTAA 20186 A_95_P208667 TA19018_4097

20872 246 47 469 CAGCTTTGTTCTAGTTGTCGTTCTTAAGGTCTTGATATTGTAATTTCTCATTGCAGATTC 20200 A_95_P101103 TA12412_4097

20873 246 48 843 CCTTTGTTTGCAAACTGAACAATATGAAATCACAAACCGTGGAAAATTTAGTTGTAGTGC20202 A_95_P031896 Y09506

20874 246 49 863 GTGGACATTGCCAGGAAGCGTCTCCTTAAGTAAACTTAAGTTGTTGTAAGTGTACAAATG20204 A_95_P208757 EB438033

20875 246 50 252 GTTACTTGGTTTTTTAATTCATGAGCGCAAGTCTATACAAGCCCTTTTATAAAAGGGTGA20206 A_95_P214142 EH624317

20877 246 52 736 AAGCTCCCACATTGCTGGTAAATAGTGGGGAGGAGAAGGATAAGAAATTTGGTGCTTGTC20210 A_95_P156967 EH615034

20879 246 54 280 TTAAAATTTGCGATATCTGGGCAAGACAAGCCCTCTAATAACTCATCAATTGCGACACCA20214 A_95_P098828 DV157864

20882 246 57 509 TGGCTGATTGTCGTTTCTGATGGACTTTTTCATTGCCTCTTAGCTGTTTCACTTGTTTCT 20220 A_95_P124837 DW004632

20883 246 58 633 GTAATGTGTTTCGTTGTACCATCTGGATGTATTGGACCTGGGAATGAATGTAATGCTTTA20222 A_95_P021516 DV160348

20884 246 59 420 GTTCCCCACCCCCCAATGACAAAGAACAAATAGTTAAAATTAAAGCTATTTCTTCTACAA20224 A_95_P050491 BP132409

20886 246 61 865 AAGGATGACTATGCAGTTGTCTTGTTGGTGTCTGCTGCTTTTATGTGAACTTTTCGGTTT20228 A_95_P252374 FG168352

20888 246 63 51 TGTTGAATGCATCATCACCAACAGTGCCTTTGAGCCGTCTTCCATGATGGTAAAGTGTGA20232 A_95_P033839 AJ717803

20890 246 65 544 ATCTTGACATTCATTATCAAGGGACAACAGCTTGAAAGGACTCTTCAGCACCAATTGGGT20236 A_95_P034070 AJ718098

20893 246 68 539 AGATCAACGACAGCTTTGGTTCCTCCTCCAAAGACCAGGTTACTCCTAAAGAGGATAAGA20242 A_95_P049836 BP132258

20898 246 73 840 CTTACGTAGATCAGCAGGGCATGTTCATTCAAAGTTCTCGTCCTACTCTTTGTTTTATGG 20252 A_95_P245152 EB679261

20900 246 75 746 GTTACATCTTTAGTGCTTGTTTGTGCTTGTGATGGACATTTTATTTTGGGTTATCTTTCG 20256 A_95_P161132 EH616479

20904 246 79 219 GGTAGCTGAAAAGGATGTTGGCCAAAAAAGGACATTTGCCTAATAGTTATGAATTAATCT20264 A_95_P017436 TC72449

20906 246 81 334 CACGTTAATTATGTTACTCCAACTACGTGCCTGTAATATTTTGCCCAAGCAATGGCATTT 20268 A_95_P115282 DR752037



20907 246 82 63 ATGACGCGAGCTTCTTTTGTTGCTGACTTGAATTGCATTCTGAATTGAATTCCCTTTTTT 20270 A_95_P002061 BP192620

20915 247 5 726 GATTTCGTAGATCCAGCTTGTGCAGCTACTGCTTTGAGTGCATTGCAAGGTTACAAAATG20285 A_95_P307513 DV162343

20916 247 6 573 TTTCGACTGCTTCGAAATTATCTTTCTAATCTATGATGATGAACTGAGGATTGCTTGCTG 20287 A_95_P184407 FG634402

20919 247 9 690 TTCCAAGTATTCATTGGTTACATGTCTGACTGATGTACTGTGTTTTATATACAAGAGGAG20293 A_95_P013381 EB440030

20923 247 13 279 CGGCCTGTGATTGTATAGCACAGAGATTGTACATAATATGGTGTGAATAATAGAAGTTTT20301 A_95_P141812 EB445446

20928 247 18 742 GCAGAGTTCCATTTCGTGTCAGTTACTTTCCTGAGATCTGCCATTTTGTTTATTCATTTC 20311 A_95_P183842 EB426399

20935 247 25 1116 GTGATTTACTGAGTCGTGAAGGTATAGGAGTTTTTGACACAGCATTACCCTAGAAAATCC20325 A_95_P200372 TA17194_4097

20936 247 26 1056 GGCTCTTGCCCTTCGGAAATTCCGAATTGAAGGGTTGAATGCATTAAAATTTTGACTGCT20327 A_95_P192147 EF051141

20939 247 29 864 GGCCTTAAGTTCTTTTCTTTATTGGGGTAGTCTTGTAGAAATTTTATCCGAATATGCGAT 20333 A_95_P193272 DV158451

20940 247 30 663 TGACGAGGAGGATGAAGAATAAGCATTTGCACTAGAACGGAAAGAAAGCTGTTGGTGATG20335 A_95_P100893 TA12891_4097

20941 247 31 327 CAAGAAACAACTGTAATGCAGATCCTTCATGTCAGAATCAATGATGATCGTGTCTGTTGT20337 A_95_P025676 FS411044

20942 247 32 47 ATTTCACAGATTTTTGTATGAGAACGTTGCTGAGTTTTCTGCAACATAATGTAATCTGCG20339 A_95_P031676 EB437988

20947 247 37 2038 CTTCGGGTAATTAGAAAGCTGTTTACCATTTAATAAAATGGATTTTTGGAAAGCGGCCGC20347 A_95_P214632 X81855

20949 247 39 700 TAGGGAATTGAAGTTGCAGAATTTACCAAACTGAACCTGTAGTTTTCTACTTCTGTTGAG20350 A_95_P177692 EB428593

20964 247 54 713 TAAACACGTCCCTTGTGCGGGCGACGTTGTGGTTGGCTTGTGGACTTCTATTTATTTTTT20379 A_95_P119447 DV162665

20966 247 56 403 ATCATGATGGACTCTTCTTCTTTGATACTTACCTACCTTCGGACTATCCGCATGAGCCAC 20383 A_95_P084620 BP529066

20969 247 59 781 GATCTTCCAGATACTCAGGCAGCTCGAATCAAAATTGTTATTCCTTGGATCATCCATTTC 20389 A_95_P247597 DV161190

20972 247 62 787 TACGCTGATGTCTTGTCAAACTGCCAGTAAGTTATTGTCTACCCACTGAGAGCACACTGA20395 A_95_P242757 TC50758

20973 247 63 1130 TTCACGCTGGCATGTATCAAGATGAATAGGACTGATCTGGCTAAGAAGGCAGTGGATTCA20397 A_95_P018721 TA16633_4097

20976 247 66 517 ATTGCTACATCATATAATGTGCATAGCGCCTGTTACTTTTAAACATGTGTTTCCTGGTAA 20403 A_95_P024061 TA16142_4097

20979 247 69 784 TTGTTATTCCTGTGCCATACAAGGACGCTAATACTCTAGGGATCTTTGATGCCTGTGCTG20409 A_95_P118147 DV161163

20980 247 70 727 ACAAGAGGCAAAACGCTTGGCAACAATTTCAATCAACTAAAGGTCAGACTAAGAAGGTGG20411 A_95_P216122 TA20636_4097

20982 247 72 561 CTCTCAATATATATCCCTACCCCGACCATGTATTTTCACTTTTTACTTAATACGTGATAG 20415 A_95_P203502 EH615689

20983 247 73 491 TTGAAATTCTGCGAGACTGGGAAGATAAATTTATTGAGAAGTATGCCAGGGTGGGGCAGC20417 A_95_P123592 DW003463

20984 247 74 45 CTGAACGGTCATATCTATTTGTGAAAGAGAGTGGCTTTTCAGAAAAGTCATCTCTAAAAT20419 A_95_P134037 EB435823

20988 247 78 866 GGGCTATAGTTTCTCTTGTTCTAGGTTTCTAGTGAAAACAGTAAAAGAAGTATTCTCTAC20427 A_95_P177647 X97967

20993 247 83 1251 GACTCTAGGCTCTAGCTTTTTGCTATCCTTGCAGAGATTGTATTATTTACTTGTTGATAA 20437 A_95_P179522 TA12526_4097

20995 247 85 729 TAGTCCTTCGGAAGGGTTTGTTGACCCGTTGAAACAGTTTGAAATCTCATATTCACGTAT20441 A_95_P148107 EB677303

21009 248 14 147 ATAGGCTTGAATGCCGATGGAAATTTCCAAGTAAAGAGTGGATGGCATAGTGGGTGTTGC20304 A_95_P146682 EB450776

21013 248 18 637 TGTGTAGAGCTGGCGCTGGAGCAAAAAGAATTACCTTTGTATTTAACACAATTTTAGAAA20312 A_95_P157847 EH615885

21016 248 21 571 TTTCCTCACAGGTAACAAGGATAAGTGATATAATCTGGTAACAATGCTTTTTAGTTGGGA20318 A_95_P133817 FG641828

21018 248 23 1432 TCCAATTGTTTGCGAATGAACATAGCTCGTGAAAAGTTCAAGAGTTTTATAACAGAACAC20322 A_95_P022506 TA15718_4097

21021 248 26 595 GGATCAGTTCAGTTTGAAATTTCAGGTTCCTCCTGATTTTCCTTTTTGCTGTCTTCTTAA 20328 A_95_P111182 FG640251

21023 248 28 492 AGTAGAAAAAGACTATCTGAGCTCAGGTAGGAGAGCATGCGTAAAACTCCTTCCCTACAA20332 A_95_P266321 BP533240



21025 248 30 182 AAACCATATATAACTCCATCGACAAGGTTCAGATAGACAGGGTGCGTGCCTCCTCAATAG20336 A_95_P088868 BP530255

21026 248 31 0 CTCTGCATGTGTAACTCGGTGTGATCGATATTGTGATGAGGTACTAAATGTTTTAAAAAA20338 A_95_P017741 A_95_P017741

21034 248 39 491 CGAAGTAAGAAGTCAAGGTAACAAGCTTGTGGACAACAGTCAGTAAAGATCTGGTGCAGC20351 A_95_P011576 TA16364_4097

21038 248 43 1447 CCTAGTTTGTACGGGACACCAGTTTGCTATTTGCTATCAATCTATCATTTTCTTGCTCCT 20359 A_95_P018236 TA14362_4097

21040 248 45 795 TGTATGAGAACTCGTTCTTGCAACCCTTGGGTTCTGTTGATAGATTTGCGAGCTCAGAGA20362 A_95_P307238 FG137860

21041 248 46 595 CGTATTGTTGCAGCATTCATGTGTGTACTTTGGCTTGAATGGACAAAAAACTCAATTTAT20364 A_95_P206407 TA18509_4097

21045 248 50 296 GAGAATAGCACTTTTGTATTGTGTCTCTCTCGTCTCTTGCCTTTACATTCAACAGCAGGC 20372 A_95_P046686 BP131462

21047 248 52 687 TGGCATTTTGAACCATGTTTGTCTTTCTCCAGAAATTTGTGGTACTGTTTAGCATATCCT 20376 A_95_P115917 DV158976

21048 248 53 354 TTTTAAAAGGCTGGATGATTCTGGAAAAGTCCAGAGGGCTTCGTAAGGAATGCCCTAACG20378 A_95_P103602 CV016597

21049 248 54 829 CCATAGTTTATGAAGCATTCATGTGAATATTTGCCTGTCTATGTAACCCAGACCTTTTTA 20380 A_95_P211317 DV158454

21053 248 58 223 GGGGTTATGTAGACTGATAATCTCACCCTTTCTTATTCCTGAATTGCATTTGACTTGTTA 20388 A_95_P002446 CV016592

21055 248 60 734 GGCAGTGGATTCCGAGGGCAAGCATTTTCAGATGGTGGGTTGATTATGAAAAAGATGTTG20392 A_95_P306328 FG167098

21056 248 61 985 GAATAAAGTTAATGTGTGAATTGTGTGATTGTGATCTATGGGATCGCGACTATAATCGTT20394 A_95_P179847 M15173

21063 248 68 1030 TCATAGAATGGCCATGGCTTTCTCTCTTGCTGCTTGTGCTGATGTTCCAGTCACCATTAA 20408 A_95_P196522 TA16357_4097

21065 248 70 896 CTATAGTTTTCCTCTAGTATATTATTCGAAGCCGTCATCTTCTTGTTGCCATTTTGCAAG 20412 A_95_P289123 DV157776

21066 248 71 709 GTTGTATGTGGCCTTGTCAGCTTTCAGTTTTGGACGTATAGTTGTCTTTAGCAACCTTTC 20414 A_95_P195559 EB438896

21069 248 74 1027 TGGATGCTCCAGTGAAACTCTCTTATTTTCGTGGAAATGAATTCTTGTTTTTACGGAGCC20420 A_95_P007671 AB119466

21078 248 83 886 CTAACTTTGCAATAAACAAGATAGTAAAATGTGCATTTAACGAGTTGATCGATCCATCCC20438 A_95_P289738 DV160762

21081 249 1 421 GAGATATTAAGACTTTGTTACCTCTGTTGGATGTCACTGCTGGTAATGCTGTCTGTTAGT20443 A_95_P023066 DW002423

21082 249 2 299 GTGATGACATTCAAAGGGGATAACTGGAGCCAAGTTGTGATATGGCTTATTTTTACGACT20445 A_95_P100713 BP535494

21084 249 4 510 CCACCAGAGTCTAGGGGAATGTCCAAGCTAAAATGGATCGAGGAAAGGAAGAATAAATTG20449 A_95_P156292 EH613641

21086 249 6 469 AACCCAAATGACACAGAGGAGTCAATATGGTGCTTCCTCTGTGAAGCTCAACTGTATGGA20453 A_95_P071285 BP525667

21088 249 8 594 CAATCCCTTAATAGTTGGGTCAATGCCAAATATGCATCATTCTATCTCTATTTCCTTCTA 20457 A_95_P058921 BP134599

21089 249 9 344 GCTGGGTGTACCATTTAGGTGTGTATATGATCATGGTTCAAAAATTTGTTTCAAGGTTAA20459 A_95_P027766 EB443765

21091 249 11 836 TAAGTGGAACCTCTGCTGTATTGCTGTATTCTGCAATAATATTGTGGATTGTGGCATAAG20463 A_95_P228989 DV161013

21092 249 12 863 TGTGCAAGCTGTCCCCGATTTGTTTGGGAATCAGCTTAAATGAAAGTGCGATATTGTTAT20465 A_95_P008146 DW000274

21093 249 13 723 CGTACTGGTGGTTGAAGAACAATAGTCGAATATGCCCCATCCAAATGAAGTCAAGTTAAG20467 A_95_P179612 TA12549_4097

21095 249 15 435 TAGGTTCATGTGGTTGGAAGATAATGAAATCGGGGAAGTTCCGTTCGTTTGGAACTTCCT20471 A_95_P135962 DV159900

21096 249 16 802 GAATGACATATACTGTGTTTTCTTGGGAAGTTTGAACAACTTATGTGCCTTAAACAAGCA20473 A_95_P026201 EB441754

21098 249 18 595 GTCGATTTACCTGTTTCTTCCCTTGCACTATCAAACATTAGGCATTTAACCATTTGCTTC 20477 A_95_P090618 BP531027

21100 249 20 785 TTTCAAAGATGCCTTTGCAAGAGCCCCAAGCCCCTGAACAACTAAAGTGCTTCCTTTCTT20481 A_95_P194632 EH622289

21102 249 22 265 CTGTTGCTTATAGGGGTGTTGGTGGAGCTCCTTTGTGTAATATATATGTCATCTTTCGGA20485 A_95_P129872 EB429804

21104 249 24 519 GTTAGACTAGTTTTGTTTTTAATTTCTCTGTAAAGCTGCTGCATTTATAGCAGTTGGCAC 20489 A_95_P121447 DW001515

21105 249 25 610 CTCCCAATCAACAAAGTGTAGAATAGCATTAAATGTTGTCCTCTCCAGAAAAAAGAGATG20491 A_95_P194017 EB677535



21112 249 32 0 TCAATGGCAACAACATGAACATCATAATTCTCAGCCATGTAAAAATCACCTCCCCCTATG20505 A_95_P316738 A_95_P316738

21115 249 35 451 TGTAATACATATACTGTGTACATGGCTTCTTGGGTTGAAAGATATTGACTTGTGTTGTTG20511 A_95_P021911 FG644966

21119 249 39 851 CGAAAATCTTCCGTTCTTCGTCGATGTCTTTTGAAATTTAACTCTAGCCTATGAAACATT 20519 A_95_P222582 TA22064_4097

21121 249 41 482 GCTGATTTTTCGCGTCTCACAACAATGTTGTAATTGATTACTTGATAAGACAATGCAGAT20523 A_95_P220572 TA21636_4097

21123 249 43 283 TTTGTAGCTGATGACATTTCAGACCCATATGAGTCTCGTACAATGCTTCTTTTCTTCCGG 20527 A_95_P108442 CV018832

21127 249 47 687 GTCTCTTAGGAGTTTGATTGATAACTCAGTAGTGGAAAGTTTTGGTGCCGGAGGAAAAAC20535 A_95_P238509 AB055500

21130 249 50 761 CTTGGGGTCTGCGCTTGGTGTACTGATGAATGGTACCATCTTAAGTCAAATTATCATATA20541 A_95_P015296 EH622808

21148 249 68 799 GGGTTTGTGATGGTGAAGTTTGTTCCAAAAGTTAATTTGGTTATTATGGGTTCTTAGGTT20576 A_95_P016576 DV160405

21149 249 69 259 TTGTTCTGACATCCATGATGTGGGGAACTGTGAACTATGTAACTAGGGTGCAATGGAGAT20578 A_95_P133302 EB434706

21152 249 72 779 ATATAGAGAACATGGGGTCATGAAAGTGTACCAGTGAGAGCGTTGGCTCCTTTGTACATG20584 A_95_P150887 EB681018

21155 249 75 883 TCCTTATGCTGTACATCAGATGAAGGCGTAAGTCAAGATGGCGATGCTGGAGATGATTTC20590 A_95_P204767 TA18135_4097

21157 249 77 993 TGGGCTTGTTATGGTTTGGATGTAAATTATTTTTTGAGAAATAGATCTTGCCAGCCAGTT20594 A_95_P180772 TA12823_4097

21158 249 78 1038 GCTACATTTTGCGCCATTCTAGGTAATGTAGTAATATACTCCATTCTTTGAGACGATTGT 20596 A_95_P130137 TA16773_4097

21161 249 81 106 ATTGGCTCAATCTTAGAATAGTGGTTGGTTTACGTGATCACAAATACCCTCATTCTCTGC20602 A_95_P092133 BP531658

21164 249 84 178 CAATTGTGGTCACAGTACCTATTGTAAACTGTATAACCTATTTATAGACTACTTGCCTTC 20608 A_95_P090668 BP531051

21171 250 6 194 AGTGATGTGGTTGCTGGTATGACTGGTACAAAGTAAGGATAAGATACTTGTGAGGTTTTA20454 A_95_P109052 TA13487_4097

21173 250 8 679 GGTACACAAAATATGATCATCAGATTTTGGATGCAAGTCTAGGTTGAGTTGAATGCAATA20458 A_95_P123617 DW003483

21174 250 9 478 TGTTTAGGGTTATGGTGAATGTGGTTTGTGATGGTGTTTAGTTGTTTTTTGCTTGAAATG20460 A_95_P268851 DW003245

21180 250 15 402 GACTATTTATCCCAGATCATTCCTAGTGTAATCTCGTCGTCGTCATATGCAGCAATAAGT20472 A_95_P055091 BP133606

21181 250 16 651 CAAGTGCAACTTGGTAGATTACTGTATGTCCTAGTAATCCACTGTATCATTGTATGTCAT20474 A_95_P121432 DW001499

21182 250 17 479 GTCTCCTTTGCCTACAAATTATTCTTGAAATTGATTAGTATTTTGTTTTCCGGGGGAGAA 20476 A_95_P162322 EH621265

21183 250 18 1365 CCACCAGCTGCACCGAAGATTTTGCACAGCATGTTGATAAAATCATACTGTTCCAATTCC20478 A_95_P238689 AY061648

21185 250 20 469 CAAGGGTGATACTATGGATGATATATACAGTTTACCTGTGTGATATGCCATAGAATATGA20482 A_95_P019906 EB683600

21187 250 22 2971 ACATGTCAAAGTACTTCGTTTCTTAACCTCTCACTGTTCATGTTTAGTCATTGTTTGCTC 20486 A_95_P222742 AJ133502

21194 250 29 662 GGTATTACCAGTTCTAGGGAGTTGTATTATGATTTGATATTATCAATGGCTATTTGCCTC20500 A_95_P100683 TA20739_4097

21198 250 33 370 GTAATACTTATTCTTGTAAGCATTGATTGTTTCGAGAGGAATGGTCATTGCTCAGGAATA20508 A_95_P233289 TA18497_4097

21199 250 34 688 TAAAATGAGTGAGGTTTTGGAGATGGTGAATCGGCTCGTGGAGGCAACTGAAGCAAAAAG20510 A_95_P144732 EB448246

21201 250 36 1122 GCAACATCTTTGAAATTGACAGCATTTGGCATGTTGTGCATGCGTTTACTTTCCTTTCCA 20514 A_95_P018226 TA15108_4097

21203 250 38 502 TAGCTCAACAAAAACATGAAGTTCTGAGGTACCGCCACCACACTCCAAATAAGTTTAGAA20518 A_95_P262166 BP134733

21205 250 40 328 GATTTGCACGACCATTTGTTGATAACTATGAGTTTTTGGTTAAGAAGGCCTGAACCCAGC20522 A_95_P110542 CV019776

21209 250 44 450 TTATACAAAGCACCAGATAGCTTCTGAGCTACTAAATGGTGGGCTAAAGTTGGTCGCGCA20530 A_95_P160217 TA13884_4097

21210 250 45 690 AATTTTCTCATACAAGCGTGGATTTACTTATCGGAGTTTGAGCATGACAGAGCCCCAGGA20532 A_95_P151472 EB681675

21212 250 47 377 CATTGAAGTACAAGCATTTTGTATTGAGTTCTCAAGGATTAGAGAGGCCGCGGGGCTGTT20536 A_95_P100658 BP535472

21214 250 49 991 GCATGCTTGGCACCTGTGCTTCTAGTAATTTTTCCTTTTCTTCTGTAAACTGCTTTACTA 20540 A_95_P012561 TA15251_4097



21216 250 51 243 GCAGTTGGAACATGTATTGGAGAAAAAACTTAGAGGTGTTGATTACTAGGACATGAATGT20544 A_95_P102432 FG644264

21217 250 52 630 CAAATCCTCTTCATTCAGGCCTTTCCTTTTAAAGAGGTCAATCAACATATCCACTGTATT 20545 A_95_P305768 FG195555

21220 250 55 995 TTCTTGGCTGGAAGACGTCTACTTTAAATAACTTCTGTCTTGATACAGGGGCTTTGCTCG20551 A_95_P182372 TA13199_4097

21221 250 56 575 AATCATGAGCTTGAGGGCTCATCTATGTAATGTTTCCAGATAACTTATGTCCGAAATTTT20553 A_95_P113367 TA13071_4097

21223 250 58 1040 TACGAGAACGACTTCGAAGTAGTTCACTGGCTAGCTAAGAGGCATGGAATAGTCCTGATA20557 A_95_P215957 TA20600_4097

21224 250 59 698 AGACTGATCCTCGACTTCCCAGGACATACCGCAATAAGGTTGCTACTGCAAATTTTGTAC20559 A_95_P152302 EB682646

21226 250 61 656 ACCTTGATCGGGGCGGATCCAAGATTTAAACTTTATGGGTTTGCAGTGTCACAAAACCCA20563 A_95_P123082 DW002998

21227 250 62 827 ATTTTTGTCTTGATGGGTAAGTAGCTCCTGAATGTTTATATTCATTTTTGAGCTGCTCCA 20565 A_95_P245627 EB439032

21232 250 67 398 GAAATTGCAAGCAAAAAGGCAAAGGTAAAGAAAGCGAGTCTTGGGCGATGTAGCTCTGCA20575 A_95_P098298 BP534407

21237 250 72 680 CTATTCTGGACTCACTCAGTTTTGCTCGATTTAGTGCTGTAATTGCTGAATTTTGTTCAT 20585 A_95_P284123 FG635995

21242 250 77 518 GCAGACAAGTTTTCGATTGCTTTCATATACGTGTGGTTAGTAGAGCACATCTCAACTATT20595 A_95_P201907 EH623306

21243 250 78 2124 GCTGAAGTACAATCAACACTTCTCCATTGTAACATTCTTAAAACATGCGGATGAAAAAGT20597 A_95_P236429 AY123847

21247 250 82 1061 GAGAGACTTCTTCTTTGTGACTGAAAATGTTGTCACTCTTGTACCTTCATTTGTAATTGT 20605 A_95_P212867 TA19927_4097

21249 250 84 401 TGAAGTGAGCGCTTAAAAACTTGCACATTTCAGGTTTCTATCTCCCATATATTTTCGCAA 20609 A_95_P027651 TA21922_4097

21250 250 85 1513 GCATTTCCAGCGTGGAAGATTTTTACACGATGATTCCAGCTTTGTTGTATCATTTTAGCT 20611 A_95_P008636 TA14928_4097

21256 251 6 598 GCAAAAAGAAGTAGCAGCAAGTTAATGGAGCAGCTTTGTACAACGGGTTGTCCATCTCAG20622 A_95_P285513 FG643114

21258 251 8 566 TCTGCTTCAGATAGCATTGGATGGAGGATTCAAAAGACCTGTAAATATGTTCCATTTGTT20626 A_95_P210017 TA19311_4097

21259 251 9 819 CTCTGCATAAGTGAACTCTGATATGCTGTTCGAGATCGGTTGATCTGGTGATTGCTCCTT20628 A_95_P146487 EB450550

21262 251 12 298 TTGGTGTTGGGGTTTCTGTTCTACAGTTGAATATCATGGACTATTAGCAATGCAATATAT20634 A_95_P214397 TA20255_4097

21266 251 16 417 TTCCACTGCAGCTGTTCTTGATTAGTAGTGTAACAATATCACAGCAATCATACAAAAGAA20641 A_95_P040641 BP129883

21267 251 17 417 ATGACCTCAGGCTATCAACAGATGAGAATCTTATCAAGCGGATCAAGGATGGATTAGATG20643 A_95_P103877 CV016728

21269 251 19 220 CTACACAAAATGAAATAAGAATCTCTTCGCTCTCTCTCTCTCTCTCAATGTTCGGACCGT 20647 A_95_P072875 BP526072

21270 251 20 493 AGGAAACCTAGTGCCCCTGTATTCATATTCTTATTATCCCCTTTATTGTGAGTTGTTATC 20649 A_95_P097303 FS408454

21274 251 24 985 CCATATCCGACGCTTTGCTTTTATCATAATTGCTTACATCTTGATAGATTGTTCTAGTAG 20657 A_95_P204417 TA18061_4097

21275 251 25 597 TTTCCGGTACGGTCTGTTGTGTTTAGCTTCGTCGGCCTGATTTTCTTTGTAAACCCACAT 20659 A_95_P064905 BP136186

21276 251 26 320 GGACCTGATAATCGGAAAACTAGTTTATGACTTGTTTTTGTAGGACCAATGAATGTTTGA20661 A_95_P001306 FG137063

21277 251 27 141 AGTGGCACATCATCATCCGCTTGTGGAAGTTCAGCAAGGTTAGAACTGCAAAATGGGAAT20663 A_95_P156077 EG650397

21278 251 28 1567 TCAGACATCTCTTTTTCCCCCTCCCCCTTGTGTGATACTCCTTATGTGTAATATAAATTC 20665 A_95_P210807 DQ129870

21284 251 34 608 TTGTCGATATTATGGAGTGATTATCAGAACTTCTTCGTTCGGAAATTATTGAACGTTCAG20677 A_95_P208702 EB447309

21286 251 36 548 AGCTCTTGAAACATTAAAACGTGTAGTCGTTGCTGGAAACCGAACTAGGGATGCCTTGGT20681 A_95_P033834 AJ704986

21289 251 39 782 CATTTCCAATTTTTGAAAAGATTGGATTTTTCTTGGAGGGGTCTGCCTATAGATAGGCAA20687 A_95_P209427 TA19188_4097

21294 251 44 821 TGTACAATTTGGATGGAACTCATGTTGCCGAGCGGATTAATTCGCCAAATAAGTAGTATC20697 A_95_P126917 EB426304

21302 251 52 694 TCTATTCGTGCCTCACGACATGCCCTTTTTGGCCTTAGTTGAGCATGTATTCCTCATTTT 20713 A_95_P261306 DW003630

21303 251 53 588 TGAGGAAGTGAGGGAAGGATAAGTGCTTATCCTTCAGTTTTGTAATAAAGTTTACTGCTT20715 A_95_P208107 EB443661



21305 251 55 753 ATCAATCCCCTGAACTCGATCAGAAATTCCCGTTGTCAGTGGACCCTTCTTTTGAAGGTT17966 A_95_P000116 FG157904

21310 251 60 643 ATCGGATGACACTTGAGAGTGAGCATGTCTCTGCTCATTTACATGAATGGGTTGATCATT20727 A_95_P042926 BP130481

21312 251 62 888 ATTGGGCAAAGGTAGAACATATTGTTTGAATTGTAGCGAACCACACTGGATTTTGAGAAC20731 A_95_P118612 DV161692

21315 251 65 351 AACAACTGGGATGATATGGACGAAAATCTGGCACCACAACATTTTACTGTGAGCTCGGTG20737 A_95_P053246 BP133124

21319 251 69 776 CGGTGGCATTATGTTTCCCCATTAACATTATGTTGGTAGTTGAATGTTTCTGTTGAGTTA20745 A_95_P246767 DV999273

21320 251 70 637 TGTCAAAGGATCGCTTTCTCGAGTGTATGAGTATCACTCAGAAGGACCACAGTTGATACA20747 A_95_P055486 BP133714

21322 251 72 337 CATTTAGTTCTTTATGATAAACTTATTTACTCTGGCAATAAAGGCTGTCTTTCCCAGCAG 20751 A_95_P076915 BP527116

21323 251 73 1010 CTGCTGCAGAATGATTGCCATTGTGCCTAATTTCATTAATCTTTAATGTGTAATGTGTTG 20753 A_95_P250742 AF154645

21328 251 78 72 GTCAATTGTGCAGTTTGGTCCTACGCTGGGTAGATCATATATATTATTCATTTTTATCGT 20763 A_95_P257174 EH622168

21329 251 79 216 AAGAAAGACCTGATGGGTTTCTAGGTGAGGCTGGACTGGATGAAGGTTATGATGATATTG20765 A_95_P143722 EB446938

21334 251 84 434 ATAGTGAGTACCAAATGTGAGCTGTTCGATTCTGGAGTTGGAAGCCTCAATGCACCAAAT20775 A_95_P085000 BP529167

21338 252 3 602 ATGCCACTCTATCGTGCTGTATATGATATACCAAGTTCTTTGATGCTGGTTCTTTTTATG 20617 A_95_P056281 BP133914

21353 252 18 808 TGTGTTCATGACGAATACCTTATTCCAGCCGTGCCATACTCTTTCTCCATAAGGTTTTTC 20646 A_95_P234134 DV999274

21354 252 19 774 TAGGAGCAATATATGCAGGTCACATTCAGAGAAGAAAAATAGGGACCAAATGATGTATTG20648 A_95_P022671 EB683173

21359 252 24 559 GTTTCTGTTCATGTTGCATATGGAGCAGGACTAACCATACAATTTGTGCACAATGTGATT20658 A_95_P316058 EB427619

21360 252 25 387 TTCCGAAAACCATTTCCAGACATAAACACTTGGAATGTCAATTTCTCAATATATCTCTGG 20660 A_95_P013001 TA14187_4097

21366 252 31 657 CACCGCTGGTGTCGAACAATGTTCAGTGTTTTCATCTAATGGTTAGTTCACGTTACTGTG20672 A_95_P014401 DV161017

21367 252 32 868 GATGATCACATTCGGCATCATGCCCAAGCCCTTAATCTTTGATTTGGTTAAGCTTCTGCT 20674 A_95_P185832 DV157903

21369 252 34 717 CAGCAAGTGGGAAATGACTTGTGTTTCTTTGGAGTATTGACTTTTTCCTTTTGGAATGTT20678 A_95_P201067 DW004423

21371 252 36 518 TTTGCATTGGCTTTACTTCAGCCTTTTACTCTTTTTGGGGAACATTTAATTCATACTGGA 20682 A_95_P159582 EB439146

21379 252 44 837 TTCCTATTGTGCAGATGATGGAGCATATCCGCCAACAGATGATATCATGGTCTGACGATC20698 A_95_P118212 DV161232

21382 252 47 116 CTGGTGGCCTATACCTGTATTCTTCTCGAGCCTTGAAATGATCAGATTTCATTTCAATTG 20704 A_95_P132087 EB432513

21383 252 48 620 TGGGCGGTGGTGACCGCGTACATGCTATTTATTTGATTTTTACTATGGTTATTGTTTATT 20706 A_95_P181302 EB683516

21384 252 49 412 TACCAAGATAAGTGCTGCGACGTGTTATTCCATTGTAATATTTAAAGGTGCACATATTCT20708 A_95_P090043 BP530777

21385 252 50 642 GCTGAACTTTCAAACATTCGGCTGATTTTGCATGTAATCAATTCGATGTTGATGAGTAAA20710 A_95_P149652 EB679561

21387 252 52 785 GGGGGCTGATGCTTGATCCTTTTGTATGTTGTTTTACTTTAATTTTGGTGTTACTGCTGT 20714 A_95_P269461 EB424813

21388 252 53 1110 ATTCCTCAAATTCTTGAACAGCAACAGGAATATTGATGCTAAAATTTGCCCGCTTTTCGC20716 A_95_P207002 TA18646_4097

21396 252 61 92 AACAATACTTGTGGGTCAGCTACCACATTGCTGGATGTGCTCATTTGTAATGTGAAAACA20730 A_95_P108577 CV018906

21399 252 64 691 AGTGCTATACTTTCAGAATACGAGTTCTATATCCTGTAAAGATGACATTCTGGGTTTGAC20736 A_95_P162887 EH621882

21401 252 66 854 GATCCACGATTTATGAATGGACATCATATTGATGGGTTAGTTCCTAACCAGTGGCAAATG20740 A_95_P296733 EB679155

21402 252 67 768 GCATGGGATGTAGCATTACTAATAAGAGTTCTTGAATACAATGGAATAAGGGAGTTTATC20742 A_95_P176682 TA11720_4097

21404 252 69 524 ACCAACCAATTAGGTCTTCTGAGGGATCAGGGGGTGCTTAATTCTGACCACATGAATCTA20746 A_95_P214362 TA20248_4097

21405 252 70 415 GGGTCGGGTCGGTTGTCATCTTTGTTTTGGGTGTTGTAGCAGAGATTATTTTGAATGAAA20748 A_95_P274348 AM790664

21406 252 71 680 ACAGGGTCAATTAATAGGATTTGAGGAACCGAGGTAGCATTAGGCCCATTTGTTTATCGA20750 A_95_P234364 EB679945



21407 252 72 321 CTTGATTGATACATAGATTGAAATCTCTATTTGTGGTATAGGGGTGGGGGCACTTTCTGT20752 A_95_P088333 BP530019

21413 252 78 912 GGTGCTTCGAGTGAAAACGAATATTCTATCCGGAAATAAATACTGTATGTTTCTTGTCTT20764 A_95_P010771 X51426

21417 252 82 600 CCAATTACTACTGCTCAGGTGAGGAGCTAAGGAAACTATTGGTGCATCTGCTTACATCGA20772 A_95_P183467 U64923

21420 252 85 606 GATTCCTGATGTCGAAGACTGGAGATGATAGAGTAGATCCTACTTGTGGTGGATGAAGAG20778 A_95_P061050 BP135164

21428 253 8 239 ACAATTGCTCAGTCTATTTGATCGAATTGATAGATACGAAACCCTCCCCATTCTTTGGAT 20792 A_95_P223087 TA22174_4097

21431 253 11 840 CACGCTTGTTTCAGGATCCTGAAACTGGATATGGACTGATAAATTATCAAGGCTTTTTGC20798 A_95_P242752 EB449817

21432 253 12 81 CAACCCACCTTATGATGAGACATTTAATTGAACCTACTACTGTTTATCTTATCATGGATG 20800 A_95_P112857 CV020883

21436 253 16 154 GTTAGGTGGTATCTTTCTTATTACGGCTATAGTCAAGAAAAGTCTGTAAAGTGATTGTTC20808 A_95_P213132 TA19983_4097

21438 253 18 806 GTAAAAATGGGTTCCTGACAGTTAGGTTGAAGAATTATTCAACAGACCGGAACAACCCTC20812 A_95_P128157 EB427700

21440 253 20 879 AGATGCCAAGACGTTGCATATCCCTGTGCTGGAGTTCTTGTAATAATTGTTTGGTTGGAA20816 A_95_P022731 EB428177

21441 253 21 161 CAACCTCAAGCTTCCTTATGTAGGATTGAGCATTGTATCATTCAATTAATTGTCAACCGC 20818 A_95_P116767 DV159584

21444 253 24 339 AACATTTCCATGCAGGGAGGCCAGGAGGTGCCAAAGTTTGAACAAAATGATGATTTAGCG20824 A_95_P134002 EB435763

21446 253 26 318 AAACTGAGTGCAAAGCTTATATTTGGTGCTGACAGCCCTGCCAATTCAAGAGAACAGGGT20828 A_95_P114522 FG157348

21449 253 29 361 TCCTTTCAAAGGCGGATCTAGAATTTTAGTTCTATGGGTTCAACATTTAAAGTTATGGGT20834 A_95_P221117 EH623811

21454 253 34 672 CGTGCGTGAATAAAATGTCATCCATTTCTAACAAGGTTCATGTGTTGATTACACTTGTCT20844 A_95_P134882 EB437768

21457 253 37 555 CTTTGGTGACCTGAAAGATGACCTGATAGTGCAAAATGTCAAATGTATACAAAGTAAACT20850 A_95_P215342 DW003929

21465 253 45 802 CCAGGTAGATGAAAGTAAGTAGATGATGAGGGAAAGGAGTTCAACATTTTGTTATTGTTT20864 A_95_P220037 EB679789

21471 253 51 1010 CCGCACCAGTAAGATTAACCTTCAACTGGTAATGCAAACTCATGAATTTTTGCTTAAAAA20875 A_95_P248427 AB286177

21478 253 58 0 GTGCATTTCCATTATCAGCATTCCTGTGCTGTTGTTTTCAGATTAAATGCTAAATCTTCT 20889 A_95_P251919 A_95_P251919

21480 253 60 457 GTAATATTGGTAATTCTACCCCTCCAATTTTGGATGCCGGAGAAAAGACAGGAAGCAATA20893 A_95_P282458 AM827545

21483 253 63 1167 GGGTTGCTCCTATGCCCCCTATTACCTAATCTTTATAGTCTGATACTAATAAAACAATAT 20898 A_95_P016676 X81853

21490 253 70 987 CTCCCAATATATATTGTCCTTTTTGCACTGAGAACTGTCCAAAATCATTAATGTATCGAC 20912 A_95_P196002 TA16244_4097

21495 253 75 805 CCAGCCAAACTAGCTGCATCTTAGCCTCATCTAGTTCATCTTTGAAGAGTATGGTTCCAG20922 A_95_P235994 DV157850

21497 253 77 707 TGTCATCCTCAATATCATCATCTTTATCAAATCGATGAGCCTGGAATTGATTTTGACGTT 20926 A_95_P269046 FG187755

21500 253 80 126 CCATTTGAATACACGTCGTGATCTATTGTAATCGAAAAGCTTTGGCTGAATGATTTGGTG20932 A_95_P033864 AJ717852

21503 253 83 861 CCAGAGGATAAAAAGATCTATGCCGCTGGAGGACGAACAAAAGTACCCATATACGTGACA20937 A_95_P222317 EB681947

21505 253 85 648 TCTGCAAGATGGTTAAACAAGTATCTAAGGGTATGTGCTAATGTTCAATCAAATGGCCCA20941 A_95_P121457 DW001525

21509 254 4 225 ATGATATGAGATTGATGTACAGGTGGAACATTACTGATCGTACTAGGAAAATTCACTTAG20785 A_95_P132337 EB432811

21514 254 9 799 GCTTTGGCATTGTAAATTTCGCTTCATGATCTCTTGTATGTTTTCATCCAATGTTTCAGA 20795 A_95_P016081 TA17875_4097

21515 254 10 839 TCATGTGAAGGTACTATTAAATAACTATAATCGTGTCATGGAGCAGCTCGACCTCCATTT20797 A_95_P248787 EB426734

21517 254 12 647 GAAGATGGGGTTGTTAAAATCTTGAATTTAGAGGAAGGTGGGGCTTTTAATGTTAGCAGT20801 A_95_P115792 DV999531

21518 254 13 670 GGAGAAGTCAAGTGATGAGGAGTTAAGTGAAGCGGAATATGATTCAGCTGACGATGCAGT20803 A_95_P248437 EB439929

21521 254 16 467 TGTTTAGTGTATATAGCTCTTACTCGGCTGTTTAGCGGCCGCTCTTTGTTAGTACAACAC 20809 A_95_P260686 AM807444

21522 254 17 716 AGAACGGAAGACTATGCCATGTTCTCCATGTTTGGATTCTTCGATTCAGGCTATCGTCAC20811 A_95_P105297 TA11627_4097



21525 254 20 219 GATGAACCATGGTGTATCCTCTCATTTGACACAGATCATAAAGAAATATCGAACTTTTGA20817 A_95_P096973 BP533841

21527 254 22 480 ATGGGTTTAAGTATTTTACTGAGCTCCTACATTGTTAGATTCAGATACAGTACCCTTGTT 20821 A_95_P122672 DW002651

21541 254 36 997 GTGTAGATGACTGATGATATAATAGAGAGCATGTATCCAAAGCTGCAAAACAATATGCAA20849 A_95_P020211 TA15644_4097

21546 254 41 658 TTGTCTCGGTACTTCAATCTTGTTAATCTATTTACGGTAAAGGGCCAAATATACCCTTGT 20857 A_95_P180757 TA12820_4097

21547 254 42 431 ATAAATGGGACGGGGTTTTGTAACCCTATGACCCATGTAATTTAATGAATATGACCTTGC20859 A_95_P022926 EH623004

21556 254 51 508 TGCGGAAGAACTTATTAAAAAAGTGTGTTTGGCCTTGTAACAATTTTGCCCCATAACACA20876 A_95_P159277 EH617309

21558 254 53 814 GGAGTGTCACCTGATGCGCATTTGTTTTTAACAATTTTAAGAATTTTGCTTTGCTTTGCT 20880 A_95_P115777 TA12687_4097

21563 254 58 108 ATATTCGATCGCATAGAGTGTACGAATGGGTTGATTAACAATTCACAGATGAAAAAATGG20890 A_95_P131387 EB431578

21564 254 59 1187 CCCGCCCAAATTGACTCAAATCTTTGCAATATTCTCAACTATGTTTTGGAATAAATGTCA 20892 A_95_P020046 TA17922_4097

21571 254 66 576 AGACGAGTTAGAGAGGTCTTTAGGCATTTTGATCGCCACGCTTTGGATTTATTAGACAAA20905 A_95_P086520 FG153827

21576 254 71 514 GAAAACCTCTGTCAGACTGTCACCTTATGTTTTGACCACTTATACGGTGGCTAATTCTGG20915 A_95_P205467 TA18295_4097

21577 254 72 750 TCTAGCATGTCCAGCGATGAAAAATCAAGAAGGGGCAAAATATCTGCCCGTGCTCTAATG20917 A_95_P199427 TA16991_4097

21579 254 74 147 GCAACCGCTTACTTTGTAGCTTGAGTTGCTTTGTACTCTTCAACATTATTACCTCAATTT 20921 A_95_P141087 EB444876

21587 254 82 715 ATGCAACAACTGATCCTCTAAGCTTGCATGGAAGCTGCCCTGTTATTGAAGGTGAGAAGT20936 A_95_P128262 AB471927

21588 254 83 451 AATTTGATGTAATTGCTTCACTGAAGAGTTTTATGTATTTTCTACTTGAATCAGCGGCCG20938 A_95_P257524 TC68991

21594 255 4 889 AACTTCCCTATATATCTTTGGGCTAGCAAAGAGGTTGAGAAGGAGGTTCCTGCCGATGAA20949 A_95_P184007 TA13589_4097

21597 255 7 762 TCAGTTCTACCCAGTAGAGGTATCAGGTGCACTATTATTGGTTAGCCGATTTGCCTCAGA20955 A_95_P141612 EB445287

21598 255 8 864 CAGTTGTACTTCTCCCTCTATATACTAGGAAGTAACCACATGGATTGCTCATCAATGGGA20957 A_95_P206177 TA18452_4097

21601 255 11 852 TGAAGCACGGATCAAAGAGAATCTTGATGTACTGAACTGGTCTATACCTGATGATTTGTT20963 A_95_P226634 DW000438

21606 255 16 193 ATACAGTAACTGCTTTTGTGGTTTTACTTGCTGCAATATCAATGAATCATCTTTTCTGGC 20973 A_95_P143937 EB447132

21612 255 22 286 AGGGGCAGCTGTGAGCACGTGATTTTTGCCCTATATATGAATAATTCCAAAAACTCAAAC20985 A_95_P109472 CV019327

21614 255 24 780 ATTGGGTCTGACCTTGTAGTGGCTGATTATTGGGGATTCCTAATTGCTGTTATTAAGAAA20989 A_95_P125117 DW004932

21615 255 25 486 AGCTAAGAAACGTTGAAGGATTTGATTTGCCCCAAAAAATTTGGGTGCTGCTTGACAATG20991 A_95_P250532 EB438743

21616 255 26 694 TTGCACAGTTAAAGGATTTTCTGTGGATGTACTCAATTATTTAATCATTGCTAGCATGGC20993 A_95_P179267 TA12464_4097

21617 255 27 769 CCTGACCACTCCTAAACTGTTTAACTAGCTTTGGAGGTCCTTTACCTCTTTAAAGTTTTA 20995 A_95_P116212 TA13007_4097

21619 255 29 762 CCAAATAATAATAAGGGTAACAAGTTTGGAGCGATGGGAGTAGGATTGGGTTTGGGTGCA20999 A_95_P292568 EB427708

21622 255 32 241 GCTAGCCTGCTACTATTAAAGCATGTTTGATCTATTGACTCTCTTATGGTGTTTTTATGT 21005 A_95_P143112 EB446457

21632 255 42 452 GGTGTAGCAATGAGGTCCTTGAATGTGGAGAAAAGATGGATATTTCCTCTAATTATAAGC21025 A_95_P069495 BP137401

21633 255 43 162 CGTCCTTCCTCTCTCCTTCCTGTATTACTTCTCCATATATTTAGGGGATGTTAGGTCTGA 21027 A_95_P175112 TA15543_4097

21639 255 49 532 GTAGGTCAATAGGGAAGTACATTAGTAAGTTTGTATTTGGTTGAAGCTTATGTCGATCTA21038 A_95_P297673 FG639066

21640 255 50 1109 ATGTGTCCGTTTATGGGTCATCGAAAGTTGTGGGAACACAAGCTCCAGTTCAATTGGGAT21040 A_95_P015166 TA14363_4097

21641 255 51 341 AACTCAGTCTTTTCTTTTAGAACTCAGGTTTTAGTGTGACAATGTGATGTTTGGCAGGTA21042 A_95_P055866 BP133813

21656 255 66 1760 CTGGCTTGCTTATGGTTATGTTTATTAGTTAATGTGGTTCATTTGTTTTCGTAGTGCACA 21071 A_95_P182082 TA13128_4097

21660 255 70 229 AGTGCAGATCTTTGATGAAGTAAGAATGGAAATTTTTGGAAGTGTCTTGGAAATGCAACA21078 A_95_P030416 EB446468



21664 255 74 739 AGGAGGCATGGTTCTTACAGCAGGACTTCTATTTACCAGTCAAAGGAAAAGCCATAGGCA21086 A_95_P195927 TA16224_4097

21665 255 75 790 AGTGTTTTTTCTGCTGTTCGTCCTTTCGATAAAATGATGGGTACCATGGAGGTCATAAGT21088 A_95_P254854 EH616823

21666 255 76 810 CTTTGCCTAACTGGAAGAGGATTGTAATGTCTTGTTTTTCTGGCATTAATAATTTTTCCC 21090 A_95_P206097 EB448302

21667 255 77 267 GTTATAGCTGGTTATGGACCTGTTCACACGAGTGGACGATGGTTCAATGACATGGTTAAT21092 A_95_P113057 CV020985

21669 255 79 1092 CAGTACGGCATTGTGAAGTTACAATACTGGAAATACATTAATATTTGATGGGAAATACCG21096 A_95_P190557 TA15041_4097

21671 255 81 382 GGGGGTAGTGATTGTAGATTTGTTCTTTAGTTTCTGATGTGGATTAGGGTTGGTTAGTTT21100 A_95_P201792 TA17498_4097

21678 256 3 107 GCTTGAAGTATGGATCAACAAGAAGATAAAAGAGGATGGAGGAGTCATTTGGGAGTTTGA20948 A_95_P091273 BP531284

21681 256 6 733 CTTCTAATTGATGAATTGTGGCTGGATGTTTAGATTTGAAATTGGTAAGCGCTTGTATCT20954 A_95_P221727 TA21881_4097

21685 256 10 868 ATTACCAAGAATTGTGCCATGTCCATCAAGCTGCATTGAATGCTCAACCAGCATTAGTGC20962 A_95_P249047 DV161159

21689 256 14 317 TGGAGTTGCAGCGTTACATTTGAGCTCAATTGAGAGCAGTTTAATAGTAATCCTTGTTGG20970 A_95_P089638 BP530582

21690 256 15 315 AGGGGTGTTCATCGATTGGTCTAGTACAGTTTTGAAAGATTTTGGTTGTGTATTTTCAGT20972 A_95_P098838 BP534665

21697 256 22 915 TATTACTGTCTCTGCATGGTTTTGACATTTTAAAGGAACAGACGTACTAGTTCTAGCTGC20986 A_95_P015466 TA14626_4097

21700 256 25 242 TGAAGGGCGGAAGTCCTAATAAAGGTACTCCTGGGGTTATGCATGGGAAGCATAAGTTAT20992 A_95_P208792 TA19047_4097

21701 256 26 458 TGTGAAATTGACCTAATTGCTCGTGAACTCCCAGCAATAGTAAAGTGACCTTTTAACAAA20994 A_95_P285968 FG644264

21703 256 28 153 TAAGTTTTGGTTGAAGTACCCGTTATGGTTTACTGTGGTTCCTGCTACTGTCCTCGTTTT 20998 A_95_P154602 EG649665

21711 256 36 447 TGCTGAATTTCTTAGCTATGGACCTCAAAAGGAAGAGAGTGTCACTGGAAAACCTTTACT21014 A_95_P264196 BP526620

21712 256 37 440 TCCTAATATGATATTTGTATGACAGGAAGCTGATTTGGGCTGTCACACGAACTTATCAAT21016 A_95_P113657 CV021242

21718 256 43 853 TGGAAATATGTGCTAGATTTGCTGATGTATCATCGCTGATAATGGGGAGTAGCTGACGAA21028 A_95_P237074 FG157342

21719 256 44 875 CCTCTAGCATACTGTTACGTGAATCACTCCAATAATCATTTGTACTGAAATACTGAACCT 21030 A_95_P230144 DV158504

21722 256 47 738 AGAAAAGGCTTATATACTTGATGAGAGCATTGGCAACTTGAGCTTCCAGATAACTCGCCT21035 A_95_P236069 EB450465

21723 256 48 313 TTATGTTCCCATGGGTTGACAAGGCAGTTGATTCTGTGTTGGAAGAAACAAACATCCTTT21037 A_95_P070030 FG643216

21724 256 49 330 ACCCTATAGGCATGGTCTCTAAGTGATGTGGAATCAGAAACATTGAACCAATCCAATAGG21039 A_95_P041601 BP130133

21731 256 56 873 CTGTTATCCTGCATCATAGGGTTCTAAGATTAGATTTTCACCAAATCTTTATGTTGTCGT 21052 A_95_P024316 EB679979

21734 256 59 703 TCCTTAAAAATTGTTTGCTTCACCAGTTTCAGTTAGATTCTGTGTTCTCTCAAGGATGAT 21058 A_95_P015031 TA12059_4097

21738 256 63 683 TCGGAAAGGGGAGGAGAAAACACTTTTGTTGTGATCACAAATGATTATTAGATATCAGAC21066 A_95_P116127 TA13214_4097

21739 256 64 285 CGTCAATCGTTGCATTTGTTTAATGATTATTGATTGTTGTCAAGTGAACTTAGCAAGCAG21068 A_95_P070370 BP192615

21741 256 66 595 ATTCACCTACAAGCCACACCAGTAGTGTTTTGGGAGGAAATGATTCTGGGACTAATTTCA21072 A_95_P129162 FG164011

21745 256 70 833 TTTCATTGTCGTATTCTGATCGGATTTGAGACCGTCTTTATACTGAGTTTTGTTTGGATA 21079 A_95_P244618 DV162568

21748 256 73 442 ATTACATGTCTTGCTGGTCAGATATCCAGTGCCCATTTGTTTTTCAGAGGTCCTAATGGT21085 A_95_P004911 EH665273

21751 256 76 267 GACGGTTTCTGTTGATGGATATCATGCATTTTAGCTATTCTGAGAAAACTGATGTAAAAG21091 A_95_P135557 EB439050

21756 256 81 781 AACATGTGTTGATGATTCCAGCTCACTTGTTATAATTATCAATTCCTCTCTCTCTCCCTC 21101 A_95_P013596 TA12260_4097

21759 256 84 792 GCATAATCTTGGGGAAGTTGATTCTGCGATACCTGAACTTTCAGTTTAGGGTTTGATGGA21107 A_95_P116012 DV158506

21761 257 1 518 GGTTTTCTTCACCATCGATTCTATTTTCCGTTCGCGGTTCGTCACATTTTTTGAGTTCAA 21110 A_95_P240623 AM786200

21764 257 4 793 CCCACATCCTAGACAGTGTTATATGATAGCCAAATACACCTTACAAGTCATATAATAAGA21116 A_95_P125017 DW004809



21766 257 6 666 TAATGCTGGTCAAGCCGCCTTTGATCAAGCTCTAGCATTAAGCAAAGTGTTGCAGTTGGA21120 A_95_P063410 BP135774

21767 257 7 464 AGTTATAGAAACCGAAAGAGAGAGTCCTTCAGATTACAGCGTGAACGCAGAAAGGCTCGA21122 A_95_P103432 TA13935_4097

21769 257 9 817 AATGTTTCTGATGGCCTTTAATGTAAATTTCTTGCCCTCATGCCATACCCTCTGTAGTTT 21126 A_95_P003446 TA14616_4097

21770 257 10 901 TTCCGCGAGACAGTAGCCATGCATCCCTTTACGGCTATATCTCCTTATGTTATGATGCAT 21128 A_95_P118717 DV161781

21772 257 12 821 CATTGAGATATCTGAGGAATGTCGCCACTTAATGTCAGGGATTTTTGTCGCAAATCCTGA21132 A_95_P149397 EB679234

21775 257 15 422 GTATGAAAGGAAGCTGATTTGGGCTGTAACACGAACTTATCAATATATATCTCCTCTTTT 1861 A_95_P000051 FG625247

21785 257 25 638 TCGGCGTGCGTAACAATATGTATAGCCTTTTTGATGACTTGTTAATGGTCATTACTTTGA21156 A_95_P215747 EB678865

21789 257 29 599 GAACCTTTGGAAGGTCCTATAATGTGTGTCTTATCTGAAGCTGCGAATCCTGTTCTCTCG21164 A_95_P038016 BP129158

21790 257 30 466 CTGTAGAACCATAAAGATAATTAGCATGAACCGCATCCAGTATAAATTCTGGATTCTGAT21166 A_95_P030736 EB437660

21792 257 32 334 TATCTGCCTTTACAATCACTGCTTCCAAGGATGGAAGACTTGAAGATCTCATCAGCGTCC21169 A_95_P084955 BP529156

21800 257 40 195 GGCGTCCATGTCTATACTGGCTAAATGATTTTACCTTCACTTAATATGTAAAGTAGTAAC21185 A_95_P108082 CV018662

21803 257 43 1104 GAACAATTTACAAGATTGTAGTGCATGTATTCCAAATTCAACAAAGCACTTTTCCCCCTC21191 A_95_P011701 TA13554_4097

21804 257 44 832 TATAATCACTGGTAGTGACCCTAAGAACACACCTTGGTCATATCATAACGGGGTTCTTGG21193 A_95_P164947 DV161952

21811 257 51 1037 GTTATCAGATGTAGCTTCCGAAGAAACTTCTTGCTAGAAAATGAATGATTGGTTTGATCA21207 A_95_P191552 TA15262_4097

21813 257 53 358 TCTGGGCTTCCTCTTTTCATGGACCGCCTTTAATGAAGTACTGGGTTACGATTGTTAAAA21211 A_95_P112212 CV020575

21815 257 55 504 CCTAGCACAGATTTTCAGTAAAATAGAGGTTGCGTATCAGGAGGCTGTCTGGAAGAATTC21215 A_95_P065855 BP136441

21816 257 56 856 TCTCCTGGTTGTCATCACTTGTTGAAGATAAGTTCTTGGTTAAATCTTGTGTTACCGAAT 21217 A_95_P189262 AJ966358

21818 257 58 111 GAATTACACTAGGCTTGTATTGTTGTTGTTGTTGTTGTACTAATTGCCAACAAAACTGTG21221 A_95_P043466 BP130622

21819 257 59 979 CTCAGATGTCTAAATGGCTCCAGTCTGAAATATTGATTTATTAATAATGTGCAGCAATGG21223 A_95_P189887 TA14884_4097

21820 257 60 894 GCCACATAATGCACCAATAAGCTCATTCTCTTATGCTCTGGCCAGTATGCTCTCTTATGT 21224 A_95_P244177 EB439523

21826 257 66 569 TAGGGCCCGTTGAGGGTTTTCTTTCCTTTGTTGTTTTAATATAAATTCTTGTCTTGACCC 21236 A_95_P130632 TA18908_4097

21831 257 71 1235 ATGCTATAGGTGGTTCAGGTGCTTTCTTGTGTATAAATAGCAAAATTGCATTCACGAAAA21245 A_95_P022041 TA18579_4097

21833 257 73 557 ATCGGAATCCGGCGGAGGTAAAAAAGGAGAGTATCTTAAAATGGCTGGAGATTTCTTGAA21249 A_95_P023986 FG150164

21834 257 74 396 TTTCCCCTTGTTATATCTTGTATGTTTCAGTCGGTGTAAATAGGGACCTTTGATGTATAA 21251 A_95_P307018 FG637133

21838 257 78 731 AGTATTCAAAGAGTTCGTCTCATTTAGTGGACGCGGGTCACATTGAGGATGAGAAGTTCT21259 A_95_P138822 EB442559

21841 257 81 708 AGGGACAGTAGTGGTGAGGATAATCATGATAATGGTATATCATTAGCTGGTCGTCTCCGC21265 A_95_P146227 EB450216

21844 257 84 762 GTTGCTATAGTTTGCAATAATGAGGAGCATCTTGTTGGTCGAATGCTGATACAATTGTAT21271 A_95_P191217 TA15182_4097

21847 258 2 1609 AGTAGCCTTGCACTGCACATCGTTCCTGTGTACAGCATCCGTTTCTTTTATTCATGTGTA 21113 A_95_P200497 TA17220_4097

21855 258 10 774 ATCCAACAACTGGGAAATCAAAAGGGTATGCTTTGTTTCTGTATAAAACGGTTGAGGAGG21129 A_95_P294438 EB441195

21857 258 12 868 CCCCACCGGCTGGATCATCTGCTGGAAAATTGAAGGTTTCCTTTGGTTTGTTTGTTGTTT21133 A_95_P193887 EB425031

21861 258 16 710 GCTGCCTAGTTGCTAGATCAATTCATGTCAGTTTCTAGAACCTTTACTGTAGTTAATATT 21139 A_95_P142032 EB445607

21865 258 20 318 AGGCTATATATATGAGGTAAGTCTTATGTGCTAGAAAAAATGGGGATGAGATCTTCAGAA21147 A_95_P024587 TA19326_4097

21866 258 21 179 CTGACAAGGCTTAAGACAATTTGCTTCTTGCATTTTATCTTGTTATTCTGTCCTGTTCAA 21149 A_95_P142902 EB446296

21868 258 23 401 CGTATTTCAATGTCTTCATTACATTGGTTGTAAGTCGCTTGGATTCTAATGTTCACTTCT 21153 A_95_P201582 TA17456_4097



21869 258 24 885 GAGTTTTTGTGTTGACCTTGAATATCCTACTTATAGTGACTTGTTAATGTCTGAGCTCAA 21155 A_95_P186107 TA14055_4097

21879 258 34 1198 GACAGTTAGAACATGAATGCAGAGATAGTTGTTTTGGCAACAAAGTTTGTTGTACTAGAT21174 A_95_P206512 TA18534_4097

21881 258 36 776 TTTATTTGGCTATTCCGGCTTGTTTCAAGTTTAGGGACGTGCTTTATATCATATATCCAA 21178 A_95_P138272 FG169948

21882 258 37 746 TGATCTTACTGATTATCTCATGAAGATTCTCACTGAGAGAGGTTATATGTTTACCACATC21180 A_95_P138662 FG147028

21884 258 39 701 CTCAGAGTATATGTGTAGAACAAGCACAGCTGCAAATTGTTATTACTAATTTTATGGTGG21184 A_95_P202697 DW000495

21887 258 42 330 ATGCCGCACGTGGTACCTTCATACAAGTTTTAGTCTTTTTTGTATCTTAAATGGTTTCTT 21190 A_95_P089143 BP530366

21891 258 46 660 CAAATCTATTGATTTTGATTGCTGTTGTTCACAGATCATCCCTTATAATATTGTTGCCGG 21198 A_95_P164272 EH623414

21893 258 48 518 TATATAAGAGGAGGAGTGGACCCGAATCAGCCCATCGGGGTTATTTTCTCTGAATCAGAT21202 A_95_P307458 FG638464

21894 258 49 1730 ATGGATGGAAGCTGAACTATACATTGCAATTGGGACTTATACCCTCCCTGTGTTTGCCAT21204 A_95_P008786 TA11833_4097

21895 258 50 849 AACTGCTGATGACGCAAGAGAATATGGACATACTCATCTGTCTGAGATCATCAATTTCGC21206 A_95_P120292 DW000074

21899 258 54 552 AGAGGCAGATCCAGAATGTACACTTTGATGAGTTCAATCTTTAAATTTTTTGCGTTGAAC21214 A_95_P286283 FG641422

21903 258 58 1278 CGTTAAGCAAAGGTTGATTTCACTACCTATGGTTTGCAATGGTGTTTTTAACAATGTTGT21222 A_95_P008886 TA12158_4097

21907 258 62 7 CCAAACAAATGTAGTGGTTTCGGTCAATTTGTTGTAACCTTTCTGATAGTATGTTATAGC21229 A_95_P288873 BP534554

21910 258 65 463 ATTTCCTTCTTAGCTTCTGATGTTGATGGGAATGTGCCCTTCTTCTGGGGTACTGATTCT 21235 A_95_P147047 TA13199_4097

21912 258 67 754 TAAACAAGTACTTCGTTCCGTCCATATTAACCAAATTCCATTGGCTTAGGTATCTTCTTC 21239 A_95_P015566 TA18776_4097

21913 258 68 430 GAGCAGGCCATGAAGAGAGATGTCAGGATGAAATACTTTCTGTAAACTACTTTTTTGTAT14301 A_95_P000096 EH619820

21915 258 70 526 GTCTGTAGTAACCTTGCTTGGTTCAAATTCAAAGTGTAATCGGTTTCAAGGCAAAATTAT21244 A_95_P127977 EB427561

21916 258 71 663 GCATTGAATATGTCTGATGCTGTGATCTGGTGCTGATATGTCTGTAACCCTGATTTGGGG21246 A_95_P164992 EH624455

21917 258 72 844 GATGGGAGAGTCTTCTCCTGATGAGATGAGTTTGTACTCCAAGTATGAAAAGGAGGAAGC21248 A_95_P128927 EB428697

21918 258 73 737 GAAAATGAATGTATGATACATTGATACTTCCATTGTCTTGCTAGACATTGTCATTGCACG21250 A_95_P283758 FG636470

21920 258 75 196 GCCGTTCAAGTGTATGGTATAATTTATTGGCTCTTTTGGTTTGGCATTTGTGGTTAATAT 21254 A_95_P111277 CV020132

21922 258 77 876 AATCTATAATAGCTGACGGTGTAAGCATCATGTATCCTATCTTGTGAGTTGTGACAGTAG21258 A_95_P232644 DW000398

21938 259 8 790 CTCTAGACGTTTAAATCGGATGTCAGTGAGATTTACTGCATGTTTGATCTGAGATATTTT21289 A_95_P017156 EB437962

21942 259 12 443 GCTGATTTGGGCCGTAACACGAACTTATCAGTATATATCTCCTCTATATAATTATGTGTA21297 A_95_P114077 CV021432

21947 259 17 493 CAAATGTATATAGGATGTAATTGAACTGTTTATATGTTTTCTTCGGCCTTTTGGCGAGGT21307 A_95_P028266 BP134638

21950 259 20 480 TATGGTTCAAGCAGGTACAATGTATTTAATTTGCCTGGACAGATGGAACAATATTTGAGT21313 A_95_P207607 TA18777_4097

21954 259 24 753 ATCAATCCCCTGAACTCGATCAGAAATTCCCGTTGTCAGTGGACCCTTCTTTTGAAGGTT17966 A_95_P000116 FG157904

21955 259 25 493 CTTCATGGTGAAATGTGCTGCAACTTTCGATGTTGTAATATCAAGTATAGTTGAATGTGA21322 A_95_P140697 FG633777

21957 259 27 566 TGAGGGCACATTTTGAACGTGTGGTTAATCAAAAGATGCTGAAACACTATACATGTTGAG21326 A_95_P040041 BP129717

21959 259 29 518 GTTCACTTTTCTAGTCAGCGTAAGCAGTAGGATTCTCTCGACGTTTATCTGTTAACGTTA 21330 A_95_P089173 BP530375

21960 259 30 1172 CACCAATTCCCATCCCATATGTTGTAAGGCATTTTAATTACCTTTTCTTCATCATTTGAG 21332 A_95_P000631 AY695055

21961 259 31 826 AGTAAAGGAGACCATCCATTCAGTAGTCCATGGACTACTCGCAACTCTATCCCCTAGAAT21334 A_95_P246197 EB452191

21963 259 33 535 GCTAAGTGATAACAGGATGTATAGATTTCGACACCTGCTGGGTTTGGTACTCTTCCCTGA21338 A_95_P035703 BP128542

21964 259 34 505 TCTCGCTTTCTGTGGGTAGTTAATTTTTATGACAAGCCGTTGTTTTCTTTCATTGTTGAT 21340 A_95_P021046 TA14086_4097



21965 259 35 767 TAGCAGTATTAGTGCTTCTGCTTAAATGTGAGACAGCAGCATATGTTGGAATATTATGTT21342 A_95_P225172 EB447150

21968 259 38 433 GACCTCAACAATGTCAGGGATGTATCCTATCGAGAGGTATTGGGACACTTCAAATCCTAT21348 A_95_P087983 BP529932

21977 259 47 573 TGACTTGAAGCCTGAGAACATTCTTCTCAACTCCTCAGAATATGTAAAGGTTCCTGACTA21365 A_95_P137427 FG152454

21978 259 48 714 TGGTCTTGGTGGGTCCATCTTTGCACTTTTGGTACCTCTACTTGAGTAGATTGGTCACAA21367 A_95_P146522 EB450582

21981 259 51 850 AAATTCATGTAATATTTTGCACTTTGGCTGACATATGCCCAGCGACTTTGCCTTCAAATA 21373 A_95_P258776 TA12268_4097

21983 259 53 253 TGCACTGCCAGTGTAACCCTTGCACTTGTATCTAAGTGCACAAATTAAATCTTAATAAAG21377 A_95_P114217 CV021496

21984 259 54 218 AACAGGTTCCACGCTTCAGGATGAGGTGAACTTTGTAAATTGTTGTAGTATTATATGTTC21379 A_95_P068825 BP137224

21989 259 59 303 AGCTGATGATCTCCGGATAAACCTTTGGAACGGGACAAATAAGCTAACCGAAGGTTTCCA21389 A_95_P040266 BP129782

21991 259 61 728 GAAGTCCATTTGTATCCAGTTTTCTACATCAGACCCAATGTGCTCCGACCCTTCTCTGAA 21393 A_95_P296398 EB451916

21994 259 64 885 GAAGTTGGTGCAGCCGGAGGCTGTTGACCGTTCAAGTAAGTTTTTCAAATTTCAAGTATA21399 A_95_P116597 DV159351

21995 259 65 504 CACATTAGAGTGTAATTACAACGGAGAGTCAAGATAGCTCTATTCATTTTAAGGAAGACT21401 A_95_P084165 BP528947

21996 259 66 1356 GATTGGTGGGGCGATGTAAAAGTAATCAACTGGTTGTTGTAAAGTGTAATGTAATTTAAG21403 A_95_P210397 TA19388_4097

21997 259 67 213 CGATTTTAAGAGTATTTACCTGGGCTCCAGAGAATAAAGGTTAGGCCAATTGATTTTAAC21405 A_95_P098283 BP534400

21999 259 69 531 CTGCGCTAACAGAGCGCATAGTTATTGTTGGTGTTAGAGATGATTCAAACTTATTGTATA21409 A_95_P231999 BP128651

22000 259 70 559 AAAGAGGGCGATTGAGCTCTGCTGATTTTGTTATACTTATCTAGGTATATTGATTGTTAC21411 A_95_P153537 EB683786

22007 259 77 1345 GTTTTAAGTTTTTATTTGTTTCCTGTTAAAAAGTGTTGTGATGGAAAGGGATGTGTCCGC21425 A_95_P202342 TA17613_4097

22008 259 78 856 TTTTGCTCCATTTGGTTCTGGTTATGGAATGGGTCTTAATTTTGAACCAGGGTTAAGCCC21427 A_95_P243607 DV161884

22010 259 80 352 GAAGAAACAGGTCTGGGAGAATATTATTGGTTTGTTCGCGGAACAAATTTAATGGAAATT21431 A_95_P081930 BP528387

22011 259 81 1845 AGGGGAGGGGTAATGAATAGGAGCTTAATCTGTTCATGGATGTATTTGTTTTCTTTCCCC21433 A_95_P005151 X61146

22012 259 82 640 CATTCGACTTTCTAGTTTTAATTCTATGAAAAGACCAGACTTCTTACGACTGTTTGGAAG21435 A_95_P042466 BP130367

22018 260 3 141 AAGTGAAGCTTATTACACCAGAGGGCAGCTGTTGAGTTTGATTGTCCAGGCATGCATGTT21280 A_95_P103717 CV016659

22021 260 6 712 GGGTGAGTTTTGAGTGTTCGAATGTGTACCTTTTCTTCTTTGCATCATCCATAAGTCTAG21286 A_95_P149492 EB679361

22024 260 9 431 TGTTGCTTACTATATTCTTGCCACTTCAAGTAATGGATATGATCCTAAGTACTTAGGTTG 21292 A_95_P107572 DV999315

22025 260 10 899 TGATCCTAATGGCATGGGGGATTTACTTGGAGTACTTCAACTGTTTTCCTTGGTTACCCT21294 A_95_P205322 EB679843

22026 260 11 780 GATTGCAATTGGACAGGCACCTGAGCAAGAACTTGAATCTTTCAACAACTGTTCCAACTC21296 A_95_P225272 EB444939

22029 260 14 668 TCCCCGTATACAAACAAGTCTTTTGTCTTCTTTGTCATGTGTCATTTATCTATGAGAATG 21302 A_95_P159117 EH617071

22033 260 18 1060 GTTGAGCTGCCTACGTTCTTTGCAAAATAATGAACTGCATACCAATTTTTCTAGTAAACT 21310 A_95_P016516 TA15214_4097

22034 260 19 738 GGCATTTTCGCTGCCTTGTCTTTATTTTCCTGTGCTTCTGATTATTCAGTTTATGTCCAG 21312 A_95_P159327 EH617408

22042 260 27 832 CATCTTGTTTATAATCTGTATCACATAAATTAAACCCCCCAGTTTCATGCTGCTCGTTAT 21327 A_95_P135602 EB439109

22043 260 28 393 AGACAAAGTTGTGGCTTCCGGTGCAAAAAGAAAGCGCAGGGAAAACAGAAATGCTGATGA21329 A_95_P071720 BP525776

22044 260 29 784 GCATATCTGCTTGTACAGTTGCTGCAATACTATTTTGTTTCTGAATTTGGACAAAGTGAA21331 A_95_P011686 EB426714

22045 260 30 0 GCGATAACAATTTTCATTTGCCTTGTATGGATGTGCAGTGTGTCAACTGGTTTTTCACTT 21333 A_95_P011766 A_95_P011766

22048 260 33 123 CAGGCATCTGTGTGTTCTTGTTTATCTATGGATCATCCTTTTGGCATTTTAATAAAGTCA 21339 A_95_P140892 EB444693

22054 260 39 198 GGTCTGTTCCTACTTTGATTACTATTACTTGCCATACTTTAGCCGATTAAATGAATGCAT 21350 A_95_P141942 EB445545



22055 260 40 81 AGCGGTTTTTCGGTATGTTAATTATAATGTGGCTTTTTGGTCATTTTCGTCTGACATGGT 21352 A_95_P286313 CV018987

22057 260 42 685 TTTGGGATCAAAGGGGGTTCTGATTACATTGGTAGGGGTCCTCATGTTGATGAATAAGGA21356 A_95_P157882 EH615909

22058 260 43 1153 CAGGGCAGGACAGCTAGGATTTGCCTTACTGCTGGGCAAAATAATTTTTGTAATTAGCAG21358 A_95_P021896 TA16466_4097

22062 260 47 388 TAGCAGAAGCTCGTGGCAAGAAGGCAAGTCAACAGACGAGATGATCAATGGAAGTAATCT21366 A_95_P142007 EB445591

22063 260 48 479 AAGCTGCCCTCTATAGCTGTATCATAGTGTTTTAGAGATCACTAATAGGTTAATGACATA21368 A_95_P198807 BP530158

22065 260 50 407 ACAATACTATCCAAGTGTGGCAGATGGCTGAGAGCATCTACCATGATGACGATGACAATG21372 A_95_P034234 EB684021

22066 260 51 288 TTACAGTGATGCAAGATGATGTTTCCGACAATCCTCTCATCCAAGTTTGTGAATCGTTGT21374 A_95_P078500 BP527531

22070 260 55 716 AAATAGCAGAGATGAATCAGGTATTGGTGGCTATGCACAAAGGTAATCTGTCCAAGAATT21382 A_95_P146302 EB439249

22076 260 61 1243 ATTCTTAGAACACTGTACACGTTCAAGAATGGAACATGGAGCTTACTCTAAAATCACGAT21394 A_95_P192217 EB643449

22077 260 62 618 AAATTCAGAGTCGGAATGAACTGCACCGTGAAAGTCGACGTGAAAATCGAGATTATGAAG21396 A_95_P153622 DW002335

22087 260 72 793 GTGTGGTACCTGCAGATTTGATGGAAGAGTGATTATGAAATTGAAAATCTAGAGTGCCAT21416 A_95_P196287 TA16307_4097

22089 260 74 499 CCATGGAGCTCACGCTGGATAACATAAACAAGGGAATTCTAGGACCTGATTTTATGGAGG21420 A_95_P160927 EH619619

22090 260 75 382 TGGACCTTGATTTATACCTGTTGGATGGAATTGTGATAATGTTTATTTTTAGAACCTGCG21422 A_95_P006616 FS422353

22094 260 79 964 TGATAAGCCCGTACAAGAACATGCTCCTACCAAGAGCCTATCTATCGATCAATCATTCTC21430 A_95_P141632 TA17597_4097

22101 261 1 774 GTATAGGCTATCTGGTGATTACAATCCATTGCATTCAGATCCAACGGTTGCAGGAATTGC21443 A_95_P292853 EB428754

22109 261 9 449 TGTGCTAACAGTTGTTCACTGCAAATTTCATGTCTTTTACACCGAATGTTTCTCTTTGTT 21458 A_95_P037028 BP128892

22113 261 13 207 TTCTGGTTGTGAATTTCAACTGTGGGCCACGGACTGTGGCAGACTGGTAATGAATATATT21466 A_95_P003856 EB443145

22114 261 14 681 ACATAGCTGGTCTGTGGGGTTATGGTTGGTCGATTCGATTAATTGATCAGCAACTTTATA21467 A_95_P262641 FG636378

22124 261 24 340 TGCTTTAAGTTTTGCATCATCTCGCTTTGGTTTTGAACTGTGAAGGATTTCAGCCACAAA21487 A_95_P181002 TA12875_4097

22126 261 26 781 TTTCTCTTTCTGCTGAGGCGCAGCTTCAGGGGTCTCTTGTTAAACTTTCAGCTTTCTTAT 21491 A_95_P135087 EB438311

22127 261 27 634 CAATTTTCTGATATTGGTGTCTTTTGTTATCTGACGTTGTGTCCTCTTTTGTTTGACTGG 21493 A_95_P025756 EH618496

22131 261 31 957 CAAGAAGAACTCTGAAAATAGTCGCAGTGTATGTAGCTCTGTATGTATATGATAAAGACT21501 A_95_P025836 TC52442

22132 261 32 763 TCCGTTGCCTCCTTGCTGACCTTGGATGATGCAATTCATAATTCAAGCTTGTTGTCTGTG 21503 A_95_P137942 EB441669

22136 261 36 218 AAGGACCAAAATGATGTGCATGAACTGTGGGAAGCTTGTCGGGTATGTGTATGATGATGG21511 A_95_P194977 TA16019_4097

22137 261 37 220 TTGGTACCGGATTCAAGGGATTAGTGCACCCTTCAAAACAACATAACAACATTCCTTTGG21513 A_95_P131122 EB431250

22138 261 38 969 CCAAAGAACAGAATAACTGTGGTGACTATACCCTTTCTCTTCTTGTATGGTTTTAACTTA 21515 A_95_P195227 TA16069_4097

22140 261 40 150 GCTTGAGCCCCGTAGGGTCATGGGGCTTTGTTATAATGGAGATATAGAAGTTTAAATCTC21519 A_95_P093048 BP532122

22143 261 43 1076 CAGCATGCTGCAACTTCATGTATTATCATTTTGTTCCCAAAAGTTCGTTTGAGAAGTAAT21525 A_95_P220632 TA21649_4097

22144 261 44 438 GAAATGCATTTCTTTTTGCATCTTGAACTTTTGCAAAGGTGTCCTTTTTATGGCCTCTTT 21527 A_95_P028726 EB435748

22145 261 45 857 AGCCATTTGGAACCAATTACTACTATGTTAAGACTTGTATATTCCCGCAGTATGAACATT21529 A_95_P225022 EB426727

22147 261 47 537 CACGACTCACATCCAAGTTTTGGTGTTGTATGGCCACTAATCTTGGCAAATATATTGCTG21533 A_95_P129732 EB429696

22149 261 49 799 GCGTCTTCAGCAAGGCGATGTATCTTTATAGATTCTACTTTTATAGAAGTTTATGGCAAA21537 A_95_P009451 TA13632_4097

22151 261 51 753 GCTACGAAAGGTGTCTACTTATTTTGCTGTGGAAACTATAGTTGAATAAACTAGTTTGTG21541 A_95_P179462 EB439805

22153 261 53 642 CTCACATGTTCATTGGCTATGTAACTTGAAGAGAAACATTATTTTTAGGGGTGCCAATGA21544 A_95_P266026 FG636756



22154 261 54 866 TGCTATGTTTGGTATGTACGAAGCACTAAAGCAGTACTTTGCAGGAGGCACAGACACTTC21546 A_95_P245097 DW000396

22157 261 57 2289 TGTGGTTGAGTTTTATGTGTTGTGTTTTTGGACGTTAAGTTTTACTGCTGTAGGGTATTA21552 A_95_P258556 TA11872_4097

22158 261 58 827 ATCAAGGTCCAGATCACCAGCACCATCTCGCCCAAAACATTTGAGTAAAAGTCCAAAAAG21554 A_95_P148342 EB677623

22163 261 63 845 TCCAATTTGCCTGGCTTGTTTGGTTCTGCGTTCAAAGTTGGTATTGATTCACAATTATCG 21564 A_95_P000581 TA12317_4097

22167 261 67 80 TAGATTAATACACGATCTGTACAAGAGACAGTTGCTTCTTAACCGTAAAATACTTGCACA21572 A_95_P079330 AM793637

22170 261 70 881 CTTGTTTGAGAGTTACAAAGTGGTCACTGGGCGTATATTCTCAAAATACTATCTTTCTGA21578 A_95_P214337 EB680047

22171 261 71 769 CAAGTTAGAGATTCTCATGCTGACCTATTGAGGCTGTCTTCCGTCTTTTATTCTCTTTTA 21580 A_95_P140762 EB444603

22173 261 73 589 CTTGCGAGTATGCAAACTTCTTGGTGGTGGTTACTGTGTTCAATGTTTTCTAATAACTTA 21584 A_95_P188952 TA14687_4097

22174 261 74 773 ATTTCACCTCCTTGAACATTAGCCAAGTGCTTCTACATGTTGAGACTTGTGGCATTTTTT 21586 A_95_P263321 EB678453

22181 261 81 670 TCTTTCCAATGAGTGGGTTGACTCCTATGTCCTCCTCTGAATTCAAGCCTTTTTCCTTTT 21600 A_95_P164397 EH623635

22183 261 83 271 TTTCAAACCCAGAAACTGAGATGATTATGCCAACGTTAACGACGTCGTTTCAGACCCCGA21604 A_95_P004286 EB450495

22186 262 1 477 AAATTGTTGGCGGCTTTATTTCCCTTTTCTTTTATGACATGAACTGAACACCTGGTTGCC 21444 A_95_P185372 FG632147

22190 262 5 825 ATGTATTAAGTTCAACATTTCCCCATCTAAGTTCCTCAATTGCCAAAGTCCAGTCACCTC 21452 A_95_P218462 TA21179_4097

22193 262 8 1139 CTTTGCTTTTACATCTGAAGGACGTCGTTCAGTGATATATTAGTTATAACTTATGAGCTC 21457 A_95_P011441 AB281271

22196 262 11 885 GGGACTAGATATTGAAACAATCCAACAACACTATACTGTCTAAAGAAGCTGCAAATCAAA21463 A_95_P292633 EB427846

22197 262 12 1543 GGAACCTTATAAGCCTTTTGTAGGGTTGGCCAAGAAAGTTATGTTATTTGTATTCTTGAT21465 A_95_P237544 D79979

22200 262 15 792 TTCAGATGAGAGAGACTCAGCTGGCTTTGATCCAAGATTTCTTGCTGGTGATCAGTCTAC21470 A_95_P270201 FG139295

22202 262 17 845 CATGGGAGCATTTTTGTGGCCCCATCATTTATATATGAAAGTAATACTTTTGTGATGCTA21474 A_95_P149747 EB679700

22203 262 18 874 GTTGAGAAGCAAGTTGCACTGAGCCATAGTTCTGTAGTGTTAAGATAATTTCTTCACCCT21476 A_95_P221067 TA21743_4097

22204 262 19 573 CACCTCACATATTCCAAAGTACATGGATGACACCTCTAAACATTGTATCTTCCAATTTAC 21478 A_95_P046586 BP131437

22205 262 20 1348 GCAGTTTTCTCAAACTGAGTGTCTTTGTGACTTCTTGTTGTTGTAACACGTCCGTTTTTT 21480 A_95_P198592 TA16812_4097

22206 262 21 861 GTATATGAAGTCTGTTCTTTTTCTGCTCTCTTGTTCCGATTTATGATCTTGTAACTCGGA 21482 A_95_P253619 EB424993

22208 262 23 1801 TGGGTTTCGACCCATTAGAAGTTGTCTTGTATTTTTCTCTAAACCTATGGACTATCTTCT 21486 A_95_P028071 TA14479_4097

22210 262 25 370 AGGCGGAGAAAAGAAGAAATGAAACCTGTATCCTCAGTTGATGATTGAAGAACCCAATTA21490 A_95_P000826 FG643022

22212 262 27 436 TCGCTCTCAAGTTTAGTCTACAGTGTTCTATCTGTTCCATGTATAATGCTCTTAACTCAA 21494 A_95_P195352 TA16097_4097

22215 262 30 438 GGTTTCGTTCTTCTTCTGTGTTCCCGTTGGGAGTTCAATTGATTTGCGATCGAGTTGTCA 21500 A_95_P093213 BP532181

22217 262 32 562 CGTTAATCCACTCCCATTAGTTGCAACACTTGAAAAGCGAGAGGATTTGACATGCTGTTT21504 A_95_P143667 EB446903

22223 262 38 713 AATGAGCAGGTGCACCAGATATTTTCCCAGAATGCTTTTGATTCTGTGATGCATTTTGCA21516 A_95_P135052 EB438192

22224 262 39 774 TAATGTTACTTGCCTAGATATTCGATAAATTTTCCCTCTGAAGGTATTTGGCGTTGTGCC 21518 A_95_P010266 EB677709

22229 262 44 503 GTTTAGAAGTTTGGCCTCCTATTTCTTGAAGTCTGGTAATATGGTCCTTTTTTCTCTCTC 21528 A_95_P030371 EB444420

22234 262 49 265 GTAATGGGTCTAAGCAGGTGACATTTAGTAATTCTGTATTAATTCTTACTTCTGTACCGG21538 A_95_P106407 CV017890

22238 262 53 75 CTCGAGATGACATGCAGAATAAAGTCTTTCTTCAATTTCAGCTGCTCATTTTAGTTCAAT 21545 A_95_P089178 BP530384

22239 262 54 681 GAGGAAAGATGGATTTTCTCATGTATATGTACTCTCATATGGAATGAAAAGTTCCATGTG21547 A_95_P129172 EB425604

22243 262 58 886 GCTTAACGAGTAGGCATTGGCTGGTTGGAATTATTTTTCAGCAGAATGCCTTTGCGGAGT21555 A_95_P295418 EB446037



22252 262 67 394 ATTCTGATCCAGAGTATGTTCCTATCCACTGAGTAAGTAAATAACTATCAAGAACGAAGT21573 A_95_P233009 BP529129

22254 262 69 422 TGACATGTTGAGTAATTTTCTTTCTCTTGCAAAGTTATTGGCTGAGAAAATGGCCGTGAT21577 A_95_P234204 TA18423_4097

22257 262 72 810 GGCTCTATTGACTATATAGAGTTCATCACTGCCACCATGCATAAACACACTGAATTCTTA21583 A_95_P029941 AJ549110

22258 262 73 767 AATTGGTGAATTATTTAGTGGTAGTGGACTTGCTATGCCTGTTGAAATTGTTCCTTTTGT21585 A_95_P192587 EH624379

22260 262 75 498 TGCCGAGGTATTTACCTGGAGTTTATTTTCCGTTTGTTCAATCAACTACTGAAGAAAATC21589 A_95_P202717 TA17694_4097

22261 262 76 816 GTAACTATTGAAGCATAACCCTTGCAGTCCTATAATGACATTTTTTGTTTGGGATACAAC21591 A_95_P010066 EB438084

22262 262 77 785 ACTGTGCTAGCCAAAGGCCTTTTGGCCAGTAGGGACCTTAATCATTTATAGTACTTTTTG21593 A_95_P185877 TA14009_4097

22263 262 78 724 AAGCCAATAAAGCGGCATTGGGAAGATTTTAACTTGAGGCAGCAGGCTAATAAAGTTGCA21595 A_95_P138442 EB442211

22266 262 81 325 ATATTGACTGTCTTGAAGGATCATAAAGTATTAATAAATGGAGCCTGGTGTTTCAAGCCC21601 A_95_P216577 TA20737_4097

22276 263 6 159 GCACTTGCTTGTAAGCTTTGAATTCCAAGTTTTGAACCCTAAATTGGCAATTGCTTATAT 21620 A_95_P110077 CV019573

22277 263 7 781 CAAAGTAATAAGGCACAGAGTTCTTGTTTGGTTTTGTCATCAGAAGAGAGCTTTTAGTTT21622 A_95_P250988 DW000060

22280 263 10 836 ATGTACGCTTGTAATAAGTCCATGTTCAGTTACTGTTGACTCTTAACAATTCATGTTGCT 21628 A_95_P291448 EB678771

22282 263 12 735 AACAGAATAAGCAGAGACTGGAACTTGCTCGTCAGGTCATATTGGCTGAAGAAAATCGTA21632 A_95_P119007 DV162089

22287 263 17 618 TTGTAATTCTACTGAGGTCCTTGAAAGCAATAAACTCCTGTTGTCTCAGTACTTCAATCT 21642 A_95_P022276 TA12820_4097

22290 263 20 1722 GAAGACCAAGATGTGTTGAATAAGTTTTGAGGAATGGAGGTGGTGTGCTATTGATATTGT21648 A_95_P176642 TA11687_4097

22292 263 22 310 GGGAGCCATTTGGCCATAATGATTTTAAGGCATTTATATTGCTAATATCTTGGAAATAGG21652 A_95_P162977 EB433468

22293 263 23 747 TTTGTCTAGCGTGAAAACAAACAAGTCACCAGGATACTATGACGGCAGATACTGGACCAT21654 A_95_P002651 EV849919

22298 263 28 931 TGTGGAAGAGCGATTTATGGACTCAGACAAAGTTGCCCCTCCTATTCGAATAATAGTTGC21664 A_95_P205477 TA18297_4097

22299 263 29 531 AAAGCTGTTGCTGGATTGAATCGAACTTGATTTTTGTATGTCATCAAGAAACTCCATACA21666 A_95_P202882 TA17736_4097

22301 263 31 709 CACCATGGAAAAAGAAATTCCATGAATTAATTGTTGAATGAGGAGTTCATGACTAGCTTC21670 A_95_P227414 EB427201

22309 263 39 837 ATTATCACTAGACGGTGCTCTGCTAGATTGCTGTTGCCCACATGGTTTGTATCAATGCCA21685 A_95_P226704 FG158801

22317 263 47 582 TTGGGTGTTCTTGAAGGGATGTTTGTATTTTGGATTTTCAATTATGTGACTTTGACCTCA 21701 A_95_P131957 EB432385

22321 263 51 620 AGCTCAGTTGTTTTGGTGATGTTTGTAATCCATGATGGTTGAGTAATTTTGGTTGTATTG21708 A_95_P003986 TA12776_4097

22326 263 56 565 CCCGGATCTTGAGAAAATTGAACTTGTTGATTTGTGTGCAAATAATTGAGTCTGGATTCC21718 A_95_P010431 DW003182

22334 263 64 808 CTGCTTGCACCCAATTCATGTTGTTTTTCATTTAACTTCATTCTGTGGAGACCCTAAACT 21734 A_95_P125082 DW004904

22336 263 66 478 CCCCCAGATCAAAACTGAGAGAGCCTTAGTGGAGAAATGGCGGATAATGAAAAATGAATG21738 A_95_P087783 BP529878

22339 263 69 235 GAAAAGAATCAATGGTAGTAGGTTACTATAGCCTATAGGTGTATTTAGTTGGGAATTGCA21744 A_95_P155492 EG650101

22340 263 70 536 GTTGCAGGGCATCAACATAAGAAGTGCTGAGATGCAGGACACAGCTAAATCCTTTTCTTC21746 A_95_P282508 FG638289

22346 263 76 930 AGCGCATTTCTGTACTTTTCAATTGTTCTATGATGGGAATAAAGATGTGATTCCTGGTTG21757 A_95_P184707 TA13755_4097

22359 264 4 1213 ATTTGTGGTTGAATTATGTTATCCTTTTCCAAGTAAAGCAGTTGTGGCAGTGATGTGATC21617 A_95_P014271 TA12453_4097

22364 264 9 2185 TCTTGTGCAGCTAGCAGTGTGGCCATTGTACTCTATTGTAACAATATGTTTTACGCGGCC21627 A_95_P239109 AJ305044

22369 264 14 271 AGGTCCTTGTGTTGTTTGTTCTGGAGATGTACCTAATATTAGTATGTTACTATAGAAGTC21637 A_95_P132042 EB432475

22371 264 16 405 TTTTGGATGAAATGGTTTTTCCGTTAACCATCTAATTTGTCTAAAGGGAGTCTTGGAGCA21641 A_95_P154412 EG649582

22374 264 19 581 CTCCTTGTGTTTTGACTGCAAGCCAATTTTGTGTTTTTCTTAGTTATGGTTTTTGAACCA 21647 A_95_P130502 EH622594



22378 264 23 759 GTTGGACACCATTAAACTCTGACAGCTGTCTTCTATTGGCATATAATTACAAGTATGTTT21655 A_95_P011526 DV158374

22381 264 26 819 CTGTTGGGAGATATACTGCTTGACCGCTCAAATTCTGCAGTAATGACGCGTTACGTTAGT21661 A_95_P230294 EB678800

22384 264 29 730 ACAAGCCATCGGATGGATATCATCTGTATGATTGACTGGTCTTGTGTCTTATAATTTTTT 21667 A_95_P136147 EB439775

22385 264 30 806 GAGCTATTGTAAATTCTGATAAAGCAGGTTGTCAGTGGCTTCGTTCCTTTGTCCGTGCGA21669 A_95_P255149 EH618915

22389 264 34 481 CCTCCGGGTGTTTCAGTAAACCAATCTAACGGGTATAGATCGCCTTACGATGGATATAGA21677 A_95_P109657 DV157864

22390 264 35 618 GGAGCAAAGATGGCGCAGACAAAAAATCGGAGAATGGGATCAATTTTGTTAAATTCTAAA21679 A_95_P102097 CN949777

22395 264 40 136 GAAAATGACGACTCCTTCAGAAAAACAAACTTATTCAAGTTCTTTTTCCCAAAGAAGTCC21688 A_95_P034249 AM807789

22401 264 46 0 TCTTGTTCATCAATCGGAAATCAAGACAAAGCGGGCACTACGGTAAGACGTGAAAACACC21700 A_95_P027106 A_95_P027106

22402 264 47 800 TTAGGCTTCTGGCGGAGGTTAACCGGTTAACGGAGAGACTGGTAATAGTGGAAATTCAAA21702 A_95_P291948 EB425643

22403 264 48 445 ACAATGGGAGAGGGAAAGTATCCATATGGAAGTAGCATAGCTGTAAGTGCGGTAACTCCA21704 A_95_P265801 AM819791

22411 264 56 847 TCTTGTAACTTTTATAAGGTGGCATCACCACTCAAGAGAGTATTATCTGGACCTTCGCGT21719 A_95_P178697 EB424771

22422 264 67 266 ATATCTCATGCATTGTTGTCCGATTTAAGGGGTAAATCCATGAGATTTATCCCAGTGTGC21741 A_95_P094928 BP532935

22424 264 69 824 AAGATCATCTTTGCATGCTTCAGTTGTCTTTTCTTATGGATGATCTTTGTACCCTCTTGT 21745 A_95_P294968 EB677552

22427 264 72 335 CTGCTGGAGCTTGCATAAGAACATTTATATGCTAATAATATAGCCGATGGACCTTGATTT21751 A_95_P110102 FS422353

22429 264 74 320 CTGTTGCAGCTTGTAATTGTAGTGTGAGTTCATATGTAATAGTTTTGCTTTTTTGGGTGT 21754 A_95_P129802 EB429755

22435 264 80 705 TTTGGTTTGTGTAATATACAGCTCCTGGATTTCACTTCCTCATACATGTTTAGCTTCTGT 21766 A_95_P016111 TA12078_4097

22437 264 82 816 AATCGGTATCCATATGAGGACTTGTCTCAAGTTCTGGCCCAACTAGTCTCCAGTTATGGT21770 A_95_P224947 EB446595

22440 264 85 847 GGCATGAGTTAGCATAGCGATAAGCTGTATTTCCTTGTATTATGCTATTAGCTTGATTTT21776 A_95_P201997 EB677546

22442 265 2 911 GGTTTTTACATTATTGCCATAGTCCAAGTGTACCATTACTTGTGAGATGTATATTTGTCG 21779 A_95_P272581 EB451306

22443 265 3 157 ATACTATAAGATTTTAGTTTGGAGATCGGTTTCCCTCTTGATCTTACTCAGGACTCATCA 21781 A_95_P241855 DQ460163

22447 265 7 1025 CCCAGATATCCAGGAAGAGCTGATCTATAAATGTCAATGATAATTATGGATTCTTTGTCT21789 A_95_P025426 TA20044_4097

22448 265 8 546 ACTTGTTTAACTGTGTTTAAGTTGTTGGACTTGTTGGACTGTGTTAAGTGTTTAACTGTG21791 A_95_P003471 DW003643

22450 265 10 479 CGGCCTGCTATCAGATTTTGTAAACTTTCCTGTTGAATTTGAGACATACAATGTTTTCAT 21795 A_95_P021406 EH618371

22459 265 19 247 TGGTGGTTTTGGAAATTCCGAGAGTTCAGATCGCTCAACTGGTTTTGGAGGATTTGGTTC21813 A_95_P136037 TA20284_4097

22463 265 23 739 TTATCACCTATATCCCTCTTGATGTTCTCAAATTCATCAGCCGTTACACGTTGAGTGGTG 21821 A_95_P127512 EB427027

22469 265 29 239 CTAGCATTTAAAGCAATAGTGGTAGCTCCTTGTATGTTGATAAAGACTGCATATTCAAGC21833 A_95_P160337 EH619036

22470 265 30 879 AACTCTTCCGACTCACCCTGAGAGTGTCCCAATTAATGCACTTATTGCAGTAAAAGGCAC21835 A_95_P230399 DW000005

22472 265 32 696 TTGGTTTTGTATACATCCTTTGATTGTCCTCTTTTAATAATATGGGTTAGAGGCGGCACC 21839 A_95_P017941 DW004740

22474 265 34 804 ATTAATCTCGACCTCAATCTTCCTCCGCCAGAAAACATGTAAAACTCTCTGTTTTACATG 21843 A_95_P011681 EB424796

22475 265 35 595 AACTGGTAAGAAATGCAAAATATCAGCTTTTAACCGGTTGACGGAGTGTTCCTTCAGTTG21845 A_95_P068430 BP137128

22477 265 37 316 ATCTTAGGGATTGGGCCTGTCCTTGTACAGAATATGGTTTAGTAACCGAGTTTTTAGTCT21849 A_95_P156877 EH614951

22484 265 44 349 ATTCATCCGCAAGCCACTATGGTTCCGGGGGATTGATACTAATGAGATTAAATTCTTTAT21863 A_95_P105682 CV017564

22485 265 45 876 AGTCAAGTTTGTCGTATCGGTACCTCCCACAAGAAGTGATGTCCTTCATCCTTGTGATGT21865 A_95_P245782 DV161522

22486 265 46 219 TATTGTGACCAGCTCGAGAATTTCTCATGGATTGCTAACATCCTTCAGACTTTTCTGCTT 21867 A_95_P099493 BP534950



22489 265 49 779 GGGACTTCCTGTAGATAAATATGTGAGCTCCCTGGCCTTTGTGTATTTGTAAATATTATT21872 A_95_P146582 EB450652

22505 265 65 271 CACCCCATAGTTAGGTATTTGCACAATTTTCCCTTTCCTTTAAATACTGATGTATTGAAC 21903 A_95_P150252 EB680344

22507 265 67 765 GGAGCGTGGGTTTCAAGTTGTAATACTGCTATCTGTTTCTGCTTAAATATTTGTTATCTT 21907 A_95_P003276 TA12450_4097

22512 265 72 825 CGGATAGTATAAATAATAAATGTGGTGAGGAAAAACAAGCAAAGGGCGGTCACATATCTC21917 A_95_P226369 EB681955

22515 265 75 844 GGTGCTCTTTTCTTTTTGTGTGCTTAGTTTTCAAGCCATGTTACATTGTTTGTAACATCA 21923 A_95_P220727 EB447664

22516 265 76 690 AGATTGCAAAGGCACAATTAGAAGAACAGAAAAAGGATGCTCTTGAAGCAATGGAAACTC21925 A_95_P147117 EB427847

22518 265 78 561 GAACCTCTCCTGTATTCTGCAATAATATTGTGGATTGTGGCATAAGCCTATTAAGAATTT21929 A_95_P020881 BP128373

22522 265 82 518 GTCCTGAACTTAGCGTAAGGACATGTTTTTCCAAATGATTGTAATGTGTATATCTTCTCT 21936 A_95_P121462 DW001529

22523 265 83 653 CAAAGATAACAATGTAGATGATACAGGGGAGAGAGTCTCATGTTCAGTCTGCTTACAGGA21937 A_95_P151272 EB681482

22524 265 84 500 CGACGTCTGATGAGTATGACTGAACATACTGAACTGTGTGATAGACTATTGTTGACACTT21939 A_95_P154672 EG649697

22528 266 3 823 CTCCTAGCCCACCTACTTTTGAATATAAATAAGAGCTGAAATTTTTTGCAGGTTGGTTAC21782 A_95_P192022 DV157650

22530 266 5 864 CCATGACTATGTCCGAATTTTCATCACTCTATTATTCCAACATTTGTTCAAAAGTGAGGC 21786 A_95_P217682 DV162696

22538 266 13 803 TCGTGGTTTTCTAGCTGGTGTAGCCAAGTTTATTTATTAATACGCAATCTGGATAAGTTG21802 A_95_P011006 DV157631

22541 266 16 450 GGCAACTTGAGGCCCTTAACGCAGATTAGATTACTGAAATATAAAGAGACACATGTTCTA21808 A_95_P280423 AM838397

22542 266 17 570 ATAATGTTTTGGAGCTTGCAACACAAAGGTGGAACGCCAGAGACCATCCTTGAAAGAAAG21810 A_95_P042521 BP130380

22548 266 23 1021 CACCGTAATCAACTATGTTTAAGGACTTTTCTGAGACATTCTCGTGTGTTACAATACAAA21822 A_95_P009866 TA13119_4097

22550 266 25 772 GTTATTGGTGCATTGAAGATGAGGACCTATTTGAGTGGTATGCCTGAATGTAAGCTTGGC21826 A_95_P247342 EB440965

22551 266 26 906 CTTTTTGTGTTTCCTGGATTTGACTCATCAAAATCCTTTTGTGGTTAGTGCCATATAGAT 21828 A_95_P028886 TA15660_4097

22553 266 28 828 GCAAACATTTGTATTGCAACTCCATATTACCAAGACTAGTATGGATCAGTGCTCCTCAAA21832 A_95_P147357 EB451738

22554 266 29 534 CAGACGTAGCACCGGCTGACTCAAGTGGTTCAAAGAAAGAAAAGGTTAAAGAGTTCTTTA21834 A_95_P222157 FG134412

22561 266 36 440 GGACTTTCGTGCCATTATTTTTCAATTTAATCGCCTCCGTTAGACGATCGCAGCAACAGT21848 A_95_P087518 EB430886

22563 266 38 818 TGTTTTGCACATTTAAGTATTTCAGATACGTCGTTGTCTCCTAACAGTTTTCAGAAGAAC 21852 A_95_P013861 EB451303

22566 266 41 722 TTTCAGGAGGCAAGACAATGTGCACCTAGTATAGTATTCATTGATGAGATTGATGCTATT21858 A_95_P138277 EB442022

22571 266 46 897 CCTTCAATAATACACAGGGATATAAGATCAAGCAATGTACTCCTATTCGAAGACTACAAA21868 A_95_P139157 TA15002_4097

22572 266 47 300 AGATTTGCTCGCGACGTGCAAAGTTTTCCAGGAATTAGTTGTGCTTGAGCATGCTGCTTT21869 A_95_P169031 EH664574

22573 266 48 239 AATTGTCGGGGCCAAGATGATCTTTCAGTTATACTGCCATCAGCACATATAGGACCGACT21871 A_95_P204292 AJ719171

22579 266 54 676 AAATATCAGCAGAATGGAAAATATAAGGAGGTCAAAGAAGTGGCTACTGTTTGCGTGGCG21883 A_95_P136507 EB440264

22582 266 57 767 GAGCTAGAGGAAGATGATCTTACTTAAATTGATCTTCTCTGAAACTGGTTGTAAATTGCA21889 A_95_P248612 EB445511

22584 266 59 810 CAAAGCATGTAAGAAGTGCTGGCCTTTGGTTTGAAGTACTGTAACAAAATCTTCCCTGGT21892 A_95_P115417 DV157619

22585 266 60 302 ACAGAAGTATTAGTCGATTTGACGCCTATTAGCACTTCCTTTAGGATTTTGCTGTTTTTT 21894 A_95_P029741 BP530883

22587 266 62 175 GGCTCCTGGCTATGTAGGTTAGATTCTACTGTACATTTATCGTCATAAAAATGAACTTAT21898 A_95_P111507 CV020237

22589 266 64 562 TCTTCTTGTCTGTGTGTCTTCTGAAGGATTTTGCTTCAAGGCGAAAATCATTTGTGGTTG21902 A_95_P199717 EB433985

22590 266 65 688 TTCCTCGTGAGCTTTTGTCATTGACCTATTGGTTGATTATTATAATGGAATGGCTTATAC 21904 A_95_P130287 DV158468

22596 266 71 327 GAATCTGCTAGGACTCTGGTTGTTTGCAAACCCTTCGAAGAAGCCTATGAACAAGCCTTT21916 A_95_P242427 FG627369



22600 266 75 466 ATTTTGAGAACGATGAGGTCTTAGGTTCAAATCCCCGCGGAGAACAGAAAATACGAGGTG21924 A_95_P076445 BP526985

22601 266 76 95 ATTCTTCCCGAATGCGTAGTTAGCTACAAATATGGACGTCATATGTCAGGTCAAGCAAAT21926 A_95_P033974 AJ717975

22609 266 84 872 TTGTATTGTTTACAGAAGTTGGGAGCTTCAGCTCGACTTTGCTGATAAAGTTGGTCAAAA21940 A_95_P202447 EB678643

22611 267 1 649 AATCTGTTGGTTCAATTTCTTCTTGCTTAGTGACTTTCTGACTTGATAACAGGGTGAAAT 21943 A_95_P063200 BP135712

22615 267 5 535 AGCTGATGACGGAACTACTGCAACTTCTTATACACCTTCTCTGCCATATAGTTATGGCAA21951 A_95_P150292 EB680374

22616 267 6 273 GCCTTAGGTGAAAACTGAAGAAATATCTGAAAATCTGAACTTAGATCTCACTGTCTTCTA21953 A_95_P100398 BP535348

22620 267 10 679 TCCTCAGTGGATTGGCTGTTCTCTTGTACCGCTAGTATAAATGAATAAAAATTAATGTTC21960 A_95_P016296 EB439650

22622 267 12 839 AGCACCATTTGAAGCCCTTAGAGTAGGCAAAGATCCTTGTTTCCAGCAGCTGTATCATTT21964 A_95_P196537 TA16360_4097

22631 267 21 354 CAATATGGAGTACGACGTTGATGCGGATTAACTCCTATGGCAGAACATAAACCGAGTTAC21981 A_95_P155692 EG650203

22633 267 23 791 AAAGAATTGCTGGTGCAAAACTAGACCTGGAACTGCTTCTCCTAATCCAAGAACTGAGCC21985 A_95_P284773 EH618908

22635 267 25 195 AGCTTCCTCTTAAAAGAACACTGATAAGCAAAACAGCATAAATCGAAGGAGACATTCATA21989 A_95_P130257 EB430295

22636 267 26 642 GTGACTTGTTGCAGGCTCGTGGTTAATTATTGCGCAATGGATGCAGTGTGACAATTTTAC21991 A_95_P018101 DV157502

22641 267 31 796 GCATTGCAATGAGGTTCCCGCTGTCATTCTTAATATAAATTAATGAGTATTTGCTGTTGT22001 A_95_P263156 EB679730

22644 267 34 509 TACGAAAAAGCGACTTTGAGATTACCCTTTTTTGAGTTAGGAATGTCTGATGGCCCGGGA22007 A_95_P160772 EH619483

22645 267 35 864 TTTAGAGATAGATTTGAGAACCTGCTAGGGGACACCATTGTGGAAATTCAAGTTGGGATG22009 A_95_P247742 EB441079

22647 267 37 876 AGTCAATCCTGCAGTTTGGGAGATTAGTGGACACATGGTCTTGAAGAGGAAGGAGGATTA22013 A_95_P247617 DV998879

22655 267 45 1042 TTCATGTTATTATATGGGAGCTAATATTTGTAGTTAAAATGATTGTGGTGGGAGGCCTTG22029 A_95_P196867 TA16436_4097

22657 267 47 494 CTACTCTTTGGGAAAGTGGATTATTCTGATAGTGTTATTGTTTCAATATGGTCCTTGCTT 22033 A_95_P228194 FG635177

22664 267 54 797 AGTTCATCATCAAAAGTGTTGATTTTGGCAAGGAAAGTGAAACCTTGCTGTATTATTTCC22047 A_95_P201467 TA17431_4097

22669 267 59 424 GTTCATATTGTTGATGTTCCAGGGGCATTCTCGTTTGCGTCCGAAACTAGATGGGTTTTT22057 A_95_P219992 TA21513_4097

22670 267 60 772 GTATTAGCAGGTATAATCTAGGAGCCGACTGCATAAATTATCCTTCACATATGTTTAAGA22059 A_95_P149732 EB679681

22673 267 63 755 AAGTTCTTGACTGGAGCGTCCACCGTTGGCAGCATTGCAATTCCGATTATCTTAAAGCAT22065 A_95_P269746 EB439815

22679 267 69 745 AACCGTCTTTACTGTGAGATTAGAGGATGGAACTTGAGAGGGACAATCATGTGATCTTTC22077 A_95_P297648 FG198080

22688 267 78 681 CAAACTTCACCGATTATAGCTGCCAGTTTAAATTCGGGATTCTACCTCCTCAGCCAGAAG22095 A_95_P190117 DW000151

22692 267 82 362 CCGATCAGATCAAAGTTGACGCTCTCAAACGCGCTGAACAGATCAAGTTTCAAATCCCTT22103 A_95_P160482 FG161364

22694 267 84 340 CGTGTTTCTGGCTCTCTATCTCTATCAAAACCAACTTTCTAAATTCTTCTGGCCGGAAGT 22107 A_95_P103907 CV016747

22696 268 1 811 ATGTTTAATTCACTACAATCTGTGCAGTTTCAGTCTTGACTTTGTTCCAGTTTTGACTAG 21944 A_95_P123802 EB679147

22700 268 5 762 GGATGCCGGCTAAGTTTAGTTGGTTGTACAATGTTCTGTCTATATGTTTTCTTTTCATAT 21952 A_95_P201407 EH621143

22701 268 6 473 AGATGTTAAATGGTGCCATAAATCAGCGGAATTTGTTGCATGAACAACAGTTATGGTTAC21954 A_95_P274033 AM836818

22704 268 9 766 CTGTTCATTGTTGGGGTTTTGTTGAACCATGTCTACGGAGACTGTAACTTTTTATTTATT 3665 A_95_P000026 EB439159

22710 268 15 546 ATGCTAGCAAATGTTACTGTTGGTGTTTAATGAAGCAAACGGTTAAGACCTGTACATAAT21970 A_95_P139627 EB443430

22714 268 19 618 AATAGCGTGTCAAGGTATTGTCTTCTGATCCCATTTTTCATCCATCTTAGCAGTTCCATG 21978 A_95_P028241 BP129197

22716 268 21 802 CAGGTACTTCCACTTAGTCTTATCATCCTTGAGGCGAGACACTTTTATAGAGACTTCGAG21982 A_95_P115432 DV157637

22720 268 25 547 GCTATGGAAGAATAGCTGTATTGCAATGATGAGTTCCATTGTCATTTCTTTGAAGCAAGT21990 A_95_P051876 BP132770



22721 268 26 1340 ATTGAATTAAGAGTATACGAAAACCGAATATGGTGGCTATTCATTGACCCACGCAAAAAA21992 A_95_P195932 TA16225_4097

22724 268 29 779 GTACCGAAACCAAGCACCCTCGATGAATGTTTTATTTTATGTGACACTTTTCTTTTAATC 21998 A_95_P011101 EB677998

22727 268 32 858 AATTGTTTCCCAATATGTTTCAATGGAGATAATGAAACCTCCCCAAACAGATGATCCAAC22004 A_95_P194887 TA15999_4097

22730 268 35 501 TTTGATATGATCAGTTTTTGGGCTGGTGGAGAGATTGTCCCCTTTGATTTCTAAAAAAGA22010 A_95_P285998 TC56231

22732 268 37 92 GAATAATTTTTCATAAGTTATAACCCTCACAATTGCTTCCCTCTCCCGTTCTCCAGATAT 22014 A_95_P113507 CV021167

22735 268 40 1257 ATGACAAACTATGCATGATTGATGTTTCTTGAACTTCTGAAAGAAGGGAATTTCTTGAGC22020 A_95_P239219 AJ608156

22737 268 42 1828 CAGGATTTTGTCTGTTTCAATTTCACAGATTTTTGTATGAGAGCGTTGCTGAGTTTTCTG 22024 A_95_P183997 TA13587_4097

22739 268 44 222 GCAAAAATATCCCCAAGAGCTAGTTTCTCTATATTTCAACTCTGTCAAGTGATCATGTAA22028 A_95_P132457 EB432942

22742 268 47 803 ACTCAACTCTAACTGAATGCTTTTCAAGCTTTTCCAGTGGTGTACACTTCCTGCTGGCGT 22034 A_95_P021676 TA15423_4097

22743 268 48 505 TTTTTGTGGACGTTGGTGTGTCAATTTTAGAGGTGCTATTTAGCTCTCTCTTTTTAGTTT 22036 A_95_P122047 DW002104

22745 268 50 1193 CTGGGTATGCAGGAAAAGGGTTCTGTTGCTTTTGCTGTTGATTACGAATTTGCAGCAAGA22040 A_95_P209172 TA19132_4097

22747 268 52 1063 ATTGAAAAAAGGGTGTAAGTACATTTGATCAAGCTTGAAAATCAAGAAATGGCCTTGTGC22044 A_95_P209147 TA19125_4097

22749 268 54 918 GAAAACGGAATAGCTACCCCCGATCGATGTGAATATCAAGAAAGGCTGATTTACTACCTT22048 A_95_P034768 AY627865

22750 268 55 327 ATCACTGGTTTTGTTATTGCATAGTGTGTTTGCTTAAGGCGAAAAGAAATAGATCAATCG22050 A_95_P100973 TA12722_4097

22753 268 58 404 GCCATTTAACATCAACATTTGGTTTCAATAGTTTGCTCCAAGTTATGGTCGAACTAGAAA22056 A_95_P185818 TA13997_4097

22754 268 59 400 ATTAGCTGAATCTAGTATTGTGGAGAATGATCCTGACAGTGATGTGCACTTGGCACCTCG22058 A_95_P079455 BP527769

22758 268 63 416 TTTCCTGTTGATGTTGGATAATCCTCTCTTATGAGAAAGAGGAAAAGCTGTACTTTTACA22066 A_95_P089078 BP530340

22762 268 67 571 AGAGTGTTCTTATACGCTTCTGATTCAACGGAGATGCTGCTGTAAGTTGCCTTTTTCAAT22074 A_95_P192982 TA15573_4097

22764 268 69 156 CAATGTGAGATATTCTAACAAAGTCTTTCCCACTTACCGTGGATGATATTAGTACATCTA22078 A_95_P131737 EB432136

22765 268 70 355 GTGCTAGAGTCATTCCGCTTATTTATACTGAGCCTCCTGAATTCTTCAATCAAAAACTTA 22080 A_95_P110817 FG148134

22769 268 74 116 GCAGTAATTTAAGGGTTGAGACATGTGTTTTAAATATGCATTGTGGTACGATGATTTGCT22088 A_95_P211422 TA19607_4097

22776 268 81 875 AGAGGACTTGTCTAAAGTATGTTCTTTGACATTGCCATTAGCTGCTACTATTGAACTTGT22102 A_95_P234254 EB449886

22777 268 82 487 TGCAGAGGAGATTGGTCTTTGGATACCTGTTGCAATAATTAATAAGGAACATGATGACAA22104 A_95_P145582 EB449334

22782 269 2 212 ACCGAAGATTATCAGCATGAGGATGAGAACACATTAGCTAAGGTGATAGCCGGTTTTATC22112 A_95_P159902 EH618448

22790 269 10 849 AAATGTAATGTTATCTGGTGCTGATTGTTATATTTTGGTTTCCCCCGAAAGCTTGTTGTT 22128 A_95_P216237 DV158578

22791 269 11 861 TGTTGAAATCAACTTGTACATTCGCTCCTGGCTTCTAACTAGCATGTGTAAACAATCAAA22130 A_95_P020661 TC52386

22793 269 13 785 GCGTTGAATTGTACTGTGACTTTGTTGTTCATATTAGTATTGAAATGTTGCGGATCATGT22134 A_95_P204157 EB426734

22796 269 16 1561 GGTTAATGCCCTTCCTGTAACAATATGCTTTTGTTATGCTCAATAACATCATGTTTGTTG 22140 A_95_P193882 TA15767_4097

22797 269 17 515 GGGTAAACCACCTGTTGATGAATACGGACGCCCTTTATACGGAGATGTATTTGGTGTGTT22142 A_95_P148042 EB677223

22798 269 18 769 CTACCTCCCTCTCACCTCAATGTAATTTGTAATACAGTATATAGTCTCTGTTTCATAGTA 22144 A_95_P195117 TA16047_4097

22801 269 21 100 TGGCAGCGTAAGCTGATATCTTTTGGATTATTGGTGAATAATTGCTTGCTTCCTTGCGAG22150 A_95_P006741 DW002879

22802 269 22 208 GACATTTGAGTAGTGTTTTTGTCCTAATGGCACTGAATTGAGATTCTGATATCCGTATTT22152 A_95_P028281 TA13592_4097

22803 269 23 682 TCAAACTCCACTTTTCATTATAAATGCAGCCTATGATCATTGGCAGGTAAGGAACATTTT22154 A_95_P287143 FG644072

22807 269 27 667 GATGGGACTAAGAAATAGTACTGTAATGGAAAATACTTATCACCAGGTGCATGTACTGAA22161 A_95_P015441 TA15029_4097



22809 269 29 829 CTCTCCTGATTTCCTAGCACACTCGAGCCTTTTCTTGATTTCTTAACAGTTAAATGAATT 22165 A_95_P180477 TA12753_4097

22812 269 32 872 CCAATATTTTTTAGTCAGTGTTATTAGGCAATGATGTGGATTACCCGAGGAAGTTTTTAG22171 A_95_P234324 EB678760

22814 269 34 705 TTAAAAGGCAAGATCTCCGACTACTATGGAAGTGTATGAAGGAGTGATTAGAGGGGCAGG22174 A_95_P144722 EB448234

22815 269 35 1074 CCTGGCACATATGAATATAAGAATGGTCTGCGTGTGAAAAAATATCGAGGTATGGGATCC22176 A_95_P148617 AY433959

22817 269 37 0 AGTCTCTTTTGTGGATGTGCAAAGATCACGTAAACTTCCCTGGTGCTCGTAGCAAAACGA22180 A_95_P296633 A_95_P296633

22822 269 42 455 TACTCCATAAAATGAGATTGCAGGGTGAGAAATTTTCATGTTTTGAAGTGGTTGTCAATG22190 A_95_P082720 BP528575

22824 269 44 461 CTGTAGATTTCTCTGGGTATTCCGGATTGTTTGAATGCTCATGATTAGTGACACCTCGGT22193 A_95_P281853 AM809865

22826 269 46 117 TTGATGAGGGTGAACATCCATTATTTGTAACTTGGAAGAAAGCAGTGAATGGTGGGGAGC22196 A_95_P078320 FG622424

22827 269 47 689 ATCCGTCTCTCTCCATCTGTAAGAGGTTTGAAAAAATAGTGACTGGAGTTGCTCTCTCCC22198 A_95_P255429 FG643894

22829 269 49 701 CAGGTTTTCCTCATCTCACCTCTCCTATGTTTTAGTCTTTTTCAAAGCAAAGCAGTACCT 22202 A_95_P246302 EB677787

22835 269 55 91 TAATCAATCTCGTAATGTCCTCTAGCAAGAAGCTTATGTGTTCGGAAGGAGGACTCATTG22214 A_95_P061485 TA21256_4097

22836 269 56 1567 TAGGAATTTAAGGGTTTTGTATGGTTTTGCCTCTTGGAAAGCTATGACTGGCTTGACTTC22216 A_95_P187927 TA14458_4097

22837 269 57 1582 TTGGGTCTTGCCACTTGTGGATTGCTGTAATATGTTCAACTTGTTTTACGTTGCAATGAT 22218 A_95_P201277 TA17389_4097

22840 269 60 287 GAACAACATTCAGCTGAGGCAACCAAGTACTTTTTGTCAAAGTTCAGTGACCTTCAATTC22223 A_95_P102442 CV016020

22841 269 61 743 TTTCAACTGCTGCTGATTGCTTTGGTGTTGCTTAGAATTTGTCTTTGCTGCGTTTCTGGT 22225 A_95_P180077 TA12653_4097

22844 269 64 774 ATACATCAGTAGAGATCTCAAGCAAATCATCAATTTCCAACGAGGACTCAATAGAGGGGA22231 A_95_P021541 TA13329_4097

22847 269 67 518 ATGTCGTCTTCAGAAGTTAAACTCATGAATGAAAGCAACGAAAAGGATCGAGTTTATTGT22237 A_95_P223202 TA22199_4097

22850 269 70 755 GAGGCTGGACATACTATGAAGCACTAAAGAAATGTGGATGGAAAGGTGAAGTGGAGATTA22243 A_95_P197862 EB425092

22851 269 71 770 ATAAGCAGCTTAAGACTGTGACTGACTACTGAAGATGTGTTTTGTCATACAAACCAGTAT22245 A_95_P164197 EH623345

22853 269 73 494 GTTATGTGAATACAGTCCATATATGCAGCACGATGGGTCCATCATTCCCCGTGTCATACA22249 A_95_P083485 BP528771

22862 269 82 797 TGCTTAGATCCCTGTAGCATGGTGTGACAGAACTCAGTAATGTACGCTTGTAATAAGTCC22267 A_95_P124397 EB678771

22864 269 84 806 GGTACCTCACACTTAGTTCTAACCATTTGATTTGTTATTGCATCCTTCCAATACCTTTGC 22271 A_95_P032641 AF019202

22867 270 2 784 GCTCTTTGGCTTCAGTATTTTCTTCTGCATTGGAATTAATACACGTTTGAAAATTCATCC 22113 A_95_P215802 TA20568_4097

22871 270 6 841 GGAACCTCTGCTGTATTGCTGTATTCTGCAATAATATTGTGGATTGTGGCATAAGCCTAT22121 A_95_P187627 TA14388_4097

22874 270 9 615 TGTGGGGTGTTTTCTTTCTCAGTTGTAAAATTGTTTGCATGTTTCCTATTCTGTTATGGT 22127 A_95_P197327 TA16538_4097

22878 270 13 428 GTCATTTGCTCTTCAGAACTCGATGCTAAATTGACAGCAGAAGTCCATTCTGATCCTGCA22135 A_95_P039506 BP129563

22894 270 29 812 TGCTTGGATATTTGTTCTTTTTGGCCAAGATTATACTTCTATGGTATTGGCTGGTCATGG 22166 A_95_P189172 TA14734_4097

22895 270 30 674 TGAGACTTCATCAGAATATGTCAATGCTATGGCTGCAGAATCCTGAACTGAGATTTGATC22168 A_95_P157762 EH615794

22898 270 33 551 CTGCATCACCTGTGTGGATCGAAGGGTTCATTACCAAGGAAGAAGCAGAATCTTCACTTA22173 A_95_P021441 BP133270

22900 270 35 745 AAGAGGTTGAGTTTCGTATCATGACTAGGCTGTCATCTAGTGGTATTATCAAGATTTCCC22177 A_95_P148997 EB678640

22902 270 37 153 TAGAGATCATGTGCAGCTTAGTGATTTGTTGGATGAACGCCTTCCATGTCCCCTCGAAAA22181 A_95_P035988 BP128614

22903 270 38 0 AATGATGCCAAGCTGCAAAGAAAGGAGTGAGAGCAGTCAATGGTTTGGTTGATGTTACAG22183 A_95_P309388 A_95_P309388

22904 270 39 817 GCTGTACTGGCTGTGATCTTACATTCACATTATTCTAGACATTAATAAAGTCTCTCATGC 22185 A_95_P009251 TA17404_4097

22905 270 40 1114 CAGGAAAATCCTATTAGTGTTGAGTGGAGTCATCGTTGTAGTCAATTCACTTTTGTAAAT22187 A_95_P191362 TA15219_4097



22914 270 49 388 GACCAAGTGATGGAGCAATATGTAGCATCTTCATCAGTTGTGAGCTTCTACGTACCAAAG22203 A_95_P104687 CV017132

22915 270 50 489 CCAAAGTTGTTTGCTTAGTTCTACTTCAAACTGTTGATAGCTACTTAGTTTGGAACTCTT 22205 A_95_P109572 TA13077_4097

22919 270 54 67 GGACATAAATATTGCTGTTAGGAATTCACTTTTTGCAGTTGGAGATATAGAACATGGAAC22213 A_95_P147612 EB452125

22921 270 56 444 TAGACCACAGGAGTATCCCATTGTTTACTCTTTTATTTCTAATTTTGGTCTTGGAAAGGA 22217 A_95_P216927 TA20811_4097

22925 270 60 428 GCCACACTTCCAATGTATACTTTTGGTAAAAAGGTTTGTGGTTATTTATGATATCCACCT 22224 A_95_P030721 TA19787_4097

22929 270 64 473 TTCTCTTCGATCTTCTCTTTGATTGCTTTTTATGAAGTCGCACTGGGAGCTAGTGTTTGC 22232 A_95_P087948 BP529925

22935 270 70 862 GTGTTCTCATTCGTGCTTGGTAATGCAATTGAACTGTGAAGCTTTAAACATGCAATTCTG22244 A_95_P218987 TA21298_4097

22941 270 76 938 GTAGTCGGGCAAGACATTTGTTAATATTGTTTAATGGGGCAAAAGAAGTCATCGTCTGCG22256 A_95_P014886 TC49215

22944 270 79 754 CTTACTGCCGGCCAACGTTTGGATTTAAATCTTGAAAGAGGACGCATTCGTGATGAGCTT22262 A_95_P126882 EB426249

22948 270 83 1536 GTCTTCTAAACTGTAGTATGCTGTTGTTGAAGTCAAAATATGTTCGTTTGACTGGTTACT22270 A_95_P177052 AJ421412

22949 270 84 2545 CTGTACACTATCTTGCCAAATTTTCTCATTGACAAAGAATTTAGTGGTCTCAATTAGAGC22272 A_95_P215017 X95576

22954 271 4 466 TCTAAATTGGAGTCCATTTTATATTTTGCCTGGAAGCTGAATTTGCAGGTGTCACTGGGT22281 A_95_P073115 BP526132

22955 271 5 810 TATGCAATCGTACAAGAATATCGATGTCAACGCCCCGTTTTCAGTTGCATTTGAAGCTGT22283 A_95_P222062 EB427385

22957 271 7 1212 GTTCCATTGGGGATGTGATAAATTTTATGTCAAAATTGTGAGGCAATATTTATTCTGCCC22287 A_95_P189962 TA14901_4097

22958 271 8 835 AGCATTCTGAACTGTCTGAAAGTGTCACCATTGTGGTGTGAGTGAAATGTACGCAGCATG22289 A_95_P294548 FG136761

22959 271 9 4550 GTTGGTTTCTTGAAAATTTGACTGCTAACAAATTAAACTGCCGTTACAGACACTTAGTTC22291 A_95_P007271 AY169238

22962 271 12 461 GTACAATCTCAGCATTTCTCCATTGTAACATTCTTAAAACCTGCGGATGAAAAAAGTTCT22297 A_95_P050916 BP132516

22964 271 14 238 TTCTTCATCTGGTGAAGGGGGGCTTTGACTATGATTTGGTTATCATTGGAGCTGGTGTTG22301 A_95_P104047 CV016817

22966 271 16 422 GTATGAAAGGAAGCTGATTTGGGCTGTAACACGAACTTATCAATATATATCTCCTCTTTT 1861 A_95_P000051 FG625247

22968 271 18 782 AGTTAGCAATAGGGTATGCCCTCTGGTCCTTTTTTCTTTCTCCTTTTTTCTTGCACCACA 22308 A_95_P187052 EB425115

22969 271 19 641 CAACGAATGCATAGTGTTAGTGAAAATACTCTATCTTCTCATGGTTATGCAACGAGTACC22310 A_95_P306953 FG636850

22971 271 21 1788 GAAACTCCCAGGTTCCCTGTTGTAGTTTCTTAAACCAATGTTCACTGTTAGTGGTTTTTT 22314 A_95_P195947 TA16229_4097

22973 271 23 748 AACACCACTGTATTATCTTTGTTGAGGTATAGGCTTAGAATGCCCCGTGTGCTTCGAGTG22318 A_95_P135687 EB439224

22976 271 26 713 GAAGAAGGCCTTGCCACAGATACCCACACTTCAAAGCATGGCATAGATAATGATGCTTCT22324 A_95_P137262 EB427218

22977 271 27 99 AATGCAGACACAGAAACTGGTATCCAGGAAGTATCTGGAAAGCCGTTACTCAGGACTCAT22326 A_95_P242582 DQ460191

22980 271 30 717 TATGCAACACGCATGCTATCTGTTATTTTGACAGCATGATTGGTGTATTATTTCTGGTTG22332 A_95_P013871 DW001454

22981 271 31 1363 GATTCTGCCAATTACAACTGCAGTTGTTTAGAACAGTGCCATTTATTCCTGTTTGGTTCT 22334 A_95_P212207 TA19784_4097

22985 271 35 699 AGTGACTATTGAGGTTGATGACGAGCATGTAGGTTTGGTCATGGAAGCACTTTCTCACAG22342 A_95_P119157 DV162231

22992 271 42 417 GTTACCTGTTCACTACTATAGGATAGAGTCCAACGGGTACTTGTGCTGTACTGTGTGCTT22356 A_95_P173872 EH665711

22994 271 44 169 TCAAAGAGTCGCATTGTTTGGGAATGCAGTGCAAATTGGGTGGTAAATTTCATCCAAAGC22360 A_95_P028776 TA16088_4097

22995 271 45 1444 GAGCCAAGTTGTGAAATGGCTGTACTTTACTACTTTAGATACTTAGATCTTTTATGCACT22362 A_95_P009741 TA15085_4097

22996 271 46 0 TGCCCGTTTGTAGATGAGTTAAGACTATGTGAATGCAGCCCGATACAAGCTTATGAATAA22364 A_95_P259146 A_95_P259146

22999 271 49 253 GCTTACAAATGCAAGGATTGAAGGCCAACTCTGAAGTGAAAGTCTTATAATTTCTGTTAA22370 A_95_P015011 CV018922

23002 271 52 220 CACCATGTTGAAGCTTTCTTTTTGGTTATTCTCACTGGACAATTTAAAGATTTGCATGTC 22375 A_95_P026936 EB446137



23003 271 53 95 GTTAGAGGATATTCCCTACTACGCAAGCCTTGTAAAGTTATTGTAAATATTCTTACAGTG22377 A_95_P141317 EB445072

23010 271 60 323 GGATGAAGACTTCCAGTTCTTACAACCCATTGATCTTATCACGAAGGATGTATATGAGCT22391 A_95_P042541 BP130384

23014 271 64 739 TCCCAAAAGATTCTGCTTTGGGAAGATTAAGGGGAAGTGGATATGTGGCTGGAGAATATA22399 A_95_P217967 TA21064_4097

23017 271 67 862 GTTTCAGAACCTCTATTTTTGTGCGAAGTGATTATCTAGCATTTCCATTTTGCCTGAGCA 22405 A_95_P008101 DW005137

23019 271 69 893 AGCCATGGTAACAAAAGGCATTATTGAGCCTATATCTGATACGATCATCAACCTTGTAAA22409 A_95_P244167 DV161257

23020 271 70 630 GAAAGGAACGTCCATCTATGTCTCCCTATTCTGATTATTGCGCATTTGCATATAGAAATC22411 A_95_P303418 FG635358

23021 271 71 1626 CTTACTGGTCACTTGTGTATAAGGGTTCCTTGTGTGTATATATAATGATATATGCTGCTT 22413 A_95_P015386 TA14704_4097

23022 271 72 656 CCAAGTATGCTCGGGAAGATGATGACCTCGAAACCCTGGAAAGAGATGTTAGTGAAGAAT22415 A_95_P037088 BP128908

23024 271 74 86 TACAGATTATCAAAAGGCGGCTATGACTGCCAGTCAAGCAGTCTGGAGATTCGGTTGATT22419 A_95_P104642 CV017108

23027 271 77 744 AGGGTGTCGTTTAAGCTACTCTTCCTTATATGCTATACACCTGATTCTATGTACAAACAT 22425 A_95_P136282 EB439968

23028 271 78 812 AGCCAGTAGCCATACTGCATCTCTCTCTCAATCTCTTTCAAATTGGGTCTGCACTCTAGA 22427 A_95_P291838 FG165288

23029 271 79 616 GTTCTATGAATTTATGCACTTACTGTTTGCTTTGAGATATCACATCTGCCTGATTTGTCA 22429 A_95_P005271 DW003255

23031 271 81 923 GTTGCCCTGTAAAATTTACCTAAGGCTGGAACATTGTCAAAACTCCATATTATTATTCCA 22433 A_95_P007961 D87821

23032 271 82 0 TTTCCCAACGTGACATGTCAGATCTTACTCATATCTTAATCAAGTTGAAATGGTTTCATG 22435 A_95_P233879 A_95_P233879

23033 271 83 744 GTGTGAAAGAACATTGTCGAAAAACTAATGATCGACAGAGTATATATATTATTCCCGGGA22437 A_95_P208417 TA18965_4097

23035 271 85 711 ATGATTCCTACATCTTCATCGGCAATATGCAAAGAGGAGTTGATGTCATCTCAGTAGCTG22441 A_95_P265296 FG187123

23036 272 1 594 CGACTCCAAATGCTTGACTAGTAATTTGATGTTTATAGACGTTTTTATCCATGTGGTTGA22276 A_95_P185697 TA13969_4097

23037 272 2 791 ATATTGCAGCTCTTATGTTCCTTGTCAAACAGATAACGGCCTTTTATATATTGCAGCTCC 22278 A_95_P258156 TA11894_4097

23043 272 8 467 GGGGCATTATAGAGAAAAGAAGGTTGCTGAACTTGCAAGAGTAATAGTAGAAGGATGCTT22290 A_95_P275843 AM792691

23045 272 10 421 TTAGCTAACCTATGAAAGAATGGTTATGAATCCCACATATTAGTACTAAGCTGTGTGTGT22294 A_95_P024376 TC64810

23046 272 11 1001 GTGTCTTCCCTGTACCAGTAGGATTAGTAGTTAGCCTTGTATTCTATTATTGGTAAATTT 22296 A_95_P010621 TA13551_4097

23047 272 12 316 AGGCAGTTAAAGCACATTCTTTACTGTGAATACCACTGCTGGTAAAACAATGTAACTAGA22298 A_95_P132622 EB433174

23049 272 14 841 CTAGTGTCCATGAATACTAGCTTAACTGTAATGACTTGAATCCTTTAGTCGTCTTGTTTG 22302 A_95_P014846 EB448428

23050 272 15 291 TTACGCGGTCAACGAACTCATACTAATGCTAGGACTTGTCGCAAGCTAATTCGGAAATGA22304 A_95_P007226 TC76984

23052 272 17 187 TCCTCCTTGTTATGTCTTGTCAAGATTAGATTCATGTACACATAATGGACACTGATCATG 22307 A_95_P131037 FG626184

23055 272 20 372 AGAAATGTATGGGGCTTTCTGGTGTTCTCACTGCCAGGAACAAAAAGAGATGTTTGGACG22313 A_95_P031191 BP527417

23059 272 24 180 ATGTTACAGTTCACACTTATTTCAATGAGCAGGTGGTACTGATAATCTCTGCGCAGGTTT22321 A_95_P089363 BP530472

23060 272 25 719 CCCTCATCACGAATCATAATAGTTATGGTGCTGCTGTTTCTCTTTTTTGGATTATCTTCT 22323 A_95_P019721 EB430118

23061 272 26 104 ATCTAGTTAAGCCAAGGCAACTTGGAGATCCATCTTATTTGTCGTGGAACCGAAACCCAG22325 A_95_P162827 EH621828

23065 272 30 2441 CTTTTAAACCTCCTGTACATGTCCAAATTTGCTGTGTTTTTAAAGGTGTTGTTTCGAGTT 22333 A_95_P183422 TA13453_4097

23067 272 32 420 TTGTTCGTACATGCATGGTGTAAGTACTCAAAAACATAATACATCTGGTTGATCATGTGG22337 A_95_P090313 BP530902

23068 272 33 742 TATCAGAAGCTCAACAAGAGGGAAGTACTATATCAGGGACAATGTTCCACAGGGGAAGTC22339 A_95_P137982 FG144580

23070 272 35 653 AGAGTACTCACCGGTAGACTATCAAATAGTTGTATTTCATAAGATACTCTATATCGAGTC22343 A_95_P288148 FG640697

23071 272 36 568 TGCATGGTCTATATGATTTCCTATGGCTGCTTTTGTGATTCCTGATGAAATTGTCAAGTC 22345 A_95_P012166 DW001649



23072 272 37 897 CTATGTCCGTAAATGTTTGATATTACAGCTTGATCGGGATCTTTATGCTTGCTTAATTTG 22347 A_95_P009651 TA13809_4097

23075 272 40 825 TCTGTCAACTCTCTGAACTTCCATCCTGTTCATGGAACATTTGCAACTGCGGGATCTGAT 22353 A_95_P003516 EB424826

23076 272 41 772 CTTTTGGGCTGTCTCTGGTCGATTACATGAGATGCTTAAATGGGATCCACATTACATATC22355 A_95_P128962 EB428739

23085 272 50 432 GCTATTTCTGTTTGCTGTTTCTCTTATGTTCTCTGTTGTGAATAAAGATTCCGAATTCTG 22373 A_95_P176987 TA11842_4097

23087 272 52 985 CAGCTTCCAGATTTTGGATACTTTGTCTCTGATCTATCTATATACAACGATCTACTGTTT 22376 A_95_P177362 TA11956_4097

23088 272 53 2849 GCTTTGAGTGATGATTTTTCAAATGAGATATAAATCCACTGTAGCAGTTTATGCTTCTCG22378 A_95_P239574 AB196792

23094 272 59 848 CTGCATTCTCATCATGTCTACTTATTATTATCTCGTGTGCACTTGGCCGCGTATCATATG 22390 A_95_P310123 FG168503

23095 272 60 317 TAGGACAATTTCCAGTTGTAATGATGTGATTGTATTGAAATCTTGAGGCAGGCGCCCTTC22392 A_95_P142487 EB445941

23099 272 64 36 GGGAATGTGTATTGTGTTAGGAATTCTAGTTGCTAGGGTTGAAGTTTTTGTTGTATATCT22400 A_95_P120502 EH616876

23102 272 67 435 GTCAAATTAGGGGTGTTCGATAAATTGGGGAAAATTTATCCTTGATTGATAGTTAGTGGA22406 A_95_P105307 FG164975

23103 272 68 188 GCCCTACTATTGACAAAAATATCATGCTAGTGTGATGACAATCTGGAATAAAAATGGTTG22408 A_95_P079250 BP527717

23106 272 71 775 ACTGATGTCAGCTTTCTTTGTACATCATCTCTCTCTTCTCGCAGTTCACGAGACGCTCTT 22414 A_95_P271321 FG171937

23109 272 74 185 GCTAGCTAATTCTGCACTTTTAGCTTACTTGAGGGAAACTTCGATATAATGTAGATTCTT22420 A_95_P110752 CV019883

23111 272 76 279 CGAATGTTGAGGAGTTAGGGTTGCTATTACCGTTGTTGTATTATGGATTTTGAAATTAGT22424 A_95_P015196 TA14982_4097

23112 272 77 537 GGTGTTTTGAGCTAAAAAGTAAATTACTTTGTACCATGTGTGGGAAAGAGTATCCCTAAT22426 A_95_P017122 EB428883

23113 272 78 1210 GTGCGTTGTATACGGAAGACTTGCTCTTTGATACTAATGATGAATAACAGTTTCTTATTC22428 A_95_P011171 AB024511

23116 272 81 484 GAAACATTTGGTGATATTGCCATGTGCTGCATGGTTACTTTCCTTAGTTTAATATTTGCT 22434 A_95_P030366 FG139988

23118 272 83 781 CGTTCTATGGATTAATGTCCAAGAACTGATTAGCACCTGTTTTGTTCGTTAACTGTATCG22438 A_95_P117422 DV160333

23119 272 84 796 GAATACAAAGGGCTAACTCTAAAGGAGGCAACAGATTATGTTATAAAAGAATCTACACCA22440 A_95_P116472 DV159213

23125 273 5 580 CACTAGTGAAATCAGAAGAATTGTTATAGGTCGTGAGCTCTTTAAACATCAATAACTCCA22451 A_95_P270836 EB436402

23133 273 13 593 ATTTTTCACCATTGTTTCCTCTCCAAGTAAATATTTTAACCCCCAAAGCTTCAGATTGTG 22467 A_95_P121677 DW001787

23134 273 14 686 CCTCTTTTTTGCCCATGGATTGGCTTAAATTTAAGTGATAAGTGAAGTTTTGGGTTTCCG22469 A_95_P148732 EB678193

23139 273 19 690 CTCTGCTTTATGATCTAGGTTTTGCAGATTGCTCTTGAATTAAATTGAATGAGTAGTTCC 22479 A_95_P182477 DW003915

23141 273 21 967 ATGCAAAAGACTTGTCTAATTTTTCGGTTTTCGGAATAGATGGTTGGTTGAGTTGGTTAT22483 A_95_P184157 TA13627_4097

23150 273 30 518 GTGGTAGATATGATTACTTTCTGGATTCAAACAGTTCTCTTTGTGTTTAGGTTTTGCAGA22500 A_95_P110002 FG158081

23151 273 31 863 TAATGTTGCCTTTTGTGAGGTTCTTGTTTAATACTTGCAAGTGGCAGCTTAGCTTTTGGA22502 A_95_P015961 EB445720

23156 273 36 426 GTGAAGAAACATTGGCTCATCCTACTCTCCTTGTTTGAAAGTATTTTATGAGGTTTAAGA22512 A_95_P096743 FG643824

23160 273 40 826 GAGATCTTACAGCTGGTGACCCACTCTAACTTAATTCTGAGTCTTCTGTTCCATTTTTCA 22520 A_95_P219517 TA21413_4097

23163 273 43 1808 GTTGAGTGTCCAGTTTTTGTGTGAGAGAAACAATTACTATGAACTATGTAGACTTCTATG22526 A_95_P239889 X63106

23169 273 49 653 GTGAGATCAATCGGGATATGGTGATTGATGCCACTTACAAGGGCAACAAATCCAGATACA22538 A_95_P034274 FG147699

23171 273 51 770 TCAGTGTCTCTTTCCTGCAATTGATCTTTCGCTGATTGAAAGTGACGAGGATACCCTCTG22542 A_95_P272981 EB680661

23173 273 53 791 ATGCAAGTAACTTTCTGTACGAAGGGAATTGGTTTTCATATCTTATTTTGTTATCCCGGC 22546 A_95_P178577 TA12284_4097

23182 273 62 874 CTGATAAGGAGGTCAAATGATTTATTTAAATTGCATTGTGTGGCTTGTCTTTACTTGTCC22564 A_95_P228199 EB678646

23186 273 66 419 GATCAGCATTGTGTGGAACTTGTATGAATTTTACCCTTGCAGTAACAGTTTTGTAACATG22572 A_95_P140232 EB444179



23191 273 71 1061 CTTCCTGAGACTTTTAGCATTGAAGATGTAAAGTTCAGATGAAGCATCAACACCTATTTA22581 A_95_P194742 TA15965_4097

23195 273 75 701 GGACAATGGTTTCCCTGCTCGATATTGTGCCAAGAATCGGATGTTGATTAAAACAACAAA22588 A_95_P256889 EH621249

23204 273 84 629 TTGTTTTGCTTATTAGCTGAGCCGAAGTCCCAATCTTTCTTGGCTTTGAACAAGCAAAGA22606 A_95_P128522 EB428230

23209 274 4 445 GCCTCTTCTGTGTATTCAGATGGATTTAATGTATTACTTGAACAAGTCCAATTTTTCCCC 22450 A_95_P009316 DW002313

23214 274 9 880 AGGGCTTCGACTTTCTTCCCCCATTTACCCTTTTGTATCTTTAGCAATGTTTTCTCTGCA 22460 A_95_P015336 DV157622

23216 274 11 331 CACGCTGTTGATCCTGTCTACAGTGTTTCCCAAATTTGTTGTCTTGTTAGTTATTGTAAC 22464 A_95_P100638 BP535465

23219 274 14 309 AATATTTTAGTACAGGCGTACGTTCGTACATGCTCATTTTATGTACTCCCTCCGTTTCAT 22470 A_95_P215787 TA20565_4097

23220 274 15 543 TTTTCTTAGTGTCGTAGATTCTCCTTTGTACACATAAGTTCACGTGTCTGTGAGTTACGT 22472 A_95_P057961 BP134349

23221 274 16 739 ATCTATTTGATGAATGTTAGCAAGGGGGAAAATGTAATGTAACTTGTACTTTGGTTGCCT22474 A_95_P013041 EB444220

23226 274 21 987 CTGTATCCTCTTAATTCAATTGTTTGTTTCCTTACAGATGCATCAACATCTATCAGCATG 22484 A_95_P199817 TA17073_4097

23231 274 26 857 CTGCATTTGCTTTCTTTTCCTGTCGATGTTACAGAGATGTAATTCTATGAGATCATGATG 22493 A_95_P029871 TC42205

23236 274 31 797 TATCATTATATATGCCCGGACCCACCGTATTTTTTCTTGTTTTTCCATACTTGCATGGCC 22503 A_95_P158527 EH616464

23242 274 37 1265 GAACCAAAACAATTTTCCACCTTGTGAAATCTCAGCTTCAATAAAAGTTTCCTTCTTGTC 22515 A_95_P177167 M14417

23245 274 40 360 AATATCCAACGTGCTGCTGTCTATCAGTACTCTGGCTAAACGGACCCTAATTCCTGATGA22521 A_95_P107487 CV018400

23249 274 44 645 AAATTCAAGGGTGTTATAATGGGAAGAGCTTGACCGTGAATCAGCCCACACACGTGTGAT22529 A_95_P138322 EB442052

23252 274 47 579 GACCAAGGGTTCCAAGATTTTTCTCGGTTTTTGTTTTTATATGCAATCCCGGAATTGTGA22535 A_95_P160032 EH618660

23253 274 48 693 CACACATTTTTCACCCCAACAGCAAAGTCTTTTGAGTTTATATATATACATGCTGCTCTT 22537 A_95_P152822 EB683157

23254 274 49 542 ATGCATATTTGTATTAGACTATGTTGGTGTGGAAATCAGCATGTCAACTAATGCATCTTC22539 A_95_P130007 FG637879

23255 274 50 433 TGCTAACAATAAAGCATCCCATAGGGTGTTGGAGAAGGCTGGATTTGTTAAGGAGGGCAT22541 A_95_P096583 FG147325

23258 274 53 4120 GTATTTAGCTTAGGGAGTCCTAATCCTCATGTTGTATAGAGCTATATGTGTATATTGTAC22547 A_95_P200612 U52078

23262 274 57 824 TACAAACCATCTTGGTTTAGCAAGCGGTTCGCAAAACCAAGTATCCCAAATACAGCAGCT22555 A_95_P285793 DV999492

23267 274 62 462 TTTTGATTACTGATTCCATTCTGTCCTGGCACCTTGGCAGAAGGATAAATGATACAAATG22565 A_95_P060665 FS382718

23271 274 66 420 TTGACAGGTTGCACTGTGTTTTGGCAGAAGTGATGAGTTTGTCGAGTTCAAGACTTCCTC22573 A_95_P096188 BP533513

23280 274 75 765 CCGTGTTATATGGTTGTCAGTTTGAACCCATATGTTAATTTGCTTGATTGTTGAATGACA22589 A_95_P272716 EB679392

23282 274 77 627 TTAGCAAACTCTAAAAATGGGGAGAATTGAAGGTGGAGGAGATCAAAGATGTATTGCTTT22593 A_95_P308008 FG643465

23284 274 79 204 CAAGAACACAAATTTCATTGAATCTTCACCTGCTTTTATCAGCGCCATTTCTTCTCATTC 22597 A_95_P093873 BP532456

23286 274 81 470 CCACTTTCTGCTCTGTAGGAGTCTCGGTTTCTGATTTTACTTCTTCTGTTGCCTTTTCAA 22601 A_95_P253044 BP528671

23287 274 82 727 ATGACGACAAGACTAGTACCTTCACTTGTGCCTCTGCTGATTACTTGATCATCTTCTGCC 22603 A_95_P022586 FG160313

23289 274 84 487 ATACAGATAACAACAAAGAGGAAGGTCTTCGGGATGGCCCAACAATCAGTATCTACTCCC22607 A_95_P070800 BP525540

23292 275 2 1433 AATTTTATGCCTCAGAAGGAGATTATGTGCCATAGATAAAGTTGAACAGGGGGGTGGATC22612 A_95_P263366 AM851011

23296 275 6 863 GCCTTTACACTGGATGTTTGTATTGTAATATTTCTAGATGTGCAGAAGAAAGAACCTTAC22620 A_95_P209717 TA19250_4097

23299 275 9 777 ATCATCATCAAATGACAAAATCAGTCAGATGGGGTGAGAGTGGTGGGGAATGAGTCGATG22626 A_95_P312853 FG152714

23309 275 19 954 GCACACCTGATCTATGCCCAAGTCATCCATATTTTCTGAACTTAAATCATAGATCAATAA 22646 A_95_P009666 TA14046_4097

23310 275 20 633 GGTTGATTATCTAATTCTACTATGGCTAATTTGCTATGAAAAGTCAAACCTCTTGTAGGC22648 A_95_P214087 TA20186_4097



23311 275 21 790 ATTTCTTTGCCAACCCAATTTGGGTGTAATTTCAGTCAAGTGCAAGGGGTGGTTTAAGGG22650 A_95_P204637 EH615699

23312 275 22 654 ACTTTCCTCCCGATTCACTGTTGAACTACGTACCTTCTATATAGTTGCTTTTCTGAGTGG 22652 A_95_P028371 TA18058_4097

23315 275 25 502 AACTCGTATGGGGCTACAGCTACACCATAGTTTTGTTACCCCAAATGCGAGGAAGTAAAT22658 A_95_P219682 TA21446_4097

23317 275 27 512 GTGCCTGACCATCGGATATGCAGTGGAGTATCCTACATTTCTTTTTTACATTTTTCAGAA 22662 A_95_P308193 FG641465

23318 275 28 390 TGAGAACAATAAGTCACCAGTGCTACTACGCATGGTAGATACTGGACCATGTGGAAGTTG22664 A_95_P104762 TA11718_4097

23320 275 30 909 TTGCATGGGTTAGTGGAACTTGTGCTAGACTCTTCAAGTCGGAAGTACAGTTTGGACATG22668 A_95_P011901 TA13067_4097

23321 275 31 1221 AATAATGAGCTTAGTTTTAGACTGCTTGTATTGCGCAGGGCTGGTACTGCTTGCTACTTG22670 A_95_P013291 TA13313_4097

23324 275 34 746 GTTTGGTCATGTGGTGTTACATTATATGTGATGGTTTGTGGGGTGCATACCCGTTTGAAA22676 A_95_P157807 EH615838

23325 275 35 1139 GAAAGTACCTGTAGTCAGCACTGAGTCAATTTACAGAAGAATAAACTGTCAGTAGAAATT22678 A_95_P206242 TA18469_4097

23327 275 37 109 GCTTTTCAGGAACTTGTGTATAATTGATGTGAAGCTGTTTGTTTAGTCAAGATTTGCTAC22682 A_95_P065760 BP136418

23328 275 38 609 AGATACTCCCAGTGGAAGTCCGTTGCTGAGACTGGATTTTGTATCACTTACCCTTTTAGA22684 A_95_P033494 AJ632788

23332 275 42 732 TAGGAATGCAATTTCTGGCAGTTTTCTTTAATAAAGTTAAAAGGTGGGGAATCACCAGTT22692 A_95_P115727 DV158045

23333 275 43 819 GTGTCAGACGGAGGTTGTCAAGTCTGTATATCCCAAAGAATTTAAAGAAGCGTATTTTCT22694 A_95_P230100 TA15601_4097

23342 275 52 611 ATCGTTCTGCCTTCTTCAGTTTTAATATCGGATTTGGAATTCAACTATGGAGTTTGATCG 22712 A_95_P279833 FG643534

23343 275 53 181 ATATACAAATTTACAAGAGGCAAAGTAATATCGGCGAGATATCGTTTCGGTCGTCATATA22714 A_95_P213097 FS409145

23346 275 56 520 GATCTCTCCCTTCTATCCTTGTTATTAATTAGTATTTCGTAGATGGACATGCATTAGGTT 22720 A_95_P278878 AM840564

23355 275 65 752 CAAGATTCAGGAAGGGATCATAGTGCATTGACTTCAGGGTCCTTGGATCAATCTCAAGAA22738 A_95_P229264 EB678951

23356 275 66 1819 GACCTGATTTTACGGTGCTTCCAATTGTTGAGGAATCAAGAAGGCTCACCAACATAATGC22740 A_95_P191027 TA15141_4097

23364 275 74 55 GGTTGGATTGTTGTTTAGTTGGATGTTAACTTTGAATGTTGCATTTTGATGTTTGGTTGG22755 A_95_P132552 EB433046

23365 275 75 702 TGTTTCTCCCTGAATTGGTAACAGAATTCGTTTGAGCTCTAACATTTCCATGGTATGCAA22757 A_95_P195197 TA16063_4097

23366 275 76 175 GGCCACTATATTTCATGTGCTATGTTGCTTTTTGTGTTTTTAACCTTCTGTACACAGATT 22759 A_95_P141022 EB444818

23368 275 78 725 AACTCCAATAAAGGCCATAGTCTTGACCAGGGAACACAAGGCTATATATCCACAAGAACG22763 A_95_P291643 DW005133

23369 275 79 613 ATGCTGCTGCTGTGTACTTCTCATCTTCCTTAAAACATTGTGTCATTGGGTATTTTAATA 22765 A_95_P022601 FG634827

23371 275 81 529 TCAGCAGGACCTTTAGCACCTCCTATGAATATTTCAGCACTGCAAATTATGCCGCATGAA22769 A_95_P063660 BP135840

23376 276 1 761 TTTAGCCTTCAACCAGATATCTAACAACTGTGGTATGCTCCACTACACATCTGGTGGCCA22611 A_95_P034439 DV161194

23379 276 4 745 GTGTTTGAATTGGCCATTGTGATTACACATTTTTCTCAGGGTATATACCTGAAATAAGTG22617 A_95_P223437 TA22251_4097

23381 276 6 811 AGGAGTTCTGATGTAGCAACGAGGAAAAAGTATGCTAATCTGGTTGATTCAGTCAAGGAT22621 A_95_P145992 EB449806

23386 276 11 957 GTTGAAAGCTATATGCAGATTGTTTTTGCAGTATCTGCTGTCTGTCTCTGTATCCCTGTC 22631 A_95_P008291 DV161541

23387 276 12 541 GTGGACAATACCTCTGATGTATCCCAAATAATAAGTTGATAAAACTCCTGTGATTGCGAA22633 A_95_P006191 TA17267_4097

23388 276 13 547 TGGAAAAATGGAGTAATCACTCTCAACACTTTGTAGAAGGAAATTGGCTTGCAACTTTAC22635 A_95_P124362 DW004210

23394 276 19 850 AAGTTATAGTGATCTTGTCGACAGTGTCGCTCTAACCAGAGAGTGATGCAATGTGACCAC22647 A_95_P227279 FG148938

23395 276 20 420 TCACAAAGTTTATCGACATCTACAGGGGGTGCAATTCCATCCTGAAAGCATCATCACAGC22649 A_95_P071220 BP525648

23398 276 23 329 AACCAGAGGATTTATCGTTGCGAAGATGTTGGTGATTTTAGATGTATTTATGGTCCAATT22655 A_95_P062675 BP135575

23401 276 26 519 CAGGCTATTAGCTATTTTGAGTTTGTGAACAAACAGTTTTTGATTTGGGTATTGTACTGG22661 A_95_P019871 EB683230



23403 276 28 639 AATTGGTGGTAATGCAGCAGATCTCAAAGTGAAGAGGATCACACCAGCATTTGCAAGCTT22665 A_95_P053316 BP133146

23404 276 29 768 GGGTGTTCTGATACTATAGTCCTATAGTTGATGTGATTGTAACGTAAATTTTGTGTCTGA22667 A_95_P268831 DW003203

23410 276 35 435 TATTTTGTATGACATGGGGACATGCTATCTTTTTAAGTGTGGGGTGGGGGATACTCTGTT22679 A_95_P274613 AM780197

23415 276 40 1115 CACGAGAACTGAGGAAATCTATGTAGTAGGCCAATTTTGTACTCATTTTTTGTCGTTATT22689 A_95_P010746 TA14579_4097

23420 276 45 1303 TAGTTGTAATAATCATCCTTTAACCCAATCCTGAGTTCAATGATTGACATTTTTCGCCGG 22699 A_95_P194162 TA15834_4097

23421 276 46 650 ATATGACATCCAACAGAATGCTGGCATCCGTTTAGTCGCAGAAAAGTTGATCCTGCACTC22701 A_95_P054281 BP133394

23424 276 49 650 CAGGGGAGATGCTACTACTATCTAGTTTTGTTTCTTCGACTACTATCAATATAGAGAGTG22707 A_95_P184047 TA13599_4097

23428 276 53 314 GTTTTCAGATTCAGATAGATGCACATAAAATGTCTGAGCGTTCCTCTTTGATATGGTTTT22715 A_95_P162352 EH621296

23430 276 55 798 ACTGCAGTGAAATTGTATGAAGGTTGTTTCCATGGTGGTTTAAAGAATATTGATTCCTGT22719 A_95_P010961 EB425537

23431 276 56 849 CTTCCCGTTCATAGACCAAGGGAAACTCTTTTTAGTAAGTGTTAGTGTTCCAATAACCAA22721 A_95_P246942 DV161533

23433 276 58 255 CCAATAAAGTTCTTGCTTTAGGCTCCAAAAATTCAGGGCCCCTAAAATCATTTCTATATT 22725 A_95_P033474 AJ632773

23435 276 60 294 TAGGTGGTGTCACAGTTTATCGTAATCTAGTTAAGTTTGTTGAGTCTTTTGTTATCGTAC 22729 A_95_P142052 EB445613

23436 276 61 441 AAGGCACCTATGGTACTGTTTATCGCGGTACCTATGACAATCAAGATGTTGCAGTGAAAC22731 A_95_P201262 FG162155

23437 276 62 666 TGATCATTGGTGTCAGTTTCTACAGGCACGGCATAACAAGGCTATTTCACGGGATACTTG22733 A_95_P136132 EB643439

23440 276 65 551 GGGAGATATTGTGATTCATTCATTCATTCATTGTAGGCAGGAATGAAAAGGTCATAAAAC22739 A_95_P037921 BP129130

23449 276 74 79 TCGACTTGTTTATCGAACAAGGGAATTGTTTTGTGATATATACTCTGGAAATTGTCCATC22756 A_95_P002701 TA18356_4097

23450 276 75 448 AATACTGTGTTACTTTAAACTAGAATTCAGGTTCTTTGCTTGGCCTATTTGCTGCCAAGT 22758 A_95_P093878 BP532458

23452 276 77 742 CTGCTTTCATGAAGAGGGTAAAAAGGATTTATTCAAGCTGAAGTAATATTGCTGGCTCGC22762 A_95_P026111 EB439094

23453 276 78 872 GATTCGTTCTCTAGTGGAGTACTTCTTATGCACGTGAACCCTCGTCTCTCCGTCAAAATT 22764 A_95_P208617 DV157933

23456 276 81 612 GTGGGTGTAACAACTTGTCAACTTTTTCTCTGTGTTGCCTATTATATATCGAGTTCGTCC 22770 A_95_P141802 FG637949

23458 276 83 715 ATCCTACAAGGACAGTACCCTTATCATGCAGCTCCTAAGGGATAATCTCACTTTGTTCAC22774 A_95_P045591 BP131186

23463 277 3 634 GATAACGAGAGTAGAGAAAGTGGTGGTGCAGAGCTCTGTGAAGCCAATAATAGAGAAACT22783 A_95_P136157 EB439786

23465 277 5 1007 CCAGACAACATTTTTACTTGGTTTGCGTGCTTTTCTTTTGTAACATTATTGAGCGTTTGA 22787 A_95_P025741 TA17830_4097

23469 277 9 713 TTATGAAGCGGATGGCTTAGTTTATGACCTGGTGTTGTTGCTGCTGTAAAGAGGCTGCAT22795 A_95_P027706 EB681224

23473 277 13 709 TACACCACCAGGAAACTCCACTAATTTTCAGTTAATGCGGCACAAAGACACAAGTGTTAT22803 A_95_P303353 FG197665

23475 277 15 775 TTGCTGGGATGATAGTTTGAGTGGGGCTATGATGGAGGCAACAAACATATTGCCAGTGTA22807 A_95_P162002 EH620733

23476 277 16 526 CATGACAATTATTCTGTGGCCCCTTCAGCGACTGTTGTTGTCAAAGGCCTTTCACAGAAA22809 A_95_P064415 BP136045

23477 277 17 529 CGAAGAGTAATTGATCAAATTCGCGGCCGGTCCTATGAGGAAACGCTTATGATACTAGAA22811 A_95_P248432 AM794263

23478 277 18 368 TCCTTCAGGGCTTGTATAGTTCAAAATATTTGTATCCCATTTTGTAGGTTGATGCTGAAA22813 A_95_P089448 BP530510

23482 277 22 736 GACTTCCTCCATGATTATGGAGTAGTTTCCCTTAGAGTTTGACGTATATAGTATTTTGAT 22821 A_95_P149222 EB678920

23483 277 23 700 TACTTAGTTCTTCCGGTTAGCTTTTTATTCAGTGTGGAGAGGGGGGATTTGATAAGCAGC22823 A_95_P207712 EB677626

23486 277 26 1308 TGTACCATCTCAGAAGGATCATTATATGAAATGTCTTGTCTGCTTCTGCAAATTGGTGAT22829 A_95_P208597 TA19002_4097

23489 277 29 805 ATGTCAGCAAGTACAACCACACTACGTTACCCAGGATACATGAATAACGACTTGGTTGGC22835 A_95_P286913 AJ278739

23491 277 31 251 GATGGTTGTATTGGCTACAAGCAGTTTTGGTTGAGTTTGAAGTGATCAACTGCTTTTTGT22839 A_95_P130112 EB430110



23492 277 32 381 CGTGGAGGTGAATCTATTTATGGTGAAAGTTTTGCTGATGAAATTTCAGATAAGCACACT22841 A_95_P108067 CV018655

23498 277 38 242 AGTTTTGTGTATAATTGTGCTGTCATGGGTTGCTGAGATACGGAGTTTGCCGTCCATGCA22853 A_95_P155062 EG649879

23506 277 46 281 AAGAAAATGAGAAGTTATTTGATCGTTTGACAGAGAAAGCCTCTCTAGCTGGATCACTGG22868 A_95_P077145 BP527174

23507 277 47 538 TCAGGTCAAAGCACTTATTTCTTGGCTATACTTTTCTGGTGCGTTTAGTACAGAGTTAAA22869 A_95_P004516 EH620311

23508 277 48 693 GTACATATAGTTTAAGGAAGCATATTAGGTGTTGTCTTGAACGTCTTCCTGAAATCTGTA22871 A_95_P235829 FG643574

23515 277 55 100 ATCCTGCTTGGAAGACTGCAACTTCTCGAGATGTTGATGTGATAGGCTAGAACCATTGCT22885 A_95_P032996 AF211772

23523 277 63 554 CGCCATTTCGTTATATTTAGTGAAACTGTTAATAGGGATTCGATCGGACTAATTTGAAGT22901 A_95_P225782 FG631576

23526 277 66 1936 CACTGGAATCCCTATTTTCTATTCCAATTTCCAATTTTAGTAACTCTGAACATCATGCAC 22906 A_95_P013911 TA13844_4097

23527 277 67 855 TTGTTGAGAACCGAGCATTGACAAGCAAAAGGTCCAAAGACAATTTCAGTTAAACATCTT22908 A_95_P180502 TA12761_4097

23528 277 68 606 TATGAATCATAGAGGTTGAAGTGTCTCTCTCCCTCCTCATTTTCCCCTTTCATGAATCCG 22910 A_95_P194707 EH618843

23529 277 69 631 GACTGCGTACATGCTATTGATTTGATTTTTACTCCGGTTATTGTTTATTGTTACTACCAC 22912 A_95_P089913 EB683516

23535 277 75 630 TATAAGAGTTGTTCTTATGCAGGAGGATAATTTATAGCCTTCATCAGTAAAGGTTTGGCT22924 A_95_P290938 FG635699

23541 277 81 162 GTACGTTGATGCTGCAGCATTAGAAGATAAAATTATTGGAGAGAAGAAAACTGTTGAGAT22936 A_95_P140237 EB444185

23542 277 82 300 GCATTTCAGAACCTGAAATGAATTTTGCTCTTTGATCTGAAATGGACAATCTCCACATTG22938 A_95_P097138 BP533891

23543 277 83 928 CTTGTAATGCTGAATTCTTTTGAGTATACTATTGAATGAGTTTCCCTCGTTCACCAGGGC 22940 A_95_P191297 TA15204_4097

23545 277 85 566 GCAGGAGTATGTAAGTTTTTGAAGATTTCCAGACCCTTTTTTGAAGAATTGTGAATTGCT22944 A_95_P011671 EB683603

23547 278 2 774 GAAGCATGATTGGGTCAGATTCTTCAACAACTGATTATCCAGGAAAAATTCCAAGTGGAG22782 A_95_P262901 EB425832

23555 278 10 599 CCATGTTGAAAAGCTCCTACTTTGGCCCCCTTTGATTTAGAGTTAATCTTTTATTCTTAA 22798 A_95_P097903 BP534255

23556 278 11 777 TGATAGATTGGAATATAGAGCCAGCCTGGAAACATGTTTGCACTCTATCTGGATATCATG22800 A_95_P148217 EB677461

23557 278 12 585 CACATACAGTACCAATCTATGAAGGTTACGCCCTTCCTCATGCAATTCTTCGATTGGATC22802 A_95_P187363 FG134864

23559 278 14 427 ACTGAATTCTATAAGATGATAGACAAGATATTGTTGAAAAGTGGGGTGGGGATTGATGTG22806 A_95_P092903 BP532039

23560 278 15 197 TGCTTTCTTTTATTAATGGATCTTCGGAGTATTCAGCCATATGCCCCGCATCGGGTCCTA 22808 A_95_P137437 EB441175

23562 278 17 485 AACTACTTGACTAGTGTTTATGAAGAAGGAGATGCTAGATCAGCACTAATCGCTATGGTG22812 A_95_P240594 DQ218337

23563 278 18 854 GATTGCCTCCACTTATAGCGATGTCCTTTCTGCAAACATCTTGGATGTTGAACAGTGCAA22814 A_95_P292583 EB427721

23564 278 19 420 GTCTTTCTTGTGCTGAAGTTGCTGAATAGCCGTAGCAGAACTGATGTTACCTTTTTGTTT 22816 A_95_P152932 EB683258

23569 278 24 486 TGATTCAAGTGAGCAAGTAGCTGTTGCCAAGATTTGGTAGAATTTCAGAATGAGATAAAT22826 A_95_P307643 FG639010

23570 278 25 1120 TTCTGGGACGAGTTGGAAGAGGAATTCCTAATTCTTACACGGATGAGACTGATCACACCT22828 A_95_P176317 U92011

23572 278 27 349 AAGCGCTTTTATCATCAGTTGATGTCAAACAGAGTGTTTTAAGCATCGACGAGTTTATAA22832 A_95_P101373 CN498813

23574 278 29 611 TTTGAGTCTTATACCTTGGTAGTATTATGTTATTGTCGATCCAGGGGAATCTTTTTGTTC 22836 A_95_P143132 EB446477

23577 278 32 738 AACTACTTCACATTTTCAGATTGCTAGGTACTCCTAATGAAGAACTCTGGCCCGGGGTGA22842 A_95_P146707 EB450817

23581 278 36 750 CTAGAATAATTATGTCCTATGCTCATTAATCAGATCTATGTTCGAGAGAATAACTTGGCG22850 A_95_P214297 DW003320

23588 278 43 534 TATTCTGCCAGTTATGGCTTGTTCATAAGATTGTCTATATTGGGAATGTTGTCTCTTCAT 22863 A_95_P006326 TA15957_4097

23590 278 45 423 TTTTGTTACAGGGGTTCCAAAGCTGAACAGGTCTGAACTTGAAACAGCATGTGAGGATTT22867 A_95_P139197 FG166170

23592 278 47 815 CTTTTTCCGACTGACATCCAAGTTCCGTTGGTTATTGTACTTCTTCTGGTTGTTATATTC 22870 A_95_P147632 EB452145



23593 278 48 759 TTATAGGGAGAATGCTCGATATCTTGGCAGTGGAAGGGATCATGGGTATGAACCTAGAGT22872 A_95_P267451 EB677243

23594 278 49 767 ACATCTGAAAATCGCTTATATGTCACCAAATGGCAAAGGTAGTACAGCACATGATGTGTG22874 A_95_P028536 EB448450

23595 278 50 644 CCAGAAGATCGATGATATGGTTGAAGAAACAAGGGAAACTCATAGTGATCAAATAGGTGA22876 A_95_P272061 EB447231

23607 278 62 1337 AGGCAAGGAGACTTGTTCTCTTGTCTCTGTTTGTGAATAATAAAGTCCGAATTATGGTTT22900 A_95_P012331 TA11989_4097

23611 278 66 712 CAGCACTGGAACTGTATAATTACCCCGTTTTTCATAATTTCAGAGTTATGTTCTTTACAG 22907 A_95_P236949 FG135742

23614 278 69 862 ATCGAAAGCTAGTTCTTTGGTAGTCATTTGGCAAAACTTCTAATGGTTGCATCTTGCATT22913 A_95_P295053 EB444005

23615 278 70 474 ACGGCCCTTGTCAATTGTTGTTGTAATAATTGGCTATTAGCGATTGAACATTTTGCTTCT 22915 A_95_P306368 FG635097

23616 278 71 964 AGCAGCCCTGTGTATTCAGATGGATTTAATGTATTACTTGAACTAGTCCAATTTTTCCCC 22917 A_95_P181672 TA13038_4097

23617 278 72 2803 TGGGGACATGACCGAATCAATTTGATGTATGATTCGGCCTCTTCCCTATGTAATCTCCTG22919 A_95_P179312 TA12478_4097

23618 278 73 526 AGAGGGGTTTGGAGACGTGAAAGACGAAAAGGGGCAAGAAAATCTGTCTTTTGTATAACA22921 A_95_P041746 BP130173

23620 278 75 668 TTGCTGCTGCTGCACTTTCAATTGCAATTATCTGAACCAGTGACATTGCTTACACCAAAG22925 A_95_P246337 TC72511

23622 278 77 949 GTAGAGCCAAACCTTGCCGTTTGGCAGCAAACGATCTTTGATTTGGTCCTTGTTGTTTCT22929 A_95_P015646 TA18745_4097

23623 278 78 650 ACTGGAGACAGACTGAATATATGGATGGTGAAGATGGAGAACTATCCTGGTTCAATGCCG22931 A_95_P214207 EB449640

23625 278 80 1503 TTTCAGTAGTACTGGTGGATCAAATGGCCATGAGTTTGCTACTCCAGTTCCAACATTGCC22935 A_95_P217657 TA20981_4097

23627 278 82 492 GCTAGTATTACACATTTGTTAGTGATAAGCTGGTTGTAGCTGAAACCTGTTTATCTGTTA22939 A_95_P024336 DW003577

23628 278 83 792 CCTTGTCTGCTTGTTTGTGTATGACATATTTTGGGTTTTCTATTCCGAGAGATTCTTTGG 22941 A_95_P184277 DV161576

23629 278 84 777 AATCACTTGACAAGGTTTGTCGGCCTATAATGATGAAACCTAAGCCAGCTAAGCCGGCAA22943 A_95_P226534 FG132790

23630 278 85 410 CCCACTGCTTGGAAACCTACCTCCATGGTGTGTATTGACTAAGAAGAGCTATATAAGCAG22945 A_95_P078765 BP527598

23637 279 7 923 TATTCTGAAGATGTTTCTGTAGCCCCTGCTTGTGCTATTCAAACTTTTCTAGTATTATGT 22958 A_95_P206552 TA18543_4097

23645 279 15 565 CCACAGCACTCATGCATCAGAAGTCTACACGCTTATTAAACGTCTTTATTACTGCATAAA22973 A_95_P024746 BP130288

23646 279 16 760 CTATGGCAGGGAAAGAAACCTATATCTAGTGGCATTTGTTTTTGTTTAGACTTTTTGATG22975 A_95_P006321 TA15419_4097

23647 279 17 427 CTGTAAGGTTTTCTAATATGATATTCGTATGAAAGGAAGCTGATTTGGGCTGTAACACGA22977 A_95_P003141 CV020904

23652 279 22 98 AAGAATGTAGGGAAAAATACAGATGCTGTGTATGAAGTGAAGGTGAACGCGCCGTCGTTG22987 A_95_P105387 CV017445

23658 279 28 883 GGGAAATTTAGTTCTAGTGCTGATGCTGGAATTATGGTCTGATGAAATTTTCGATTCTTG22998 A_95_P176437 Y09506

23661 279 31 572 CAAAGCCGCGAAGATCGTTAAACTTTGAACGGCGAACGAGATATACTCCATAATGGTATC23004 A_95_P114782 CV021755

23662 279 32 1351 AGCAACTGATATCTAGTCTCCAACTGTGTTGTGCTTGTGCTTTTTCTGGCATTCTGAGGG23006 A_95_P183352 TA13439_4097

23663 279 33 552 GTTGACAAGCGTCAGTGGATGACAATATCTAATTGTGGCTTTCTTGGTGTTTGTATTATT23008 A_95_P150877 EB681015

23667 279 37 428 GGAATCAAACACTCAGATCTACTTGGCAAGTTGGCAATGAATTCCTCCCTTCCAACTTGG23016 A_95_P282503 AM806329

23668 279 38 782 GTGATTCTCACACTGCGAAGTAATGTAATTTGGCATGAAAGTTGCATGCTTTTTTAGTAT23018 A_95_P296508 EB677472

23672 279 42 235 AATATTAGAGAGATGCTTACTGGCGCTGCATTGATGGACGAAGCAAACAGGACAACTGTG23026 A_95_P207862 FG158493

23674 279 44 1100 CATATGTGTTGTTCTATCGAAGAGTTAAAGTTCAACAAAATGGAGTTGTGGGAGGGCCAT23030 A_95_P214217 TA20214_4097

23679 279 49 723 GTCGGGTCTTTACTGTAATTGGTCGTTTTTAAAACTACCAGTGCAAGTTAGAATTGGAAT23040 A_95_P026081 FG168780

23680 279 50 476 GCACTGATAAGCAATAAGTACATGACATGTATCTTTCACATAAGGCTTATCAACCAACGG23042 A_95_P252914 FG633958

23681 279 51 401 TCAAGAGGAAAGATTCACGAACCTCAAATTAATGTGGAAGAAGAATTGAAACCGTTATAG23044 A_95_P096278 BP533555



23683 279 53 1244 TGCAGGATGAATGTCACTGTGTACCTTTGGATGTTTCATGTCTATTCTTCTTTCCTTTTG 23048 A_95_P000401 AY220080

23686 279 56 853 CTAGCTTTTATTGTATCAGATAATGAAGGCAAAGGTGTCGTGCCTTAGCTTTGAGTGAAA23054 A_95_P193207 TA15621_4097

23691 279 61 766 AGTGTCTCAATTAGTTCATCAAACCCCAGACTGTTTGTGTCTGGGTCCTGTGACTCAACT23063 A_95_P121222 AF249743

23693 279 63 751 GGATTTTACTGGGTAGTTGTTGTTGTTGTTATTCTTATACTGTCGTTATGTATCCCTTTC 23066 A_95_P006226 AB257509

23694 279 64 1220 GCTGCAAGTTAGGGATTTTATCAGAGGAATTTAACGTTCCTTTTGATCACACATGAAAAA23068 A_95_P033061 AF289466

23695 279 65 736 ATGGGTCTCCAAGGCTTATGAACGCACTGTTCAACTTATAGAGGAGCACAAGGAACATGT23070 A_95_P216462 EB447668

23701 279 71 307 TTGATGCAAGACTTGTGTCTGTAGAGTGAAAAATAACGGGTTTGCAGTTAATTATCTTGT23081 A_95_P199362 TA16978_4097

23703 279 73 421 AGTGGAGTATGAGAACTTGTAATAGTAAACCTTCTAGCAGCTTTTTATCCTGACCTTTCA23085 A_95_P132762 EB433475

23707 279 77 439 TTCCAAGATAAGCACAAGTTTTCCCGTTGAAGCGCAATTACTCGGTCTCATTTTGCTGTT23093 A_95_P025046 BP533776

23709 279 79 389 CTCTGCTTGTATTCTGGGGAGCCCTGAAAATTTTCCCCATTCCTTGGGCTGTAAAAGTAA23097 A_95_P094433 BP532711

23711 279 81 396 TGGCTTGCCTAATTCCGTGCTGCGAAAGAATGCTACTATTATTTATGTTTGAACCTTTTA 23101 A_95_P000786 EH620721

23716 280 1 748 CTATTGCCAAACAGTTTTGGAACAATCTGTAATCCAGTTTGTGTTGAGAGCTATTAGTCG22947 A_95_P213412 TA20040_4097

23718 280 3 694 CAGTAGCATTTACATATCTTACTATCAGTACGGCATTGTGAAGTTACTATACTGGAATAC22951 A_95_P015226 TA15040_4097

23723 280 8 746 GCTTGACATGTACCTTCTGCTGTTTTGACTACTGACTTGTGGCATTATATAAAAAATTTC 22961 A_95_P117172 DV159969

23724 280 9 0 CCACGTTAAATCCAATTTTTTCTAGTGTTGTAATGTCTTAATACAAGGTTGGCTTTTGGC 22962 A_95_P025591 A_95_P025591

23725 280 10 1716 GCGCTGCTACTATGTCCTTTGTGCTTTTAGCTGTTTGTGTTATTTTGCTTGAAATTTAAA 22964 A_95_P011796 TA14578_4097

23727 280 12 1719 CACTCGATTGTGTTGGCTTAATTATCTGTTGTGTACGATTCCTATGAATCATGGAATTTT 22968 A_95_P032911 AF198498

23729 280 14 664 TGGCTTCTAGCACTTGGAATGAGGTCTCTGCATCAAAAACTTTGATCACACCTATCCAAT22972 A_95_P119232 DV162340

23731 280 16 491 ACTGTATCTGTTATAAATTCAGAGGGGGACACTTGTAGTGACTGTGAATATGCATACATA22976 A_95_P130117 EB430114

23734 280 19 363 TAATGTTGGTGCTTCCTTCCAACTATCATCTGGCAATTACTGCCTGCAAGCAGTTAACCA22982 A_95_P066055 BP136496

23735 280 20 326 CTCTATCGCGCTGAGTATAATATAGAGCTCCTTGATGCTGGTTCATTTTATTAAATGATG22984 A_95_P095258 BP533102

23736 280 21 849 CTCTATCGGGCACTGGTTATAAGTGCTTGAATAGTATGTGTTTTTCATGTAAGCTTAATT22986 A_95_P208737 DV999621

23738 280 23 746 CTGACTGAGAATTGTTGGATATGGACTTCATACAGTCTGAGAGAGCGAATACGACGTAGA22990 A_95_P285803 FG166736

23739 280 24 860 GCGTCTTTTGGTATGGTCTCATGCTTGAAATGTGGCATCTATATTAATTCTTGAATTTCT 22991 A_95_P267921 DV998765

23741 280 26 372 GATGCGATCAGTAGAGGGATCTTTATCTTTAGTAAAAGATGTTACTGCTCTTTTGAAACC22995 A_95_P005716 GH986496

23742 280 27 179 ACGACACCACCTGCAAATGGTAAAACTTTCTCTACCACCATGCAACTTATCTTGGCTATG22997 A_95_P062790 BP135606

23747 280 32 741 CTTTCTGAGACATCGTATGGTTGTCATTTTATTAGTCTCTGCAAAAAACTCGTGCCGCTC 23007 A_95_P007001 TA14674_4097

23748 280 33 283 ATGCCAATGACAGAAGTTGAATATGGATTTGTGATAATGCTAGTACCTTGTCATTAGGTT23009 A_95_P105227 BP534328

23749 280 34 227 GCACGACCTCTGAAGATGGAAAGCATCAATCTATATACCTTACAAGTTATAAGACAATGG23011 A_95_P106227 CV017813

23750 280 35 658 CATGTTCTTGGATTATAGAAGTAACAATAGCTGGATGGGCAAGAAAGTAAAGAACATCTC23013 A_95_P233074 FG640747

23751 280 36 205 CTGGTCATTGCTGTGTGTGTTTGCTTATTTTATCAAAGCACTGTATTTGCTTTCTGTGGC 23015 A_95_P006501 CV016456

23752 280 37 712 ATGGATATTAAAAGGCTTCAGTTGCTCTGCCCTTCCTATTCAATTTTACTGTTCTGTTTA 23017 A_95_P189222 DV158664

23753 280 38 116 CCTTGTCACAGGTTGCATAAGTAAAGAATGAAATGGCTGATCTAGATTCTTTACTCCTTT23019 A_95_P107472 CV018391

23756 280 41 968 CAAGTACTATGCTATCCTATGTGTCATTTGGATTTGCGCTTTGTCTTTATGTAACTGTTA 23025 A_95_P223302 TA22220_4097



23757 280 42 519 TTCTCTGAATATTCCAGCTGACAACATGCTTTAAACCTCTTTAGTTCATAGTTGCTTTGT 23027 A_95_P209842 TA19275_4097

23759 280 44 1483 GGGATTTGATGAATGCAAATCACCTTCCGTCAAATTATTAAGTTAGCCTGAATGTTATGA23031 A_95_P008546 TA13125_4097

23762 280 47 681 TTTGATTTCCTTGCTTGTATCACTTCCGGACAGAAGTTTTAATTGAAATCCTCTTAAAGG 23037 A_95_P117637 DV160554

23763 280 48 843 TTAAATCCAGGCCAATGGTCTACACTACAACATTTGAGACTCGAAAATAATCGGCTCACT23039 A_95_P126492 EB425810

23764 280 49 778 GCCCCCAAGAGAAAGGTGAAAATAAGCAAGTTATGAAGAAAGTAGCCTCTAACGGTAAGG23041 A_95_P129047 EB428811

23765 280 50 814 ATTTCTTAAGAATCTGTCTTCTCTGCCTTTGTTGAGTGAAGGTTGGTTCAAATTGCCTAA 23043 A_95_P129042 EB428808

23766 280 51 850 CAGATAACAAGGGTGGATAGTGCTTGATCTATTCTTGACTTGTCTACTATTCATCTTAAT23045 A_95_P197557 DW004644

23768 280 53 104 AAACTCCGACTGTTTCAATCAGCCTAACTTGAACAAATTTGTGGGATTGGGACGACCTGC23049 A_95_P192537 TA15473_4097

23769 280 54 796 TTTATGGATCCTGTATGATGAATGACATTGAATTAGTGCTTAAGGCAATGGTTTCTGTGC23051 A_95_P228469 EB679710

23770 280 55 276 ATTCTTCCTATGTTCACTCCAACGAATCCCATCAGATCAGAGGCTTGCGATTTGAACAGC23053 A_95_P110852 CV019939

23774 280 59 351 ATCCAACGGAAGTGTCAAATAAATGGTTGGACTTGTATATGTTACGGATTTACCATCATC23060 A_95_P109032 CV019119

23780 280 65 436 GGTGATAATTGTGGGGAGAACTTATTTTTCTTCTCGTTTTAAAAGGCCAATGCTAATTGA23071 A_95_P026491 TA12980_4097

23785 280 70 487 ATGCCTAAACAGAGTAACAACAACAACAACAACAACCCAGTATATAATCCCACTAGTGCT23080 A_95_P123197 DW003075

23786 280 71 310 TAAGCATCCCTTAATCCCCTAGGCGTGTAGTGGGTGCCAACTGGTTATATTCGAATGAAT23082 A_95_P160872 EH619574

23788 280 73 1415 GGTAGGAGGGGAATTGTGTTGGTGTTTACCTGTTAACAAAATGAAACATGTTTTATTCAT23086 A_95_P204412 TA18060_4097

23789 280 74 171 CAATGTGTAATCTCTGCCATGTACTATAGTCAACTTGTTTGTAAGAATAAGGACTACGAT23088 A_95_P114222 CV021500

23790 280 75 115 GTTGGTTATAAGATTTGTTATCCCAATGGGTTGGTCTGTAAGCATTTGTTTGTTTTTGCT 23090 A_95_P144072 EB447233

23791 280 76 743 GAAAAAATGTTCAACATTTGGCATGCAGCACAAACGTTCTACGTCCTTTCCACCTGGGGA23092 A_95_P245617 EB451352

23794 280 79 659 TATCATTACTGTTGGATATTTTCTGAGACTACTTGTGGGTTCAGATCCTAACAAGTTCTG 23098 A_95_P284413 FG643166

23798 280 83 821 TGTAGGAAGAGCTGCAAAGCTTGTTAACTTATTATACTTCTTCCTCTAAATCTGTTCAGA23106 A_95_P216037 EB447902

23799 280 84 482 ATGTTTTCTTTGTGTAGTAATTGGTGCACTGCTGGTAACATATTAAGCTAAGCCCGGTTT23108 A_95_P259446 EB437617

23800 280 85 300 GGCACTAAAATCCTTGGATTTCAGACGAAACATGTCGTTCATGTCTCACTAGCGCACACT23110 A_95_P095498 BP533214

23805 281 5 1047 CTGCTCTTTTCTTGATGCTGAATTAAATGTTAGAAGGTGGACGCACAAACAACATTATTC23119 A_95_P008036 TA16363_4097

23812 281 12 510 GTCTTTTAGTTTTTACCTGTTTTTCAGTGATAATAAGTTTAGCGAGACCTCGAAGCTAAG23132 A_95_P125322 DW005120

23814 281 14 856 CAGAATGAAGAGAGAGCTGATGGGTTCAATGGATATTGTTTGTCACTGCACTTCTCAGCA23136 A_95_P227929 FG144415

23819 281 19 592 ACCGAGGTCACTGCTTAAGAAGACAAAAACAACTTTTGTTCTCATCATGTTGTATCTGCA23146 A_95_P276523 FG185842

23821 281 21 444 TAAGTGCAGGGTGGGTAAGGTTGATGTGTGTAATCTTACAGTATAGTTTCAGCTAAGAAA23150 A_95_P252589 EH622151

23822 281 22 410 GGGGTTTTCTAAATTAGGTTTTCGAAAGAAGGATGAGAATTCCTCTGTGGATAGTTTTTT23152 A_95_P097818 FG643580

23823 281 23 270 CCTTTAAGACTCGTAACGTACGTATTTTCAGCAATGGGAACAACTTGAACATACTGCACC23154 A_95_P093968 BP532507

23824 281 24 1172 GGAGGACTGCTTTATCCAAATGGATGGGAATATTCTTTTAGCTGAATAAGCTATGTACTT23156 A_95_P309148 AJ299250

23826 281 26 246 TTCTTCGGAGTTGTCGGGTCTAGAAGTTTTGTGTATATATGTAGATATGATATGGGTAGG23160 A_95_P156907 EH614997

23829 281 29 727 CTTGTGCAAGATTATGTACTCTTATCAAATACACTACAGCCTAATTGATACCTCATGAAG23165 A_95_P013841 TA15344_4097

23833 281 33 1077 GGCACATAGCTAGCTGTACTTATCAGGTCTTTTGTTTGCTTATATAATAGCTTTGTTAGT 23173 A_95_P214067 TA20181_4097

23835 281 35 821 ATTGGGTTCTGAAGAAGAAAGAACAGATGAGGAAAAAAGGGAACGCAGTTCCTCCAGATA23177 A_95_P255014 EB678811



23837 281 37 430 TACAAAAGCTGGCCTTTCCACACTGCACTTACTCTGTCTTGGATATAAAATCTGGGTGTG23180 A_95_P065250 BP136280

23842 281 42 700 TTGCCTATTTAGTACTTGTTTTATGTTTTGCTACTTTTATGTACTGCCGGGGGTAGAAAT 23189 A_95_P239469 EH619964

23848 281 48 808 CCAGACGAAGAATGAAGTGGATGCCACTGCATATACTTACTATATACATGTTATAATTGT23200 A_95_P207642 EB680934

23849 281 49 981 TACCAACTCGGAGGTTTATTTACTGTCATTCGTTATAGAGAATGATGTTAATGGTTGTGA23202 A_95_P187077 TA14267_4097

23850 281 50 378 AATTACCTAACTTCAAAGGACTCTGAATTAGGTTCGACCACTGGAAGAGTCAAACCTTCG23204 A_95_P062210 BP135458

23851 281 51 853 TTATTCTTTATGATGTTCACGGAAGTAGCTCGCTCAATTCTGAAGGACTGGCGTTGTTGG23206 A_95_P311363 FG155210

23858 281 58 580 TTGTCCACATTGTCATGCTAGTCCTATAAGCCAATCATGAATCCTTCTAATAAATCTTAC 23220 A_95_P133947 EB435655

23862 281 62 882 AGTTTAGTGAGGTTTTTGTTCATCAGCTCATTCATACAATTGAATTTGTACTTGGAGCAG23228 A_95_P230909 EB682574

23868 281 68 1083 GTGGGAGAATGTATCTGATCGGGGCATATTTTCTATAGAAGGACCTTCGCTTTTCATTCC23240 A_95_P007811 TA12835_4097

23873 281 73 728 GGTAAGACAGAACTGGATTTGATAGCAGAAGTGATTTATATGAATGTCACTTTTTACTGG23249 A_95_P014866 TA12646_4097

23876 281 76 284 CCTTGCCCGCAAAAGGGCTAAATGGAATTCTTTAACTCCTCTTGAAGGTTAAATATACTA23255 A_95_P079005 BP527662

23877 281 77 679 AAACTCTCACATAGTTTGTTTACAAGTGCTTATATTCAGCCCAATCTCAGTTATTTAGCC 23257 A_95_P017041 TA16614_4097

23886 282 1 229 GGGATTTTGGTTGATTCAAGCACCGTCTTTATGGATAGTTGTGCATTTACCTTCCTTGCC 23112 A_95_P103182 CV016385

23887 282 2 172 TATGGCTGACTCGTCGGGTAAATCACACGAAACAGTAAAAAATTGTAAAACGGAGGCGGC23114 A_95_P132277 EB432721

23898 282 13 971 CTATATCAAGTTGAAGTGGGAAAGAGCATGCTACTTTTGCGTGAAATATGAAAAAGATGT23135 A_95_P011356 TA18829_4097

23903 282 18 298 GCTAGTGTTCTCTACACATCTGTTGACCCTCTTCTCAGTCATTTCTGTCTCTACATTTCA 23145 A_95_P074055 BP526374

23904 282 19 308 GTTTCTGCTTGAGGCCCTTTGAGAGGGTTATCTGAGGGAGGGTACTTTTAATAACATTTA23147 A_95_P107257 CV018282

23913 282 28 1075 GAGAACTGTAATGACACTTAAGGTTTTTGGCTAAGCTTTCTTTTGATTTCTTTTGGATGC 23164 A_95_P014181 TA18990_4097

23915 282 30 851 ACCTTTTGGCCTGTGCAGATTAATGTATCTGTTTCCTCCCATCGTTGTCCTGAAAATTTT 23168 A_95_P011946 DV157804

23919 282 34 823 CATGTTGAGGGAGTGTAATATTCTGTTCCGGATATAAAAGAACATAGTGACTTAAGTCAA23176 A_95_P204712 TA18122_4097

23922 282 37 740 ATTGATTTAGCCAAGAAAGCTGTCTCTCATATACTATTTAGTCAATGTAGCTGTCTCTCA 23181 A_95_P226669 EB678380

23923 282 38 442 CTCGTGAACTTACTCCATAAATAAAGCGATTTCTGTTTTCGTAGCAAAGTGGTTATGTGA23182 A_95_P021316 TA13919_4097

23926 282 41 218 AATTCAGATAATGCGTGATGCTGATACAGATCCACATGCTGCAACCAGACCTGTCGAACT23188 A_95_P153167 EB683477

23927 282 42 799 TTCCTGGTCAGGGTACAACAATCAACGTCAGTGATAACTCTGCAAATGTGAAGAGAGGCT23190 A_95_P117427 L29271

23932 282 47 794 GATCCTAAATGTTGTAATGCATACTTCATACCTTCACGGGTTTAAAGTATCTGATGGTTA23199 A_95_P014036 DV160403

23934 282 49 733 TGTGCTCTGTCACCTCAACTGATTTGTATCACCATTGAATACTTAGCTTCATTTGCCTTT 23203 A_95_P272416 EB449916

23935 282 50 739 GTTATCCGCTACTATATTCAATGCACATGTTACTGCCATTATTTGAATCTTAGCTTGTCA 23205 A_95_P207077 EB679684

23937 282 52 498 TAGCTTCCTTTGATTTGTACGGCTTTTGTTGTGTAATGGACAGCTAATCATCTATGAAAT 23209 A_95_P129912 EB429850

23938 282 53 606 CCTTCTCAATTCCTGCAGTCCTGATATCCAGATGGTATATCTCTGGATACTGCATATGCT 23211 A_95_P030071 FG170078

23942 282 57 864 CTACAATAGAATGCTATATATCCTATTTGCTATGTAAAATGGTGGGAGGTGGAAAATGGG23219 A_95_P120462 DW000389

23943 282 58 659 GGATCTGATGTACTTCAACAAAGGCAGGGTAACCGGAAAAACATAAAAGCTACTGAATCT23221 A_95_P123737 DW003603

23948 282 63 757 AAAGCTTCAGAGGAAGTAGATGCTGTCGATGGTGACACAGCGTCAATATACAATCTTTAT23231 A_95_P271856 FG134195

23949 282 64 210 CCCTGTGTTTGGATATCCTCCCAGAATTTCATTTATTTTTCGTCTTTTAAATATTGGAGC 23233 A_95_P008296 BP531102

23951 282 66 805 ACTACTACGGATGATCCTGTTATCCGGCGTTGGCTAATGAAGATAAAGCTACTGTTTTCG23237 A_95_P197727 TA16626_4097



23952 282 67 472 TAGTGGACTTCATATCTTCTTGATCTTTTATTTGGTTTCTTAGTTTTTGGCCTAGGCTGA 23239 A_95_P091588 BP531424

23953 282 68 611 TATTTCACTATGGGTCAATCTCTTTGATTGCGGAACCGTGTAGGTCAGCTCATCTTGCAG23241 A_95_P127102 FG201107

23956 282 71 753 AATTTCATGTGTGCGTAATCAATTGCTTTCGCGAGCTGCTGCTGCTCTGCAATACAACTG23246 A_95_P135922 EB439469

23959 282 74 298 ATCCAAATTGTGGATCCCAGTTCGGTTCCCTCCAACATTCCTTACGGTTATAAACGGTTG23252 A_95_P106792 CV018062

23961 282 76 493 AGGTGTCTTCTGTATGATGCCTACTTGTTTAACTTAGGTACATCGACTGGTTTAAAGTAT23256 A_95_P188222 TA14522_4097

23967 282 82 1734 GCAAAACTAATCATTTAGATTTTGCTGCAAAATTTCTTCGTGTGCTCGTATTGCTGGAAA23267 A_95_P206082 TA18429_4097

23968 282 83 519 CTGCTTGGAGCGAAGGTGTCCCTGGTCTAGAAATATAATATGTAAATCGATAAATTTAAC23269 A_95_P293668 EB436838

23969 282 84 666 ACTGATGTTTTAGCAAGTCGCTTATTTCTCTGTTCTGTTGGGGCTCTGACCTTGTAATTG 23271 A_95_P302913 FG635924

23970 282 85 606 TCTCTAGATTTAAAGCAAATAATTTGAAGCGTAGTCCGTGAAATGATGTTCTGGCTCAAT23273 A_95_P249722 DW005127

23971 283 1 781 TCACAAGCGGATTCAAATGTGTTTGATGAAGATGGTGTATTGGATATCTCATAAGCATCA23274 A_95_P292513 EB427587

23973 283 3 441 GATCTTCATTTTGCGCTTCATCCTGTACTGATTTATGTCAAGCTTGAATAAAATGTGGGT 23278 A_95_P276353 AM779996

23978 283 8 616 ATGGTAAACGTCAGTTTAAGGGGCTAATCGATGTTTACTCTAAGACATTGTCAAGTGATG23288 A_95_P145112 FG144055

23982 283 12 1538 GTCGTCTGTCTTTCATGCATTTCATGTGTTGTCTTCTTGATTGTGGTCATAGCTTTGAGC 23296 A_95_P192032 TA15365_4097

23990 283 20 0 TACCATTGACCAAATCAAAGAAGCAGCAGCAGGAGTTAAGGTGTAAAAGGTTCACAATTA23312 A_95_P008986 A_95_P008986

23992 283 22 472 CCTGCCTGCTTCACATCCCATGAAATGTTAAGAGGTCAATTTTTGTATTTATAGCATAAG23316 A_95_P212742 TA19900_4097

23993 283 23 1095 TGTAAAACATGAAACTCCAACTGTGTCATTATTTGTTGCTATAGGATTGCTCATCCAGTC23318 A_95_P212217 TA19786_4097

23994 283 24 649 TATTGGTGTTGGTGGCATTGATTACAGTAATCACATAGCTTCTTTTTCCTCTCGTGGCAT 23320 A_95_P054236 BP133383

23995 283 25 465 ACCTGCAATGCATCTATAGTGTCACTTTCCTATTAAGTTCGAACCATTCTGCATATCATT 23322 A_95_P279463 AM835066

23996 283 26 628 CGAGTAGACAAATGTATCCAACTAGTCTTGTTTTGCAGATGTGATAATATCCCAATTCTA23324 A_95_P025946 BP133301

23997 283 27 377 ATGTTAGCTTCTGAATTTAACCGCTGTTGGTGGATCTAAAGACTAGTACCTTTAATCTGC23326 A_95_P114087 DW003761

24000 283 30 900 CACTGAGCTATCTCTTGGAGATTAATGCTGTAGTAGTTTGAATCACAGTCTAGTTGTACG23332 A_95_P008236 EB677852

24001 283 31 808 GATGTCCCTCTTGTTGTAATGCTCCTTAGATGTATTAGTGGATTCACATTTCTTTGTAAT 23334 A_95_P241555 EB678009

24002 283 32 750 AAATTCCACTCAGATCTCACATTTCACCTGTGAAAATCCGGCCCTTGCCAGAAGCTATAG23336 A_95_P293943 EB438793

24013 283 43 1264 CGGTGAAACGCATCTCCAATCTAAAGGCGATTAAAACTCTCTGTTGAGTTAAACAGACTC23358 A_95_P023386 TA15188_4097

24015 283 45 952 TCACAGAGCACTTTGAGGTCCTGGTTGTAGTAAATTTATAGCTTTCTTTGTTTCATAACC 23362 A_95_P184597 TA13729_4097

24016 283 46 516 TTCAGTTTGCACACCCATGTGTATTCCCTTTTCATATATTATCAACTCTGCTCAATTGAG 23364 A_95_P190517 TA15033_4097

24019 283 49 836 GGCAATATCGTTGGGGATTGTAATATCTTTATTGGTCATTCTTTTGAGATTTAACGTGTG23370 A_95_P147417 DV999323

24021 283 51 872 AGAAAGGGCAGGTTTCACTGGATCTAATTTTGATTGGTTGCTCCTCCATCAGGCAAACCA23374 A_95_P245762 DV999286

24023 283 53 579 GAAAGTGATGATTCATTGGCAAGTACGGAGGATTCTTCTTCGGATTCTGATTCTGATGAT23378 A_95_P137302 EB441025

24031 283 61 867 GACTGTTTTATATAGCTTTTTCCTAATGGGGACTTTAGGTTTGATCTCTCTGCTCTCTCC 23394 A_95_P248092 DW001749

24032 283 62 375 ACTGAAAATGGTAGTACCAAGGATGACCTCAGGCTTCCAACAGATGAGAATCTTCTCACG23396 A_95_P115718 EH664552

24034 283 64 352 TCTTAAGAAGAAAAGTTACCTTGCTGCTGTTTCTCAAGACGAGGAGTCACAGCTACGATT23400 A_95_P195412 EB434170

24036 283 66 788 CGCAAGATCTCTCATGTACTTCAAACAGATTGTGCTGTTTCAGTTGCGGCTTCTTGTATA23404 A_95_P240149 AJ966361

24044 283 74 291 AAGTAGGGGCAGAGTTTGGAGATTTCTCTTTATCTTGCATATTTAAATCCACCTTAACAA23419 A_95_P105202 CV017354



24047 283 77 145 ACAAACTCGGTGGTCTTTTGAGGCAGAGCATTTCTGAGAAATGCACGTAAGTGGCAACAT23425 A_95_P104257 CV016912

24054 283 84 774 GAGTTCAAGTATATCATTGTAGAATACATATGTACTAACTGTAGTACCCACTTTTCGGGT23439 A_95_P203617 TA17891_4097

24055 283 85 0 AACTATCTGACTGACCAATATGCATATTTGCAAGACTGATCGACCTTCTTTCTTTCTTTC 23441 A_95_P264136 A_95_P264136

24059 284 4 823 GGAAGTGCATTTGCATATTAGCTTGCATCATGCTTTCTTCTTTTGTAAACTAATTCTGCA 23281 A_95_P010456 TA13522_4097

24064 284 9 247 TTTTGTCCCATTGAACGTGTTCTGTGTAAAGTTGCAGATAGTTATTTATTGCCGAAGCTG23291 A_95_P060170 BP134928

24066 284 11 429 TAATATGTCAAGGAGAAAAAGACGCTCTAGCCTGTTTGATATTGTTGCTGATGAGTCGGG23295 A_95_P156212 FG156321

24071 284 16 611 CCGTTCATAGTGGAGTGACATTTTTTGATGTCCATGTAAGCATAGTAGAATATGATTGTA23305 A_95_P264291 FG640840

24072 284 17 842 GGGTGTTTTACATATACACTTCTACTCTATGAATGTAGTAATTTGTGTGCCTTTTCTGTC 23307 A_95_P014236 TA12103_4097

24074 284 19 774 TGCCGAAGACCGACGAAATTCAGTTTAAGGAGGAGTGATTCTTAGTGTTAGATTGCAAGG23311 A_95_P163712 EH622807

24075 284 20 97 ATGGCAGTGTCAAAGAACTCATTGCCTGAGATCAATTACTTATCTGAGCCTCATTGGTGC23313 A_95_P136902 EB440602

24089 284 34 826 TAAGGTGATGGAGTAGGGCTATGTTAGGATGAATTAAAGAGGCTGCATGGCCAGTTTTTT23341 A_95_P253319 EB424967

24091 284 36 170 ATGTCTTCTTCTGAGGTTTGCCGACGACACATATCTGGAAAGTTACATAAGCACCATTGG23345 A_95_P004191 X72212

24102 284 47 670 TAACTGAAACTCGTAGCCCAGCCACATCAGTTGAGTATAACGACAGGGTGACTAGTAATT23367 A_95_P222042 EB433061

24104 284 49 435 ACATGATGAGTGGAGAAATAACGTTTCGTTAACGGAGTTCTAACGCACGTGTAAAGAATA23371 A_95_P104057 CV016825

24106 284 51 239 GACGAATCAGATTTGAAATTGGACTTATCCTCCTTGTATTCGAATGCCAAATCCCAGGCG23375 A_95_P053251 AM840678

24111 284 56 773 TAGTCTGCATCCATCTTACAGATCCTTTCTCAACAAACATGGTGGGAAATCTCAGGTTAT23385 A_95_P127267 EB426796

24115 284 60 829 TATTTCTGATGTACTCATGGATGGGGTGATTTCGAAACCGCTGGGCTATGATCTATTGGG23393 A_95_P289043 FG162032

24116 284 61 2894 GTACTTCAGTAACCACTGTCAAAGCTAATCTTTAGCAATGAATTGCACGCCATCTTTTTT 23395 A_95_P217392 AF194945

24118 284 63 204 CTTATGCTAAAGCTTCCGATCTTCCTCCCATCAGTTGTAATTGTTGACTAATTGAAATAA 23399 A_95_P110612 CV019809

24121 284 66 785 GCGGTTGCAGGTTTGTGAAGTAATAATCATTCTTTCGTTTTCCCTTATCATTATGGTTTA 23405 A_95_P285258 EB679218

24126 284 71 1217 CTGTTGAATTTTCATCTTTGATGGCTTTAAGATAGCGTGATCGATTTTGCATTGTCAATG 23414 A_95_P018461 TA11803_4097

24128 284 73 1046 CACTACCCAAGAAGTTGTTGATGCAATTATAGCTGCTCTAGACTAATCAGCACTATACTC23418 A_95_P150597 Y14432

24129 284 74 447 AGGAATGTTCCACTGTACAAGCACATTGCTGACCTGGCTGGTAAACAAGAAGTTGGTGTT23420 A_95_P162817 EH666157

24130 284 75 831 GCAGTTTCATCCTAGAGACTCTAAGCCCGTGATGAATCTATGGATGTTTATAGAACAACA23422 A_95_P287138 FG148784

24139 284 84 790 GTATCGGAAATTTGCTTGTTTATACGATCTATGATTTTCTGGTAGCTCGAATTCTTTTGG 23440 A_95_P194272 EH621684

24143 285 3 497 TGTGTTCATCAATGGCCACTCAAACACAGTAGTGCAGATCATTGGATTGAGTGTGAATCC23447 A_95_P073265 BP526174

24144 285 4 354 TGACATTAACTCCAACTTTAACCAGGAGGACCTGTACAAGCTGATACCCATGGTTTCTCG23449 A_95_P156107 EG650414

24145 285 5 891 ACTGCTTTGAATTTCAGCAGTTTGTCTACATGTTGCAGTGTACATGTTACAGTGGAAGTC23451 A_95_P011321 DV999505

24147 285 7 369 TTAACCTCTGTATGGTCTTTTGAAATTTTTAGTGCATCCTAATCTTATCCAGAAACGGAG 23455 A_95_P059840 BP535201

24149 285 9 752 GAAGGGATTGTTCTTCCATCTCCTTTGTAATTCACTAGTGCTTCCTTTATTGACTTGATG 23459 A_95_P117777 DV160733

24153 285 13 578 GGTGTGAAAAGTTTACGCGTCCTTTCTTCTCTCACCATAGTGACTCTTTAAGTTCTGTAA 23466 A_95_P263346 FG635797

24154 285 14 72 CATGTCTGGATCTTGTGATCCCTGACTGAACGAAACACAGAACATAAACAAAACAAAAAA23468 A_95_P103147 CV016363

24155 285 15 835 GTGCCCTCCACATTGTATTTTGGCAAGTAACACATCCACGATCGACCTCAATGTTATTGG23470 A_95_P232389 EB428507

24158 285 18 498 TGGACGGAATTCCCGCCAACAAAGAACAAGCGAACTTATTATCATCCAAAGGCATCCATC23476 A_95_P275398 AM818672



24159 285 19 651 TTATCCTAAAGTAGGTGATCACAGTATTTCCACCCTCCAGGCGTATTTAGCTTCACATTT 23478 A_95_P060445 BP134999

24163 285 23 26 GGAAGGGTGGTTTACGCCTATTGTCATATGGATCACTGTATTAAACATGACGGTTGGAAT23486 A_95_P015831 EH663872

24165 285 25 581 TATTTTTCTCAATGCCGCGATCAAAACATAGCCAAGAAAGGAAAGCAATCATCACAGCCC23490 A_95_P053886 BP133302

24166 285 26 466 TGAGAACAAGGGGTTTGATATCCCAATAGTTACTTCAGTTTTAGGAGATAACATTCTCTT23492 A_95_P132777 EB433494

24167 285 27 866 ACCTGCTAAAAAAGTTATGGTTGTAAGTGCCGCTTTAGATTAATTGGAACTTGGAAGTTG23494 A_95_P179487 TA12519_4097

24170 285 30 759 ACTTGAAGATTAAGGTTTTAGGCTGCAGTTGTCAGCTGTTATTTTTGTCCACATCTTTTT 23500 A_95_P192127 TA15386_4097

24172 285 32 466 TCTCAGATTTTGTACGTGGAAGACTCGACTTAAGCAAGAGTTACATGAATTGGAAATGAC23504 A_95_P079240 BP527715

24175 285 35 491 TTTGTACACTCTCGGCTTGAAGCGAAATGAAATATTAATCAGGCTTTGTTCCTGTTGAAT23509 A_95_P140157 FG623196

24181 285 41 605 TTGTAATCTGAAAGTTGCTCAGTAGTGAAGTTGAAATCCTACAAGGGTAGGTCGTGGTTT23521 A_95_P153152 EB683464

24184 285 44 407 CCAGATGTGGTTCTTCAGCAGGCGGCATTGATCAGTGATAGAAGTACACTCTTTTCATCT23527 A_95_P110832 CV019930

24185 285 45 367 GAGTAGATGGTGCTTGTTCCTCAGAGAGGTGCTTTGGGAAGAAAAAGTAAAAGCGACCTT23529 A_95_P212632 TA19877_4097

24186 285 46 549 ATGGAGCTTAGTTCGTTCCAAGTTTCAAGTTTATTCTTATTTTATGTTGAGCACCCTGTT 23531 A_95_P200742 TA17272_4097

24190 285 50 381 AGTACCTTTGACAAATAAACGGATAACGACTCTGTGTTGCTCTCGATAATGCTCGTGCTT23539 A_95_P102487 FG644307

24198 285 58 492 GGGATCTCTGGAGACCTTTCTACTTCATTGTCTTCCCTTGGAGACCTTTCTACTTCATTG 23555 A_95_P073060 BP526114

24199 285 59 1085 AAGACATCTTGGTAATTTTGAAGGCCTGTACTGCTCATTTACTGTCTTGGTATTTTCGCC 23557 A_95_P189192 TA14738_4097

24206 285 66 1025 ATGTGCCACTTGTTTTGCAATCGACTTGTGCAAGAGAAGGCCTACCATGATTCTGATTAC23571 A_95_P007771 TA13610_4097

24207 285 67 860 AGCTTCATGAACTATCCTTAGCGAGCTCTGCCATATGAATAAAAAGGAAAGGTAATAATC23573 A_95_P137652 EB441385

24210 285 70 624 CTGGTATATACTTGTCTAGGTCGTCAAAGTATACTGGGAATTATGTCCTGCACTCAACTT23579 A_95_P306763 FG636154

24217 285 77 789 ATGGCTGCACTGTAATTTGGCTAGCTGGAAATTATGGTTTTGCCCTTCATTTTTCTCTAA 23592 A_95_P180942 EB438484

24224 285 84 382 TTTCAAGGGTTTACATGATCTGCATGCTGCGAGGTTTCGTATCCCAACTGTTCCACAAGT23606 A_95_P156932 EB680094

24225 285 85 641 GCTAGTAATTTGTCTATCCAGGTCTTCACGTTTTATATCAACAGTAGTTTGGTGTTTTAG 23608 A_95_P211307 TA19581_4097

24230 286 5 447 TATTGATGAAAATTTTAGTTGGTGGTTGTACTGCAACGCTTTGGACAGTGCTTTATCCAT23452 A_95_P025731 TA19830_4097

24234 286 9 672 GCAAAGAGTGGTTGCAGATCAGCCAATTGAACTAGCCCCTATGTTTTCTGAGTTCCTATG23460 A_95_P041811 BP130189

24235 286 10 694 CTAGAGATCGGTTATCTACTTAAGATTGCTCATTTGAAGCATCAACGTCTGTTATCTCAC23461 A_95_P262696 FG195144

24237 286 12 1553 TAACTTCCATGGTGAGATTGTTGAGGATTTCCTGAGACTGAGGGTTGTCTATAATTTTTT23465 A_95_P190377 TA15002_4097

24240 286 15 381 ATGGCGTTCGCAGACCCGATTTCTCCTTCTATCTCCACTTATTATTCCGCATTTTTGGCA 23471 A_95_P090698 BP531062

24242 286 17 757 TATTGAAACAGTGGAAGCTGTATAAGAGGAAAACAAGATGAAGCATTTGACTGAACTTTG23475 A_95_P202852 TA17729_4097

24243 286 18 881 AAATTTCCTTGGACAGTCACTGTGGTATGATGCTATTCTACTTTTGCTGGAGCCAAATGG23477 A_95_P253429 FG158652

24247 286 22 674 CAGATGTCATGTATATAGATACTTGTATGGCCTTACCGGCCTGTGTTTTGAGTGTACAAA23485 A_95_P152737 EB683091

24249 286 24 762 ATATATATCAAAAGCTTTCGATCTTGGTCGTGTTTTCATCCACTTCTGGTCTGTTAACTT 23489 A_95_P127537 EB427062

24250 286 25 459 TCTACATGCATTGTACACAGCTTCCATTCTACATATATCCAAAGCAATATAAGTCCTTCT 23491 A_95_P122367 DW002356

24256 286 31 1003 TTGTAACTGCCACTGCTCTACATTGCCATGAACTTTAGTATTTCAACCTTACATGTAAGA 23503 A_95_P012196 TA16236_4097

24257 286 32 1682 ATTTACTCTGTTATTTATCACATTCAGAGGACCGGAGAAAGAGAGCCATGGTTTTATTGG23505 A_95_P014731 TA14619_4097

24261 286 36 824 AAATCAGGAAACTGCAGGAGAACAGCAAGATAAGGTGTTTGTGCCGTTTAGTCAGGAGTT23512 A_95_P216802 TA20783_4097



24271 286 46 827 AATTCGTCGAAGGCAATGCTAAACCAGTGAACATAGAAGTGGCTTAATTTTACAAACTTG23532 A_95_P222372 EB677671

24273 286 48 435 GATCGAGGTCCATTGCTACACCTTGTTCTTATTTAATTTTTAGTGATTCTTCTTGGTGTA 23536 A_95_P142717 FG643597

24274 286 49 803 CATTCCAAAGACCTCTCTTTTGGATAGAGCATTCCGCGATTTTTAACATGTTGATTATTT 23538 A_95_P226359 DV999856

24278 286 53 685 ATGTTATTCATAGCAATGGGTACAGGGAAAATGCATTGTCGCTCTGAAGCAAGGTCAGGG23546 A_95_P025381 DV158470

24291 286 66 201 TCACTCAAGTGAATTGGTTTCGAGAGCATTCCGCCAGTTTTTGGCGGCTTTCACTTTCAA23572 A_95_P139537 EB443313

24293 286 68 312 GAACGGAATGAAGAATGAGCAAGCAATATCGGAAGTTTTGTGCTGGTCAAGAGATCCTGT23576 A_95_P167941 EH664311

24297 286 72 959 ATTTTTCGGAAATCAGTGTAGGGAAACGTTTCCCTACTAAAGTGGGAGGTCAGTGTTATC23584 A_95_P007871 TA13446_4097

24300 286 75 847 TTGCTTGCTTATGATGCTTTTCTATCCAAGATACCTATTCCTAGTGGCAATGTGTATGCC 23589 A_95_P229899 DV159511

24301 286 76 564 TGCTTTTGGGTCAATACTCCACAGGCAAAACCACATTCACTTAAACATTTACTCAAAACC23591 A_95_P056376 BP133939

24304 286 79 502 GCGCCAGCTGCTCAAGGATCTTAAACTACTTAATCCCACTGTTTTTAATCTTTCTTACTT 23597 A_95_P068070 BP137042

24305 286 80 841 ACATACATGTTCTCAGCTGGTGATGATAAGCAAGTTAAGTGCTGGGACCTGGAACAAAAT23599 A_95_P205952 TA18402_4097

24312 287 2 766 TCTGGTTATGCTATACAACTTTGAGAGGAACTGGGTTTTATTTTAGTATTCAGGCGTTTT23612 A_95_P149167 EB678864

24315 287 5 758 ATTATAGGTGGTATTGTAAGCAACACATTGAGACCGCCTGTGCCAAGCTTCTGTGACAGT23617 A_95_P287873 EB450940

24320 287 10 374 CCAAGCGTGTGTCGTATATGTAGCATTTGATAGTTTTGATACGTCAAAATTGTTCTTGTA23627 A_95_P308748 FG643512

24321 287 11 2055 CATATCCCATTAAATGCTGTTAGCCTACCCTCTGAAATTGATATGCTAGCAAAATATTTG 23629 A_95_P200957 TA17322_4097

24328 287 18 855 GTGGTAGAAAATGAGAAAGAGATATGGACTGAGCATAGTTATCACAAGCATGGCTGCATA23643 A_95_P284718 FG169521

24330 287 20 1209 CGTATGTATTTCTATTTCTGCATGGAACTCTGCGTAATCCAATTCGTGCAGTGAATTCTG 23647 A_95_P184042 TA13598_4097

24331 287 21 872 AAGTGAATCAGTTAGATTCTAATCTTTCATATGCAACTGTGTCTTGTCTCGTCTCCTCTA 23649 A_95_P204687 DV160259

24332 287 22 872 TGTCACTTCAACATTTCATATATTCAACTCTAGTAGTGACTTTCGTGTTTGTGATCATGC 23651 A_95_P242767 FG160334

24333 287 23 579 CTTTGCTGAATTTGCATGTGGTGTTAGTTTCGTCTGTTAAGATGTACAATTATCTGAAAC23653 A_95_P019466 DW003772

24335 287 25 598 CTTTCAGCTTGGACTGCCCTTTCTGGTTTTATAATGTGTCCCTAAATAATATAATCTATC 23657 A_95_P198757 TA16849_4097

24336 287 26 1013 CGAAGAAGCCCTGGTCGGTTAAAGAAGAGAACTACCATGAAGAAGATAGTGAAGAAACAG23659 A_95_P135582 AB017694

24338 287 28 868 AATTATTGCTGCTTTATGGCGAAATCTGGAGCGTTTTGGCGTGCTCTGAGCAACGATGAA23663 A_95_P185847 TA14003_4097

24340 287 30 894 TAAGAATGGTAACTAATGACGTTGGTATCCCGTGGTGGGGTAGCTACTCCTTATCATCAC23667 A_95_P269486 EB424905

24343 287 33 1259 TAAAACCTGGGTTTAGGTTGCTTATGTGCATATCTATCTTCCCCCTCCCTTTCTGCCTCT 23673 A_95_P188377 TA14557_4097

24344 287 34 1227 GTTCCAAGAAACGCGGTGTAGTCTGGTCTTTATGACATAATTTATTTTTATTTTTTGGGC 23675 A_95_P027021 TA17581_4097

24345 287 35 791 ATCTAGTGATTTCCTTTCCCCTTCTACTACCCTGCCATAAAGCAGCTGTATTTTTTAATA 23677 A_95_P011881 EB426498

24347 287 37 319 TCTTTGCTTATCTTCAATCGCATTTTGTACTAGACACGTTCAAAGTTGGAATGACGAAGG23681 A_95_P095628 BP533269

24349 287 39 526 CAAGGAGGGAACATCTGATTAGATGTTGTCTAATTTTGTTCTTGGAGTTTCTATGTACGA23685 A_95_P223022 TA22158_4097

24351 287 41 757 CCTGAAACTCTTCATGTTTCCAACAAGAGGGCAGCTGTGAGCACCTATTTTTTATTATAT 23689 A_95_P302533 FG139104

24354 287 44 826 AGTCGGCTTACTTAGCGGATGTTCAAGAAAAAGAAAAAGCTATCCATCTATAGCTGGAGC23695 A_95_P270881 EB437031

24356 287 46 661 TGTCTAACCTTGGGTTTTTACCAAGAAAAAGACTGCCTTTCTTGTTCATATTCTCTAGCT 23699 A_95_P300773 FG637873

24366 287 56 503 TTGTTCAATCCAGCAAGGTTAGCCTTTTTAACATTTTCGAATGTCAAAGGCATTTGATGG23718 A_95_P054721 BP133516

24368 287 58 637 TTTGGTAGAATTGGAGATGTTTTGTGTTCAAAGTTGGAATTTTGAGGGATTTGATTGGGA23722 A_95_P221277 EB678015



24371 287 61 774 GGTTATATCTTTAGTGCTTGTTTGTGCTTGTGATGGACATTCTTTTGGGTTATCTTTTGA 23728 A_95_P183177 TA13399_4097

24376 287 66 792 TTGAGCGGCTTGCTAGGGAAGAGGGTATTGCTGACGGAAAGGGATATTATACAGATTTCT23738 A_95_P272106 EB447660

24379 287 69 782 TAAAAAAGCATGAAGTGTTGCGGCCAGGTATTTATCTTCCACAACCTGCTGCATTACCCT23743 A_95_P120557 DW000523

24384 287 74 482 ATACCTAAGAGCAAGTGGGATGAGGACAGCCAGAGTTCAACTTCATAAAGATTTGTCAAA23752 A_95_P044491 BP130895

24387 287 77 582 TGGTGCAGATGCTGGTTACCTGCATTACTTTTGTGAAAACTGACATTATATGGTTATTTG23758 A_95_P307888 FG639922

24389 287 79 467 TCTAATTGGTTTGGTGCATGTTCATTTTCAACAATGAAGAGGCAGATAATGGCACATGGT23762 A_95_P113747 CV021296

24393 287 83 646 GCCGTTAATTTCTATATGGCACCTGAAATCACTGCCCAATCCTTTTGGAGAATAGTGGGA23770 A_95_P300598 FG638437

24394 287 84 217 GCTCTTGTCAATTTCTCAGAGGACCCATCACTGGGTGATAGAATATCATATGTGTTGAAT23772 A_95_P157963 EH616022

24397 288 2 446 ACTTATTTAGGTGAATTCTTTACGTAGGTATTACAGAGGAGCTGGGCAGGGATTGTGGGA23613 A_95_P038586 BP129310

24400 288 5 0 ATGGGGTAATTTTCTGCTACTCTTATGTCCAATAATGTAGACAAAATGGTACAGCGGCCG23618 A_95_P265491 A_95_P265491

24402 288 7 681 GGATGTGGGTTACCATATCCCAAAAAGAAAGAGAAAAAAGTCTCCTACATGTAATTTATG23622 A_95_P267701 DV161349

24403 288 8 773 CTTTCTTGTCATGAGGAGTTCATGTAGATGGAATTGCGGAAAAGAAAATGACCATTTATT23624 A_95_P026216 TA22102_4097

24404 288 9 552 TTACTCTGCTTTAATGGGAAATTGTTTGATGTGCAGCATAGAAGAAGTCTTGTTAACGTT23626 A_95_P048686 BP131980

24406 288 11 1408 CAATCCCGGCTAATTCTGTATACCTGTGATTACTGTAATAATGTACCACTTCTATTTTTC 23630 A_95_P178877 X75088

24410 288 15 686 TTCCCTCTTCTCTAACATGCAGTCTGTAAGGAGGCCGAGGTCCAAGTTTAGTTTATGGTA23638 A_95_P304168 FG635257

24416 288 21 520 GGGTGTATACATTATATGTTGTAACCGATACAAAAGGAATATAACATTTGGGGTTTGCCG23650 A_95_P151222 EB681453

24418 288 23 197 CGCGAATCCAGCTCAAATAGAGTTCTATAGATTTGGATATAAATTTGTCTTAAGGCACTT23654 A_95_P093793 BP532412

24422 288 27 400 GGGGACAAAGTTGACTAGTGCTGACTATGGAGGCAGCTGATGTTTTATGAATGCACATGA23662 A_95_P032506 AB120521

24424 288 29 787 GCTAATGGAGATGGGAAGCTTGGCACTCAAGGGCTTATTACTGTTATAGAGAGGATCAAT23666 A_95_P126257 EB425523

24427 288 32 987 ATGTGCAATGCTCTCAACAATTTTGTACGTTTATGGGTATGATGATACCAAATTTTACCC23672 A_95_P017766 TA16133_4097

24428 288 33 285 CGAGTTCAATTAATCCCATTACAGATCGCGTGTAACTATGTATACATATAGGTCAAAATG23674 A_95_P148872 EB678400

24431 288 36 322 GGAGTGAGCCATTTTGAAGCTGGTGATTCTAGAACCAAAGAATATGTTAGTTTGCTAAAA23680 A_95_P102947 TA12168_4097

24434 288 39 787 CATCAGATGAATTCAATCCATTTTTGTGGTCATGTTCTTTTGTTGCAATCTACCAGTATG 23686 A_95_P012476 TA13493_4097

24436 288 41 644 ATAATTCACTCTTTGCTTTTGGCGCGGCAAGAATTGACATAATCAACCTGAGATGCGCCG23690 A_95_P183397 TA13448_4097

24437 288 42 782 TGATGATGAGTACATAGGTGGTCCCAGACAACAAATCCGACAGCCACTGATCAACAATAG23692 A_95_P244537 DV999592

24438 288 43 746 TATGAACCTACTATGGAACTTGAGAATTTGTGTGTGTGTGTTGGTGTATTACGTACTTTA23694 A_95_P003786 TA11883_4097

24439 288 44 514 TGTGTAGCCTAGTATTTCAGCTGAAAGATGAAAGTTAATGGTGAAAGAGCTGAATGTGTA23696 A_95_P262936 EB446476

24440 288 45 489 CTGGTCTTACCCAACCATTGTATTTCTGTTTGTAAAGTTTACAGAAAGCAGGACAGAAAT23698 A_95_P115127 DQ437541

24448 288 53 430 AGGTGGTTCCAAACAGTTGAGATTGCATCTCAACGCCTAGAACTTTGCATGCCAAAAGAA23713 A_95_P094608 BP532793

24454 288 59 141 GCCCTCCACACGCGTGCTTCTTAGTTCTACTTCTTATTTTCATCAAGTAAATTGTATTCA 23725 A_95_P100943 BQ842958

24457 288 62 281 GCACTACTTTTCTGGTTACCTATGTTTATATCAGCCTGTTTTTAAGACAACAATTCCTTG 23731 A_95_P309118 FG644729

24458 288 63 664 GGACGATGAACTCCCAAGATGGTTTTGCCATCATTACTTTTAAATTCTGTACCATTGATA23733 A_95_P182842 TA13316_4097

24465 288 70 577 ATTTGATGCAACATTCCTTAAAGAGATGCCTCTATGGGTCTCTTTCCCCACTTTACCTGT 23746 A_95_P068585 BP137164

24468 288 73 958 GAAGTCAGGGTTAAAGTGAGGGATGTATAATGTTCTTTGAAACTAATGTATTAGCTACTC23751 A_95_P222522 TA22052_4097



24469 288 74 289 GCTGGTACTGTAATTTGATTTTGGGAACTTAATCTTGGTTGTTTTGAAATTATGGTCGCA23753 A_95_P025201 TA13570_4097

24470 288 75 313 TTGGAAGGCTTTATGCCTGATCAAGGATATTTGATGTAGGATCTTCATTTTTACTAGTTC23755 A_95_P100448 TA12797_4097

24472 288 77 424 CCTAAGCTTCCAGGCATTAATGACATTTTCTGGGATCACATTCTTTCTACAAGCCCTCTC 23759 A_95_P085860 BP529398

24474 288 79 787 ATGCACTTAACCTGAAAGTGAAGTCAGTGAGGTACACTCGTGGTAGTTTCATCTTCCCTG23763 A_95_P013931 FG142227

24479 288 84 511 CAAAATGCAGCCTTCTCGAACACGATCTATATAAAATTTCACAGTAGTTCTGGCTAAGGC23773 A_95_P184342 TA13673_4097

24481 289 1 756 CTTTATAAAGCTGGAGAAAATAGATGGGGAACTGATGAGAAGACTTTTATACGCATCTTT23776 A_95_P128782 EB428512

24482 289 2 824 CAAACGACAGATGATGATGCTATGTTCTGTATATTTGGCACTTCTATTATGGTTTAATGG23778 A_95_P216532 TA20726_4097

24483 289 3 60 GAAAATTTCTTGCATTTTCTGTCCTAACAATCTTGGTTTGTTCTCTCCTTGTTAATGGCC 23780 A_95_P128042 FG624980

24484 289 4 926 TTATCTTCATTCATGTACGGACATTTGATCATTGAATGGCCTGAAGTTCCGTGTTCAATA 23782 A_95_P220617 TA21646_4097

24486 289 6 421 GGAGCTGTTGTATCTCATTTGTTTACGAGAGTTTGTTCTGTAGTTTCTTTCAAATTTCAC 23786 A_95_P202392 AM817228

24494 289 14 802 ATCATCCTGCATACCGTTACTTCCAGTACATGCTAGTGGATCTGCATCAGTACTTGCGTA23802 A_95_P253644 DV161442

24498 289 18 0 ACGGAAAGCCATTAGCGCACAGCAATCTTCGTTGAAACAAAACAAACCCTAGCAGCAGAT23810 A_95_P266186 A_95_P266186

24500 289 20 542 TAGATATGTCCCCTTCACATTTGGCAAACAGCGTTACAGCGGGAAGAAAGAAACAGTCAT23814 A_95_P149647 EB439032

24502 289 22 633 CCACTTTGTTGGATGGTGAATGCAATGCCCATCTGTTCTCACATTTTTTGTTTTCACAAA 23818 A_95_P058551 BP134501

24503 289 23 496 GTGGAAGAGAAAGTGAACATTAACTGACATCCTTGTATGTGTTTATCGAGCAATACAATG23820 A_95_P121887 DW001969

24507 289 27 1852 GACTGTTGAATACACTGTAATAGTGGATGACGTTCTTAGCAATCCCTAAATAACACTTTT23828 A_95_P023706 AF426837

24509 289 29 105 CCGTCCTTCATTGTAATTGTAATCTGAAGGAAAAGGATGGTCTTCTTAGAAATTCATTCT23832 A_95_P090128 BP530816

24511 289 31 545 ATACAAAAACCCTGTCTCTCAGTACCTACACCATTGACTGTCGGAAGATAGGTTCTCACA23836 A_95_P081880 BP528375

24516 289 36 195 TTATGGTGCTGGATTTTGGAGAAGTCCCTCTCAACGGAGTGACAACATGGAAACAATGGT23846 A_95_P133712 EB435348

24520 289 40 364 CAAGGCACCAAGATGATCGATTTTGTTGTAATGTTTGGTTGATGTGCTTATCCTCGATTT23854 A_95_P122287 DW002306

24522 289 42 713 AAGAGTATAAAATTCCTCAGGGTGGCCTATTCAATTTTGTCATATGCCCACATTACCTCT 23858 A_95_P269956 EB428227

24525 289 45 623 AGCTCTTCCTTGTTGCGAGATATTATATGCTTTAATAATTGCAGCTTCTAGTCCCAAAAA 23864 A_95_P188782 TA14646_4097

24528 289 48 267 GCTTAAGTTGCAGCCTACATTTTGCAGTGAGCCTTAGTTCAATTTACAGGAGATTTAGGT23870 A_95_P107587 CV018454

24531 289 51 500 CCATCAGTATTCGGCAGCTAAAACATTTGCTCATGTGTTTGGGTTTATGGATATTTGTAT23876 A_95_P186692 TA14180_4097

24534 289 54 499 CGACGTGGTCACAACCCACCTTTGATGAGACATTTAATTGAACCTAATACTGTTTATCTT 23882 A_95_P286548 FG635493

24535 289 55 835 ATGCTTTGTGCTTTTGGGATGAATTACACTTGCATCACAAGAGGCAGATGGTCATAAAGT23884 A_95_P292503 FG139517

24538 289 58 136 AGAAGCAAGACCATCATTTACACAGATAACAAACAGATTGCGCGCCATGTCACAAGCGCT23890 A_95_P034209 AJ718283

24539 289 59 636 TATTGCACTAACTTCTAACTTGCCAGTTGCTTTGAGGTGCGTAATTAAAGTCTCAGCAAA23892 A_95_P116892 DV159674

24543 289 63 789 GAAAGGTTTCCTGTACTTGCCAAGGTTATCTGGTTTATCTTTACTTTGTTAATTCCCATT 23900 A_95_P269291 EB450319

24544 289 64 819 ACTTCTGATGGGCAACATGCAGTTAGTGAGTGCTTTCTAGATGACATTGGGCAAGACGAT23902 A_95_P293838 EB438212

24550 289 70 560 ACTGAAAAAGTTTGTCACTCTATCCCAGTCATTTGTAATTGTAATCCGAAGGTCGAAGTA23914 A_95_P151037 EB681257

24551 289 71 1753 TACTTCTCATTACCCCTACAAGAGAAGACTAGGTACTGTAAAAATTACTCGTCTAAAGTG23916 A_95_P182942 TA13341_4097

24557 289 77 524 ACGTACGATGAGAGGAAAGCTAGGTTGATCGAAAGACTCAATGCTTTGAATGCTGCTGGT23928 A_95_P048311 BP131873

24560 289 80 864 GACTCGTCAATATAAGGTACCTGTCATAATTGCTGACTTTTCAGCTTTTACTTCTTAATC 23934 A_95_P208187 TA18913_4097



24566 290 1 602 TGCCAAACATCTCCCGACGATCAACTTTGATCATTTGTTTGCGTATTTATATGATCATTA 23777 A_95_P129107 FG136481

24568 290 3 199 TTTGGGCCTATTTGCTTCTTGGATTACTGGGACTAGGGAGATTTTGACAGTCATGAATCA23781 A_95_P036663 BP128790

24578 290 13 622 TACTGATGAGTGTTTGTCCTTTCCTTTTTCTTTATTTGGGGGTTGGGGTTGGGTGAGGGT23801 A_95_P195127 TA16049_4097

24579 290 14 466 GTTACATAACCAGCATCTTTGCTTGGGTTCATATTATACACTGGATCTGGGATCTGGTGG23803 A_95_P238824 AY081941

24581 290 16 458 ATTCTTTCATTCTAGGAAGCTGGAGTAGTATAATACTACTGCACTAAGCTGCAGTGTATT23807 A_95_P262941 BP530854

24582 290 17 450 CAGCTCAAAGCACTTATTTCGTAGCTTTACTTTTCTGGTGCATTTACAACAGAGGTAAAT23809 A_95_P004686 TA13685_4097

24589 290 24 441 AGGGGTATTTATGTAATTCATGTGTTGGTTCCACGTTTCAGCTCTTTTCATTCTATTGCA 23823 A_95_P125462 EB041772

24590 290 25 537 CTCAGACTTGTTTTGTTAGTTTGGAGAGACTTCGCTTCATGCTTTCTACATTATTTTACT 23825 A_95_P153472 EB683730

24591 290 26 359 CTCCAAAGGCTATTCAAGCAATTGTGTTGTTAGATCCACCAGTCTACATTATCCACACGT23827 A_95_P053526 BP133201

24598 290 33 607 GATATTGGGAAGAGGATTTGTCCGTTATTTGACAGCAAGTGTGATGAATTTTCAGTGAAA23841 A_95_P243872 FG642795

24601 290 36 776 TATAAGTGTCTATATATCTGACCGGTTAAGGGGGAGGTTTTGATATTTCCTGCCAATGTT23847 A_95_P272226 EB450882

24603 290 38 876 GCTGCTGCTGTCGAAGCTTTTGTGTGACATAGTATTTTTCCTTCTGGTGTGCACTTTAAC 23851 A_95_P267726 EB450082

24606 290 41 871 GATGTGTTGGAGTGAGACTCTGAAGATCTGAAGAACGAAATTTTAGAAATTGTTTTCCAA23857 A_95_P234189 DV998837

24609 290 44 382 AGTTGGGTTGGATTTCCGTCTTTATCTATACTTTCCGCTATTGGATATTATGAAAGAGTA23863 A_95_P098598 BP534564

24617 290 52 798 TTTGCATCATATTCTTGTTCGAAGATACGCACTCGAGCTCAAACACTCAACCCAGCTCTG23879 A_95_P311113 FG168999

24618 290 53 690 CCTTTAGCAGCTTGGTTGGATAGTTGTTACCCTGTATTATATTGTATTGGTACTCTAAAT 23881 A_95_P161702 EH620352

24620 290 55 1640 ACCATTGTGTCATAAATGAAGTTATCTCCACTATATATGCACGGGTCATTCGTTGCTGGT23885 A_95_P199512 TA17010_4097

24624 290 59 906 ATCGTGCTACGGTGATGTGAAATGATACTGTATGAATTCCAAGGAGTGCTATATCTATCG23893 A_95_P204527 TA18085_4097

24626 290 61 825 TATTGAAGATCCTGATGGTTACAAGTTTGAACTTTTAGAGAGGGGTCCAACACCCGAGCC23897 A_95_P137977 EB441692

24628 290 63 403 GGATTTCCTGCTAAAATATTCTTCAACTGGTGAAGAATGTGCACTTCCAACTGATTTTCC23901 A_95_P054781 BP133533

24629 290 64 771 TGATTTTGAAATGGACGGCGTTGAGCTGACCCCTGAAGAACAAGCAGCATTAGCTGAAAT23903 A_95_P218147 TA21108_4097

24632 290 67 683 GAAAAACACAGGGGAGCTATTACTGTCATTCGGTACTCTCCAGATGTTTCCATGTTTGCA23909 A_95_P151842 DV162033

24635 290 70 1987 GTAACTCCAACTCTTGGTTCTCAGATAGTCCTGTAGTATATTTTTAGTTTTCAGAGTAGT 23915 A_95_P026826 TA13109_4097

24636 290 71 451 CTACTCCCTTGGTATTGTCTCATTGGGTACATGTATATTATTTGTGATGAATGAGACGTT 23917 A_95_P212247 TA19792_4097

24638 290 73 782 ATCAACAGAGAAAGTGCATGCTAACAATGTAGCTCATAGAACACCATGTAAAATTGTTCC23921 A_95_P149737 EB679689

24640 290 75 312 CTGTGGTCTTGCTTGTGTTTTAATGGTTTTGAGGACTCTCGGTAAGGATTATGATATGCA23925 A_95_P151562 AM818734

24642 290 77 877 AGCGGCTTATATTAATTGTCTCCTGCTCCAGTATAGTAAATTATGGGAAGCCCGAGTTTC23929 A_95_P218457 DW001338

24643 290 78 1403 CCAACTGCATGGTAAATTCTAGTACGGGACCAATCCCACCATTTAACCTTCCTAATAGTT23931 A_95_P013081 TA13401_4097

24645 290 80 394 AACAGCGTGTAACATGCGATATCCAACTTTTTATTCATCAGAAATGTTCCTTACCCTATT 23935 A_95_P133357 EB434809

24649 290 84 490 TACATGAGTTGCATCTCTTGTTTGCGATCCGCAGCGCAATAGAGTCTCCTTCAGAGTTAT23943 A_95_P055476 BP133712

24652 291 2 526 ATGGGAGGAGCATTGTAGTATTGTTGAGTTGAGTATCACACAAGATGTAAAATCCTATGT23948 A_95_P140532 EB444428

24655 291 5 317 TTTATTCCTATGGAAATTGTCTGTAAACCTAAACAACTCTTACCGCATATGTAGCTGCTT 23954 A_95_P028701 EB451322

24659 291 9 344 GGCAGGGCATTGGTGGGAGCCATGTAATAAGTGAATAATTGTTTTCTATCCTAAATATAC23962 A_95_P178987 TA12399_4097

24661 291 11 218 GGCAATTGAGAATAGTCCTTCTTTACAGTGTATGCCTGAGCTATTGGAAATGTCCTTTCT23965 A_95_P131847 EB432273



24662 291 12 557 TAGAGTCTATTTGGGTTATCATACGGTCGCACAGGTATTTGCTGGAGCTACTTTAGGAGC23967 A_95_P156872 EH616675

24665 291 15 780 TGTAGATTTTCATATTTGTTCATCACTACAAAGGTCTGATTCTTCCTTGCTCTATTTGCG 23973 A_95_P150552 EB680665

24666 291 16 834 AACTGAAGCAGCTTTGCTAGTAGTACTGGAGAAGTTCTTTGAGGTGGTTTTGAGCCTTCC23975 A_95_P148837 EB678368

24667 291 17 979 CTGCTGTTCTCCCAATATATATTGTCCTTTTTGCACTGAGAACTGTCCAAAATCATTAAT 23977 A_95_P018401 TA16244_4097

24668 291 18 612 CGGTGCATGTGGAGAAAATCCAAGAAGTTGGCTATAAGATATTTATTTCAAGTGCAAATT23979 A_95_P307983 FG640354

24669 291 19 892 GCTTGCAAAAAATCCAGCTCTGGCCAATGAGAACTGGGACAGATTTCTTCCGCAGTTTAA23981 A_95_P012526 TA20719_4097

24672 291 22 765 GGATAGCAAGCTGTGACAATCTAAAGACTTGAACTAGGACCATTTAACATATTCTTTTTC23987 A_95_P010101 DV159747

24674 291 24 349 GTACCTTGTTTCTTCTGGAGGGTACAAAGTTTCCAGCTATACATTATGCATCTTCTAATT 23991 A_95_P159367 EH617504

24675 291 25 349 GCTGATTTCCCAAGTGCATAGATTATGGATGTGATTTTCAAATCTCACTAGCAAACTGTT23993 A_95_P133047 EB434099

24676 291 26 826 GAAGAGCTGCAAAGCTTGTTAACTTATTATACTTCTTCCTCTAAATCTGTTCAGAAACAG23995 A_95_P272146 EB447902

24681 291 31 480 TGGGAGGCAATATTTCAAATTTCATTTGGCAAAATATATTTGAGAGTCGAGGTTTCCGAT24004 A_95_P266191 BP532909

24682 291 32 645 GGATCTTTGATAAATTACAAATGTGGATCAGTTGAGACTAATGTTTGAGTCTGGTATACC24006 A_95_P029211 TA13069_4097

24689 291 39 627 TCCTCTGACGGATGCGAGTATAGTCTTGATGTAGGTGAGGATGACTCATAATCCTTTGAC24020 A_95_P051941 BP132789

24690 291 40 896 AATGGGAAATTTACTCGTGACCAGTCACTTGTATATACTGCTGTCCTCGACGCTCACGAT24022 A_95_P012011 EB440534

24692 291 42 305 AAGCTGTATAGAGACAATCTGCATTTCAGAACCTGAAATGAATTTTGCTCTTTGATCTGA24026 A_95_P025951 BP131112

24693 291 43 263 CTCACATTGTTTAAGTTGAGTTTTGTTGTGACGATCTCAAAATTTTGCTTGTTCTTTGCC 24028 A_95_P133537 EB435095

24698 291 48 690 TTCCAGTACTACTTAATGACGCCGGGAAAACTGGCTCACTCAAAGCAGCTTCTGCTAAAA24038 A_95_P300293 FG190228

24699 291 49 706 ACTGACCAAAAAAGTCAAGTGATGTAGTTGTTTCCTTCCCATTTTCTTCCTGTTTTTCTT 24040 A_95_P022381 TA13660_4097

24700 291 50 319 TTTGAGCCTAATTGGGAATTGAATGATAGAGATTTTTAGGGTATGGAAGAGGACTGTATA24042 A_95_P143302 EB446644

24703 291 53 434 TTGTGTAGGCAACTGTGTCACCTAGTTTGTGTCTCGTTCAAGTGTTACTATTTGAGTTTG24048 A_95_P226425 EB437833

24705 291 55 823 CGCCCGATGTCTGAACTCTTGAATCTATGTGTTATTGTTCTTTAATGCATCTGTATAATA 24052 A_95_P008116 DV157864

24707 291 57 1398 CTGTGATGTCAAAATTGTATTATTTGTTTTGGCTGGTAATCTCATTGGAAGCTGTGACTT24056 A_95_P221592 TA21851_4097

24708 291 58 904 TAGCATCCACCAATGCTATAATTTCTGCTGCCTGTGCTTTGGAGACCTTGAAGCTTGTCT24058 A_95_P220082 EB427964

24709 291 59 131 TTCACACCTTGAACGTAATGTACATCTCGAATGAGCACGCCCATGTTTCTACTGTTAGTA24060 A_95_P241885 AJ718708

24713 291 63 825 CGATCAAGCTTATATACTGAAGTTTGACAAGGATACAAACATATATAAACAGCCAAGCAC24068 A_95_P290178 DV162082

24722 291 72 790 GTAAAGAAGTTAGGCCAGCAAGAGATGAAGAACTTCCATCTGCTTTCGTGGAAGAGTATA24086 A_95_P255884 EH616991

24723 291 73 397 ATATGGCTTTAGTTATCGTCGTCAATCTTCAGAGTTATTGCTCTATTGAGGGCTGGGCCT24088 A_95_P095848 BP533364

24725 291 75 535 CTACCTATCCTTTGCAGACATATCTGATTTGGAGAAGCAACTTTCAGATCAATCAAATAG24092 A_95_P072370 BP525944

24730 291 80 863 GTTTGTGTTATCAGGTCCTTGGCACTAGATTCTTATCCATTGTCATGGCTAAATATTTAT 24102 A_95_P013131 EB451357

24737 292 2 312 GATGAGGCTCTTAACCAAGGATACTAGAGTTTTCATTCTAAGCTTTTTCTCTTATACTTC 23949 A_95_P102182 CV015908

24740 292 5 606 CGAGTCTGTTTTTCGCTTTAAGGCGTGTTTGATTTAATTTTGTTGAAATTCTATGGGGAA23955 A_95_P177572 EB432034

24743 292 8 324 GGAACTCTTGTGCTTGGAAAGCTGTCCACATTTGTAAAAATTGATGACTCTTCTGGTTTT23961 A_95_P122092 DW002140

24750 292 15 827 CAGGATATGATCTGGAGTTCTTTGAAACAGTTTTTATCTGTTTACTGTGTTGTGGATTCT 23974 A_95_P008641 TA13791_4097

24756 292 21 667 ATACCATTTTGCTACTCTAATTGCTTCATAGGCGCTATTAGGTCCCTGATAAACATTCGC 23986 A_95_P117782 DV158020



24760 292 25 413 ATTGAGGGGTATGTGGAGAAATATGGAAAATCTTGAGATGAATTTTGCTCTACGTGCTGC23994 A_95_P114982 CV507107

24761 292 26 489 CCTGATCTATGCCCAAGTCATCCATATTTTCTGAACTTAGATCATAGATCAATAATGACA 23996 A_95_P129692 EB429656

24767 292 32 579 TAAATCTTTCGGACCTTTATTTGTAGAATTCCTAGAAAGTTTGTGGATTTTGTGGCACCA24007 A_95_P307508 FG645125

24769 292 34 804 TAATATACTTCGGCGCTTAGCATCCTATGGCTGTAAAATCACTGTTGTTCCTTCAACATG 24011 A_95_P152477 AJ319873

24770 292 35 905 CTATCAAACCAAAAGAAAAAGCTGTGTTTTGCCTTGTCTTACAACTTGTTTGGATGATTG24013 A_95_P024371 TA18559_4097

24772 292 37 489 GCTTCTTCACTTAAAAGGGAACTTCACAGTTAAGGTCTATCTCATCTCCCTTTCTTATTT 24017 A_95_P208662 BP530687

24773 292 38 733 CCATGGCTATCACCTATGCCAAGAAATGAGCAATTTTAATTCCAGGACACAGCTATGGTG24019 A_95_P234714 FG644997

24779 292 44 106 CTTTTTACTCATGAAGAGCCTATTGTGTTTGTCAGTCTGTATCCTATAATTCATGTGTAG 24031 A_95_P130172 EB430216

24784 292 49 139 ATTGACACCGTAACTTCGGAAGAAGGTGTGCCTTTAGTAGGTGAACCATTTACTTGGGGA24041 A_95_P143732 EB446943

24786 292 51 164 TATAATGGGAGGTGTATTGGGTAAGAATGAATCTCCCTGGCTTCTGTCCCGGAGACAAAA24045 A_95_P148137 FG194427

24792 292 57 627 GTGTTAGGGTTTATGTTAGTCTGTGTATACAAATGAAATGATGAATGAAAGGCCCATCTT24057 A_95_P241195 FG146706

24795 292 60 674 CAGAATTGACTCTCAGAGTTCACCCTATAATTTCGCTGATATTTTATATGTTTGACTTGG 24063 A_95_P053831 BP133290

24797 292 62 305 CCAAAGGGCGAATAATTCTACATATCCTTTTGCTTTCTTTGTGTGTTCTCTTCTGACTGT 24067 A_95_P091393 BP531337

24798 292 63 933 GTTTTGCTTGTATACTATTTCCCTCTCTCTGAAAGACTGGCTAGTAGTACTGAAGCTGCC 24069 A_95_P008991 TA12943_4097

24799 292 64 615 GGTGGGGGTTTGTTTGACGTTGTAAAATTTGATAAAGAAATGAGGGTATTATTGTCATTG24071 A_95_P032071 TC74049

24814 292 79 725 GTCTCTGTCCATCCATGCTAACTTCTGGCAATCACTTGTATCACTTGTGGCTAAGTTTTC 24101 A_95_P000526 EH623004

24816 292 81 421 CCTTTTCGGTTCTGATGAATGCATTTGTTACGCGATGTATTAGATACTAATTAACACAGA24105 A_95_P276703 FG635575

24817 292 82 36 AAAGGAAATGAAACTAGCCAAGGACGAGCTCGAAGACATTTGAATTGTGTTGGCTTTTTT24107 A_95_P132432 EB432894

24826 293 6 259 CATGGATCTTCTCGATCCTGTATGTGTAGTTCATATTTGGAGTACAATCCTATTATAGTT 24124 A_95_P029661 TA19597_4097

24827 293 7 763 TGAAGGACGTGATCTTGCTCAGGAAGGTAATGAAATTATTCGCGAGGCTTGCAAATGGAG24126 A_95_P246927 EB432816

24829 293 9 853 TTACCATCTTGCGCAGCAAAGACTTGCTTGGGTGTCTGTGTTTATGATTTCATTGCTCAT 24130 A_95_P269696 FG148776

24830 293 10 516 GTATAACAGTCGTAGAGTGGTTAGTAACATGAGCATCTCTGCTCCTGGTATTTTAACCTA24132 A_95_P108137 CV018687

24835 293 15 805 ACCACAGTCTGAGACATACGCTTACTGGTGAAAACTGATGTTGTTGACGTGGATCTCTAA24142 A_95_P012021 EB424612

24837 293 17 259 CTCGTCAGCAAAGCAATTTATGGGTCATACTTTGGTCCATTAATAAACAATATGTTTGCA24146 A_95_P110997 CV019999

24839 293 19 615 CAATAGCATTAAGCATTGCCCTCTGCAGGAAGACTAATGATGCTTTGAATTTTGTTTATA24150 A_95_P012471 EB431036

24842 293 22 167 CGTAGGTTCGAATCCTACTTGGGGAGATTTGATTGATTCTGAATTAAAGAATTCAGAATA24155 A_95_P029086 TC72383

24843 293 23 1081 ACCTCCTTCATATGTACAAATGGCGGATTTGGAGAAGAAACAGCAATTGCTTGTACAGGA24157 A_95_P183707 TA13518_4097

24848 293 28 862 AATGAAAGCTGTGGCTGACTAATTAGACGTGAGTAGGTCAGTATCTCACCTAGCTAGCAG24166 A_95_P305328 FG144744

24853 293 33 767 GGTTGCTGTAGTAAACTAGCTGCCAAATTTGTCTCATTAAGAGCTTTCGATTAGTTATAA24176 A_95_P247157 TA16465_4097

24854 293 34 810 CACAGATGCCAAAGCAAATAGAGGATGCCAAAAATTGCGATCCTGACATGTCCTTTTTGA24178 A_95_P180132 TA12668_4097

24857 293 37 665 TTCAGTAATTGTTTGTGAGAACTTTATTTTGTCAAATTAATAGGAGGCACGGTTCATCCC24184 A_95_P124587 DW004385

24864 293 44 744 ACAGGCTAGCTTCCTTGTTCTTGCTAGACAATTCTTTGTTGGAATGGTGGTGTTAGATAC24198 A_95_P264126 EH616914

24866 293 46 391 CGTCTAATTGACTCTGCAATGAGAAAAACTCTAGGTTTTGGTTAATTTAGGTGTAATGAG24202 A_95_P092648 BP531912

24868 293 48 883 TGGTTTTTTGATGGCTATATGCCGAGGTTTCTGGTTGTTGGTGTAGTTTGAGTGTAGCAT24206 A_95_P268411 DW001352



24869 293 49 874 TACGCGGAAGCTTTGCAGAATTATTATGAAGCTATGCGACTAGAAATTGATCCCTATGAT24208 A_95_P246537 DV999238

24871 293 51 666 CTCTTGTGTCTTTCTGAAAATGGGGAGGTTTTATTTTACTGCTCCGCCAATGAGTAAAGA24212 A_95_P195617 TA16156_4097

24877 293 57 627 GTGAAGGAATGAAGTAATAGAATTCCAGAAAGCTCCAGTTTTGTTTATGAGCTTTACAGT24223 A_95_P150932 EB681080

24878 293 58 480 CGAACAAGAGCTGGGATCAATCCTTTCCCTTTTGATTTTCGGTTTGGTCAAAATTCTGTT 24225 A_95_P091593 BP531425

24879 293 59 506 AAGAGAACTTCTTGAAGAACCAGAGGCTTCTAACACGGATGTATACGAGTCAAATCCAAC24227 A_95_P110897 TA13017_4097

24880 293 60 376 GCTTTAGTCGGTAAACTACTGAACTTGTTTCAACTTTGTGAATTTTGAGCAGCTTTTCTT 24229 A_95_P163207 EH622180

24882 293 62 424 AGCACTTGTAGTCTGTAGTTGCTCAATGAATGTACTGTTCTATCAAGAACCATAACTATG24233 A_95_P117927 DV160902

24883 293 63 442 TCTGGAGCTACTAAACTTTGTATTTCGACTCGATTTTATGGTAGAAATGGATTAAAGTGC24235 A_95_P125397 DW005183

24884 293 64 327 GGAGCAAATTTTGGGACAACTTCTAAACAGCCAGATTCTGAGGTTATTATATAAGAAAGT24237 A_95_P181592 TA13016_4097

24885 293 65 641 GGCATGTTGCTCTTCATCTTGATGGTCATTAGATTTTTAAGCCCCTATATTATTGTTCCT 24239 A_95_P270611 FG642619

24886 293 66 154 TAAACTCTAAGCAGATTGCGCCAAAATGGCTGCTGAAATTTTAAAGGGAATGGGGGGTGG24240 A_95_P315378 FG182040

24887 293 67 595 AGTTAGCGGGCACAAATGGTGCTACAGTCAAGGGATTTGAACTCATAGACGAGATCAAAG24242 A_95_P292328 EB428944

24889 293 69 768 TATGGGCCCTACTGGGACTGTTGTGAAATTTCCTGAAGATATGGGTTTACCTCATTTTTT24246 A_95_P118827 DV161900

24894 293 74 823 GTCCTACGCCACAAACTTTGTTCCCGGAAAATGAATACTATCACAAAACAATCTTAAAAT24256 A_95_P003166 TA11664_4097

24895 293 75 706 TTGTGGCTACATTAATCACTGTCTACGCCAACTGGACGTTTGCTAGGATCCATGGGAATT24258 A_95_P292264 FG194373

24897 293 77 874 TTAAACACAATCCCTGTCTCTGTCCTTAATGAATTCAATTACTGCACTTGTGCACAACTA 24262 A_95_P269711 EB426072

24900 293 80 1148 GTTTCGTGAACTCAATGATCGGGGTTGGAACAGTAACAATCATAGTGTTTGTGGTCGCAG24268 A_95_P223452 TA22254_4097

24904 293 84 397 GTTGTGGAAACCATTTGAAGACCCATCATTCGTCTGGATTAGTTATATAATGACATTAGT24274 A_95_P099648 FG636194

24905 293 85 852 AGTCTTTCCGTGTCTTTGTAGATCTAATCTGTCTGTATATAATGCCCTTAGCAGAAGGGA24276 A_95_P009661 EB679350

24908 294 3 775 AGTACAATCATAACAAAAGATCATCATCTACTCCTAAGTCATTCCCTCCTCCTATTTCTT 24119 A_95_P138237 EB441981

24917 294 12 859 GCTCAGCACACATTGAAACAATTTATTTTTGCTTCCAGTGTACATCTGTATTCTGTAACA 24137 A_95_P285668 EB432066

24921 294 16 495 GACACTATAAAATTCCAATATGAAAAAGGTGCTTTTGCATGGGAATTGCTGTCGGTAATA24145 A_95_P104937 CV017229

24923 294 18 1990 CTCTTATGTGAAAGAAAACATCTCTGTGCAAGTCACAAGCTAAACAAGTTAGAAATTCTG24149 A_95_P195577 TA16147_4097

24924 294 19 908 GCTGTTGCTGCAGACTCGTAGAGAGAATGAGTTATGAGGAATAAGTAGGAGTTAACCGTG24151 A_95_P235169 EB424981

24925 294 20 604 AGAGAAGCCATCTTGGACATTGTGAGACAAATTTGCTATACCATTGTTACACTGAAATTG24153 A_95_P133072 EB434140

24927 294 22 534 GCTCAATCGAACGTCTGAGATAGTTGAAGTTGGAAGAGAAGCGACAAGACAGAAACAGGT24156 A_95_P058521 BP134493

24928 294 23 430 AACTCAAATTTGATGACCACATTGTTTATGAGCAAGACTACCTCGTCCGCGTTCTTCAAG24158 A_95_P103057 CV016321

24929 294 24 388 GCAACGTTCTTGCAGTACACTATATACCTGTCAATTTGGATATGAAATTTTGTTCGTATG24160 A_95_P308788 FG643619

24933 294 28 751 GTGAGTTATCCGTGCAGCACGTGAGTGTCCGTGCGATCAGATATAATATAGAACATGAGT24167 A_95_P314678 FG175728

24935 294 30 504 GACCTCATGAATGTAGTGAACTGCAAGTAAAGCTGATACTTGACAGCAAATATAATTTTC24171 A_95_P015421 EB444300

24937 294 32 970 ATAATATGATCAGAGGGGGGCGCCATTATAGAGGGTTTTCCCACAATTTTAGCCTGTTTC24175 A_95_P100558 BP535429

24942 294 37 104 GGTCACTGTAATAGGTTTATGTATGGTCAGTATTATTTTTTGACGTGTTTGGCAAGTTCT24185 A_95_P135807 EB439364

24943 294 38 369 AAACGTGGAAAATATCTTCAAAAGAAACTGGGCAGTGGTAAGGAACCAAAATCGATAGCA24187 A_95_P079940 BP527888

24949 294 44 796 TTCTGAGCTATGTAAAATGAGGAAAATCTTAGCTGCTATGATGAACTTGTATCTTGACTC24199 A_95_P118052 DV161057



24950 294 45 731 GAGGGTTTCTTCTGTGTGATATGCTGAGTACATTTCTGATGATATGTTCCACATATTATA24201 A_95_P234114 FG645193

24951 294 46 1102 CCAAATCGAACTGTATGTTGTTGTATGTATCAACCAATATCAAAGAGCACCAGTTCTTAT24203 A_95_P178252 M94135

24953 294 48 798 AGTTCTGCCATGGCACAGAGAGCACATGACCTGTCAACATTAAAGGGTTACAGTGGTTAT24207 A_95_P009876 EB681289

24958 294 53 469 TCGCCGGTATGACTCTTTCTGCTGGAGATTAGAGTCTTTCTGCTGTGGAACAGAATGTTA24217 A_95_P080445 BP528005

24963 294 58 291 ACTAGCTACTTATGTTCATGTTTTAGTATTAGGCCTCTTGCCCAAATAAGCAGTCTTGTG 24226 A_95_P113972 CV021387

24966 294 61 879 CCGAATTGCTTAATGCGTTGCTCTTGCTGTGAATCATGTTGAATACAATCAAATCTCTCT 24232 A_95_P210567 TA19424_4097

24971 294 66 864 CATTTGTTACTCTGGTCGAAGGTGTTCCATACAGTGATGACCTGCGAAAAAGTCTTGTGA24241 A_95_P205297 TA18249_4097

24972 294 67 538 ATTGGGACAGAGAATGATAATACGGAGCTTCATTTTGTCTTTTCTCATTCTCAGATATCA24243 A_95_P308948 FG644146

24976 294 71 526 TTCATGTACTTTAAATGAATGAAAACCAAAGAAGTGCCATCCTCCGTTTTCATGTCTGTC24251 A_95_P026941 TA12013_4097

24978 294 73 749 GACCACTGACAGCTTTGTCCAACAGTTCAATGATGCCTTTGTTTTAATATATACTACTAT 24255 A_95_P188677 TA14623_4097

24984 294 79 848 CTCTGAGGAGATGGAGTTTATCTGTTATCTATGCTTCTTTGTATATGTACGCTAGATATT 24267 A_95_P298578 FG168370

24985 294 80 829 GAACCATAATCGGATTTTTGGTAGCTTACCAGAAGGATTGAAAGATTTACAGTTACAGAA24269 A_95_P013371 EB425603

24987 294 82 3141 CAGATAAATCAGCTTCTTGCTAACCTTGTAGTATGTGCAGTTTACATCATACAACATTAC 24272 A_95_P222832 AF203476

24990 294 85 528 CTGGAAGAACGTAAACTTCTATGGTAGATTGTATAGACATTCGTCGTTTTATCCTGTTGA24277 A_95_P123672 DW003534

24992 295 2 824 ACAACTACTGCGCTGATAAAAAGAGGTTTCCTCAAGGCTATTCTCATGAATGCAAGAGCT24280 A_95_P017356 EB446133

24995 295 5 960 TATGTTTGCTTTAAGTTTTGCATCATCTCCCTTTGGTTTTGAATGTGAAGGATTTCAGCG 24285 A_95_P011906 TA12876_4097

24996 295 6 807 AGGGATACACTCATTCTATCTGCAGTCATTGTTGCTTGCACTTTGTTTCTTATTATCTAT 24287 A_95_P142372 EB445856

24999 295 9 440 CTGCCCAACGTATAAAAAATACGCCGATTTGCTGCAACATATGCATTTCACTATGTTCAT24293 A_95_P153037 EB683356

25000 295 10 428 TGAGCATCTTCCACCCCCTTCTTACTTTGTACTGATAGTTAATGAGGAAATGAATCCCCA 24295 A_95_P104307 CV016934

25001 295 11 458 TGAACAGGAGATAAGAATCTCGTGGAAGATGAGACATCAACTTCTTTCTTTTGATACCCA24297 A_95_P099718 BP535040

25007 295 17 833 GATTGGGAAAGGCGATCCAGAATCATAGGAGGCGTTGCTAGGGGAATTCTTTATCTTCAT24309 A_95_P116567 DV159321

25008 295 18 1063 CAAGAGTGGGTACGCTGCACTCATAATTATATTAAGGGAATGTTTATTTAAGGAGAGATT24311 A_95_P184852 TA13786_4097

25015 295 25 345 AGTCTAGTAGTTACCCAAACCTGCTCCGTATATTTTGCATATTGTCAAAGTGAGATCCCG24325 A_95_P140447 EB444350

25016 295 26 688 AATGAAGATAATAATGATGAAGGCATGTATTGAAGGTTGCTTGTTGGGTGGTTTTCGCTT24327 A_95_P149582 EB679481

25017 295 27 760 ATCATCTCTCTCTCTCTCTCTCTCTCTTCATCACAGATAAATAAGTGCAACGCATTGTAA 24329 A_95_P160192 EH618859

25020 295 30 277 GTGGTAAACAAGAAATTGCAATTTGCATTCAGTCCAGCAATAAAGTTCCATTTCTAGCGG24335 A_95_P133142 EB434371

25022 295 32 1514 AGATTGTCTCTTGTTGTTCTGGTTGTTTGGGCAGTTCTAGGTTTAATGCCTCGCTCTCGT 24339 A_95_P015091 TA14104_4097

25027 295 37 571 ATGTAAATCCTGCAGAATCATGTAATTTGGCGGGGAGTAATGTAAGGCCGTTTAGAAATG24348 A_95_P114567 TA13622_4097

25028 295 38 795 TGAACTCATCAGGAGGATGAACTAAACAGTAGCCAGCAGTTTTGTTTTCTTTACAAGTTT24349 A_95_P119337 TA12229_4097

25029 295 39 804 CGGCTTCTGAAAGTGCAAAGGAAATTGGCATTTTTGAATAAACGCACAAAAGTGGCTGTA24351 A_95_P254579 EH621504

25031 295 41 388 AAAGGGTCAGGTGTTTGATATATTGGAATGAATGGTTGTGAATGCACTATGTTTCTCTTT24354 A_95_P026351 TA17047_4097

25032 295 42 279 CACTCTTGGCAAACACCTCATTTGTATTTGAACTGCACAGTTAATTACCATACAAAATGA24356 A_95_P155147 EG649922

25033 295 43 635 GTTCTGTAACTGTAGCGGGAAGTAGAATTGGAATAGTTTGTATACTAGTGTATCATTTTC24358 A_95_P198297 EB435329

25036 295 46 436 TGATTCAGATCTTGAGGGATCAGTCAAAGATGACTCAGAAGCTGCTAACAATCCACCTGA24364 A_95_P120732 DW000697



25039 295 49 892 ACAATGGGTAATATTTTCTGCTTGGATGTTTTATTATGCAATCATGCTGTACTTTGGTCC 24370 A_95_P258771 EB447549

25042 295 52 671 ATTTCTGTTGATCATGTTGCTCATCTTAAACCATCTGATGGAGGTTCTGCTGCTACTCAC 24376 A_95_P207377 FG172968

25043 295 53 605 AGAGAAGAATTATGTACAGTTCGAGGAGGTCTCTCTTATCCTTATTTCCTTTTGGTGGCA24378 A_95_P042406 BP130350

25045 295 55 521 GGCCGTAGTTATATATGTGAGGTGCATGTCCTATAATCGTTTGAACTGTTTTTTCTGTTT 24382 A_95_P019451 DW002669

25048 295 58 733 GTCCTCTATGTTGCTTCTATGTTAACTTCTGTGATTATTATTGATAAAGTCGGATCGTTG 24387 A_95_P187417 DV158956

25052 295 62 596 GAACATAGACAGATTGTCTAATCCTCTAATTTACTAGGTAATTATCTCAAGCCCCTTGGA24395 A_95_P303503 FG635016

25055 295 65 692 GCAGCACGAGTCGCTGCATATAGGTTTGGAATGTCTCTTCGCTTGATGTCTAATATATGC24401 A_95_P151752 EB682010

25057 295 67 629 TAAAAGATTTGACAGTCTTCTCCATATCTCCCCTCCGTGTTCTTCATTACTTCATCTGAA 24405 A_95_P060410 BP134989

25059 295 69 524 TAGGGTTTGGTTCTGTTTGTTTGGTCTTAATCTAGGGTTCTGCCGATGTAAAAATAGTTT24409 A_95_P000911 EB447085

25068 295 78 1893 GTATGTCGCAACCAAATTTGTTGTACTGCAATTCTAGAACCAAGACTAGCAAAGCGTGAA24426 A_95_P206542 X99405

25069 295 79 1746 TAGTATGTGGAGGTGTTACAGCTAACTGTCTCTGGTTTTCTAAACCGAAAGAGGAAAATA24428 A_95_P124257 EU418730

25076 296 1 768 CCAGTACAAGATTTTATTCAGGGAACTTTCTCAACAAAAGAAAACTCATTGAGTTCCACT24279 A_95_P131757 TA13620_4097

25081 296 6 406 TTCCCTAAGTATTTTGACTTCTGTCTAACATTTGTTTGAAGTGAGATGTTCTTTCCAGGC 24288 A_95_P150677 EB680812

25082 296 7 602 AAGTAATTGTTATTCCTGTGCCATACAAGGATGCAAATACTCAAGGGATCTTTGATGCCT24290 A_95_P056386 BP133941

25085 296 10 521 CAACCCTTGGAAACAAAAAGCTTTTACATTTGATCGTTCTATATATCCACATCTCTGTGA 24296 A_95_P021556 EH622255

25086 296 11 772 TGGTCTTATTTACAGTAATGTGTTCATGAACCATGCACATGCCCCTCTATCCACCGATTT 24298 A_95_P108127 TA13827_4097

25088 296 13 401 TTACGCAGAGCATGTTATGAGATGATTTTTGCGGATTAAAAGTCACAGATAGTTCAGTTA24302 A_95_P097378 BP534013

25092 296 17 853 TTGAATGCCATGTTAAACTTTGCTCATTGGTTTAATTAAGCTCTTTGCAGTTCTAACTCC 24310 A_95_P197052 U91727

25094 296 19 459 GATTTCAATTGATCTCTTTTGAAGGGAATGGGGGTCCCTTGAAGAAGATGAAGATCTGCG24314 A_95_P266001 AM808208

25101 296 26 204 CGTTTGGCATTACAAATTCTTCTCTAGTTTGTTGGCATAACCCTGTTCATTCAATTATTG 24328 A_95_P130637 EB430685

25105 296 30 496 ACACCGTACTTTGTGAATCCAAACAGTTGAGGGGCACTAAATGAGATTAATGATCTCAAA24336 A_95_P226749 FG641328

25107 296 32 985 GGCTAGAAAGCAATGGTGTTGACAACTAATTATATGGTGTTAGTAAAAAGAGTAGCATTC24340 A_95_P026481 TA16566_4097

25111 296 36 662 AGAAACTGAGCTTCTTACTTTGAAGTTACAGCTGAAAGCACATTTGGTTAAAAGAACACG24347 A_95_P222692 TA22089_4097

25113 296 38 494 AAGTGAAAAGCCAAAAAGAATGTGGAAATAAAACGCTTTCTGGTTGGGAAGTGTCTCTGT24350 A_95_P005651 EB449928

25114 296 39 778 ATAGTGATGATGAGTACATAGGTGGTCCCAGACAACAAATCCGTCAGCCACTGATCAACA24352 A_95_P016521 DV999592

25120 296 45 953 GGGATTAAGATTGACATACTGCTCTGAGCATATTGTCCTTCCTTTGTTTTTCAAAGATAA24363 A_95_P018116 TA13265_4097

25121 296 46 726 GGGTTGGTGTGTATAGAATATAGCTGTTGCTTTTTACTTTTCCTATTTTAGAGAACACCT 24365 A_95_P146157 EB450063

25123 296 48 828 ATGTAGCGCTGAAATCATGTGAAGTGGGGAGGGAGAAACACTGTGCTTGTTGATGCATAT24369 A_95_P288493 FG158472

25124 296 49 988 ATGGTAATAGGACTTTCATTTCTCAACCTCAGAAGGCAAACACTGATGCCAATCAAATGT24371 A_95_P212897 TA19933_4097

25126 296 51 777 TTTTGCCAATGGCTGATGATTTCAAGAGTGCTCAAACGCATTCTCCTGCTGAAACAATCT24375 A_95_P182757 TA13294_4097

25134 296 59 453 ATGGCTGCATAGGTTGTCGTTCTCTCTATGCAAAGAGATGAGAGGTCCGATTTATATGGG24390 A_95_P083840 BP528868

25140 296 65 297 GTATTATCCGAAATTCGGACTGATTTTTTGGGAAGTTATGCAATAAATTTACTCGGACTG24402 A_95_P033534 AJ632813

25142 296 67 335 CATTTTGGTGATACTGTCGCATCTACGTTCAAGATGTTGAATAAATGTGTTTGCTTGTTT 24406 A_95_P133232 EB434548

25146 296 71 309 TACCATTTACATCTTCGATTGACATTGCAGACTGCATGTTGAATGCTTCCATATTAAACT 24413 A_95_P094753 BP532859



25151 296 76 329 TAGGAGCATTCTTCATCTTGTGCCAAACATAGAGATATTTTGCACACAATTTTACAAGGT24423 A_95_P044576 BP130919

25156 296 81 830 TTATTGTGTCTAATCATGGGGCTCGACAACTTGATTATGCTCCCGCAACAGTTATGGCCT24433 A_95_P147597 EB452103

25159 296 84 798 TTCAAGTCTGTCACTGTCCATTCTAGTCCTCCATGAACTGCTGATAAAGTCCTGATCCGT 24439 A_95_P293033 FG147247

25160 296 85 747 GAGCAGGAAAAGAGTACTGTGTTTCCATTTTATTGTATTTATGCATCAACTGTGGCGCGG24441 A_95_P303148 FG645303

25163 297 3 130 GCAATACAGGTAGAATAGCTACGTCTAAATCATAAGGTGTTGTACTACCGTTAGGCTTGT24445 A_95_P112407 CV020660

25164 297 4 452 TTTGTAGCTGTGTTGCCTTTATGATTTGATGAGTGGTGAACTTATTTGTCTCATGTTTCT 24447 A_95_P001541 EB643434

25166 297 6 754 TGAGTTGGTCCCTTCAAATTGGCAGCTATTACCTAATTGATAAAATTCAAAAGCCTTGTT24451 A_95_P014046 TA12310_4097

25168 297 8 384 ACATTAGGAACAGCTGCTTCATTCATTGTTCCTTCTGCCTGAAAGAACATGGTGAGGACA24455 A_95_P064075 BP135950

25169 297 9 895 CCTGTGCGTTGATTACTGTTGGTGATGAGAGCGATTTACAATTTATTGTAACTTTGTACT24457 A_95_P178822 TA12353_4097

25173 297 13 749 CCACTTTGCAGGAGAACCTAAAATCATTGAGAGCTGTTTGTGGACTTGATATGGATGCTA24464 A_95_P127912 EB427475

25174 297 14 867 CTTGTAAGCATGAATTTGGTTGATGCTTGATCTCAGTACTTCTGAAATTTGCTTTATTGC 24466 A_95_P048526 TA15300_4097

25177 297 17 1144 ACTGGGTCCTTGATTCCCCCATTACAGAAGTACCGTCTGGTAGTACGGATAAATTCATCA24472 A_95_P203897 TA17952_4097

25178 297 18 734 AATTTGGGGCGAGAATATGTATCAGCTCTATAGAGGCGGCTACCATTCGCCCTCTTTTTT24474 A_95_P146437 EB450494

25181 297 21 1326 TTGGTTCCTATACCAGAGTTTTAAAACCTAAAATGCTGTTATTGCTTGAATGTTGATGCG24480 A_95_P193742 TA15736_4097

25183 297 23 702 TGTTTTGGTGCTGTAACATATCAAAGGCGTCTGGGCGTATCCTACATGAATTAAATGATG24484 A_95_P235559 EB441645

25185 297 25 808 TGAGCTAGATTAGGATGTGAGATGACAATTAGAAATGTTCTGATTATCTGCCTGCATGTC24488 A_95_P133672 EB435295

25194 297 34 581 CCAAGAGAATAATAGTCTCTCTACCTCCACAAGGTCAGGGTAAGGTATGCGTACACACTA24506 A_95_P022956 TA21681_4097

25195 297 35 168 GACATGATTGCAGTCATTCATCGGGGAAAAGTTGTTGAAAAAGGCACACATCACGAACTA24508 A_95_P078345 BP527493

25201 297 41 147 GTGAATGCTTGTGTTGTGTGTAATACTTCAACCCCATGGAAATGCTACGTTTATTAGCTT24520 A_95_P129497 EB429431

25202 297 42 657 TTATCCATTCTGGCCTTTGTAACACTCACTCGACTTGAAACCTTAACTGGCCAAAGAATC 24522 A_95_P260906 FG635915

25206 297 46 1121 ATAGGATTGAGTCGTCGTCTACAGCATCTTTTTGGCCATTTTTCTTCTTTTACCATAGTT 24530 A_95_P135242 TA15341_4097

25208 297 48 562 TTAAATTGAAACCTTGCGCGGCGAGGTATGTTCTTCACAAAATTGTTCTCAGATCTATTT24534 A_95_P285203 FG639462

25210 297 50 609 CTATCTGAGAAAGTTTTGGATTTTGATAAACGTTCATGTAGCTGTTTCACATGGTAATGG24538 A_95_P020851 TA12379_4097

25213 297 53 140 TTTTGATTTTTGATGTAATAACATGGACCGCAGACTGGAACCTCGACGGAACGACACCTC24544 A_95_P130407 EB430452

25219 297 59 876 GATTTCAAGAACCCAATTAACCCCATCGATGCCGATGCCAGCCATAACAAAACTCTTGGA24556 A_95_P258796 TA12763_4097

25222 297 62 386 GATGTTAAAGTTGATATCGACTTGGGCAGAGAAAGTCGCCATAATAAAATTTCCAGACGA24562 A_95_P068280 BP137093

25224 297 64 271 TAGGACTCTTTATGGATTTGGTGGTTAAGTTTTTGGATCTGGGTTTTGGGTATTTTGTTT24566 A_95_P025316 TA14098_4097

25225 297 65 407 GAGGTTGTGAATGTTAATTGTCTAGTGATTTAGGAGGATCTATTCTTCATATGGTGTACT24568 A_95_P090413 BP530942

25226 297 66 698 AGGCAGGTTTTCCTCATCTCATCTCTCCTATGTTTTAGTCTTTTTCAAAGCAAAACAGTA 24570 A_95_P013366 EB677787

25233 297 73 442 AGAGCTGGTTGTATGAACTTATACTGAAGTTTGGAATGCAAAGAAATTGGCGTTCCAATA24584 A_95_P134812 EB437619

25234 297 74 264 CTGTATTCATTAGTCAATGGAGTATTTGAACCTTGGGATTTACCTGGCTTTGAAATACAT24586 A_95_P104342 CV016956

25235 297 75 432 TATGGGTAGAGGAGGAGAAGAAATGATTAGGCCTCCTGCAAAGTATATGAGAACTGAAGG24588 A_95_P139057 FG161784

25238 297 78 1295 GACGAAGACTATGTAGAACCATATATTCTAATTTATGGTAGGTGACAGTCGAATTTGTCA24593 A_95_P183197 TA13403_4097

25242 297 82 145 CCACTTGTGAGGATATTTGGAAGTTGATGAGATCTTTCGAAGACATGTTATGAAGTAATA24601 A_95_P158437 EH616390



25243 297 83 0 GCAAAAGTATTCTTATGGTTACTCTCTCCACATAGCAATAGATTTTGTCCATCTTCTCTC 24603 A_95_P017311 A_95_P017311

25244 297 84 255 GTTCTACTGTACTGATATGTCATTTGTTGTTATGAGATGGTTGGAGTTTATGCCTTATGC24605 A_95_P133187 EB434452

25246 298 1 417 CAGAGGAATGTAATGCTTTTGAAATTTTATGATTGAGCCTAGCATATCTGCCGTTTAGCT24443 A_95_P204097 EH618725

25249 298 4 409 CTGCTGTTAGAAAAGGGAACAAGAAGCAAGTAAAGGATGAGTTGGATCGGATTAAACAGG24448 A_95_P125957 TA17381_4097

25251 298 6 573 TCCCTCCGATTGTGAGAAAGTTTGTTTTACAGTTGCAGTTGTATTTGTTACTCATTTGTT 24452 A_95_P287333 FG642723

25252 298 7 861 CAAACTCTGTGATATGGGATCTGCTTTTTCATTTACTTCTGTTTATCTCGACAAACATGT 24454 A_95_P226969 EB443281

25253 298 8 342 CCAATCATTTGAAAATTGGTCAAGGTGTTAGGCCCCTTTTATAATTAGGTCAACAAAAGT24456 A_95_P175177 EH666023

25254 298 9 527 CTATTGAGCACATGGATGGACTGTTTGTGATCTTTGCTGGGAGGAAGTTCACTCAGTCTA24458 A_95_P040731 BP129906

25256 298 11 1189 AGCTGTTGCACAGACTGTAACTTCACTTTATGATCTTTACTGTGGTGGAGTGTTGTGGGA24461 A_95_P028126 TA19612_4097

25258 298 13 579 CCGGTAGCCATGGTATGGACATCATGTTGCCAGTCAAAAATATGTCGTCTACTAACGATT24465 A_95_P148812 EB678352

25260 298 15 817 ATATGCTGTGACTCCATTATTGGAAGATGCTCTAATGGACAGAGATCTCGTGCACAGGCA24469 A_95_P015561 EB425326

25262 298 17 838 ACGTTGTGGATCTGTATTTACAAAGTTCTCTGGAATGAAGTGAATGAAGATTTACCGTTT24473 A_95_P002476 EB450385

25263 298 18 384 GTCTGATTATGGTTAGTCTTACCTGAACTGGAAATGTTTTTGGTATTTTGTTACCAACCA 24475 A_95_P025206 FG644421

25266 298 21 836 ACAGTTGCTATTGATGACATTGATATATCTGCTGGCAATCAAAGTTCAGCTGCCCGGCTT24481 A_95_P015946 TA17991_4097

25269 298 24 389 ATCGACTTTGTACGCTCCTGTGAAGATCTTCTAACTGAATTTAATTGTACTGCTAACTTT 24487 A_95_P212087 TA19754_4097

25275 298 30 778 TCAAGGAACTAGGAATACAAGATTATCTGTTAGATGCACACCCCATCCTGTGAATATATT24499 A_95_P126912 EB426301

25279 298 34 373 GAGAAGCTAATAATTACAAGGGAGTTGGATTGGCCAGAGCAGGTGCTGGTGGTATATCTT24507 A_95_P108872 DV162343

25280 298 35 1466 CAGTTTGTTATGCTGCTGATGTTATGAATTTCATCTGTATGAGTTTTCTTCCTTGGATCT 24509 A_95_P194442 TA15896_4097

25286 298 41 589 GGTTTCCCAGATGATTAATGGAAACTGATTGTTCTATGTATTTGACATGAACTGAAGTTC24521 A_95_P001461 FG636182

25288 298 43 458 GTACTAGAACTATTATTGGATGGTGTGTATGAGACTTCAAAGCAGATATGTTAGTGCTTT24525 A_95_P065355 BP136308

25289 298 44 484 GAAAGAAAAAATCTCTATTTGATAAGGCTTCTTCCTATACCTATGAATTCCATTGGACCC24527 A_95_P277173 AM808541

25290 298 45 98 GCAATATTGCTTACAAGAGAAAATAGAAAAGGATGACTCTGCAACTGTCACATCTTGTAT24529 A_95_P004146 EB682832

25292 298 47 1110 CGGCATGTTAGCAGATATGGAACTGTTGTGTTGAATTGGCATGTTATTTGCTATCTACGT24533 A_95_P022236 TA18105_4097

25294 298 49 761 CAAGTCATGTGGTTATGACATCTTCCTTAAAAAGCATTTTTGCAACTTCATAGGGACTTT24537 A_95_P286368 EH623686

25298 298 53 575 GCCACTGGATGGAAAAATTAGATTAGTGACATCACAATCAAAGATGTGTAACCATTTGTT24545 A_95_P020796 BP133356

25301 298 56 180 CTAAAAAAGGGATCTGAAAGTACAAGAACCAAATACCAATTTGACCAAAACCATCACACT24551 A_95_P155897 EG650320

25305 298 60 241 AAACAGATCGTGGACGAGCCAAAAACAGGGTCAAATCATTTCCGATTTCAAGCGATGTTC24559 A_95_P080590 BP528041

25310 298 65 755 TGGTTTTGTTAATGCAGATTGAGGAAATACCATATCAATGATCTGGTTCGACAGTTGGAG24569 A_95_P234269 DW000116

25314 298 69 490 ATATCAGCTTCTGGAGTTTGCAATGCTGCTGCCATGTTAGATTGCTCCAAAATCCATTGG24577 A_95_P122892 DW005219

25315 298 70 782 GCCTTCTCTCACTACAAGATCATCTACTAATTTGCACCCTTAAAGATGTACTAAGAAATA 24579 A_95_P207067 EB451448

25316 298 71 417 GAGTTAGGAGCACGTAAGCGTGAATTGGGTGAGGTAAAGTAGTTAAAGAGCAGTAGAATA24581 A_95_P069220 BP137324

25322 298 77 647 GACATGATCAACTCTCTATTTGCTATGGAGATTAACTAGTTTGGTTGAATACCCTAGACC24592 A_95_P233824 FG637726

25327 298 82 202 GGAGACGAGCTGTATCATTGGAGTAGCTGATTGGTGTTTCATTTTTTGAAGAGGAAAAAA24602 A_95_P034948 BJ999183

25332 299 2 535 TGGGGCACTGAAGGCTCTGGTTATTCATACAATCACTTGAATCGTGAAAAAGAAAATTAA24610 A_95_P134852 EB437708



25333 299 3 551 AGACGGTACTAAATGCAGCTAAGAATTACAAAGGATCCTGTGAAAATGACTTGACCTCAA24612 A_95_P085565 FG637100

25335 299 5 626 CAGAGTTTGCAGCAGAAAACTTGAATAAGAACATTATGGACGAGCTAGTAACGAGGAAAG24616 A_95_P139002 EB442706

25343 299 13 476 TACTCACATTTTGCAACATCAAAGTAAATTTCGGGTATCTCATGAAAGTCGGGACAAATA24631 A_95_P096998 FS413263

25344 299 14 550 CTCCCTTACTCTGGGTATTCAAACTTCCTATGGATATTTGATGATATTTCAAGTCAGTAT 24633 A_95_P100958 TA13431_4097

25346 299 16 56 TTTCCTAATGTACTCCACCTCTGATGTTCTTGAAGGTAAAAAATAGCCTTTTCTACTGTT 24637 A_95_P256284 EH622397

25352 299 22 948 GTCCAGAGTTGCTAGATTTGGACCGTCTGCTGTATGTATCTAGTCTTATAAGGGTGAGCT24649 A_95_P224397 EB449435

25354 299 24 776 CTTGTGCTGAGAGAAAATTGACAGAGGATGAAAGTACAGCTTTGGCAAAGAGGGATAAAA24653 A_95_P201417 EU294213

25355 299 25 539 TCTATTATTGGTGGTCTTGAATTTCTGGTTTTGAAGCAAAGCTTAAACTGACCATGCCCA24655 A_95_P024076 FS438234

25359 299 29 859 TTATCAGTCGAATGCAAGTTCCACACAATGTCAAAAGCATCTCACGGACCCTTTCCACGA24663 A_95_P204257 EB425796

25360 299 30 410 AAGCTACCAGATGAGTAATTACTACTTCTGCTTGATACGAAATGACGATATCATCCCCAT24665 A_95_P031321 TC75821

25366 299 36 243 TTCTCTGAGCTTTGGACTAATGGAAAAAATAACAGATGGATGATCTAACAAGTAGCCCTC24677 A_95_P129782 EB429741

25369 299 39 1544 CGTGAAAATATGAATGGTTAATGCTTCATGTATGTGTTTTAGTGTACTGTCGGTGGTTTT24683 A_95_P115242 DQ813657

25375 299 45 982 GTTACGTCTAGGTAGATGATGCATTGTAAAGTGGTGGTTATTGAAAGTTGATAGTGTTAA24695 A_95_P016561 TA15470_4097

25377 299 47 714 GCTTGCAATTCTGAACACTCCACTGACTGTTTCTTCACCTATTCCTGGACTTTTTCAGCA 24699 A_95_P200087 DW000878

25378 299 48 647 TGGTGTATTCATGTCGATGGTTTAGTAGCTATTAGTGTCGGATTGGCGCACAGTTGAGAG24701 A_95_P056981 BP134099

25381 299 51 535 CCTGTTTCCCGTCTCCTTTAAACGTTGTCTTTCAGTTTCTCATAAAACATGTGAAAAAGA 24707 A_95_P018446 EH617796

25382 299 52 693 TGCTAGTGCTGGAATTTTTAGCGAGCCACCTCAAAATGCTGGACAAGATTGCCATTCTTG24709 A_95_P305363 FG193269

25383 299 53 521 GTGAACTCCAAGTTGTAGATTTGGTGAAAGGAAAAAGTGAACTATCTTCATTCCGTAGTG24711 A_95_P088523 BP530106

25384 299 54 1202 GAATAACTTGGGAATAAATGAGGCTGCAAGGCCATGTACCATTGATTTAGGCTTTCCATC24713 A_95_P186882 TA14223_4097

25387 299 57 749 GGCCTAATAGTGTATTAGAAGTTCTACTAATTAATTTTCCCAGGGGTGTACTTTATGGTT24719 A_95_P116428 DV159134

25388 299 58 749 TAACCTAAACTGAGGTTCCAAGTCTGCAATCAGATTAGTCAGTTTCTCGCAATCCGCTCC24721 A_95_P229409 DV160447

25395 299 65 519 CCATTACTATATTGTGCTGTTGCACCGACTATTTTGGCAGGTCAAATTGATCCCGTTCTT 24735 A_95_P156342 EH622808

25401 299 71 767 CAGTGTGTGAGTTGTACTAGTTTTTGCCAACACAACATTAACCGTAATAAAACATAGTCC24747 A_95_P000476 EB439640

25403 299 73 629 TACCTGTACGTGGAGTCTATGTACTATTCTAAGTTTTCACATTCACAGAAATTGTTGGAA24751 A_95_P273706 FG636077

25405 299 75 310 TGAACGCTTTGATTATCATCACTGGTTTTGTTATTGCATAGTGTGTTTGCTTAAGGTGAA24755 A_95_P026576 TA12722_4097

25408 299 78 489 ATTGAACTAAAACTAGTTACTGCTTGTGTCGTTACTGTTTCCTTTTGCATCTTTCCTTGA 24761 A_95_P209262 TA19151_4097

25409 299 79 861 AGAAATTCTGGCTTCTTGTACTTCTAAGGAGCTTGGAGTGAGTCAACCATGTCTAGCTTT24763 A_95_P230404 EB678974

25411 299 81 415 GAAGATACCTCTACTGTAAAAGATTTGCCTGCCTATAATCTATTGAGGAGATAATGTACT24767 A_95_P076245 BP526933

25412 299 82 230 GTTTTGCATCTTGATTGAATGTAAGTTTTTGATCCAACTGCAGATCAGCAGTTCAAACAA24769 A_95_P177157 TA11896_4097

25414 299 84 513 AGAAATGGTGACAGCAACTCCATGCAGCCACATGTTCCATGAAGATTGTATTGTTCCATG24773 A_95_P124462 EB451554

25422 300 7 498 GTAGTAATCAGAGTAGTCTCTTGATATTTTCGTCAAGTTTCATAAAAAGAGTGCCAAGGA24621 A_95_P297763 FG642661

25428 300 13 915 GTAGATGCTGGGCACTTTGTTAATTTCAAGTAAACAGTTTATCTCTGTGTGAAATGTGTA24632 A_95_P200607 TA17242_4097

25431 300 16 777 TCTTATCTATCTGATGGCCAAATGATAAGATTCAAGCTGTAATCGAGGCGGTGTCTGTCC24638 A_95_P253884 FG146936

25438 300 23 531 ATTTGTTAGGGACCACAATCATCCCTTGGTTATATCACCTTCCAAGAGACGTCCAACTTT 24652 A_95_P045641 FS403398



25440 300 25 271 AGCATTTCCATCCATCGAACAAAATAGGAGGAGGTGGTTTTGGATTTGTTTTATAAGGGG24656 A_95_P162537 EH621481

25441 300 26 1524 CAAAAAACAAAATATTTCATTGAGAACATCTGGTTGGTTATGTCAGCCTCAATTTGCGCT24658 A_95_P183932 TA13572_4097

25443 300 28 512 GCATATGAGAGTTCTGATGATGATGACTGATTTTGCTAGGATTTATTTGTCTATGATGCT24662 A_95_P309273 FG645425

25446 300 31 800 TTCCCGGAGAGTTTAACGTGGTTGGATTTGAACCATAATCGGATTTTTGGTAGATTACCA24668 A_95_P126117 EB425603

25449 300 34 778 GGTGTGAAACTGGATTGACAAATCTTGATGAGATGACACTTCTATTGTTCACTATCAAAA24674 A_95_P162822 EH621820

25450 300 35 942 TATGGAACTATGTCCGTAAAATGGATGATGCACTTCGTCAGTACTCTGCCCTTGACCATT24676 A_95_P118272 DV161275

25454 300 39 467 GCTATGGCTTCTAGAGTTGCAGCCTTTTGGAAAGATACTATTCCCTCCGTTTCAATTTAT 24684 A_95_P295618 FG635525

25457 300 42 712 AAAGCTTTGTATACCCTGAATCTTCTGTTCTATCGAAATCTTAAGCTTCAACAGGTTCAA 24690 A_95_P298263 FG638800

25458 300 43 730 ATCCCTTTTTGGAAATCAAGTTCTGCAGAAACTTCTTAGAATAGCTCGATTTGAGCGTTG24692 A_95_P184737 TA13762_4097

25460 300 45 411 CATAAGAAAAGCGAAGCCTCTAACAAGTTGATGTATATTCGTTGTTTGCACGAGAAAGGT24696 A_95_P119407 DV162609

25461 300 46 366 AGCAAAAACTTGGAGCAGGCCATCAGTTACTACGAGAAGGGAGCTGATCTTTAACAGAGT24698 A_95_P106677 CV018003

25466 300 51 371 AGGTTTAACCCGATTGATTTGCAATTTTTAGCTTTGAAGCAATAAAGGTCCGATTTTCTG24708 A_95_P108112 CV018674

25468 300 53 707 TTGTGGACAGGATGATTTATTGAAGATCATGGACTATTCCTCACTCCCCCATTTTTGCCG24712 A_95_P294018 DV161190

25472 300 57 1443 GGTGATTCACAAATCTCAAGTATAGGTGTAGTTCAGACATTTCTTTGATCTTTGAGTAAG24720 A_95_P023271 TA17973_4097

25475 300 60 779 CAAAACGAAAGCTGGTCAAGACTTAAGCACATGCTCCTCCTTACAGTAGTTGTGATGGAA24726 A_95_P163742 EH622823

25483 300 68 300 ATGTTTGTGGCTGATGGTGGTGAATGTCTTGCAGCTCAGAGTTATGCCAAAAACATGGGA24742 A_95_P027606 EB424783

25485 300 70 779 TGTGAATTTGGATATGTTTGGCAATCATCCTGCATACCGTTACTTCCAGTACATGCTAGT24746 A_95_P138552 DV161442

25486 300 71 958 ACCTGATGTATGCCCAAGTCATCCATATTTTCTGAACTTAAATCATAGATCAATGACACC24748 A_95_P186062 TA14046_4097

25487 300 72 799 ATTCTCCTAGATTTCGCTGTCTAGGATTTTGTTAATCTGATTAGGCTGACATTGGCTAGA24750 A_95_P265641 EB448253

25488 300 73 447 TGTAATTTCATATACAAGTTCCTCCCTCGTAACAGGGCACATCTTTGCATATACTATTTG 24752 A_95_P163982 TA13652_4097

25495 300 80 615 TTTCTCTTCATGGTCGCTAATTTGATTCACACTCGCCATTTATAGTGGCAGCTTTGGAGA 24766 A_95_P047846 BP131760

25497 300 82 887 AGCGTACTTGTGCCGTAAAGATTATGCTGATGGAGGGTTCAAGATGTTCTCTCTTGCTGA24770 A_95_P247507 DV998989

25500 300 85 827 GTATGTACCTAAGCATTATCACTTGGGTATAATGTATTATTTGTTGCCTTATCAGACGTG24776 A_95_P221447 TA21821_4097

25502 301 2 445 AAAGCCAACTGATGTGTACGATAGGCTTCGAGCACCATTGGGTAATCTATTCTTTGGAGG24779 A_95_P117092 TA14500_4097

25505 301 5 0 TGGGTATCAGACTGGTCTACCTACATATGGCACAGCAAGCGAGCATCTTTTGTACTTAAA24785 A_95_P283738 A_95_P283738

25508 301 8 1212 ACGAAAGCATATACAGAATTTGAATGTGGATACAGTTGGTGTTGGCGTAATGGGCTTCAT24791 A_95_P014356 TA18071_4097

25509 301 9 942 CCCTCTGCCTCTTGGAACTTTAATTTGTTCAAATGAACTGTTATGTATTCTTAGTTCAAC 24793 A_95_P214582 TA20292_4097

25513 301 13 362 AAATTTCTGGACAATGGCGAATATGTACAATTACTATTACCTGGAATGGGGCGTGTGAAA24801 A_95_P114237 CV021512

25514 301 14 830 CAATTTCTATTTATGAGTCCCAGTTTTGTTTTGGGAAGCACTTGTAGGTTGTATAATCGA24803 A_95_P120302 DW000090

25515 301 15 718 TTGAAGATGAAATCCTGTCGATAGCTGATCTCCGTTTTCTTGATCTATAATTGGAAATTC24805 A_95_P190927 TA15118_4097

25517 301 17 188 CTTGGACAATGCAATTCCAGAAAGCTAGGTGTTCAGTGTGTTTCAATTTTGTTTATCTAT24809 A_95_P132922 EB433719

25519 301 19 449 AGCTGCGTGTATAAACAGAGGAAACTTGTGATTTTTTCTGTCTCTGACTTTTAGATCTTT 24813 A_95_P197932 TA16670_4097

25520 301 20 122 CGTATTGATGGATGCAATGTTGTAACTTATAGTGCCCTTAATGCTCTCGTGTATTTATTT 24815 A_95_P103012 CV016296

25522 301 22 453 TGAATATGACCCTGTTTACTTAAGTTGATCCTGCTGGGTTGAACTTTATTCTTACTGTTA 24819 A_95_P178262 TA12197_4097



25523 301 23 474 ACTTACCAAAGAGAAACTTGGAGTAAACTGTTGCAATGTTTAAACCATGAGGGATTCGAA24821 A_95_P073130 BP526138

25525 301 25 2212 GATGGTTGTAAGTGCTGAAGACAGTATTAAGCTTATGGAAATTATGCTTTAAACTCACTC24825 A_95_P009111 AY248907

25526 301 26 395 CAGAAGACCAATATCGGGTTCACAGCTAGAGTAGATGCAAAAATTAGGCAGTTGAGAGGG24827 A_95_P083680 BP528826

25527 301 27 514 ACATTTTCCCAAAGCCTTCAAAAATGTGAACAAAGCTACTACTACAATGTCAGTAGGGAC24829 A_95_P191147 EB439763

25529 301 29 824 ACACAAAGTTAGAGGAAAAGCACAAAGCTCTGGAGGCAGAGAAACAAGAATATGCAGCCA24833 A_95_P011601 TA16021_4097

25534 301 34 2592 GTAGCCAAAGCTGTGTGATATATTTTAGCATCCTATATGCTATGGCTTAAGAATAAAGTG24842 A_95_P007316 AY248904

25536 301 36 760 CAAGCTAACTTGAGCTTTAATGGCCATCAGTTGCTGCTGCTACTACTGCATGTTTGTGGT24846 A_95_P147452 EB424659

25539 301 39 886 ATATATGGCAGAGCCTCATTAGTTTGATTGATGTGAGGGACTGCTGCAGTACTCGAAATG24852 A_95_P025446 EB450890

25540 301 40 341 CGTAATTTTCAACATGTTTTTAACGATGATAGTCGTGTAAGTTTGGTGCAGTTCAAGGTT24854 A_95_P002896 FG198048

25553 301 53 985 GTTGTCCCGAAATTGGTGTGGCTTTTATCTGGGAAAAGTCTATTTTCCTTGGTTCATAAA24879 A_95_P200277 TA17174_4097

25557 301 57 828 CATTTGGGTCTCTTTCTCATGTTATGGATGCATCTATGGAAGATCTTGCTCGTTGCCCTG 24887 A_95_P150017 EB680066

25558 301 58 522 TTGGTCTTTTCATGGAATGTGTTGCTATTTGTGACTTTTAGAAGGGTCTTTGCTGATCTT 24889 A_95_P231594 FS408551

25560 301 60 1196 CTTTGTGTCCTTTTAATTCAGACATCTTTGGAAGGCACTCTGTAAATTTCATGTTCAAAG 24893 A_95_P010701 TA17132_4097

25570 301 70 641 CATCAGATTTGAAGAATAAAGTTGCGATTGAGAATTTATACCTAAGCGATATCACTTGGG24912 A_95_P249957 EX465326

25571 301 71 644 TATGTCAAAGTTTCATGTGATGATGAAGAAGAACGAGCGAGCCGTAGGATGTACAGGGGA24914 A_95_P116392 DV159096

25573 301 73 788 AGAGGGATAGTTCCCATGATGCACATCAGCAGAGTCTAGACCGAATTTGTATTATAATAA24917 A_95_P303963 FG136199

25574 301 74 350 CTCTTGTATATGATGGTGATTAAGAGTATTGATTAGTGAATCTTCAAATGTATTCCCCCC24919 A_95_P301508 FG638239

25576 301 76 675 ATTCCATCAACCATTCAGGAAGAATTGGAGACTAACCCATTCATGCGGGCTGATCTTCCA24923 A_95_P189827 DW005092

25577 301 77 593 GGTATTGATGGAGCAAGTGAATTTGGTTCTTGATACACTTTTGGGTCAAATAATTTATGC24925 A_95_P178367 TA12230_4097

25578 301 78 697 GGGTGGGGTTTTCTGTTGTTTGTAATACACTAAAGTCAATTCCTTTTGAGCAATTTGATA24927 A_95_P152912 EB683240

25582 301 82 767 CAAGATATACTGAAAGGTGGTACATGGAATGCATGTTGCTGCATCTTGAATTCTTCTTGA24935 A_95_P163442 EH622490

25584 301 84 405 GTCTGTTATTCATGAAATAACATCAGCGCTCGGGATATACTGTTTCAGGATTACAAGGAA24939 A_95_P087588 BP529831

25585 301 85 529 TCTTTTGCATCCAAGCCAATTTTGTAGTTTGATCACGCCCAACTATGCCTTATAAAAAGG 24941 A_95_P153882 EB684060

25587 302 2 1040 TCAGTGTCCTCTGTGAATTGACCTTGGGTATTATGTTTGCTGTCTGTTATTTAAGACAAT 24780 A_95_P018546 TA12116_4097

25588 302 3 842 CCAACTTTCAAGGACAACGGGTTTTTGTAAAATGCCACTGTATCATTTTTTCTTAACTTG 24782 A_95_P010921 DV158142

25592 302 7 597 TGGTGTTTGAGGTTCTGTCATTCCCTGTTGCAAAAACATTTAATATGTGATCAGTATTAC24790 A_95_P177622 TA12024_4097

25593 302 8 566 TGTTCTGCAATTTTGCGTCGTGACTGGTCTATTATTGTATGTAAGCAGTTCCTTCTTTTC 24792 A_95_P124282 DW004137

25595 302 10 137 TTTGAAATCGTGATTGAGATACTGTCGGAGTCTGAGGTTGTTTCGTTGAGGTTTCCGGTC24796 A_95_P095113 BP533028

25597 302 12 696 AGAACAATAGTTGAACATTCCCATCTGAAGGAAGAAAATTTAAGGTCTTTGCGTGATGTC24800 A_95_P118002 DV159892

25600 302 15 444 GAAGACGCTTACCCCGTTGGGGATGATGCGTAGTCTTGGTTTGTATTTTCTTTTGCTTAG24806 A_95_P281193 AM837768

25605 302 20 686 TGTATTACTGGGCTTTCCATCAAGGAACTGAAATTTAATGTTCACATTTTACAGAGACTG24816 A_95_P191152 EB439763

25607 302 22 425 CCTTCTAATGTCAAGGAAGAAAGGAAGGAGACAGAAAGACACAGCAGAGCTGGTGTTACT24820 A_95_P122022 DW002091

25612 302 27 508 TTCTGTCGAGTCTCGGATTTCAACAGCTGGTTTCCTTTTCAAGCTCGTTGCCAAGTTTTA 24830 A_95_P056541 BP133984

25614 302 29 216 TATGCAGCTGAACTAAGCATTAGTTCCTTTCAATTGATGTATTGCTTATGTATTCGCTCG 24834 A_95_P107612 CV018462



25615 302 30 274 ATCCCAATATACATTTTCTTAGATTAGAGAATGGTCATACCCCTCCTCCCCTTCCGTTTG 24836 A_95_P131447 EB431733

25616 302 31 816 CACAAATCGTAGGCTTCCTCTGTTATCTTTCTAATCTATATCTGTGTCCATCAGTTCTCT 24837 A_95_P145352 EB449040

25617 302 32 677 GAACTTTAAAAATCCAGGATTGTAGGTTGTAACTGAAGCAGAGTTTTACCGGATTTGTTT24839 A_95_P214422 TA20260_4097

25620 302 35 471 AATATATTGGTCCGGACAGTCTCAAGGTTACTCTGGCAACCATAATTGGAGCCATAGCTG24845 A_95_P086490 BP529548

25623 302 38 635 GTGATGGAATATGTTAGGGGTTGAGTTTGTACTTGTTATTACTTGATTGAGAAACATCCT24851 A_95_P263291 FG644493

25624 302 39 612 AATGGCCATTTTGAGCTGAATGTTTTCAAGCCTATGATTGCTAATGCCCTTCTACATTCA 24853 A_95_P128387 TA18092_4097

25626 302 41 431 TCCTAATCAAACGGTGTTGGCTAAAATGGAGAAGATCCTTGGTGTTAAACTTAGAGGTAA24857 A_95_P092958 FG642155

25629 302 44 500 CTAGGTGTTAGTACTGGTGATAATCTTGATAGCGGAAACCAGAGGTCTTTTGGAAACGGA24862 A_95_P105517 CV017494

25634 302 49 1229 GGGTAAAATTTTAGTAACTGCTCTTTGTACTATTGAGAGCTTGTATGCCTTACATTGTAC24872 A_95_P201712 TA17482_4097

25638 302 53 809 GATGGAGATACTGACCTCTATGTTTCTAACATCCATACTGTTCCTCACACAGCACCAGCA24880 A_95_P286878 FG136839

25641 302 56 301 GTGACACATCTCAAAAGAATTCCTTAAATGCTTTTTACTAGTAAAGCTACTTTGCCCTTC 24886 A_95_P244452 TA12980_4097

25644 302 59 740 CTGAGACCTGTAAGAGAACTGACAATCTTATATTTTGTTGGTATTTGAACTACTCTTGCG24892 A_95_P220012 TA21517_4097

25647 302 62 221 GTTTGCGCTTAATTGCTTTGACTACTTGCTTTGACTACTATCATAAAGTCACTTTTCGTC 24897 A_95_P137637 EB441370

25650 302 65 1181 CACTAAATAGTTCCTGGATGATTATCGCACTATGAATGTTACATTGTAGTTCTGATTGTG24903 A_95_P201242 TA17381_4097

25651 302 66 1234 CCAAAGTTAACTGTTGGAAGATGATATTGTAGCTCTGAAGTGTATAATCTGATCTTCTGT24905 A_95_P197577 TA16594_4097

25653 302 68 798 CTCTATTCAGTCACCAATTTTAGGGAATGCATCTAATTGATCAGATGCAAGAAATTTGGT24909 A_95_P125792 EB424890

25655 302 70 846 ATGGTGAGAGGATTGGCAGGATGTTTGGTCCACTATCTCGACTGAAAGATGTGATTGTTG24913 A_95_P227199 EB424654

25665 302 80 2011 GAACTTTGATCTTTGTAGCAAATGATGCATGGGAGATATCCATATACTCTTTCCACAAAC24932 A_95_P245277 AM746200

25668 302 83 998 TCTTGCTAAATCGAAATGTTGAGGGTTTGACTCATTTGATGAATTCTCAAAGAGGCGATG24938 A_95_P226604 TC46839

25670 302 85 580 AATGAGGGGAAGACTATGGATCTTCCACCAATGAGCTGTAGTTGTTGAATTTATTTATTT24942 A_95_P196332 EB428726

25671 303 1 866 CATTGTGTCCTGTTCAATTTTTGAGTATTCAGCTACACAACAATCTGGTAGTAAAGTAAG24943 A_95_P177892 TA12097_4097

25674 303 4 181 CTCTGATGCGGGAGAATCACACTGGGTTTATGGAATTAGTTTTTAGCTATGAAAAAATTT24949 A_95_P138097 EB441814

25677 303 7 292 TGTATGGCCAACGTCTTACCTTCGTCATAAAAGTTTATCTGTTGAATCCTAAATTTGAAG24954 A_95_P218097 TA21097_4097

25682 303 12 1073 TCTTGAAGGTTGGTGAAGCTGAGAAGAATTTGGGCCGGACAGCGGATGTAAATCTTTATG24964 A_95_P017846 TA17945_4097

25686 303 16 589 GGTCTGCTTTATGCCTCAAAAGTTTAGGTTTAAAAACACTTGTGCATGTTGGTAAATCTT24972 A_95_P122657 DW002636

25691 303 21 162 CTACTAAACTAAGGTTTTATCTCTCAGAGCCTCCTTGAATGTGAAATATTCTGAGATTTC 24982 A_95_P080265 BP527962

25693 303 23 805 TTTCCCCTTCTACTACCCTGCCATAAAGCAGCTGTATTTTTTAATAAGAAAAGTTGCAAA 24986 A_95_P126662 TA16490_4097

25695 303 25 426 CAAGCGATTTCCTGCTCTTAAGGTACATGCTACCGTTACTCGAACAGAGGAACCAAAATG24990 A_95_P128407 DW000208

25696 303 26 865 TTTGATCGAGTGACAGTAGTCTGAGATATGCTGATCTGATCTCTACACTCCCTCTGGGTA24992 A_95_P235934 FG159665

25698 303 28 520 CAAGAGACTTGTTAGGTTGAAACCACCAACAGAGTTCTGATGAAGATTCCCCCCATCTCT24996 A_95_P098388 BP534452

25699 303 29 844 GTACATTTTCAACATATTCCTTTTTTCTAGGAGCCAGGTAGTTCACCTGTAGTTTCTGCT 24998 A_95_P294473 EB682884

25700 303 30 752 GTCATCTACGCTCCTAGTTATGTCTTTAAGAACGTAGGGTTATCTGTGTTTTATTACTAA 25000 A_95_P217942 TA21058_4097

25702 303 32 226 CCATGTGCTTCGTAATGCTGGTCCTCCTAATTTTGAAGGAGATATTATTCTGATTCATGA25004 A_95_P261331 BP131668

25703 303 33 814 TGCTACACTATTGTGAAGAAAAAACTTAGTGATATGCTGGCCCTACTATATCCTATTGAA25006 A_95_P195392 DV157600



25706 303 36 333 GACTATTTTCAGATTTCTACTGTTGTGAAGCTCTCATTTTGCTTGGATAGCACTGACTTA 25012 A_95_P017591 EB425819

25707 303 37 781 AAGTTTCTGATGAGATCTGAGCATATTTCCAGAGTCGTCTCGGGAGTCAGCTTGTGCATA25014 A_95_P310258 FG145186

25710 303 40 485 CGCCGACTTTGCAAATTCAAAAGATAGGGAGAACAATATTCGTCCTGACAAATGTCTAAG25020 A_95_P098053 BP534310

25712 303 42 454 TGAGTTTTCTTTTTCCTTTGCTGTACCTCATATATTCTGGAGACTCGGGCAGTTTTGTAC 25024 A_95_P202317 FG642455

25713 303 43 554 GCTGGTAGTCATAGGAAACTGAAGGAATGCAATATATAATGAAATAAGCCTGGGAAAGTT25026 A_95_P033769 AJ632965

25714 303 44 229 CTTTACTGGTTCTAAGTTTGGTTGACAGTTCCGTTATGGTTTACTGTGGTACCTGCTACT 25028 A_95_P108272 CV018762

25716 303 46 687 ATTTTTTGTTCTCTGGAAATTTTAGCTGTTGAGGGAATGCATTTGTCGAATATGGCTATC25032 A_95_P117697 DV160624

25717 303 47 651 ACTCAGACTTGAGAAACTGAGCTTCTTATTTTGAAGTTACAGCTGAAAGCACATTTAGTT25034 A_95_P265536 EB444722

25728 303 58 555 TTGGCGTACAATTCCATTTTTAGTTCACAATCCTGAACTTTCCCTTGTTCAAGCTCGTTG 25054 A_95_P152497 EB682827

25736 303 66 794 TTGCCAAGAGCTGCTCGAAAGGATGTCAATGGGTGTGGAAGAGGAAACAAATTTGTGCTT25069 A_95_P216537 EB450834

25737 303 67 2271 GATATGTAGATAGTTGAGACAACACCTTTTGTACAGCAGTTCGTTACACTAATACATTTG25071 A_95_P031011 TA15408_4097

25740 303 70 244 CCTGAACATCGAGTTGTATTTGGAAGCAGGTTGCTTAGATAATTTATCTAAGACTATTGA25077 A_95_P105867 CV017649

25741 303 71 859 CACTACTTTGGTCAGCTGCTTGTACAATTTCAATATTCAATACATTTCCAGTGACAAGTA 25079 A_95_P181497 TA12996_4097

25743 303 73 2652 GCTGGCAAAAGATATTTAACCTGCTCAATTGGAGCTTCTATAGTTTTGTTTGCATTTATC 25083 A_95_P103692 TA12219_4097

25745 303 75 891 AATTTAATCTTAGACTTGACATACCCTTGGAATTACACACCCCAGTTTCTCCCGGATGCC 25087 A_95_P196087 TA16262_4097

25746 303 76 635 TCCTTAGTTTTGTTGTGGCAAATGCTAAAATTATGAGAGGGTACAGTTCTTTGACTGTTT25089 A_95_P099558 FG635845

25747 303 77 804 CCGAAGAGGAATAAGGGAAGAAGGCAACGGCAACTAATTTTGAATTTTGAAGTGTAACAA25091 A_95_P213977 TA20162_4097

25748 303 78 336 TTTTGCAAAATGGATGGGTTCCTTGACTTGGAATACGAGACTGAGCACGGATTTGTCTAT25092 A_95_P176667 TA11709_4097

25752 303 82 758 GGACAACATTCTTCCTATATCCATTTGGCATTGTCATCGTCCTTTCACCCATCTTTATCT 25100 A_95_P254569 EB438616

25753 303 83 354 GAAGAGGGGAACAAAATCTATTATTTCCTTTTTAGACAAACAATTGTTTCCTATGGTGCG25102 A_95_P210027 TA19313_4097

25757 304 2 213 GGGAGGTTAGATGTCCTGTGAATGAACCTTTTTCCTTTTTGTAAAATTTTCAAGTCCATT 24946 A_95_P140112 EB444070

25760 304 5 371 GTCTGTACCTGAAAATGCCAAAGATGCTGCTGTCAATCTCAAGAAATATGCTAAGTTATG24951 A_95_P093938 BP532490

25761 304 6 573 ATCATAAAGCAATGTGCAAGATTCTTCCAGGAACATGTAACGCAGCTGGATAGAGATCGT24953 A_95_P160917 EH619615

25762 304 7 810 AGTGAGGCAACTACAAGAATATCCTATTATTCTCGCGAAGCGGATAGGTACCACAAAATA24955 A_95_P290633 DW000676

25764 304 9 475 CACAACCGAAAGCAGAACCCTTAAGGTTTGGTTTTGCATGTCATGTTTCCTTTGTCATAT24959 A_95_P261301 BP131514

25765 304 10 861 CCCGTCTATTATTAGTCTAAGCGGTATTCAACTTAGATGTTACTCAGTTTTCACCATTTT 24961 A_95_P254104 EB451857

25769 304 14 799 TCTTCTACGTGAAAAGTGTTGCAAGCAAATTGTGTTACAGTTGCTCTATGTGATTAAGAT24969 A_95_P204622 TA18104_4097

25772 304 17 582 GCATTTGATCTCCTTCACAAATTTTAGTAGAACACTGACATTGATGCCATGAAAAGCTTA24975 A_95_P140647 EB444524

25773 304 18 394 TTGGGGTTCCCAGAAAACGTGTTATGTTGTAATGCATATAATCCTTCTCTAGGTTATATC24977 A_95_P072965 BP526091

25776 304 21 1027 CAACAACCTACGCACTATCTGTAGGCCAAAATCATTATGCAGAAATTGTAGCTTAATATA24983 A_95_P026316 TA16490_4097

25777 304 22 892 TTCTATGGGCCGAATCTTCGTGCCTCTTCTAGATCATCTGATGCTTCTTCATCATCAGCA 24985 A_95_P273811 EB439979

25778 304 23 343 TGTAGTCTTTAATTATATGAGAAGGGGGTTATGTTTTAAGTCGAATGTCGTGTGCTCCCT24987 A_95_P209692 TA19244_4097

25782 304 27 802 CAGTCCTCTATGGTTAAATCATGTTTACCATGAATTATAATTGGCCTGCAAGCATATATG24995 A_95_P023996 EB677551

25788 304 33 871 GTGTAGGTTATTAATGTTGGATGCTCGCTCAAAATAAGTTTTGCAACTTTTGGTTTTGCA25007 A_95_P008556 EB425062



25789 304 34 751 CCTTATAGAGACCAGAGAGGCGTGAAAGGTTGCTTCTTATGTACATATTGAATTAAAAAA25009 A_95_P290468 DV999697

25790 304 35 699 ATTTTGGTATACTTGTCGCGCGATGCCTTTGTTTTATCAGGCCTCCCCAATTACAACGTG 25011 A_95_P216772 EB428944

25794 304 39 407 TTCATGGATCATCTTCTGCTTTAGAGAAAAGCTTCTTGACGCTTGCATTTTGCCTTTTTT 25019 A_95_P158872 EH616761

25795 304 40 558 TTCTCCAGAAGTTATGAGGCCAGGTACATTATGGTTTATTCACAGATCAATTTTCCTTAT 25021 A_95_P142402 DV161940

25796 304 41 792 TTTGTGCATTTTATCACCTTTGCAGCAGGTTCGTGCTGTGGTGTCAGGTCAAGTTGTTGT25023 A_95_P121077 DW001083

25801 304 46 333 TCCGAAATAACATTCTTACTTGGCTCTCCTCCTCTTTCTGTACAACTAATTAGTTTAGTA 25033 A_95_P085610 BP529328

25805 304 50 504 CATTCATGTACGAGCAGATGGAGGGGCCATTGGCAGAGAAACTCTTTTATTTGGTCATCT25040 A_95_P095653 FG644694

25810 304 55 771 CTTCAGCTGGCGCTGAAAGCCTGAAAACATCAAAGAGTTGGGGAGAGTTTGTCATATTTG25050 A_95_P218802 TA21256_4097

25811 304 56 450 CCTATGAGCATATGTATAGACTCACTCCTCTGAAAATTTAATCAATTTCCATGGATGAAG25052 A_95_P001746 AF213464

25814 304 59 1172 CTCACTATTAGTCGGTTGATGTTTTCTTAAAATAAAAGAATCACTGGTTCCAGAATGTGG25057 A_95_P178312 AB178953

25815 304 60 1171 ATTGCCTACTCCATCATTGTATTCACATGGATATGTGCTTAGTGACTTTGTATCAAGTCA 25059 A_95_P025066 TA13222_4097

25816 304 61 417 AAGGTTTGAGAGAGAGGAAAAGCTAGGTTCTTTCTTTGAGATTCATTTTCGGATTTTCAG25061 A_95_P076325 BP526956

25821 304 66 797 TTCAGTTGAAGGCAACAAGGAGAGGCACCCTACATGTTCAACTTATATCCGTCAGAAGGT25070 A_95_P292158 EB426685

25826 304 71 509 GAAGCCCCTCTCCTCCGGTCTTTAATATATTTTGGAATAGCTATTTCCTATTTTAGCAAA 25080 A_95_P144117 EB447270

25829 304 74 703 TCCTGAATCTTGGTTCTAAATGCATGTGATTTATTTTCCTTAATTACATTTGCTGCTGCC 25086 A_95_P182382 TA13201_4097

25835 304 80 193 CGAGTCAAAATAACTCATATGAAACGGAGGGGGTATTTGTTTTTTGGCTCTTATTTCGAT25097 A_95_P147807 EB643460

25837 304 82 868 TGGTTTCAATTTGAACTCTGAAGGGGGTGTTCTAAAGGTGAGCCCTGATGGTCTTCTGTT25101 A_95_P009981 TA16594_4097

25842 305 2 542 AGACTTTGTAATGTGATATGAATTTTGTGTTTGCTTTGTTACTGCCTTCTTATGGCACGC 25110 A_95_P122042 FG638726

25843 305 3 812 ATCAGTTCAAAAATTGATTACTGGGCTTCCAGAATGAGCATTGCTTTACGTTTCAGTAGC25112 A_95_P242877 DV999293

25845 305 5 286 GAACTGGTGTTTCAACTTTTTCATTCTTGCCGGTCAGATGATCATAAAATTAGTGCTTTT 25116 A_95_P093508 BP532292

25848 305 8 705 AAAGGAAATACTCCCTTAGTTCTTTCAATCTGCTGGGACATACTGCACCAGTTCAGGCTG25122 A_95_P135412 EB438829

25853 305 13 493 CCTGGGACATGATGTATGTTTTCTCTCTCTTGGGAATTGGTTCTCTAAAGAAGCGTCTGC25131 A_95_P200667 EH619757

25856 305 16 331 CTGGAAAAGTTTAAGCTGGAAATGTTGATCAGTCTGATGGAAACTTTCTTGATGATGACC25137 A_95_P103177 EB442583

25859 305 19 909 CAGTAGAGGAAACTTTCTTGTAGTTTAGTAGCACTTATGTTGAATGAATGTAAAGGGATG25143 A_95_P203697 EB424837

25864 305 24 546 TAGGGAGAAAATGGATGTCATTGATCTGGAAGATGATACTATTGACGCTGAGATATTGAA25153 A_95_P101754 CN824837

25867 305 27 512 AATGCATTTAGCGGCTTTGGATAATCTATAAGGTCATTCGAGGAAGGTTTTTGATACAAC25159 A_95_P209207 TA19139_4097

25868 305 28 532 ATGAAGATGGTGATGGCGCGATGGTGATATAACTGGAGCTAGTCGTCTTGTTCTTGTACA25161 A_95_P161897 EH620471

25870 305 30 627 TTACCTGGTGTTTCTGTGTTGACTATGCATGAAAAAATTGGATCTGTGAAGAGCTTAAAA25164 A_95_P227084 FG635938

25871 305 31 870 TTGTTGCTTTGTTATCTCCTTACTCTGGTCAGTTGAAGTGCAGTGGACAAGGAAAGAGTC25166 A_95_P249862 EB679189

25872 305 32 1969 GGTGTGAAAGCTCCATTTTGCATGAAAGTTCGTCACGGTGGTGCTTGATTATAGTCTCAT25168 A_95_P147982 TA17155_4097

25875 305 35 348 GCTCTCCCGTGAAATCGAATGACAGAATCAAAGAAGACAAACGATGAGAAGAAGGCCAAG25173 A_95_P109162 CV019173

25879 305 39 725 ACCATATGAAATCAGTTATTCTTCGAGAAAGCAGCTGGAGAGAAGCCACATTTCAAGCGT25181 A_95_P243057 EB445482

25881 305 41 856 AGAATTCTTACAAGCGCTGCGAACTTCCTGTGATAGTGTTGGTTCGCTTCTTGTCTTTGA25185 A_95_P196847 TA16432_4097

25884 305 44 825 TTTACCTGTGTATGAAGAGACTTACAAGAGTTTGAGATCCAGAGGGGTACGTTTTCCTGG25190 A_95_P004101 DV159600



25890 305 50 657 GTCTATGCTGTTAGAAAGATTATTGCTGATGAAAATAAACCTAGCTGCATGGTGGCATGG25201 A_95_P286483 FG638231

25893 305 53 574 AAAGTTTAAAATACAGCTTAAGGATGCTTTCCACACAATTGAAGTGCAAGGACTGCTTCA25207 A_95_P141052 EH617724

25902 305 62 504 AGAGAGCAAGATGTGCTCTTGAAGATAGTCTAAAGCGTGTTGAAGATATAGTACCAAAAG25225 A_95_P083905 BP528884

25904 305 64 781 GGAGACACTTCAATGTAATTTTACTTTGTTTGCCAGTTTACCTAAGCCTTTCTCTAGTTT 25229 A_95_P178692 TA12316_4097

25909 305 69 510 GGGGGTCTGCTCTTCTTTATTTTTCCTTCAAATAATGAGTAGCCTGACTAAGGTTTTACC 25239 A_95_P220547 TA21630_4097

25913 305 73 544 TCAACGAGTCAATAGACTAATAGCCTGTTTGGCCAAGCTTCTAAAATCAGTTATTTTTAG25247 A_95_P069765 BP137478

25915 305 75 851 ATCTAACTACGTTCATGTCACTACTTGCCCACCAAGCTGATAGAGCACTATCAGCATGGA25251 A_95_P243902 FG164291

25918 305 78 463 GCTCCTGCTACTGTCACTGCTTTGAATCTCCTTAAATCAAGAGGATGATATCCCATATAT 25257 A_95_P102797 CV016202

25920 305 80 274 CTGATGATAAAATGTTCAGATTTGTTTTACTTCTCCAGCACACTATGCCCACATCCGTAC 25261 A_95_P097475 BP534063

25924 305 84 910 GGCGCGACCTAACAAAATATTGGATATCTTTCTTTGGTTACGTTTGATGTTAAACATTCA25269 A_95_P177177 EB447510

25926 306 1 617 GCATAAAAGTGGGTGGATTTTCAATACCCCTGTAGATGCTAAAGCCATGGGTCTTCATGA25109 A_95_P031636 AJ504731

25927 306 2 857 TAAATTGCCAGGCAATGCAAAGTACTCTGCTAATTCTGGAGTCCAGCCTTCTCCTATTAC25111 A_95_P150542 EB680640

25931 306 6 421 AGTTGCTCTTGTTAAATGACCTGACTCTCGCTGAGCTGAAAGCTTTCATTCCAGAGCTTC25119 A_95_P087603 BP529834

25932 306 7 2052 TTAGCTCATTTTCAAAAACGTCTAAAGGAGCACAATGTTCTTGTATCTTCTGGCCACTAA25121 A_95_P238524 AB003038

25933 306 8 182 GTCTAAGAATTCCATTCCTTAAAGGCACACCCGTTAACAAAATTCTACTAACTCTATTGT 25123 A_95_P142112 EB445677

25934 306 9 597 TATCATGGGATTCTTTTTGCATCAGTATGCTAGTTTTGTCCTTGCAGTACTTTAAGATGT 25124 A_95_P148247 TA12311_4097

25946 306 21 891 TACCTTCTAAAACGTTTTCCAGTTCCTTATGCTGCGTACTTCGTTGCCGTGGCAACTGTT 25148 A_95_P289433 DV159365

25949 306 24 1518 GCAGAATTTTACTGCTTGACAATTGCAAGTGTGCTTACATGTTATTCGCAATTTGTTAGT25154 A_95_P001731 TA11808_4097

25950 306 25 259 CTGCTACCTTCGATTTAGTTTTGAGAGTTTTGCCTTATAAGGTGAATTTCAACCCATGGA25156 A_95_P161652 EH620329

25954 306 29 268 TTAGGACAATTCGATCCTCAATTTACGGCATGTTTTAGTTGACAATATGATTCTTGTACC 25163 A_95_P002126 TA15252_4097

25959 306 34 901 TCTCTTGTGTATATCAGTAAATGATGATGCTTTTGTGATATGAACTGGGTAAAAGGTCTG25172 A_95_P195707 TA16175_4097

25960 306 35 594 TTGTCCCTCTCCCACAACAATATGGCTTCAGTCATCGGATCATAACCCTTTGGCTTTGTA 25174 A_95_P287713 FG202802

25961 306 36 740 CATTAGTGTAAGAAGCTTCCTGAAAGGCCAATTTTCGTCATCAACATCAGTTTATTTGAT25176 A_95_P222782 TA22108_4097

25963 306 38 960 CCTTTTTCAGGCTTGTAGATTACTGTCTTGATTCATATAAGAGAAGAGCTTGTGCAAAAA25180 A_95_P223807 L29271

25964 306 39 809 GTAGGCCTTGCCCCATGTAGTCTTTTTAAGGTTTTTCATTATATGCTAAAGCTTTCTATT 25182 A_95_P198652 TA16825_4097

25968 306 43 818 TCATCTTCTATGATTTCTTCAGTAATGAAATGCTTTGGCAGGTGAAATGCTTTAGCATGT25189 A_95_P012631 EB438528

25974 306 49 411 TGCATTTTTAGCAGTAGTAGTGCTCCCAAATCTAAACTTTGGCTTCTTCTCTGCGGGCTT 25200 A_95_P052821 BP133022

25975 306 50 460 TGTGTTTAGTTCATTAGGTGTTGCTACCACATTTTTACTACCCTAGACTATAGTATCTTG 25202 A_95_P261826 FG634286

25987 306 62 798 ACATCTTGATGTGGTATAGAGTTTCTCATTCTTGGAGGACTTGGCTGCTGCAGTGAGAGA25226 A_95_P261951 FG141797

25990 306 65 423 TGCTGGAGCAATGCTTAATTATTCAACTGAATGTATGGGCATTACAGACTACATCAAATG25232 A_95_P192417 TA15447_4097

25991 306 66 850 ACTAATAGCAGCAATCCAAATAGGTTTCGGACATTATGTTTGGTGGCGCTGAAATGTGTT25234 A_95_P025291 DV157679

25994 306 69 844 TTTATGCATGATCTGCGACTGATTCACACTGATCTGAGCAGAAATATTCTCTTGTTCGTC 25240 A_95_P306503 FG155320

25997 306 72 838 AACTGCTAAAAGCTTATATCTTCCCCACTTGTGGGAATAAACTGGGTATGTTGTTTATTT25246 A_95_P011936 TA12054_4097

25998 306 73 356 TCCTACGAAGCAGAAACAGATACTTGGAGAGCACCTTTATCCTCTAGTTAGTCAACACAA25248 A_95_P072690 BP526027



26000 306 75 487 TTGTTTGGGTTGGTGGTATGAAAATAAAGTGGTTTCAAACAGTTGAGGTTGCATCCCAAA25252 A_95_P288443 FS396507

26007 306 82 491 TCAGATCTTCTCCAGTCCTTTGTTTTGCAATATGAATCTATGATGATGTGCACTTCTCAT 25266 A_95_P026051 TA14595_4097

26010 306 85 1561 GTTCTCATTAATTGACGTCCGTAATTTCTGCTGAATCATATATTAATGGGGGTTTCAGCT 25272 A_95_P015246 AF026389

26011 307 1 795 TTATTTGGTGGTAAAGTCATTGTCAAGGCAAACCACCACCACTAGCCACCACCACTAACT25273 A_95_P233174 FG158371

26013 307 3 159 GTGCTGGTGGATATCTGGAATTAGAGTTTTCGAACATTTTCATCTTCCCTTTGCACGGCT25277 A_95_P050861 BP132500

26015 307 5 1464 GAAGTGATGTCTGTTGGTATATTTCTTCTACATCACCTGTACATGTGCAATTATTTTGGT 25281 A_95_P198037 TA16693_4097

26019 307 9 156 TTTTCCGCGTGCTTTATTACGTTAAATAAATAAACAAGTTGGTGAAGCTTTCATCCCCCC 25289 A_95_P131182 EB431311

26031 307 21 750 CCCTGCTGTATAACTCTATATTGTGTCCTTTATGTATCAGTGAGAAACTATCAATAGTTG 25312 A_95_P279548 FG638649

26035 307 25 778 TAGAAGATAGTGGCATAGGTCTTGCAGCTGCTAAAGCAGCTGGAATGAAGTGCATTGTGA25320 A_95_P188072 DV999306

26036 307 26 919 CAGTGTGTTTTGGAGATGTCTGTAACTAATTTTTGTTGTGTTCAGAACTTACTCAACAGA25322 A_95_P192132 TA15387_4097

26039 307 29 764 AGACACCAAACATGAGTGAGATACGTTGGGCCCCTGATCCCAGCAATTCTAAGATATATG25328 A_95_P285603 EB429718

26041 307 31 385 CCGAAAACCGTTGATTGTGTTTTCATAGGATATGCGACAAATAGTAAAGCATATCGATTT25331 A_95_P085135 BP529204

26045 307 35 897 CAAATAAAATGCAGTTATTCAGCTATCTAAGGACTGTAACCTCCTTTCTCTTACTTTCTG 25339 A_95_P269641 EB426179

26055 307 45 1075 GAGGAACAAAAGAGAACGTTGTTTCCTTGATTATTTGTTCTTCAAAACTGTGATATGGTC25358 A_95_P011476 TA13481_4097

26056 307 46 375 GAAAAGCAGTCACCATCCCCGCCAGCTGTTAAGAAGAAATCTGGAGTAATTGAGAAACAG25360 A_95_P065670 BP136395

26057 307 47 407 GATGAAGATAGAGAATGCAACTCTAAAAGAGAGCTTAGAAAGTATGGATCATCTAATTCG25362 A_95_P085055 BP529182

26059 307 49 884 ATGCATTGCTGGAGAATGCTACTAGTGAGCAAGGAGCAAGAATGTCTGCCATGGATAGTT25366 A_95_P230659 EB450571

26066 307 56 810 GTTCAGGCTGTAATTTTGCTAGTTTTTGCGTTCTGATACTTTATATTTGTCCCTTCTAGC 25380 A_95_P145742 EB677695

26069 307 59 501 AGTTTTGTCGAATTTCAGTCAGTAGGTAAAACGGTGGCTGATTTCCCGTAGAGGTCCGAT25385 A_95_P102677 CV016136

26073 307 63 247 GTAACTCAGTCATGCAAAGTCATGAACAAGTAGTGCCTTTGGTCTATTATTTTGTATAGT25393 A_95_P164067 EH623194

26074 307 64 332 ATGGAGGTTGAGGTTGTTGTACAGTGAACAATGAACTGAAAATATTGCAGATACTGTTGA25395 A_95_P154462 EG649597

26077 307 67 642 TCCTTTACTGTGTACTTCATATTGTGTAGTGAGGGATGATTGAAATGCGATCTCTTTATT 25400 A_95_P218647 TA21222_4097

26085 307 75 885 CACCCCCCACTTTGTTAATCCGAGAAGCAGATACAAACATAACTCAGTTAGGCATTGCAC25416 A_95_P246097 EB680029

26088 307 78 331 CTACTGTAGTGATCCAGCCATCAACTATTGTAAATTTCCCAAGCTTTATAGCATCTTAAG 25422 A_95_P142837 EB446239

26090 307 80 1335 GATCTGCTTTTCCTGTGGCTGAGTGTTGAATGCCACACATCATTTCTGTGATTTCTCATG 25426 A_95_P009901 TC59718

26096 308 1 362 GGCTATTGAGTACACATACAAATACAATGATACAAATACTCTTCTTTGCTATTGAGTCGC25274 A_95_P095368 BP533159

26104 308 9 673 GATGTTTCCTCTTTTAAACTTGTCTTCTGCTTCGATCTGTTTTAGAACTTCTGAGATTAG 25290 A_95_P232874 TA19868_4097

26105 308 10 437 AGTTTACATTTCGGAAGCAGTGAATTTATTAAAGGGAGAAGGGATTTTTTGTGTCATTGG25291 A_95_P154782 FG635590

26107 308 12 807 CAGTTATTAGGCACTGCATACCACTATTATTTTGTCACCTTCATTCTATTGTTACAGTTC 25295 A_95_P232159 DV159817

26114 308 19 803 GCTTATGTTATTGCCATGGTTGTAATGGGAAATTTTGTGATGTAATCAGTATTCCCAAGT25309 A_95_P198697 TA16834_4097

26118 308 23 727 TCTCCTTGTGATAAATAAAACCGATTTGGCAGCAGCTGTGGGAGCAGATCTGTCTGTCAT25317 A_95_P226679 EB425900

26119 308 24 655 TGTATACGTCTTTTACTCTTTCTTGATGCATATCGCGGACGGCAGATACAGAAGGGTTGT25319 A_95_P163642 EH622724

26120 308 25 683 CTAAACACTTGTAGGTGCTATACTTGTTCAACATTGCACTCACTGGGAGGACATTTCACT25321 A_95_P261381 FG640951

26128 308 33 872 CGCAATGAAAGAACTAGATGCATCTTCTGAAAGTAATGGATTTCTAGCTACTCGTCTGAC25336 A_95_P254274 EB428671



26138 308 43 477 TGCGCGCAAAATGTGGTTCATTTAGAATGATGAAAATAAAATTTGTGGTACTGCAAGTTC25355 A_95_P142002 TA13269_4097

26140 308 45 53 CGCAAATAGTGGCATACGCCAATTTTTGGAGGGTTACAATGCAAGTTATAATTTTCTTTT25359 A_95_P006611 CV021053

26141 308 46 386 GCATGTAAATAACACTTTTGGTTTATGACATTTCTTGTGGGTCATTAAGCTACGCTAGGT25361 A_95_P049556 BP132193

26144 308 49 861 TGAGAATGAGCCCTTGAGAGATGAGAGACTATGTGTATGATACGTCTCCCTCGATCAATG25367 A_95_P293278 FG167224

26145 308 50 410 GTAGCACGTAACTTGCCTTATCTTCCTTATTATTAATCTCACTTAACGGGCGATTATTTG 25369 A_95_P238604 AB035705

26149 308 54 748 AATCTTCGTCAAACCCTAACCGGGAAACATCACCTGAGTGAAGCTCTGACCTATTGACAT25377 A_95_P164112 EH623254

26153 308 58 488 TATCTGTTGGTCACTGGATGTATTCTGTATCTCATGTATTTATGGTTATCAGACGAGTTA 25384 A_95_P113012 CV020964

26154 308 59 754 TAGGAAGAATATACCTGGGAATGCACAGCTTGATTGACATCATTGGGGGTCTAGCTTTCG25386 A_95_P137232 EB440958

26157 308 62 525 GCAGAGATGAGTTGCTTGTAAAAATTTTGGGTTTAATAGTTATGCACTAATCAGCGTGTA25392 A_95_P269036 AM787843

26162 308 67 498 GGTTTGTAACATGAGCATCTCTGCTTCTGGTGTTTTAACCTATGTTATTTCCTTTTTCCC 25401 A_95_P112147 EH620447

26164 308 69 1322 AAGTTTGCCACTTTGTAATTCTACTGAGGTCCTTGAAAGCAATAAACTCCTGTTGTCTCA 25405 A_95_P180752 TA12819_4097

26172 308 77 456 GAAGCTCTAATGCACGCTCGCACCATGGGTTACAAAGTTGTATTTACTGATCATTCTCTC25421 A_95_P074085 BP526381

26173 308 78 475 AAGCAAACTGGGTCCTTTGGTGAAGCTTTGGCTAAACACAAGGAACAATCATTTGGGGCT25423 A_95_P054241 BP133384

26175 308 80 1491 GGTTACAGGTTCTCAATGGGATCATTTGATAAAAATACAAATGTGGATCAGTTTGAGACT25427 A_95_P012211 TA13070_4097

26183 309 3 825 GTTCAAGGATCAACAGGTATTACTATCTCCAATTGCCACTTTACTGACCACGATAAAGTA25442 A_95_P009321 EB427133

26189 309 9 703 AGTTCAGTTCAGCGTCACAAACTTTTTTGTTTTCATGCCGGAGAGTTCTTAACAATATTT 25453 A_95_P088403 EB435217

26194 309 14 387 TCTGTCTGTCCCTAGGACCACGCATTCCCTTTGTCCATTGTCGAATTCTTTATGTATCTC 25463 A_95_P162172 EH621028

26198 309 18 427 TATCATTGCCTCTCATTGTTGATGTATCCCTATTTTGTGGGATGTGGACTATTACTATTT 25471 A_95_P156987 FG639155

26199 309 19 282 CCATTCTTGTGTATACGTAGAGTGGACCAACTGACTCTTTTTGTTGTCTGTATGTAAGTA25473 A_95_P095268 BP533104

26201 309 21 1747 TTACTTGTCTTGTCAGAGGATTTGCTTGTTCGATTCATAAAGGTTATTAAGTTTTGCACC 25477 A_95_P185447 AY619948

26203 309 23 782 ATTACATAGCAGCTCTTGAGATGCAAGTTCGAGCCATGAGTGCTCTAGCTAACCTCCTTT25481 A_95_P153262 EB683540

26206 309 26 716 CTGGAACTGTATAATTACCCCGTTTTTCATAATTTCAGGAGTTATGTTCTTTACCCTCTT 25487 A_95_P013516 TA17108_4097

26212 309 32 833 TATTGGCTTTTGGATCAGTTTGGGACAGAACTCTGTCGATCAGATGCCGCTGGAAAAGTT25499 A_95_P310213 FG153523

26217 309 37 739 GCAAAGTCATGTGGATGGATGCTTTGACTTTGTAAATATTAAACTCTGAAACTTGTCCAA25508 A_95_P216807 EB435414

26220 309 40 535 GGTCCTTAACTGTTTGTATCTGATTTGCAATGAAATTTCCTATTGTGATTAACTTACGCC 25514 A_95_P222717 TA22094_4097

26222 309 42 891 CCAGGAGCAAAACAACAATGATTCGCCAAAAGTTAGCTTCTTTTTTCATTTGTTGAATGC25518 A_95_P244917 EB680018

26226 309 46 959 TATTTGTGACAAGTACTATGCTATCCTATGTGTCATTTGGATTTGCGCTTTGTCTTTATG 25526 A_95_P021661 TA22220_4097

26231 309 51 853 CAGCATGTCACAGTCTGTATGTATATGCTTTCGCAAGTGTAATTATCAAATTTGCTATCA25536 A_95_P272881 FG164564

26232 309 52 765 GCTTCAAAGAGCTGAATCAATGTCGTCCAATTAATAGCAAAGTTTCTCAGGAAATGTTTG25538 A_95_P118263 DV161263

26233 309 53 828 GTTCAGACAACACTGTATGCTGTTGATTAATTGGTTTAAGACCATCTCGTTTTATACAAG25540 A_95_P182527 TA13237_4097

26234 309 54 863 ATTCAAAGATCTTCCCCTTCTTTCAGGACTTCGTCAAGCTATTTGCGCCATGGGCATGTT 25542 A_95_P228594 DW000726

26236 309 56 1117 GGAGGATTGTATCTTGGTAGAGATTCATGTCTAGTTTTTAGGGCACATTTTTAATTTTGC25546 A_95_P018811 TA15665_4097

26238 309 58 492 TTTGACTGTACGAACCTAATTATTTCACTCTGCCGCTTGTTGTCAAAGCAGGTACTCGAG25550 A_95_P074870 BP526582

26241 309 61 750 ATCCATTTGTGACCAACCAGAAGATTGCCGAGTTCCTCTTTGCAGGCAATTCAAAGCGAA25556 A_95_P223057 TA22166_4097



26244 309 64 735 TTTGATGAATCCTCTCAGTACTTGAACTTGAATTTCCCTCCAGCCAGCAGTGGCGTAGAT25562 A_95_P223172 TA22193_4097

26248 309 68 815 CGTGCTCTGCAAATCCTACCATGGAAATAGAAGAAACATTTCTGTTAATTTTTCTTCTTC 25570 A_95_P243652 EB425489

26252 309 72 1727 GCATCTGAGGGGAGGGATTTTACACATATTTATGTATGACAAGAGCTTGATTTGTTAATG25578 A_95_P007406 AY366400

26255 309 75 404 GAGAATGAAGGTTATGAGGTCATTGTAATTGGGTTCTTTGAATTAACGAAATGGATCTCA25584 A_95_P207047 FG623545

26261 309 81 950 TAAGACTGATCTTGTAGTCGGGCAAGACATTTGTTAATATTGTTTAATGGGGCAAAAGAA25596 A_95_P197077 TA16483_4097

26265 309 85 911 AAGTATTTTGATATCCGAGGGATTCCAAGCCTAGTGGTTTTGGGCCCTGACGGAAAAACA25603 A_95_P118737 DV161797

26267 310 2 1105 GTCATGTAACTCGTTATATGGTGTGATCTGTCACATGCTACACTTTCTGCAATGAATGGC25441 A_95_P186727 TA14188_4097

26268 310 3 391 GAAAGAGAACTTCTTGAGCTACAGTATGTACAAAAATAAGACATGTCAAAACCATGTTCC25443 A_95_P150102 EB680162

26270 310 5 658 ATTGCTCCCTTTGTATGAGAATCAGTTAGCAGAATGTCCAAATAAAATATGAGGCTTCTG25446 A_95_P153712 EB683919

26272 310 7 787 TACGTATACGCTACCCTTCCTAGACCCCACTTATGTTAATGTTGTTGGTCAATTTTACTT 25450 A_95_P150977 EB681159

26273 310 8 532 GTCCGCAAGACTGTTGTTTTCTGGTTGGTTGACATATACATCATGCTGGGCAAAGCATTT25452 A_95_P033759 AJ632963

26274 310 9 253 ACAACCCTGTGATTCTGTTTGAGCATGTTTTGCTCTACAACCTCAAGGAGAGAATTTCCA25454 A_95_P066465 BP136610

26276 310 11 285 GAGGAGCAATATGCTCACAACTCTCCTAATTCCTTACATTTTCTTGAGTCTCCCTTCGTT 25458 A_95_P105032 EB428527

26277 310 12 475 TTCCGGTTCCGATGCTGTTGTTCGGTTTCTGTTTTCTTAGCTCAATGGTTATTTCTATTG 25460 A_95_P203482 TA17862_4097

26279 310 14 645 CCGGATGCAATTTTTCTCAAAGTAAACTATGAAGAACTCAAAGCCATGTGTCATGCTCTT25464 A_95_P265346 FG640689

26281 310 16 630 TTTGGCGCTGTAGCTTAGTTTTTAGTTCAGTTGATAAAATTGTCAGTGTCTTCATACATC 25468 A_95_P049171 DW000180

26284 310 19 363 TGATGATGTTCTTGCTGTTTTGTTGATCTGCTGTTTGGGGAAGACCTTGTCTTATGTTTA 25474 A_95_P094493 BP532739

26289 310 24 769 GTCTTAGTGATTGGTGTTATGGGCGTGGCTGCAAATATTCCTTTAGGCATATGGAGAGAA25484 A_95_P194677 EB425191

26292 310 27 931 CATTGGTTGTTGTAGGTGTTTTCAGATTGTGAATGAATGAAGTCTCATTGTTTTTCTGTG25490 A_95_P198317 TA16752_4097

26294 310 29 783 CTATCCGGACATTATTTACTCGTGCAAGAACATGCGCTCCATGCATTCTATTCTTCGATG 25494 A_95_P151832 EB682078

26297 310 32 966 GCAAATAAAAGCGTACTTATACACTTGAATCTTCCAAAGGAAATCCTTGTTGAGGATCAT25500 A_95_P009611 TA12795_4097

26300 310 35 876 CCGGGAGCAAACCATTCTGTTTTACCTTTCCCTATTCTGATATGTAACATTATGTGCAGA 25505 A_95_P130602 TA12081_4097

26302 310 37 687 ATTAATGGCAGATTTTGGTGAGAGCGCAATAGGAGAGTGGCGCCTATTGATTCTGGATTT25509 A_95_P303278 FG149635

26304 310 39 1787 GAGGTGACTGCAGTTCTGGATATAACATTCATCTCTTTGATCTTAGCTTGAATGTATTTT 25513 A_95_P007721 L38260

26305 310 40 758 TCTTGACTATGAACAAGAACTTGAAACAGCAAAGACCAGCTCATCCGTGGAGAAGAGCTA25515 A_95_P011676 DW001087

26307 310 42 737 AGCTTATGATTGTGCACTTAAACTGATTGAGTGGATGGAAGTACTGATGATGGACTTAAA25519 A_95_P208322 TA18943_4097

26310 310 45 795 CCAGAAGTGTATTTGCCTTGTTATTTATGCTGTGTATGCAGAAGAAGGTTTATTTGGATA25525 A_95_P011921 DW000377

26314 310 49 1135 TGCTCAAGAAACAATCGAAGATATAAATGTGAATTCTGCCCAAACGATTTTACCGTTTGC25533 A_95_P025011 TA21394_4097

26316 310 51 1245 CTTTTTGTGCCAACTAATATATTGAATGGTTTGGGGTATTTTTGCCTCAAAGTTGCTATC 25537 A_95_P256344 TC43686

26317 310 52 104 GGATTATGTTTCGAGATATAACAACATTACTACTTGATACTAACGGCGTTTACTGACACT25539 A_95_P112132 CV020533

26319 310 54 1056 GTTCGCAAGCCCATTTCAGACCTAAAGTAAATTGGAGTTTATAGTCAGTTAGCTTTATAT25543 A_95_P230559 AF053766

26320 310 55 394 TGGCATCATTTTGGGGTCACCTGTACGTATAGTCTCTTCTTGCTGGTTAGAATTATCTCC 25545 A_95_P076765 BP527078

26323 310 58 1248 GGAATCGTAATGTGTACAAGGATGTTGCCTTTCTTGTTGTCTATCATGTAATTTTTTGGA25551 A_95_P182152 TA13144_4097

26329 310 64 815 CATGTTGTTCTGCTTTTGAAATAAACTAGTCTACGCGCACGTTTATTGAGAAATTTCAAG25563 A_95_P243887 EB680330



26330 310 65 277 CCTTCAACCTAATATAACTGATTCTTGGTGTTTGTCCGCAAAAATGCCAAGTGATGCGCA25565 A_95_P205252 TA18239_4097

26331 310 66 714 AATGGTCATATCTTTAACGTTGGTAATCCGAACAATGAAGTTACAGTCAGGCAGCTGGCT25567 A_95_P148112 TA17675_4097

26333 310 68 963 GAATGCAACTGCGCGGGATTATATTTATATTTCATGCTGAATTTCACGTGCTTCAAAAAA25571 A_95_P226684 Y16644

26334 310 69 1206 TGGTTGAGAGAAATTGGCAAGGGGGATGAATAAAAGTCTGCAGGATGAATGTCACTGTGC25573 A_95_P111912 AY220080

26335 310 70 568 AGTGGTCGTAGTTGGAGATAAATCATCCTAATCTGTTGATTTTGTTCTCCAAATCCTAAT25575 A_95_P227054 FG640545

26337 310 72 841 TGTGTACACATTACCTGCTCTATGTTACTAGTATTCGATTTACGCGCTCAACTGAAAAAA25579 A_95_P271086 TA19840_4097

26344 310 79 800 CTGCCTTTATGATGCACTAGTAAGACCTTATATTTCTTGAGATTGTTAAATTCTGCTGTG 25593 A_95_P002566 TA11864_4097

26345 310 80 501 TCGGGGAACTTTGTCCTAATTCTATCTACCAAAGCTTAGGCAAATAGAAAGAAATGTCTT25595 A_95_P298558 FG636346

26346 310 81 450 CAGGTGCTGTTGCATTATAGGTTGGCAAAAGACGAGCTTGTTTATTATCAAATTTACCTT25597 A_95_P001386 EB447417

26347 310 82 874 AGAATTTGAGACCGGAGATACCTCGTTGTTGCCCAAGTTCTTTGGCAAATGTGATGAAGC25599 A_95_P294613 EB441748

26350 310 85 765 CATGCCCCAATAGGAATTGTAAGGTAAGGTCTAGCTCAGTATATATTTGCTATTAGAGGC25604 A_95_P116517 DV159282

26353 311 3 754 TTTAAGGCTTAAGTGTGGAGAATTTCTACTGCTTCTGATTGGACATGTAAACGGGAGGGA25609 A_95_P126327 EB425660

26356 311 6 753 ATCAATCCCCTGAACTCGATCAGAAATTCCCGTTGTCAGTGGACCCTTCTTTTGAAGGTT17966 A_95_P000116 FG157904

26358 311 8 127 CAGAAAAGCAAATAGTAATATATACCTGATGGCATTCTGATGCTGGGGGACACGGAGTGC25618 A_95_P111047 CV020023

26360 311 10 515 CGTCAATCTCTTTCTCAATTGTACACTCAAGCAATCATATCTCAAGTATCAATTTTGCGT 25622 A_95_P029421 DW003670

26362 311 12 739 TGCTGCAGCTTAATGTTTATTCGGATAGGCCTTAGTTCTTTCTTGGCCAGTATATGGAAA25626 A_95_P248387 EF051129

26369 311 19 702 CTGTATACAAATAGTTCAGACTGGCCCTAACATGAAGAATCTTGATAAAGATTTAACGCT25640 A_95_P197412 TA16555_4097

26373 311 23 538 TGTTTGTTTGTATATACTCTCCCATCTGTGATCTCACTATTTTGACTTCTAAGGTGAATC 25648 A_95_P299423 FG638572

26375 311 25 767 AAGCAGCAACTAAGGTCCATCTCTTCATTCTCTTTACCTCTTCAATTTGGTGATATAAAT 25652 A_95_P197712 TA16623_4097

26376 311 26 891 GAGAATCTGTATGTTGTGGATGAGAAAGATACAGCTTTAGATACTGTTATGGAAAATTGG25654 A_95_P227614 EB427793

26377 311 27 427 GAATCTAGTTTTGGGTGTAATTGGTGTTGCAGCAAATGCAACACTATGAAGGATTTTTGA25656 A_95_P214227 TA20217_4097

26379 311 29 283 TTCTTCAGATGAAGGATCAATCTGTCCGAAAATTGTCATCGTCCCTCCTGATGCTGAGCT25660 A_95_P086545 FG640368

26381 311 31 319 TGGATTAACTCTCTTTAATCATATTACATAGCACGCTGCGCTTGTTGTTTGCCCAAAAAA 25664 A_95_P033819 AJ633029

26382 311 32 882 TGCTCTACTTAATGGTTTGCAGAATTCGCGTGTTTATACTTTAATGTGCATGTTGGTAAA25666 A_95_P185592 TA13948_4097

26383 311 33 767 AGAGGAGAGAGGAGAGGGAGAAGGAGAGAGAACAATCCGTAATCAAACTTTTATTTCACC25668 A_95_P213737 TA20112_4097

26395 311 45 1339 GGCTTTGGTTTGATCTTGTAGATATTTTGAGTGCTTTGTATCGGCATTATTCAGAATGAA25692 A_95_P238789 AB022273

26398 311 48 547 AACCACTCAACATTATGTGTTTTCTGGCCATAATTTGGAGTTTGGATCAATCGCCTTCTA 25697 A_95_P183222 FG137478

26399 311 49 131 ATGCTGCTTTTGCGCTTGGTAAGATATGTCAATTTCATCAGGAAAGTATCGACTCAGCAC25699 A_95_P154847 EG649783

26410 311 60 255 CTCCTCCTGAGGAACCATTAACTGATAAGGAAATTGAGGAGCTCATTGCTGAGCTTTTAG25720 A_95_P078645 FG641707

26411 311 61 261 AACGATGTGAAAGTAATCCAGTTCTCATCAATGCAAGATGCCTTTGATGGCTTCACGGAC25722 A_95_P052466 BP132930

26413 311 63 330 GTGTATTTGCTGGTGGCCAAGGTGAAGGAGATGATGCAGCAATTGGGAATCAAAATCCTT25726 A_95_P101988 U74325

26415 311 65 171 CCTTTTTCCTCTTAATTTAAGTCAAATAACAAACCTCTTGAGTGTACTTTGAAGCCGCCA 25730 A_95_P159227 EH617185

26418 311 68 445 TTTCGTGGTTCTAGCACGGTCGCTCAATTGTCATATTTGGCTTATTTATCTGATTTTAAT 25736 A_95_P090743 BP531076

26419 311 69 113 CGAAGGCGCCTTATGTAATTATATATAGCATAATCCAAAGGCTAACAACAGAAAGATACT25738 A_95_P140577 EB444465



26422 311 72 473 ATAATGTGGTGTAATGTGCTGCTGCTTTCCTTAGCCGAGAGTCTTTCGAAAACACCCTCT25744 A_95_P072790 BP526052

26425 311 75 726 TGTTGCTTTTGAATGCGGTGCTCACTTTTGCGACTGCTTTCTCCTCTACTCGGAATATGT 25750 A_95_P257059 FG636654

26427 311 77 513 TTAGGGTTATTGGGTAACTAGGCTTATCTGGGAAATTTGGGAAACTAGTTTTCCTTCTTT12052 A_95_P000101 FG167017

26431 311 81 125 TGCTTGGTTAGATCTCAATAACCATTGGGCTAGCCCTTTTAGTCCTCAGCTGCCATTTGT 25761 A_95_P114152 CV021471

26434 311 84 860 TGTTGTTTGCTTGACAATTTAGCTATTCGTGACTCAGCTAATGCATCATCTTCTTGGTCT 25767 A_95_P118687 DV161763

26436 312 1 321 AGCTTTCAGATTTACAGTCTCTCATGGAGTTTATTTACCGAGGTGTTACTTTGGTATATT 25606 A_95_P089538 BP530542

26439 312 4 766 GTTGAAACTTATCGACTGGAATGGAGAGCATTACTTCCTCACACTTGCAAATCTGTGGGC25612 A_95_P283988 DW003539

26447 312 12 784 CTTGTCGGAAGACATTGGTTTGTAACTTAAAATGAAAGGAACTGGATTGAGACAATAAGT25627 A_95_P183497 EB429193

26455 312 20 819 TTGGGGAAGTATGTGGAGAGGCTTCTTAGTAGTGGCTTTGTTAATGCCATCAAATCTTCA25643 A_95_P117667 EB430351

26458 312 23 371 CGTTGTTTCAGTTTGTGTGTACAGGAACCACCAATAGACGGTGAAATTTAATAGATTTAA25649 A_95_P003926 FS413762

26459 312 24 527 TGTACTCAGTGACACCGGGTTTAAGAGTGTTTATATATGTATTTGTGAATTTTCTTCCGC25651 A_95_P019176 EB433277

26461 312 26 651 TGATTGAGAACAAAAACCGGAGGATTTGTTGCCTGTTGTGGTACCTTTCGGCTAACAGAT25655 A_95_P170094 EH664824

26462 312 27 172 GGAGAAGAGAAAGTTGGAAACTCATTATTGAGCGCATGCTCATACCTTTAGAAAGTGAAG25657 A_95_P098023 BP534296

26464 312 29 847 AGGGGGGAAGAACTCAGTTGCAATATGGATTGTGGCCTCACATAGTGTCTTTTCCTGAAA25661 A_95_P031491 TA16203_4097

26465 312 30 296 TTTGTTGCCATCGCAAGTATGTCTTCCATAGACATGGCATTTTGTAATTCTTTATTTCCA 25663 A_95_P034883 BJ999149

26466 312 31 869 CACTTTGGCTGACATATGCCCAGCGACTTTGCCTTCAATATTTTATTTTAATTGACAAAA 25665 A_95_P178512 TA12268_4097

26467 312 32 636 TGTCGCCTTCACATCTCCCTGATCGAGGTTTATGGATTATTTTATATAGTTGTGTTTGAT 25667 A_95_P233714 FG641857

26468 312 33 340 TGATGAGGATTTGTAGCTGTAATTGCCTTTATGATTTGATGAGTGGTGAACTTATTCGTC25669 A_95_P209067 TA19108_4097

26470 312 35 633 GCTTATAGAACTTGGCATTTCCACACAAGTAGCTGCAATGTGTACAATTTTACACATTAT25673 A_95_P149012 EB678671

26472 312 37 384 GGTGAATTCCAAAGGGAAAAGCTGTGATTGAGAATTAAGTGGCCTTCGGAGCGAGATTTT25677 A_95_P161572 EH620253

26473 312 38 203 GAATCCCTACATTGCTCTACTTTGTTTTATTTATTGCAAATGTGCTAGACAAAAGACCTG 25679 A_95_P031506 BP531462

26475 312 40 798 GGAACTTGAGTTGAGACATTAGAGATTGCTGGTATATATTTTTAAGAGCTTGCTCGTTAA25683 A_95_P246732 EB643454

26476 312 41 274 GGATAAGATGCTAGAGAGACTTAAGAATGCATAGAGTGATGTTCCCAATACATTATTCTA25685 A_95_P101853 CN824887

26480 312 45 815 TAATGCTTTTTGCTATCAAAGCCGTTGCAGAAGGAGTCCCTGAGCTAACAAGGGAAGCTA25693 A_95_P119162 DV162239

26481 312 46 814 CCACAGTAGGCAGATAGATGACTTGATTCACTTTTCTACAATAGGCTGATTGATGACTTA25695 A_95_P226564 EB450058

26485 312 50 787 TGCTTCATCGCCAAATGTTCTTCAATGGCTTGTCCCATGTTGATGTCGTGACCCCTTTTT 25702 A_95_P207647 EB679774

26489 312 54 678 CTTTGGCACAGTAGATCGTTATCCTTGTACTCCTATTTAAGTTGTATTCCAGCTCGCACC 25709 A_95_P005386 EB438907

26493 312 58 1391 CCTTTTAGGAAGAAATTGGCAGATGCATTTTTCATGCATTTACATTGCATGATCACACTT25717 A_95_P009296 AB066279

26495 312 60 1363 CAATTCTTGGTGAATCTGTCTCGGTTGAGGATGAAGTAGTGGTAATCAACAGCATTGTAC25721 A_95_P194557 TA15921_4097

26500 312 65 1189 AGTTCCCTGAGTTGCTGCCAATCAAAGAATCATTGGTCAAATATGTATTTGAACCAAATA25731 A_95_P012121 TA16920_4097

26502 312 67 720 CATTTGATACTCGATCTGAATTCTGGAGCTTTGATGTTAAATTCTGATATACACCTGAGT25735 A_95_P022251 TA13250_4097

26507 312 72 626 ATGCATGCATGGTTTGCTGCATTCGCTGATACTCGCTATGCAGTGGTTGTTCCTATAATC25745 A_95_P019136 TA14564_4097

26508 312 73 1029 ACACCACCCAGTATAAGAGAAACATGAGTCAAAACCTTAGTGTTGTACTAAGGTTGTTTC25747 A_95_P193127 TA15604_4097

26511 312 76 898 GTTTTATCTGCTACATCTAACTAGGGAAGTACTACGACTACTACTACGTGGTGTTCTATT25753 A_95_P225577 EB443157



26513 312 78 543 ATTTTTGGTGTTACTGTGTATCCGAACGTGGATTATGCCTTTCGTAGTCGCTCTCTGGTT 25756 A_95_P162522 EH621474

26514 312 79 63 CTGACTTGGATTATTGATAGCTAAGCTTTACTTAAGGTCTTCTTGTAAACTTTTGCTGTC 25758 A_95_P145067 EB448606

26515 312 80 563 TTAGTTGCTGAACGTTGTGATCTCTGGCCTCTGCCATATAAAATTTTACTATGCAACGTT 25760 A_95_P189132 EH622674

26518 312 83 1010 TGATTGTGATCTATGGGATCGCGACTATAATCGTTTATAATAAACAAAGACTTTGTCCAC25766 A_95_P007676 M15173

26520 312 85 782 GGGAAAATTCTCCCTGGTAATTATTGTAGTAGGTGTTTGATTTATCTACTACACATGAGA25770 A_95_P015411 EB450584

26523 313 3 612 AGGATCCTCTTCTTCAACAGCCAAGGCTCGTTCTCAAAATCAAACTGTCGTCGTTCAAAA25774 A_95_P131632 EB679714

26526 313 6 552 CACTTTGTAGTTTGTTATTGAATGGTTATAAATGAAAAAGGGCTATGACTACCCGCAGTT25780 A_95_P021081 TA18792_4097

26529 313 9 837 TCATTACAATTCATTGTGGATGGAGAGTCAGATTATCCCTGATCTTCCATGTGTAGCAGA25786 A_95_P285223 FG142087

26537 313 17 507 CATCATCTAGTGTATGTAAAATGTAATGAATCTTGTCTTGTGTTGGATTGGAACACATGG25802 A_95_P095488 FG636446

26541 313 21 1553 GGGAATACTGCTAGGGTTTTCTCGGGATGTTTTATCTAGAGTATGAGATTATTTTTGGAT25810 A_95_P008431 AF190657

26543 313 23 813 ACTGATGAGTGTCGATGGCCTAACGCGCGAAAATGTTGCTAGTCATTTGCAAAAATACAG25814 A_95_P151987 EB682256

26544 313 24 654 GATTGCCGTTATGTGTACTTCACCTGTGTTGAGTAATACAGATTGCTCCTGTTCTTCGCC 25816 A_95_P198968 TA16892_4097

26547 313 27 594 AGTATTGCTGACACTAAATGGGCAGCTTGCTGTTGAAAAAGGCCATGCTGCAGATAACAC25822 A_95_P032291 EB449088

26548 313 28 103 TCCACAATCAGATGGCTTGTGCTCGATCTTCCATCATTGGTTGGGAATGGCATAAATGGT25824 A_95_P171676 EH665193

26554 313 34 886 TATTTTCAAGTTGCATGTTGATGGAAAGCTGGTGATGTGAGACTTTCTTATGTTTCAACT25836 A_95_P011611 TA13458_4097

26556 313 36 561 GCTATGTTGCAACTTCTAGTCAATGACTTTGATTTGCTTAGTATATCAACTTTCATCTCC 25840 A_95_P005236 EB442583

26559 313 39 182 GTTGTGTATTAAGAAACACCATTCCATCTCATGCAATTTCTGATATGTTTTGAGGATCAG25846 A_95_P099033 BP534736

26561 313 41 521 GTTCGAAACGCGAATCATAGTATTCATTCTTATGGGAATGGGAATGAAAAACAAGAGATA25850 A_95_P270566 AM798360

26566 313 46 579 GAGAACATATACCCAGTTCTTACTGAGTTCAGGAAGAATCAGCAATGAGTTGAGAGACTG25860 A_95_P284403 BP131165

26567 313 47 109 GTTGCCTTCTGTTGTTTGGATGTTGTTTGTGTAATTTATGTAACAAGTTGTTGTAGGATG25862 A_95_P092168 BP531674

26568 313 48 223 GTTCGGTCGTGGCCTGTTATTGTTCTACTCTTAGGTATGTACACATCTAGCTGAAAAGTC25864 A_95_P095483 BP533211

26575 313 55 810 TTATGAAGGTCATTGAGAGGCCATTGTCAGAAAATGAGCGCTTCATGCTGGCAAAAGCTG25878 A_95_P261816 EB448369

26579 313 59 877 CATTGTTAAATGAGGAGCCTAAATTCTCTGTGGTTGAGATAGGTGTTTAGTTTTTGTCCA25886 A_95_P005081 TA12257_4097

26581 313 61 1498 CTGGATGGCGTTCTTTTTGAACGTTTTAATTTATGTAGCATGATCTGTGTATGACAATTG25890 A_95_P217557 X83880

26583 313 63 768 AGGATGCTAAGCAATCACGATATTTCTTGAAGATGGTCATCCGATAGGATGTGCCAATTC25894 A_95_P157537 EH615587

26585 313 65 428 TTCTTGTTTGGAGATTGAAGCAAAGACAAAAATTGGCTAATGGCGCAGAATGCCTGCATG25898 A_95_P005876 EB678658

26594 313 74 856 GGTAAATAGGGTTGACGCAACATTGCCAATATGGAGTTGTTCAATGGTTTTAAGCTTTTC25916 A_95_P245612 DW000372

26596 313 76 199 GGTGGTTTTGGAAAAGCAATGTACTCTGCTATCGCTCTATTGAATTGAAATAGAAATACA25920 A_95_P091768 TA16554_4097

26612 314 7 143 TCGTATTCTTCGAGATGTAAATTTTAAGATTCGGGGAACGGATCCTAGTATGGATATGAG25783 A_95_P108222 CV018725

26613 314 8 663 CCATGTCCAAAAGCCTTCCAAATAAAGACCTCCTGATCAACCTTCAAGAATGCCAAGAGA25785 A_95_P132467 EB432949

26622 314 17 155 TCATCTTTTGCAGCGTTGTTGTGGAATTATGATGAAGTGCTGGACGTGATACATCGTTAT25803 A_95_P032196 BP533238

26628 314 23 196 ACTAGTCTTTGATTTTCATTGACCTGCTTTGACAGGCCAGAATAAATTTTCTTCATCCAG 25815 A_95_P105067 CV017283

26631 314 26 449 TTGGGGTTAGGGTTTCGTTCAATAGTATTAGTCGGTTAATTTTTGTTGGTTGATTTCATG25821 A_95_P208442 TA18970_4097

26633 314 28 443 GTTGAGTGAAAATTTTATAGCGCACTCTTTGCACATCTTTAACTTGGTCCAATAATGTTC 25825 A_95_P111527 EH617796



26640 314 35 903 CAAGATGATCGGCTCTTTTCTATGAATCCTCCTTATGTAATGAGATTCTCTCTCTATATA 25839 A_95_P007706 TA13105_4097

26641 314 36 850 TCTTGTTGTCATAAGAATCATATGCTACTGGGGTAACAAAGGCACGCTATTCACTTGTAT25841 A_95_P018876 DV158102

26642 314 37 444 CACATCCATCAATAAAGGTCCGATTTCTCCGTATTTATCCCTTTGTTACGAGTTCCTTTA 25843 A_95_P093328 FG640666

26644 314 39 209 TGCAAATGTGGCATCTAGACTGCAAGTGTCACCCATTGCACTATGTTCTAAGTGAACAAA25847 A_95_P103512 CV016540

26647 314 42 483 CTATCATCATCTGGCCTACTATTTCAAGCATCCTCCTATTTGGCAATTTGAGAAAACATG 25853 A_95_P049906 BP132274

26650 314 45 717 GCACTCGTAGTTACCCGTACTGTTTTGTTCGTATGCGTTTTGTGACAGAGCAAACACTGA25859 A_95_P251467 FG635853

26653 314 48 570 GGTTCCAGGATTAAGTGGAATTTCACCAAGTTCTTGGTTGAATAAGACGGAAAATAATCC25865 A_95_P106233 CV017817

26656 314 51 766 AATAGCGTCTAAGAGATGCATATAGCCTGTATTTAAGATCAGCTGCTTGTGTAGCAAATA25871 A_95_P194327 EB450105

26658 314 53 721 GTACTACTGGATTTCTTTCATTTTTGGAGGATGCACCCTTCTCAGAGGGCTTTGCACTTG25875 A_95_P136542 EB440321

26660 314 55 839 TCTGCAGTAACTTTAGGGTAAATTAATGTAATATTTTGCCCTTTGGCTGACATATGCACA25879 A_95_P148442 EB425860

26664 314 59 855 TTACAGTTTTGAGTGCATTGGAAACGTCTCGGTTATGAGGGCTGCTTTAGAGTGCTGTCA25887 A_95_P245992 EB678659

26677 314 72 782 TAAAGAGTTCCCCTTTCCGAACCAGGAGAACCTCTGTGAAATCAGTTTCAAGTAGTTCTG25913 A_95_P138407 EB442174

26678 314 73 434 CTGTCTTAGCAGCCTCTTCTGTGTATTCAGATTGATTTAATGTATTACTTGAACAAGTCC 25915 A_95_P122302 DW002313

26680 314 75 764 GAAGCTCATAGCAGAGGAAGCAAAAGATCACACCACCCTGTTAGCATTCTTTGATGCTTT25919 A_95_P218672 TA21228_4097

26681 314 76 287 TGGCACTGTATTTTGATATTGGGATCTTTATCTTGGTGGTTTTGAAGTTTGGGAGATTCT25921 A_95_P109217 CV019192

26683 314 78 828 AGATGCGTTGGATATCGTAAGGGATCCAGAAGAAAGAGAGTGTTTCATTTGTTTAAACCC25925 A_95_P218107 TA21099_4097

26686 314 81 718 ATCAATCTACTTCGGCGTACATTTAAACGAACTCTTGTGCTGGGAAAGTTGTTCACATTT25931 A_95_P223072 TA22170_4097

26690 314 85 161 ATAATTGATCCACAGAAGGATAAGAAGTCGAGGGAGTTGTTTCCATACGTCAGTTGCATT25939 A_95_P040061 BP129722

26691 315 1 1582 GTCGAAGAAAATGCAACATATTGCTGTTACAAGAACCACTGAAAGGGAGTTGATTGAGGC25940 A_95_P188807 TA14651_4097

26692 315 2 596 ACAAACTATGTTTACCGTGTTTCTTTGCCGGCACCTGATTTTACCAGAGAAGTATCCTCC 25942 A_95_P046581 BP131435

26695 315 5 1829 AACTCCGTCTGAGACTCTAATAACATAGTGTTGTCATTGTGGATATGTTTGTATTACATG25947 A_95_P015846 TA12251_4097

26696 315 6 788 TTGCTCACACTTTATCTGGCCATCGTGATGGAGTAATGTCAGTCGAATGGTCTGCTTCTA25949 A_95_P310908 FG172547

26700 315 10 442 TTCTGGCTTGGTTTGTTGCATCTGTTTTTTGGTGGTTTTGGAAAAGCAGTGTGGGGGATC25957 A_95_P101503 CN498848

26706 315 16 1072 TCAACATGCTCTCAAATCATCTTAAACCGTCATGAGACTTATTTTTCCCGTCTCAATTCG 25969 A_95_P202757 TA17703_4097

26709 315 19 638 ATAGGTACCCAAGAGCTAGGTTAAGATGAGTTTTCTTTTACATGTGTTTATGTGGTGATA25975 A_95_P119412 DV162620

26711 315 21 830 TCAACATTGCTACTCAGACAGTTGCAGGCTATGTCTTCATGGTTGTTGCTGCTAGCATTA25978 A_95_P146967 EB451156

26713 315 23 1016 GTTCATAGATAGAGGATACACCTACTTTCCATTTTGTCAAGTCGATGTTGAATTCAATGA25982 A_95_P029401 TC48071

26718 315 28 738 AACTCTGGTATTTGATTTGCTTAGAATGTGGTAGTTGCTTTTCCAACAAAGATGGTTTTC25992 A_95_P013971 TA13071_4097

26719 315 29 421 ATGAAAATAAGGTGGTTCCAAACAGTTGAGATTGCATCTCAACGCCTAGAACTTTGCATG25994 A_95_P023661 BP532793

26721 315 31 812 CAGAGGTTCATATATGTCAAAGCAATGGTTAAAGCAGCCTGCATTCATTCAATCTTTTGC25998 A_95_P259341 EB682828

26724 315 34 438 GCCACTAGAATTAAGCCTTGACTTGGTCTTTTGGATTTAGGTCCAAGGTATGATTTCTAA26003 A_95_P044756 BP130966

26725 315 35 880 GGTGATTGATGCAATTAGAGCTGGAAGCTACTGCTAAATATTGTAACTAATGAACATTTG26004 A_95_P204897 TA18164_4097

26727 315 37 333 ACATAGTAATGTGAAATTGTGAATCAAGAATTCCATCTCCAGTAATATACTCCTGCTCCG26008 A_95_P132857 EB433648

26728 315 38 740 AAGAATTATGTCGGATTCTCTGTGTTTTCACTTTTCATGGCTGTGAGGCCTTTTCTGTTA 26010 A_95_P184418 TA13692_4097



26729 315 39 701 AAAGTAATTCCCTAATCTAGCAGCCGACTCCTCTCCCATTTGTTGCTGAGAAATCTCGCT 26012 A_95_P301948 FG152175

26732 315 42 901 ACACTACTATATACGATGGGATAAATATATGCATTGAAGGCGGAAATTGCACTGCAACTG26018 A_95_P292643 EB427886

26735 315 45 373 CCTATCCAATCATTCTACTATAAGTCCCTTCTTCATAGCTACCCAACTATGTAATTTATG 26024 A_95_P142427 EB445890

26736 315 46 574 ACATGGTTACTAGCTCCTTGAATTTATGCTATTTAAGTTCTCTTGTACTTTGTGGACTGT 26026 A_95_P045731 BP131218

26739 315 49 778 GAAATAGAAAGACAGAGGATGAAATGCTTTCCTTAATCAGGTGGAAAATTCGACAGCATT26032 A_95_P117597 DV162682

26743 315 53 642 AAGAAGCAGTTGGTGCCATTGCTTTTAATTCCCAAGAAGGAGGACCTGGACTTTGTTGTT26040 A_95_P182072 EB430441

26744 315 54 479 ACACATTAGGTTCAACACGGATTCATATGTATACCGATTCATGAAAATGATATACAGGTC26042 A_95_P299483 FG643481

26746 315 56 849 TGCCCGCATGTCCAGGCTTCAGTCCCTTTCAAATGAGTACTTTTTATGTTCATTTACTAT 26046 A_95_P226689 EB425964

26748 315 58 822 GCTGTCGTCTTTGGAAGTTCATTAGATCTAAAAAGAGTTTGAAGTTCATTAGATCGTTCA26050 A_95_P229019 DV157735

26749 315 59 228 CTATTGAAGTTCTCTTTCCATCTGCTGTTGATTGTTTGTTGTGAATGAACTTCTTTTGCC 26052 A_95_P027376 BP531067

26751 315 61 186 GGTTGGACATTTTTGGGGTTGGAAACTGAAATTCGAAAAAAGAACGAAAAGGATTCTTTT26056 A_95_P096338 BP533583

26753 315 63 904 GATGGTAATCAAGATATGATGCAGATTGATGAAATTGATTCTAGAAATGGGGCTTACAGT26060 A_95_P198367 EB679747

26756 315 66 625 ATTTATTAGATAAAAGGTCGACGCGGGCTCTGCCCGTTGCTGCGATGATTCATGATAACT26066 A_95_P029466 TA19036_4097

26758 315 68 725 TGGGTATGGTGGTGCTAGTGATCTTCCACATGCTGATGGTTTTGGAAGTTATGGTACTCT26070 A_95_P136217 EB439884

26760 315 70 541 AACTCTAGATTACATACTATTCTCCTCCTTCAGGGGAATATCCAACCCAATTCAAGCCTA 26074 A_95_P028591 BP128599

26761 315 71 846 GCTGGTGATGTGCTTTGCTTCCCACCCATAACTTAGTTTTTTGTTTGTTTGTTTATATGT 26076 A_95_P292578 EB427718

26763 315 73 818 CAAGAAAAACCTATAAGTTTCAGCACTTGGTTTTTCTTTGGTTTTCCTTTGGCTTTGGTG 26080 A_95_P017226 EB438454

26764 315 74 2211 GGCAGTTCAATGAAGGGTATAATTTATTGGCTCTTTTGGTTTGGCATTTGTGGTTAATAT26082 A_95_P021031 TA11868_4097

26765 315 75 732 TTTGGCTTAGGCTCATTTCATTGATGTCGAGGTATTTGCTCTTATCATTTTTAGATTTGG 26084 A_95_P149892 EB679884

26768 315 78 775 AGTAAGGGAGACACTTCAATGTAATTTTACTTTGTTTGCCAGTTTACCTAAGCCTTTCGC26090 A_95_P012446 TA12316_4097

26771 315 81 687 TTGCCACAACAGGTCCATTTTCCTACTATTCTATCTCTCTTATCTTACCGTGAATGGAGC 26096 A_95_P303383 FG194074

26773 315 83 791 CCGTCTGGAAAAGATGGCATATGTTCATTTATTCTCAAACTAATGAGGTCTTTTAGTACT26100 A_95_P009361 TA12569_4097

26774 315 84 674 AAAGTAAGTCAATGTTCAAGTAAATATTTGAGAAGTCGCCTGGAACTGTTTGAGAAGCTG26102 A_95_P116732 DV159518

26776 316 1 857 TCTTTAATGTACTAATGTACCACCTAGGAGCCCCTGGCTTCCCCCTCCTTGTATTTGTTA 25941 A_95_P261941 EB424703

26783 316 8 543 GTATATATGTCCCAAGTTGTGGGAAAAGATATACTGCGTTGGATGCATTGCGGTTGGTGT25954 A_95_P042116 FG140087

26790 316 15 832 ATGTTTTGAGTCAATTGTGATAGAGAGATCTTGGATTGGCAATGAAGTTGGTGCTGCCTG25968 A_95_P219162 TA21339_4097

26797 316 22 829 TTATCAGTGATGGTAAAACAGCTTGTGCAGTGAGTATTTATGGTTCTCCGCGGCGTTGTG25981 A_95_P145267 EB448874

26800 316 25 486 GATGTGTCCAGTTAAATGATCCCACAACAAGCTTCCTTTTGCCAGGGGTTTTGGTGTTTG25987 A_95_P050136 FG158367

26802 316 27 121 TTTCTTGTTATGGTCGAAGAGAATGGATGACCTCAAATGCAGTTGGTCGGTTAGTCTCAT25991 A_95_P112637 CV020769

26804 316 29 498 CAGTGTAAAGCATGCGTGGTGAAACTACTGTAACCAACAATTGGACGTTGGGAATGCAAT25995 A_95_P023411 BP131493

26805 316 30 606 AGGGAGGAGGAACATAGAGTCTTTTCAAGTTGTACATTAGACACAGAAAGTGATAAACAG25997 A_95_P145077 EB448622

26807 316 32 823 GGATCGATGGGTTCCTGGCTTTATTTTTGGGCTCTTATTCATCAGATTTTGTACTAGGGA26001 A_95_P254284 EH615257

26812 316 37 339 GTTAAAGGTGGTTTTGACTTCTGGGTCCTTGAAGTTATGGAATTTCTCTGAATTGGTATT26009 A_95_P095073 BP533000

26815 316 40 759 GCGTTTATGATAATGTTTCACCAGAGAAGGCTCAAGCTATTATGTTGCTTGCTGGAAATG26015 A_95_P129282 FG159197



26818 316 43 871 AGACTATGTACTCTTGTTGTTTGTTTAGTCTGTAAATAGTTGGAATTTCACTACGACCTC 26021 A_95_P061230 DV157623

26820 316 45 524 TTCCTATGGAGTAGGTCCATTTGGGTTTTGATAAATTTGGTGTATTGATGATTGTTTGTG26025 A_95_P134332 EB436564

26822 316 47 243 ATCACGTTCATAGGGTAAAATACGTTTAGGGCAAAATTCCACAATTGCAGAATATGACTA26029 A_95_P213032 TA19963_4097

26823 316 48 1123 TATTGGCAGTGTAAGAATGCCCCTTTTATGATGCAAGGAGAGGCTATATGCCTTTGCTAT26031 A_95_P013706 TA15324_4097

26826 316 51 1065 CTGCTATCTGTCTAGACGGATGTGAGTTTGATGTAATTAATCAATAAATCTCCAGTTTAG26037 A_95_P034663 AY183722

26827 316 52 434 ACGTGGAAATTTATAAGCTGTGAGTAGGTGGTCAACAACAACAGGAAATGAAATACCATA26039 A_95_P092408 BP531790

26832 316 57 624 ATTAAGGAGTGATGAAACCAGAAAAGAGATGCACCTTTTGAACTCATTGTATGCAAAACT26049 A_95_P131437 EB431715

26834 316 59 812 CTATTACTTGTTACCCGGTTTGCCCATCATAATGAAGAAGAAGATGGTTATGATACTTTT26053 A_95_P125632 EB424725

26845 316 70 657 CAAAAAATGTTCTAGTTGGTAAAGGACAAGCAACAGCCATGGCAGCTCTCAAGGAGCTTC26075 A_95_P249067 EB435358

26848 316 73 128 GTACTCTTGTGAAGGTGTTAGTGCTATCTTTTCTAGCCACTTCAATTTAAAATATCACTC 26081 A_95_P121052 DW001061

26850 316 75 167 GGTTCTTGGACTTGGTAACATACCTCGGTTACTTTGATTTGAAAGAATGAATCAAATGTT26085 A_95_P131812 EB432223

26852 316 77 819 TGTCGTTCAATGGGTTGTAATTGAATGTTATTTCCTTCTTGCTACGTTCATATACTTCAG 26089 A_95_P206987 EB451518

26855 316 80 798 ACAAGTGAAGAGTTCTCTGTTGCTAAGAATCAATCGTGGATGTTAGGCTCTGCTGTTTGA26095 A_95_P292183 EB426797

26858 316 83 654 TGAGTGAGCTTTAGAGGGAGGCTATTGTCTCTTTGTAACCATTTTGTGCATTAGTTATTA26101 A_95_P001496 TA19041_4097

26872 317 12 650 AGTTCCAAACCGAGGCTCTTCAGCATTTTGAAAGACATTGATATTCTTTTGAGAACCAAT26128 A_95_P116937 DV159434

26874 317 14 428 TCCCAAGGGAGCGAAAACGAGGAATGAATTCAGAATTAGGGGTGGAGTTCATAAGTTCTC26132 A_95_P087893 BP529908

26880 317 20 791 CATTTTTCCTGGCGACAGTCGTGAGTCATCCCTAATATATTGATGTTTGAACAGTTTCTT 26144 A_95_P013606 TA12934_4097

26883 317 23 294 AGCACCTCCGGCTACTCAAATTTTATTCTATTTAGTAGAATGGCAAATGTCTTATTGTTC 26150 A_95_P003731 FG638754

26884 317 24 1560 GTTGCAAGGATATGAGAATACCAAATGGGTATCATAGACTAATTGGGGTTGACTATATAA26152 A_95_P025801 TA14079_4097

26888 317 28 777 ACTTGTCAAGTTGTAAATGCAAGCTGATGACTTTCTAACTCTAACTGCGCCCCCTGAACA26160 A_95_P117382 DV160289

26890 317 30 823 GCCTATACCTGTATTCTTCTTTGAGCCTTGAAATGATCAAATTTCATTTCAATTCAGCTC 26164 A_95_P207777 EB450642

26903 317 43 507 AAGCCAAGAGTTGTGGAACATGATTGTGATTTCTAGTGTAATTATTCTCATCGTTGGTTT26189 A_95_P221497 TA21831_4097

26905 317 45 393 TATGTACCACTGTGAATGATTAATGATTCTGATTCCGACACAATTTATCCCTGTTTGTTG 26193 A_95_P030356 TA16391_4097

26908 317 48 494 TTGGTGACCTTAATGATTTACTGGAGCAAAATGAAACCAGATATATGACTTGAAAGCCAT26199 A_95_P021891 DW001874

26914 317 54 538 AAGAAATACTCATCGATTTAGGCTCCTTGTACCACTTCTGATAAAAGCTAAAAGAGCAAA26211 A_95_P144967 EB448515

26915 317 55 2420 CTGTCTTTTAGTCTTGTCAGAGTTTGGTAAGTCATTTTCAATGTAATGTCCTGTTCTGTT 26213 A_95_P032536 AB186042

26917 317 57 1177 CCAGTATTGTTCTTTTTAGGAACATGGATTCTTGAGCTCTTTAATGAAATTTGGGCAAGT26217 A_95_P189837 TA14873_4097

26918 317 58 759 TAAGGTCCAGCCTGTGTTCTGTTGTTCCTGGATGAAGTACTATTTGCTACATGTCCTGCA26219 A_95_P148952 EB678548

26921 317 61 754 ACATCCATTTAGGCTTCATGATGCTCTAACCAATCGTTCCAAAGATCATTCCCACCTTTG 26225 A_95_P215442 EH619741

26925 317 65 181 AGAACTCAAAAATACCACCATAAAAATGGTTGAACAAAGCAGGGTTCTTAACACCCCTGG26233 A_95_P136377 DV999293

26926 317 66 809 TAACATCTGTTAATAGTTGTCTCTGTTGGGATGAACTCAACTCATGGATGCTGGGGAGGG26235 A_95_P126992 EB426415

26931 317 71 741 GCTGCATGTTTATGTTGTACTAAGTGATTCAGCTGTAAAGAGGTGTGAGAATGTATTCAA26245 A_95_P010966 DV162548

26935 317 75 793 TGAGATTGAATCTCTTTCGATGGTACTGACTTCTCTGACACTAACCCGTGCTCGCTTTGA26253 A_95_P270016 FG138724

26938 317 78 785 ATGCTGTGTGCCTTTTCCGTCAACAGCTTATTTAGTGTTTACTCTGTATACGTATATCTA 26259 A_95_P177912 EB437975



26939 317 79 552 ACTGTGTTGTGCTTGTGCTTTTTCTGGCATTCTGAGGTAATCCAAACATTGTAATTTTTT 26261 A_95_P019076 DW004716

26946 318 1 767 AGCTGTTGGAATCAACTGTACTCCTCCTAGATTTATTCTGGATCTTATTCGATCCATCAA 26107 A_95_P140372 FG138658

26951 318 6 1080 TTCATAGTGAACCGACGTTTGATCAAACTCTTGCTTGAGCATGATTCGAATAAACGAGCG26117 A_95_P023831 TA14141_4097

26953 318 8 1506 CTCTTAAACCCTAAAACTCATATCTTGTAAGCATACTTTTGCCAAGAGATGATCTGGAAA26121 A_95_P021476 TA17215_4097

26954 318 9 665 GCACTTAGAAATCCTTGATCTCAATATCTTGGACTAGTCCTTATGTTGTTGCCTTCAACA 26123 A_95_P253369 FG642430

26955 318 10 361 AATATATGCAGTTTCCATCACAATCCGTATTGTGTTTGGTTTCATGTTTATTGCCCTGAC 26125 A_95_P025691 DV161823

26956 318 11 472 CGCTGGTAATTCTTGTAGAAGGTGTTTGATTTATCTACCTACACATGAGGTTATTGATAC26127 A_95_P191512 TA15254_4097

26957 318 12 584 TTGAGGTTAGCATTCTTTCAGTCAGTGGCAATAAGCTAGTTGGTCTTAGTAGAATAGAAA26129 A_95_P159132 EH617084

26958 318 13 1008 CTAGTGCCTTGGAGTGTGTGTATGAGAAGTGTCTGTGAGAACTTGAACATCTCTTTCTGT26131 A_95_P009491 TA15475_4097

26961 318 16 805 GTGAAGATCATAAATATTTGACGTTGAGTTCCTGCTGCTCCTGGAGTACTTTTTGCAGTC26137 A_95_P233319 EB679770

26963 318 18 693 ATGAGCTTGAGGAGGAAGATGATATGGAAGATTTTGATGGTCTTGGAATTAGAGACAGCG26141 A_95_P137062 EB440802

26966 318 21 695 CTGTTGGAACACCTGGACACGGCTCTAGATTGTATGATAATACTGCTATGGAGAATTTGA26147 A_95_P136972 EB440704

26968 318 23 549 AGGAAAGGAAGCTCCGTTACTGTACTCTACTCCGATGTTAACCTCTCTAACGGCGAATTT26151 A_95_P027946 TA15227_4097

26969 318 24 168 CTCCTCTTGAGATGTAGTGTAGTATCTTATCTTCCTTATTGCATGACATACTTTAAGGAA 26153 A_95_P001411 EH619794

26970 318 25 311 TTTCCTTTAGGATTTGATGGAACTTTAGATTCTTAGAGCTTAAGTTAACGTTCCCTCACA 26155 A_95_P048426 BP131909

26976 318 31 393 TCAAGGAACATTATGCAACCATCATCAGCTATCTACAACCCTTAAAGCAATGGAAGTGTT26167 A_95_P097588 BP534116

26977 318 32 241 GCCCCGTCATGAAAGATTTTATCGATATATGAGAGTATTGTTGCTTCCTTTCTATCAATA 26169 A_95_P003816 EB440105

26978 318 33 761 ATACTCCTATTACGGTCCCCTTAACCTTATGACTTGGAGTGTAGGATACCACAACGAGCA26171 A_95_P293824 EB451261

26980 318 35 442 GAAGGAGATCTCAGTCTTTGGAGTGTATATTAGGAGTTCCTTTTGATTTAAACTTTGGAC26175 A_95_P101923 CN824929

26983 318 38 352 CCGCATATTTTTCCAAGGGGATAGAATTGTGTTGGATGGTGGAATGTAAGAGATTTAGGT26181 A_95_P033191 AJ310476

26991 318 46 326 AAAGCTAAAGAGAGATTTCAAAGACGGCGACAAATAGAAGCAATTAATGGTGCATGGGCT26196 A_95_P080860 DW004768

26992 318 47 936 GAGTTATGAGGAATAAGTAGGAGTTAACCGTGAGATAATTGTAGGAGGGTTTAATTTCAT26198 A_95_P012031 TA14873_4097

26993 318 48 251 ATGTAGACGAGCAACCTCCATTATTATCGTAAGAATAAACAGGTTCCTATTTTTTCACTC 26200 A_95_P139232 EB442971

26994 318 49 116 AGCTTATGAATGACACCAAGCGTGCTAAGAGAAGGCTGTAAGTTCTGCTTTTTCCTGGCA26202 A_95_P034289 AJ718369

26996 318 51 921 TCACTACTTTTTGGCTTATATAAATGAAGGGACACTCTGCCTTCTCATGTTTCTCGTCCG 26206 A_95_P185227 TA13867_4097

26998 318 53 319 ATAGGGAAGAAAGAACTCTTAAGGATCTGCACTGAAAGAGAATTCTTGCTAATGAAGAGG26210 A_95_P081535 BP528280

27003 318 58 841 GATAGGCACACAATCATCATGCTCAAATGGACTGCGTTTTCTGTAGAATGATGATTGGCA26220 A_95_P224337 EB439249

27008 318 63 128 TGATGGTCACTTTGTCTTTGATGTCCTGTTCCCACAAAACTATCCTGATGTGCCACCGAT 26230 A_95_P225942 EB424860

27011 318 66 516 TGAGTAGTAGGTCGTGATTTTTTCACCTTTTGTGCCAGGTGTTTTCAATGTAAAAATATC26236 A_95_P265541 AM790765

27014 318 69 310 GGGTGGCGGGAGATGAAGATGAGGAAGATATTGACGATATTGAACACGAATTCAAAATTG26242 A_95_P129187 EB428913

27017 318 72 1226 ATATGATGTTACTGTTGGACTGTAAGCATTGGGCTTTAAAGACTTTAAGCATTGGGCTTT26248 A_95_P208407 TA18962_4097

27021 318 76 489 GATCGTCGAAGGAACTAAAGGTAGGGTGGTACGATCTAGTGATAATGAAAGGACTTTCGG26256 A_95_P267236 AM793576

27023 318 78 685 TTACCGAGGCAGAGAGCGTTTGTTTATATGTAGAATGATGACACAATTGATCTATTTAAC26260 A_95_P254484 FG190707

27025 318 80 459 ACATTGCAAAAAAGGGTGATGATGCTAGGCTGCATCGATGTGGCAGAGTATAGAGTTGAC26264 A_95_P076360 BP526964



27026 318 81 726 GTGTTTTTTACCCTCATATGTACTTTCAGATAATCTTCCCTGTTTTGCATGGAATTTGAG 26266 A_95_P278268 FG635823

27027 318 82 149 AATTTGAGATATATCTCACGATTGGAAGGTTCTGGGAAGGATTGGCTGGATGGATGTGAG26268 A_95_P157452 EH615510

27028 318 83 815 AGTCATTCCTCGAGGGGGATGATGCTATGGAGCGTACTCTTCATATTCCTCAAGATTATG26270 A_95_P243052 FG139530

27029 318 84 1467 TAATTTTGGTAGTGGCAAAAATTCAGTGTAGCCTTGAGTGGAAAGTTCTGAGAGCGGCCG26272 A_95_P247657 EU375458

27031 319 1 1470 GATCAACCACTGTGAACTTAATCTTCCAGGCTTCTCTGTGTGTATATTGTTTTCTTTCTC 26275 A_95_P152062 TA15973_4097

27032 319 2 519 TTTTGGTCATTCAACTTCCTATTGAATTGTTGAAGAGGAGCACTTAAAGGATGTGCTTAC26277 A_95_P155932 EG650331

27035 319 5 421 CGACTTTTGGGAGCTAATACAATTTGTACGCTGAAGTTTTGCTGGTAACTCCAATAATAA26283 A_95_P286073 FS408169

27036 319 6 866 AGCTGTTTGAGTCGATCAGATGCACTGTACTGCTGTGCTGACTGATGAGAAAAATCTCGA26285 A_95_P235104 FG142893

27042 319 12 106 GAAGTATCAGAGAGGTAGAAGACACGACTCTGATAATGATGATAGTAATGATCTTGATGG26297 A_95_P119242 DV162344

27044 319 14 737 ACACATTGAAAGCAAGAATTTGGATGTTGCTGTGAAGCAACTTGACAGGAATGGTTTCCA26301 A_95_P316743 FG194017

27048 319 18 301 AAAGTTGGGCTTTCTTAATTGGGCTTTAAATTTGTAGTGCTTTCTTTTCCTCTGGGTCCA 26309 A_95_P213882 TA20142_4097

27049 319 19 603 TAGCCTTGTCGATATTATGGAGTGATTATCAGAACTTCTTTGTTCGGAAATTATTGAACG26311 A_95_P242942 EB447309

27050 319 20 1701 CTGTATCTGCACATTTATTGATTGTATTGCAAAGAGCTTGAAATCAACTACAGTTCTCCA26313 A_95_P259986 AB286961

27051 319 21 603 TCATCAGACATCTCGCTTTGAAACAGCCATTCAAGCTGTTCGACATGTGGTTGCCACATT26315 A_95_P127327 FG174896

27052 319 22 488 TCCTGTTTGATGAAGGATTAATTGCCTTAAGCTGGTGCAATGGGATAACTACCTGCAAGC26317 A_95_P275918 AM788420

27060 319 30 867 TTGTCGGATTACTTTAACAATCTCTTTGGAGGCACCAAGGTTTTTATTGAAGCTGATGGA26333 A_95_P248877 EB679127

27064 319 34 461 TTTTCAACATCTCCTGCCCCTTGACGATTCTGTCCAGATAAAGTAACAGCTGAATAACTA26340 A_95_P278488 AM802537

27065 319 35 388 CCACAGATGAGAGTGGGTTAGATGTTAGTTACTAGATTTCTAATTCCACTGTATATTGTG26342 A_95_P211132 TA19545_4097

27068 319 38 199 GGAGAGGGATTAAGTCGCATTTCTGTTTCTTCAAGGTGTTTGTAAAAGTAAGATGTTTTT26348 A_95_P093603 BP532331

27069 319 39 596 TATATTTGTAATGAATTCATATCGTCGATCCAGGAATGTAATATCACCGAGCAAGCTGAT26350 A_95_P300453 FG638254

27075 319 45 700 TACAGAAAAGAAAAGAGGAGACTTTGCTGAAATAGGAGGGGCACACAGTTCATGGCTGAA26362 A_95_P135797 EB439356

27077 319 47 418 ACTTCATTAAATTGATTATGAAGAAGCACGGAAAGGACATCAGCGAAGGACAACGAGGGC26366 A_95_P072845 BP526066

27082 319 52 674 GTTGACCTCGTCCTTGTATCCATGTTGTGTAAAATGTATATTGTAAGACCTAACATAACA26375 A_95_P295583 EB446978

27083 319 53 1558 TATTATATGTGAACTTGTCAATTATCTCCTGAGGTGAAAGAGTCCTTCAGGGAATAGTTT26377 A_95_P007981 AF127243

27085 319 55 854 TGATGGCTATCTGGATCATACTGTAAAAGCTTAAACTCATATGATATCTTCCCTGTGCAA26381 A_95_P289148 DV157860

27090 319 60 789 TTCAAGATGCTTGTATGAGCCTTGGGTATGGCAGCCATATTCCACTAGCATATGAGAGAG26391 A_95_P281573 FG159896

27093 319 63 490 ACAAGAAGATCAGGGATCGAGCAGCAACATTTTAATCACATGATGAATTACGTAGAACTT26397 A_95_P054261 BP133390

27097 319 67 1474 TTAATGCTCTTCTCCTTCTCTCATGTAATAGAAATAGATGTGTGGACAAAAATCGGAGTG26405 A_95_P218912 TA21283_4097

27098 319 68 490 TCTTTCAGCCTCAAGCATTGGAACTATGTGCAAGGAAAGTTGCTTCTGCATCCGGAGATA26407 A_95_P006926 NP917038

27103 319 73 837 AATGTTGTTCCCATCCCAGGAGCCAAAAATGCAGATCAAGCTAAAGAATTTGCTGGTGCA26417 A_95_P290578 DW000445

27112 319 82 651 ACACCTTGGAACTTGGAATAGTATGAAAAATATCCGTGCCATGCTAGGCACATAATTTAG26435 A_95_P252414 FG645435

27113 319 83 749 GGCTGGTATATGTTTCTTTCAGGTGTGCATGGATTATAATCTATTAAATGGGTTAATACC26437 A_95_P016931 TA16516_4097

27115 319 85 284 TCTCTATGCCTGTTTTCCTCATCTCAAAAAGTGAACCGTTTAATTAGGTGCCAAACATCC 26441 A_95_P109862 FS416927

27120 320 5 243 CCCTGATTTGGTAAAGGGAATTTTGGTACCTCTCAATAAATTTGATCCCCAAATTTATTC 26284 A_95_P142807 EB446228



27127 320 12 223 TCACTGGAGACAGACATACTGTGTCAATCTTTTTGCTATTATGGATGAATCTCAATTGCT26298 A_95_P089383 BP530479

27135 320 20 813 TGATCTTGGATGGATTTTTGCTTCCTCAGATTCTGTTCATTGTGTTCTGTAACACTACTG 26314 A_95_P254154 EB426002

27136 320 21 451 GCCATAGACAATAATCTTGTTACATCAGGTCATCCAGGGAAAAAGCTAATTTAGTTTGTG26316 A_95_P022716 EH623214

27138 320 23 652 CCCAATTTGGGGTGTAGGATTGATGATGATAATGTCATTGATGTTTAAATTCTACCCTTT26320 A_95_P285698 EH622264

27141 320 26 399 TCACAGATCTGGTTGACTACTTTCCTCTGACTGCTTAGGTTGAGTCACACATTTTCTGCC 26326 A_95_P106058 CV017736

27152 320 37 1153 CCATCTGCCATGCTTTTATTTGATGCAGTTGCATTGTACCTTAAATTCACTTGGTTCCTA 26347 A_95_P027941 TA16625_4097

27154 320 39 148 GGTCCTGAGTAATCTAAATTTTTGTTTCATTTTTTCCCCTCAACACAGATAGGCAATTTG 26351 A_95_P094243 BP532623

27155 320 40 501 AACAAATGTGCATACTTTCTGACAAGCAAATGTCGCAGACATGGGCGAAGATCTGCTAGT26353 A_95_P055016 BP133585

27156 320 41 798 CGGCACTTAACTGTTGTAATCTTCCGATTTTTACGTTTGATTCCGGCTCTGTAGTTGGTA 26355 A_95_P152642 EB682971

27165 320 50 176 CTTTTGGGCAGCTCGTCCTTAAATTCATGTACATATTGGATACTATACTTAACTGTTATC 26372 A_95_P103837 CV016717

27167 320 52 331 GAATCTTTCTCTGTAGTTAAGGCTAGTGACCGCGTTTGTCTGCCATTTCTACCGTGACAA26376 A_95_P104452 TA15278_4097

27170 320 55 921 TTCGGGACATGGGAGTTCGACCCTGTGGATTTGGAAAATCCATTTCCTAACAATGAAGGT26382 A_95_P248027 EB679219

27174 320 59 619 GGATGGATAGGTGAAGACAGTGGCATGTTGCTAAATACTGTTAAAATCACATTTTGTATG26390 A_95_P261876 BP133832

27180 320 65 464 TGACTGGAGCCCAAATTTTCCATTAGGATCATGAGTCGGATCCTAACTTGAGGAATATAG26402 A_95_P052976 FG163875

27184 320 69 724 GCTTGTTACCAACTGGCAACTGGTATGGAAAGTGTTTAGAGAAATACATAGGAAATTTAC26410 A_95_P299103 FG645413

27188 320 73 346 CTTGGTCACGCATACTGTTTTTGAAATGAATCGAAAAAGAAAGTAGTTGTCCTCTCATTT26418 A_95_P308473 FG642531

27189 320 74 1123 CTGTGCTATAGTTGCAGCAACTGTTAACAAGGAGATTATTTTTTATATCCTGTAATAGGG26420 A_95_P196402 TA16330_4097

27190 320 75 801 ACGCAACTATTATGAAGGTCATTGAGAGGCCATTGTCAGAAAATGAGCGCTTCATGCTGG26422 A_95_P144847 EB448369

27195 320 80 391 GTCCAGCAGTAAAATACATGTAACTCTATTAGATGATCCATGATCGTAGTATGGTATTTG26432 A_95_P077090 BP527163

27203 321 3 529 GCATTATGAATCACCTTAAAGGGAGCCGTGATTTTCCTCGTTTACGAATAGGGCATTGGG26447 A_95_P157407 EH615476

27208 321 8 845 CCTAGTGCTATTGTTGATGAGATGAGGAAGTCATTGATCGACAGTTACGTTTGAGTTATA26457 A_95_P224967 EB426172

27210 321 10 744 AGATGTTTGTTATCACTATGGGTTATAGTTTCTCTGTCCAGTTTCTAGTGAACACGTAAA26461 A_95_P161247 EH619997

27211 321 11 293 ATGAACTGTTTAGGCAAAGGAGAATCTTAGCAACAGGGTAACATTGGAAGCATGAATTGG26463 A_95_P075630 FS424594

27215 321 15 480 GATGGTAATATTATGTTCCTTTTATGTTAGTTTGCTTTGAGGGATGTCATCTTGAGGATC26471 A_95_P061055 BP135165

27218 321 18 852 AAGTATGCCGGTGTCTTGTATGGTCTAGGTGTTGTTGAGAATGGACAGAATGTCCATTGA26476 A_95_P235064 DV999544

27225 321 25 217 TAATAGAGAAGGGAGGGTGGCCTAATGCGGACACATCATAGCCTTTAATTACAGCTTTGC26490 A_95_P133597 EB435245

27227 321 27 514 TGGATGGTCACTCAAATCCCAAAGTTCAGATCATCGGGTTCAAGATGACGCCAATATTAC26494 A_95_P071875 BP525812

27229 321 29 520 CGTGCACTTGTGACTCCAGTTCTGGGATGGTATTTAGATATCGCGATTTTTATGGAGAAA26498 A_95_P253444 EH622203

27238 321 38 876 AGTTGAAATTAGGTCATAGGGATCGTCGTATGGGGACTTGAACTATGTAAAATGAAAAGG26516 A_95_P198597 TA16813_4097

27239 321 39 649 GCAGAGGTTGTTACATATATTCAAGAACAGCTGATTTGAGTTATTACTGTGTATCAGTTG26518 A_95_P122737 DW002697

27240 321 40 846 GATCCCATAATGCATTTGCTTTCTGGGACTGGTAGAGTCGATATAGTGTCTGCATGCAGT26520 A_95_P270086 FG134963

27241 321 41 467 GTGCCCTGACTTCTATTTAGATTGTGTATTCTGCTATAGGTATATTCGACATGGTTTCAT 26522 A_95_P122607 FG638986

27242 321 42 777 TTAATAGCCCAATGGTTAATCCAGTTTCAGAAATATGCCAAGCTTGTTCTGATTAAGTTG26524 A_95_P162577 EH621517

27244 321 44 372 AAAGGCGAATCTGAGCCTACCCCATTACTTTGATTTTGTTTTGGTTTTCCCTATGCTCCT 26528 A_95_P076620 BP527032



27249 321 49 80 TTATACTAATGTAAAGAACTACGTTTGGGCTTGATCCCCATAGGAGCTTAGCCCGGGGTA26538 A_95_P034344 AJ718492

27252 321 52 832 TTGCTAGATGAATCGTGGGTGCTGACCTCCATTTCCTGTTCAATTCTTTCCATTCTTTCC 26544 A_95_P119417 DV162624

27257 321 57 739 ACTTCTGATTCTTTGTTCTCCATCCAACCCAACAGGGTCTGTTTACCCTCGGAAATTGCT 26553 A_95_P151137 EB427488

27265 321 65 834 TCTATACATGGCAATGACCGAATTTGAAAAGCTTTCTGAAGTACCTGATTGGTCATTTAT26569 A_95_P236214 DV159985

27268 321 68 755 GCTGAAATTGTTGTGGATTATCCCGATAAGAAGGTAACTATTGTGCATCGGGGATCAATG26575 A_95_P127947 EB427526

27273 321 73 777 TAAACATAGGATGCATTTGTACCATTTAAATGGATGCTTGGATTTGGGTAGTGAAAGCGT26585 A_95_P014376 EB442889

27275 321 75 146 TTGAATAACACCTCTTGCATATGCCTAGTTTAGGCTAAGTAGTCCAGTTGTTTTTAAAAG26589 A_95_P099528 BP534960

27276 321 76 851 GTCAAAGTTGCTGAAGCCTGATCCGGAACTGGCTGATACAATTTATAAAAAGTGCTCGAG26591 A_95_P294658 EB441989

27277 321 77 275 TATTATGTAGCTTTTGCTGCTGTTGCTGTGGGACTCCTTGTTTATTCTGGAGGTGATAAA26593 A_95_P266121 TA21591_4097

27283 321 83 310 CTGGTTCATCTTGTAAGTCACTCGAAGCATGAATGCAAAGATGAGAAAGATTTGAAGTTG26605 A_95_P094933 BP532936

27285 321 85 797 AGTTGGAGAAGGCTGGATTTCGTGGTATCTTGATAAATGCAGTTGTAGCTGCAGCTAAGC26608 A_95_P252499 DV158177

27288 322 3 1021 GGAAGGCGAAACGAAATTCTGTTTCAGTAATTTCCACCTTTCTTTTCTTTTTTCTTTCTG 26448 A_95_P240144 AJ966359

27289 322 4 411 TTGGGTTCACCAGTTTCAATGTGTGGTACTCGTTCGACATATTGTAATAATGTCAAATCA26450 A_95_P130312 EB430338

27291 322 6 865 CTCGAATAGAAGACTGTTACATTGTCTCTGGAGATGATTGTATTGCTGTTAAGAGTGGCT26454 A_95_P152312 EB682654

27292 322 7 806 GAATTGTTTAGTTTTGAATTGTCTAAGGAAGCAGTTCCTAAGTCCTCTTCTTCTGATACG 26456 A_95_P273051 DV999793

27294 322 9 423 GAGAGAAGCTACTGTGATGTCGATATTCCCTCTTAATCAGCTCGGATTGATGAAGAACAT26460 A_95_P263898 BP525566

27298 322 13 814 GCTACTGGTGCTGCTATGTGCTGTTTGTAGAAGTAGGAGTGAGTATTTATTTTAATAATA26468 A_95_P149782 EB679746

27299 322 14 503 AAGCATTCTTCGGATATTCTGGAGTTTGCTCAACTTAATGATAGAAGGATTCAAGTTTCA26470 A_95_P022091 TA12410_4097

27309 322 24 807 ACGATGATTTCTGTTGTAATTTATACATTGTCTCAATGTGATTTTCTCGTTCCCAGGTTC 26489 A_95_P214737 EB677283

27313 322 28 664 GTTGGAGGCATGTTGAAAATGTTCATAAGTGTTAAGTTCTAATTTAGCGACGTCCTATAT26497 A_95_P271971 EB446553

27319 322 34 511 ATTCATATTGGCTTCTTTAACGTGTACATAGTCTTATGAATATTGGACGTGCACTATTGG26509 A_95_P205602 TA18325_4097

27320 322 35 558 ATACTAAGCCCTGGGGAACTTCACTAAAAATCTCACGATGAACGTAGACGCCTCAGGAAA26511 A_95_P006306 TA15420_4097

27321 322 36 232 AGAATTAGGGTTTGGATGTGATCTGCTGTTGTTTTTGGGTTTGTGTAAATGCTCGTGGGA26513 A_95_P161877 EH620463

27322 322 37 156 ACGCCCGATGATTCAAAGTACAGAATGTTGATATGTACCATTTGTCCTCTTGTTAATAAA26515 A_95_P109282 EH618781

27323 322 38 2807 AGTTTGATGAATGGTGATGGTAAGGGTGAAATGTTTTTGCAGAATTCAGAAGAACATCAA26517 A_95_P227669 X83729

27325 322 40 518 CAAAACCATTTTCCAGTTAAATGCTATTTGGACAACTTCTCGTCTCGCTTGCAACTGGAG26521 A_95_P223492 FG635017

27336 322 51 784 TTGAAGATATTGTTCGTGCAGCAAAGAGGGCAAGTTACAGAGCAGCAAAATCAGTTCCAA26543 A_95_P117512 DV160439

27337 322 52 890 TGATAGAAGTTGTTAAAGGTTCAACAAAGGAGAAGGTCGTACGGGTCGTCATCTTGACTC26545 A_95_P292673 EB428039

27344 322 59 293 TGGACTTTCAACAGATCCAGAAACCTTTGCCAAGAACCGTGAACTCGAGGTGATCCAATA26558 A_95_P105167 CV017332

27345 322 60 365 TTAGGAGTGTCCTCACGCTTAAAAATTGTTTTCTTGTTTCTCAATAGAAGGTTTCCTTTC 26560 A_95_P307253 FG638033

27347 322 62 632 TTTTGTGCTGATTTCATTTTCAGCAAGGTTGTGGTACCCCTGCTGTGCTCCAACATAGTG26564 A_95_P284258 FG642918

27349 322 64 728 CATGTTCATTATCTATTGGTCTAGGACAATCTGTACTTCACATGATACACAGTTTAACTG 26568 A_95_P017136 EB683285

27350 322 65 686 GGTTCATTTGCTCGTGTAATTGCTGAAATTTCTTATCGATATAAACTCCAATTTGCAGGT 26570 A_95_P149092 EB678740

27353 322 68 1077 GTTGATGCACAATTACTTGTCTCAGTTTGCTGTTGTATTAATGTCAAAGCTGTTTATGCG26576 A_95_P194767 TA15970_4097



27354 322 69 806 CTTACATTGCTCTTGACTATGACAGACTTGAACAGCAAGACAGCTCATCGTGGAGAAGAG26578 A_95_P309458 FG133347

27359 322 74 435 ATTGCTGATACTGTGTATTAAAAATGATTCTCCCTTGGTTATCCAGGGGTGCTGTTAAAG26588 A_95_P212667 TA19884_4097

27364 322 79 475 CATAGATTAGCTGGTATCTGTTATGTCTTCCTTATCAGTAGTTCTTGTATGTACTAGAAG 26598 A_95_P094853 BP532903

27366 322 81 1113 GTGGTCTGATTATGTAATTTAGACCTAGGTTTGCTATGTACTGTGTACTTAGAGATCAAA26602 A_95_P212132 TA19764_4097

27370 322 85 673 GAGCCAACTCCATTGTTACGTTGCTGTCAGCACTTATATGATTCTTTGTGGTTTCATTTT 26609 A_95_P003441 FG643518

27371 323 1 1414 AATTGACGTTGTTGAGGCACTCTTGTCGTGTTCTTTCTTTCTTGTTAAACCAAGGCGGCC26610 A_95_P239759 AJ006974

27372 323 2 930 GTCGATGTATATTGTAATACAATATAGATGAATGCATGTGCAGACTAGTGAGCTTGGTTA26612 A_95_P008261 TA12823_4097

27373 323 3 1087 CAAAAGATTTCCACTGTTCTCTCTCGAGTATTTATTAGTTACTACAACTTGATCTTTGCC 26614 A_95_P196947 TA16454_4097

27374 323 4 730 ACCCCCGAATTACGCGACAAGTTGCACAAAACAAGGCTGCATATTGGGCAATTAGTGAAA26616 A_95_P121112 DW001113

27378 323 8 441 TCTGCAGTCCACGGAGGAAATGATGATATGATGGATGATCTTGATGAGATGATTTTTGGT26623 A_95_P093848 BP532446

27381 323 11 563 GTTTGGATGGACTCCAACACATGTAGACTTTCATGTATCTTGACCGGCATGAAATATATC26629 A_95_P221757 TA21887_4097

27382 323 12 742 TGATGCATGATGATATCAAAGGAGGAACGTGTATACCTGTAAATATTCTCTTTTTTGGGT26631 A_95_P215077 EB426699

27383 323 13 696 ACATTAGAGACGACGAAGCAGAGCATTGTAAGACAATGAAAGCCTGTCAAACGCATGGGA26633 A_95_P126337 EB425680

27387 323 17 2117 GTTGTGTATTCATGAAATATTTCATTATGTTAGCGTGAAAATGTAGGGAGCTCTGCAGCC26641 A_95_P252079 DQ923119

27388 323 18 392 CTTTCCAGCACAATTTTCCAACCTGACGGGACAGTGATATGATGTGAAATAAATTCCCTA26643 A_95_P155097 EG649896

27392 323 22 828 ATCGGGGGCAAGTATGGAGGAGATTACTGCTGCTGTTAAAGATGCTGTCACGAAAGTTAA26651 A_95_P268096 DV999530

27395 323 25 516 ATTACCAGATTCCTTTGTACTTGCTGATTTTCACATAGTGAAAGAGTTGGTCATGGTTCT 26657 A_95_P123222 DW003094

27396 323 26 795 AAGGAATTGATCGTGACTTTGAACCTGTTCTTTCCATGACCCCTCTTAATTGAGATGAGA26659 A_95_P268181 DV999785

27401 323 31 478 CAGAACATTGTCAAGAGAAAAAATGAAAGCGACAAGTGGTATTCTTACCCAATGTTGTTT26669 A_95_P274843 TC64030

27403 323 33 705 AGACTTCTCTACTAAAAGCTGTTTGCCTTTGAAGGCTTAAATTTTGTATGGATACTTGCT 26673 A_95_P015021 EB677251

27405 323 35 1176 GACTGCTTTATCCAAATGGATGGGAAGATTCTTTTAGCTGAATAAGCTATGTACTTCAAA26677 A_95_P250542 AJ299250

27410 323 40 578 GTTTACAGTTGATGCTATAGTGTAATTTACCAACTACTTTTCAAGAGTTTCCTGGGACTA26687 A_95_P152867 EB683193

27413 323 43 553 GGTCCCTGTTCAGTCGTCCGTCCAAGATTTGGGTCCTAGATTTTTTCAGGGTTCAATTTT 26693 A_95_P091738 BP531480

27419 323 49 815 ATTGGACTCACACGGATTGTGCAATTCGTGATAACAGTTGGACAGTGCTTCTCCTGTGAT26705 A_95_P294648 FG160522

27421 323 51 1099 GAGGGATGGCTATCCTCTCGATTCTATAACGTTTCGATTTATAATAACTACTAGTACTAT26709 A_95_P029216 TA16407_4097

27422 323 52 791 ATGATGAAACATTCAGACACATGGCTAGCATCTACAGTCATTCCCACCATAACATGTCTC26711 A_95_P137407 EB441150

27423 323 53 820 TTCCAAGGCTACAGTGAGGGATGGCACTATATTAGCACAAAGTGCTGTAGGAGTTGTTGT26713 A_95_P233679 DV159023

27424 323 54 782 TTTGAGAGGATATGGTAGCTTTCTCTTGTGTATATATGATGGTGGGTGAAGAAGAAAAAA26715 A_95_P159262 EH617285

27427 323 57 361 AGTCAGATGATGACATGGGCTTCAGTCTCTTCGATTAGAAGAATCCTAAGAATTCAGTGT26721 A_95_P204212 TA18018_4097

27429 323 59 923 TCGCTATAGCATTGAAGCAAGTGGCTACTCCTGAATACAAGACATATATGCAACAAGTTA26725 A_95_P020546 DV161209

27430 323 60 569 AACTCAAGGGAAAGGTTGAATTGTGGCCCTCTGTAAAATACTTAATTTTCCTTATGTTTG26727 A_95_P178072 TA12136_4097

27436 323 66 800 AGCCAACTGCATCAAGGGGATATTGCCCATGTTAGGAACTGTTTTGGATCAGTAAAGTGA26739 A_95_P027546 EB679862

27437 323 67 541 AGTTGTACAGGTCACCCGAAATACATGTTAGTAGTTGGAAATTCTCAACGATGAGAAGCT26741 A_95_P261971 AM780931

27441 323 71 1387 TGTTTGCATTTGGCTGTAGACATAGTGATGATTCTTATCAAATGCATCACATTCACACTC 26749 A_95_P033151 AJ271749



27444 323 74 807 CTTGTCTGAATAATAGTCACTCGTGTTAGTCTGAGTTTTGAATTGCCAAATGCAAATAGT26754 A_95_P010201 EB425536

27448 323 78 1731 GTTCAGTTCCGTATATTCGCTTGCTTGTTAACTTGTAATTCGGCATGCCTGCCATTTTTT 26761 A_95_P249782 AM851010

27452 323 82 463 AGCTATTGGAGAGAATAAAGCCACAAATTCCTCATCACTCATCTATGTAATTGTCTGTCA26769 A_95_P103622 CV016607

27453 323 83 850 ATTATGCAAGCCAAGGATTACAAATTTCTCTCTTAGGCATCTCTCGTATGGCACACATTC26771 A_95_P205857 EB425159

27454 323 84 448 AGAGTGTTAAGGATGGGTGTTAGCAGCTAGGTTTTTTCCTAATATATCTTGCTTTCAGTG26773 A_95_P062140 BP135438

27456 324 1 798 GGCTTGTTTTGCTAAGATAATTGAATAGCATGCAGTAACTGTTGGTGTTTTGTCTAATAC26611 A_95_P288558 DW000475

27458 324 3 497 AGGTGCTCTTTTTCAGGGTCTCTGGGATACTTGATGTCTGATAAATTGGAGATTCCTCGG26615 A_95_P072295 BP525927

27465 324 10 519 CAAGGAAGCAGAGAGTAAACGAAATGAATTACTCAAATTCCTGAACGCAAGTTATGATTG26628 A_95_P071705 BP525771

27467 324 12 922 GAAGGGGAGAACAAGGATTTTTCTGATAACGGATTTGAAATGGAATTTTTGTTGTCTATG26632 A_95_P194867 TA15995_4097

27472 324 17 480 CATGTTTCAGAAAGCCGAAAGATAAGACATGTAAATCTGACAATCTAAAGCTTCTCCTTC26642 A_95_P094478 BP532735

27473 324 18 1008 AAGAGCTCTTGAGCAATGCACCTAAGATAACTAGGATTTGCTGTTTCGAATGAATATGAT26644 A_95_P121527 TA17173_4097

27476 324 21 275 CTAAACTAATGATTGAGTTTCCATCTATGTTTGGGTTTTCTGTGAGCCACACAACCCGGG26650 A_95_P159182 AF205130

27481 324 26 405 CTTTGGTGCCTGAGATTGCTCATATGTACAAAACTGATAAAAGCAAGTACGAAGCCACTG26660 A_95_P108693 CV020487

27482 324 27 805 CCAAGGTTATTCCTGGAGAATATGGTTTCATTGCTCAACTGAATGAGGGAAGGCACCTCA26662 A_95_P010601 TA12117_4097

27490 324 35 542 GTTGAATGTGAAACAGAATAAATAATGCTTTTCGTCCGGGGACTAATAAATATGTTGTGG26678 A_95_P025471 FG633777

27491 324 36 688 GAAGCGAAGAAACTACACATCAATTGAAAAGAACCAAGATGGTCTGCCTACTGATATATA26680 A_95_P055226 EB425809

27492 324 37 494 TTACATGCTCTACTTTCTCTCACACAGCTTGCTTCAGCAATTTCTGGCTTTGCCAGCAAT 26682 A_95_P276623 AM789086

27494 324 39 738 TTTACGAGAATGAAGCTACTCAGGCAAAACTCTGGGATATACTTGCTGTCTATGCCTGGA26686 A_95_P003531 FG635366

27497 324 42 113 TCATTCCGGATGCAGCTCCTGGCTTCGTGATATGCTGCAAATATTTTGTCATATAACACA26692 A_95_P044901 BP130999

27502 324 47 115 GGTAGCCAATTCTTTGATTGGAAGCTGATGGTTGTATATTGAACTTTTTCAGAGTAAGAT26702 A_95_P125852 EB424946

27508 324 53 400 ACTGGATTGGGCTTGTCTTTGGATAATGGACGTTTGGGTTCATGTGGTGACTCAGCATTT26714 A_95_P125627 FG645115

27509 324 54 1456 GTTGGCAATTGAGCGAGCAGTTTATGTAATTAGGTAAACTAACCTCTCAAAACTTCAAAT26716 A_95_P014751 TA12350_4097

27510 324 55 172 GAAGAGTTATAGTAGCTACTTAGCTAATGAAGAGTTGAGATTGGAGTTGGAAATAGTACT26718 A_95_P099218 BP534843

27512 324 57 452 TAAAATAGGTCATCAGTGCCTACCTCTGCATGTTCTTATTCAAGAATCATGTTCTTGGAG26722 A_95_P249477 TA21871_4097

27513 324 58 483 ACGGTGCGAATCTTAATAGCAGCCTGATGAGAGAGGTATGCCAACAATTCAAGATTATAC26724 A_95_P280868 AM801892

27514 324 59 911 TAAGCTAATAGAGAAAAGTGATGGACCTGAGAAGTTCCAGCTTGCTCGTGGACTGGACTT26726 A_95_P225362 DV159609

27521 324 66 67 TTCATTTCCCAGTGTCAAACCATTACAAAGGGGGCAACAGTATTACTTTCAGAGTCTTCA26740 A_95_P096343 TA19280_4097

27524 324 69 535 CTATGGTACTTGTTGTAGCTGGATTCATGAATGTGGTTTTCGTGGTTAACTTGGGTGTTT26746 A_95_P223427 EB683624

27529 324 74 746 AAGGCAGAGACAGTGTTAAAACTGTTTTGAGTTTCTGTGGATTTGTCATCTTCTAGAAGA26755 A_95_P159242 EH617251

27530 324 75 1434 GCGTCAAAAGTAGTGAGGTATCTGAATGCTTGTATCCATTATGTAAAACCATATAAGCAA26757 A_95_P191192 AY748246

27535 324 80 872 GAACTATTACCATGACATGCATGTCATTCAGGATTTGCTTGTTCCTCTTTACAAGGTTGG26766 A_95_P245727 DV162156

27542 325 2 828 CCTAGAGACGAACATTTGAGCATATGAGTTGTATACTTTTTGAAGGGTTTGAATAATGTG26779 A_95_P267161 DV158881

27544 325 4 863 CACTGTGTATTATCAAGCGATGCTTAAGTTGTATGTCAAGATAAGTACTGTGATATTGCT26783 A_95_P008551 EB448266

27545 325 5 837 ATGAACCATAGTTTCCATGCGACGTTGAATACTCAGCATGATGCCTATTCTAACACACGT26785 A_95_P118872 DV161947



27549 325 9 576 TGCTGTTCGAGTACTGGAGTATTTAGAGTATAGGAAATTTGAGGCTGATGATAATACTAA26793 A_95_P276399 TC61186

27551 325 11 918 TTTGACTTTGAGAATGTATCAGTGAAGGCGGCATGGGAAGGAGAAAAGATTCGTGAGGTA26797 A_95_P212462 TA19842_4097

27554 325 14 848 CTGGATGGGCAGCATTTTAATTTTGTGTATTAAATATGGCTGACATGTATGATCGCTGTT26803 A_95_P245957 EB424987

27555 325 15 435 TTCCAAGATGAAAACCTGCTGCATAATTTGTGATTTGTAAATCGGATCTGGGATGTTCTT26805 A_95_P205802 TA18368_4097

27563 325 23 1389 TCCTTTGAAGCAAGGGCTTGTTATGGACTTTTTGACAGTATGGATATTTAAAGGGCTTGG26821 A_95_P188862 TA14663_4097

27571 325 31 1567 GTACCATTATGTTATTGAAGACTGAATTTGGGTGGCAATTATGATGTCCTTGTTTTGTGC26837 A_95_P013916 TA12331_4097

27573 325 33 860 TCATCAGATCGCGTAAAGTATCAACTTTCTCGTCCCTGCTGTGCGCTCGTAAATGAATCA26841 A_95_P261856 FG158306

27574 325 34 722 TGTTGTTGGTGTAACGACGACATAGTAACATATGAGTTAAAGAAGTTGTTCGTCGAAGAC26843 A_95_P117142 TA14508_4097

27581 325 41 950 AGATAAGGAATTTACCTCGTCCAACAGATATTCCAGACTCCGGTTTGCTTTGCGATTTAC26856 A_95_P215352 Z93769

27587 325 47 443 TATTTAGTGAGTTCATCTTTCTGGTCTTGACAAGGTAGACTCTGAGCTTTTTGACTTCCT 26868 A_95_P200637 FG642292

27588 325 48 901 GTTTAAAGATGCCAGTTTCTTCAACCAAAACTTGAAGGTTGATCTCTTTCAAGGGATTAA26870 A_95_P008186 TA13265_4097

27590 325 50 598 GGCATAGAAATAGTTTGCCTTGGTCATTCGAGTTTTAAGCAGTTATTTTATAAGATCTCG26874 A_95_P124027 DV999471

27591 325 51 877 CTTGGAATTGTTATAGATGTCAAAATTTGAATTCCTTGGGGATCTCATTAGCATTATCGC26876 A_95_P013331 DV157743

27592 325 52 122 GTTAGTATCTCAGTGTTCTAGCCTGTGTATATTGTAGCTTTGGGATGATACTTTGAGAAC26878 A_95_P140327 EB444281

27593 325 53 2607 GCTTCTCCTTCTTTATCCGGTGTTTACACTAAACCAATAAATACATGACATGTCTTTTCA 26880 A_95_P199692 AJ966362

27598 325 58 945 GTGCCAAGTAATGGAAGACTTCACCTGAACATTCTTCCAAATTGTAAGTAAAATGAACTT26890 A_95_P019396 TA18614_4097

27599 325 59 788 GAAAAAACAAAATCGCTTACTAGCAACTGAGCTCGACGAGAAAGTATAGTGAGTCATTTC26892 A_95_P226029 EB450197

27600 325 60 887 TATTTCTGATGGACATCCTAGGTGAATTGTTGAAAGCTTGTTTGCTTGCCTGTTGTAATG26894 A_95_P205862 EB425041

27601 325 61 1404 AATTTTCAACTTCACATGTGTGAGATGCGAGACCATGAGCAGCCACAGATGCACAATGTG26896 A_95_P162012 TA13109_4097

27602 325 62 281 CCAGAAGTTCTTTTACCGAATCAAATTGTACTCCAGCTTTATTGTAATTGGTAGAAGGTT26898 A_95_P134287 EB436480

27603 325 63 132 TTTGGGATTGTATCCTTATAGTGCACTTTGAATTGAATGGAATATGGTTTTGGACCTCTG26900 A_95_P095068 BP532999

27604 325 64 1134 GAGGATTCGGTGTTTGTTTGTCCTCTCAACCTTCGTTATCTAAATTTCACCAAATTTTTA 26902 A_95_P016881 TA11996_4097

27608 325 68 746 ACATGGTACAAACCGCTACAGCACATTAAAATAGCTTCTGTATGCACGTTGGATTGGGAC26910 A_95_P136392 EB440149

27610 325 70 744 AATCCTTGGGACAAAAAAGCCAAGTCTCTCCCAGATTTGGGTGATGAAGATTACAAAAAA26914 A_95_P125707 EB424778

27613 325 73 731 TGATGAAAGAAATAGGGCAGTGAGATCGTCAATCAATCCAGATTCTGATTCAGACTGATG26920 A_95_P250652 EB677239

27617 325 77 784 TCTTTTGGTTCGGGTACTAATTTCTGCCTTGGTCACGGAGAACAGCACAATGAACTTCAG26927 A_95_P128332 EB427969

27619 325 79 554 ACCTGCGCTTATGGAGGCTGAGAATTGTTCTATTCAATAGTTGTTATGACTGTTATTAAA26931 A_95_P053396 BP133165

27620 325 80 827 CTGAAGGCTTAAAACTTTGTTTTGAGGGTAAATTGACAATCTTCCTGAGTTTGAGTGTAA26933 A_95_P179192 EB678033

27624 325 84 1850 CTGATTGTTGAATACACTGTAATAGTGGATGACGTTCTTAGCAATCCCTAAATAACACTT26940 A_95_P208967 AF426837

27629 326 4 703 GTTGTTATCCTTTTCCAGTTCCATCTATTTTGCGAAGGCTTAAAATCTCTGATGTCCTTG 26784 A_95_P020306 EB682996

27631 326 6 1199 CTGAGCTAATGAGAGCCTAAGATATGTAACTGTTCTACGCAAGGATTATTTAGAGTAAAA26788 A_95_P029471 AF205130

27633 326 8 731 TATCCACTCCCAGTTTCAGATTTATGTTAAACGGCAAATGAAGGGTACTATGATTCTTGT26792 A_95_P115527 DV157790

27634 326 9 747 TTGGCCACAAGCTCGTCAGCCTTTTAGCTCCGAAACCATTGAGTACATAAAATCACTTGA26794 A_95_P130892 EB431016

27635 326 10 443 TTGGATAATCAGATCCGGCTTGTTCTTGAAAGTGGCTCTGCATTTGGGTGAGAATATGGT26796 A_95_P179837 TA12595_4097



27638 326 13 938 CGTTTGTACTAAATCATATCAACTTATCATGGTCTGTACACTGTTGTATTCTGTGCACAT 26802 A_95_P268186 DV999821

27639 326 14 671 TTGCCTCAGAAACGGCAGATGCCGGTTTTGGATGATTCGTATTTCAGGAGGAATTATTCG26804 A_95_P121317 DW001325

27653 326 28 796 CCATGAAGGAATTTATTTTTTCTGGAAGACTGGATAATTTATGCAGTTCATTCTGCTCTC 26832 A_95_P186467 EB679484

27658 326 33 460 CCTTCAACTTTGCAACATCAGTGAGTACGTAAATTCATGTTTTTTCAAGGGTAGTTTTGC 26842 A_95_P068160 BP137065

27659 326 34 1629 TTTGCTGTAGGGATGGTTTTCCTATTAGTCCTTCGACAAGTTTTGTATCACACACGGTTG26844 A_95_P022201 TA16637_4097

27663 326 38 704 CGCAGACCCGATTTCTCCTTCTATCTCCACTTATTATTCCGCATTTTAGACATATTTCTG 26851 A_95_P271841 EB679603

27665 326 40 2456 GGAGAGCGAAACATGCTGATTGTCATTCTGAAGCTTAAAAAGTTAATTCCTCTGCAATTT26855 A_95_P203127 AF435450

27668 326 43 726 TGAGAACAAGACAATGACCCTCACAGCACATGAAGGATTAATTGCTTCCTTGGCTGTGTC26861 A_95_P195402 TA16107_4097

27669 326 44 799 ATTGTGGATGGTGATAAACCAACAGCGGAGGAGTTTCTGCAAAATCTGGCAGCAGTAACA26863 A_95_P189877 EB426728

27670 326 45 143 CTGACTCAGATGGTAGTGGAACCGAGAGTGGAGAAGAATTTACTGATGATGATTATAGCT26865 A_95_P118742 DV161799

27671 326 46 262 GGACCTGTTATGGTTGTCAAAAGGTTTAGGCAAATGAATAATGTAGGCAAGGAAGATTTT26867 A_95_P033036 EB425857

27676 326 51 504 CCAAGAAGAATTTCTGCTACAGGAACAGGTATAGGTTTAGACAAATAGGTTTCTCTTTTC26877 A_95_P021271 BP526268

27677 326 52 760 GCTTGTTTGTGCTTGTGATGGACATTTATTTTGGGTTATCTTTCGATTTAGTGATTCCAA 26879 A_95_P019211 TA13400_4097

27678 326 53 794 CTTTAGTAGTTCTTGTAATGGAACATCAAGAATTCGGGCATTTCTGTACATGTATCAAGT26881 A_95_P136487 EB440252

27679 326 54 330 GAGATTCCATCCCTTCGGATCGTTGCAGAAGCTGAAATTGATGATGATGAGTGGGTCAAA26883 A_95_P197102 EH616530

27683 326 58 694 AAGAATGCCTGCTCGTAATGAAATACTTGTCATGGTGTCTCTACCGAGTCCTTTGGCTAG26891 A_95_P241480 FG636894

27686 326 61 1404 CAATTGTTGCCGGAGCTTAAAACGCATATTATTTTGGTAAAACAGAAGTTTTGACAAGTC26897 A_95_P179067 TA12420_4097

27687 326 62 109 CTACGCAGAGAACATGAAAACAGAGGAAAAAGCCCCTCAAATGGGATTGTTTATCATCTG26899 A_95_P088588 BP530140

27692 326 67 709 CAACGCACCTGTTCAAAGAAAAGACATAAGGGAGACCCGCTCTCATTTTACAACTTTAAA26909 A_95_P213602 TA20083_4097

27694 326 69 511 GTATGTCAGAAGTAAAGGCTATCGACTGCCTGGCTGGTTGTCAGGTTCTTTCTCATATCT26913 A_95_P274758 AM843365

27696 326 71 473 AGTGTTCGGTTGACTGCATCACAGGCAATGTGAATTTATTTTCTAACTTTTGGCATATTC 26917 A_95_P072470 BP525968

27697 326 72 153 CGGTCAAATTTGTTTGTTCCTGCTATTAGGTATGTAGCTATGACTTTGTATGTTTCTGTT 26919 A_95_P128682 EB428430

27698 326 73 639 GATTTGGCTAATAAAAGCTTGAGAAACTTCGTCTTTGTGACATTGTGGGTGTCATTTTTA26921 A_95_P010326 DW004446

27701 326 76 290 ATTGTTTTACAACTCTGTATAATGGCCGAGCTAATTATTCAACTGAAGAAACTTTGGCTG26926 A_95_P133087 EB434177

27705 326 80 393 ATTTCTCTTCACTGTCCGCTGATGGTTGCCATCCCTAACCAGACTCACATTAGCTAGTTT 26934 A_95_P081780 BP528348

27709 326 84 242 GATGAAGTAAGAATGGAAATTTTTGGAAGTGTCTTGGAAATGCAACATTGAAGATCTTGC26941 A_95_P143127 EB446468

27713 327 3 731 TTGAACCTCTGTAATTCCTATCACCATGAGTTGCTGCAGTAAATAAACATTTTGGAACTC26948 A_95_P003416 TA12319_4097

27715 327 5 809 CATTATGGTTTTGATTCGGAGGATGAAGAGGGTTTTGATGTGAATGCGATGAATGGGAAT26952 A_95_P229935 EB428047

27716 327 6 1125 TAATGTTTATATTTGATTCCCGTACTTCTGGGAAGGGTTTCTGATTTCAATCTGAGTTGG26954 A_95_P186072 TA14048_4097

27719 327 9 546 TTGTGCCGTTCATCTGTTGTAGACCTTGACCGAGCAACTTTAAATTCATTTCCTCTCTTT 26960 A_95_P212282 TA19800_4097

27722 327 12 906 GATCGTCCTTGAGCTTTATGACTTCATATGCTGTACTCTTAACTGAAGCGAATTATTGAT 26966 A_95_P264306 DV162499

27726 327 16 306 TTACATTTCAACCCACTATGGTGCTCATAGAAATGGAAATTTTCTTGCTGCTGGAGCTGT26974 A_95_P158032 EH616096

27734 327 24 113 AGCATTTTTCCTGTTTACAAATGAGCGTCGCGCTGCTCTACTTGTTGAGACCAAGAATGT26990 A_95_P070685 BP192699

27738 327 28 710 CTCTTAACTCTTGTTACACAGTTAACCCCCTTTTGCTGTTTTCTCATCTATAGTTAGAAG 26998 A_95_P265561 FG642716



27743 327 33 120 AGTTGACATGGATAAGGAATTCGCCACACATTGAAAGATTGGTGGATGAGCTTGTTAGTT27008 A_95_P154692 EG649709

27746 327 36 811 TTACCCAGGTTCTCTGACTCACTATACCAAGAATGGGGTTTCTTGAAACGGTTGAGTTAC27014 A_95_P201062 TA17344_4097

27747 327 37 445 TAATGTACAAGCAAGTGAGACTAGTCTCGGTTGCTGATTGATTCAGTAAGACTGTTTGTG27016 A_95_P030711 CV021010

27748 327 38 147 CACTCGAAGCTGTATCCTCGGATGTATGTTTGCAGCTTCTGTATTTTATTATTTATTCCT 27018 A_95_P100313 BP535318

27749 327 39 760 ATTATATTATGAGCAAGTGCCCTGCTTCTCCATTTTCAACCCTAACCAAACTTTCATCTC 27020 A_95_P163137 EH622111

27751 327 41 617 ATTATGAAGACATGGGTATACCTAGGGAAATTGCAAAACTCGGGGTTAGACAAGGTATGT27024 A_95_P022816 FG161776

27760 327 50 637 TCTCAAAATCCTATGACCAATTCGGCCAATGCTGCAAGTAGTGGTCAGAATGCTCATGAC27042 A_95_P128162 FG163422

27768 327 58 615 GATTTTCCACATGTACTGAAGGTTTAGCTGTGTTAGTTTGGTCTGGTGAAGTCAAATCTG27058 A_95_P043976 BP130759

27769 327 59 464 ACTGTCCCTTTGGCTTATGCAAAAATGGTGAAAAAGCTCAACTTTTGTGGTTGAAACATT27059 A_95_P157787 EH615819

27770 327 60 737 CAGGAAAGAAAGATGAGCTTGTCCCAAGTGAAATTGTGAGTCGATTCGCTGAAGCTGTGA27061 A_95_P247212 EB429241

27772 327 62 695 GTGATCTAGTTTCTTGTGCCATTTGCACGAGAAGATTAGAATGTCTGAACATTGTGTCTG27065 A_95_P305648 FG635815

27776 327 66 556 CTTGCATGTACAACCTTGATTGGGACCAGCCTTTTGAGGCAAGTCTTGGAAGTGAAATCT27073 A_95_P208892 TA19070_4097

27777 327 67 246 TGATTGCATTGACGTTTATGCATTTTATTTGAGACGGATCGTTATACAGATTTTTCTGGC 27075 A_95_P151727 EB681975

27778 327 68 864 GTCAACAAGTTTGTTGACGTTTTCTGACATTTTGTTCTCCTAATATAATCAGATTGGTGC 27077 A_95_P224067 EB451766

27779 327 69 371 AATTAATTTCCGCGATTAATCACTGTCACAAAATGGGGGTGGCCCACCGGCGATATTAAG27079 A_95_P294033 FS407656

27781 327 71 804 TCAGATCTGCAGATGGCACCCCTACTAGCTTCTTTGAGTATCAATTGAAAGGGTTCTGTG27083 A_95_P024211 TA17379_4097

27783 327 73 452 CAAGAACCACTGAAAGGGAGTTGATTGAGGCTTGGGATGTGAAACTGTTAGTCAATCTGT27087 A_95_P007776 EB429702

27787 327 77 507 TAGGAAATTGTTGCGAGAAAATCTGTTCACCAGTTTTTCTTCGGGCTGAGACTTCAATAA27095 A_95_P164097 EH623231

27791 327 81 673 GATCTTCATAGGTAGATTGGCGGATACTTTAGCTGCTTTCTTGTTTCCTTGATTTATAAA 27103 A_95_P017876 TA15235_4097

27792 327 82 726 CGCATGCTATCTGTTATTTTGACAGCATGATTGGTGTATTATTTCTGGTTTTACTTGCAA 27105 A_95_P197477 DW001454

27795 327 85 889 AGGTTTCAGTGAAGATGAGGATCACCTTGCTATGATGATGGAGCTTCTAGGAAAGATGCC27110 A_95_P289938 DV161437

27803 328 8 745 GTTCCTCAGAGAAATTGCATCTCATGTATCATATTTTGCGAGTAATGGTTGTTGTACGTA26959 A_95_P027361 TC51269

27804 328 9 357 ATGGGCTGAATGAATTTGTTCTAACCTGTGTTGCTTTAACCCCAGGTCTGAATTGTTACT26961 A_95_P102632 CV016115

27805 328 10 914 GAAAAGTACAGCTATCCAGCTTCCTTTGCTGTCTGTGAAGGGCATAGCTTTTGTTTGACA26963 A_95_P193472 TA15679_4097

27813 328 18 803 TGCACTTTTGATACATGTTTTTCAGAATTTGATGCGGTTTAGGAGTTGTTGGTTCTGATC26979 A_95_P313158 FG155183

27814 328 19 661 GTGTGAAATTGGTTCCAGGCACTGTTAAGAAGGCGAAGACAGCCATGAATTTGTTCAGTC26981 A_95_P291683 FG639253

27816 328 21 1063 CATACCTGGTGCAGTTCTCAAAGGAGCTAAAGGTCTGGCAATATTAACGGTTGCAAAAGC26985 A_95_P200207 TA17160_4097

27821 328 26 619 CGTTTATTTCATTGGGAGGCTGTCCTTTCTTCTAAAACAAAAAAGCCCTCGACCACCAGG26995 A_95_P099003 BP534727

27824 328 29 224 TTATATTGTAGTTTCAGTCGTTCAGACTGTAGCAGCACGAAAGTGACTCTAAATTACTTG27001 A_95_P001216 AJ632923

27826 328 31 592 GTTTGTGCAGTGAAACTAAGACGGGATTGTATTGTTGTAGTCCTTGAACACAAGATATAT27005 A_95_P127702 FG167680

27827 328 32 1928 GTACAACATTTTGGGGTTTGCCATCAAGAGACCTATTTGGTTATGTTATTCTTCGTTTTT 27007 A_95_P208847 AJ577853

27834 328 39 1144 GGCATTGGTTACGTGCTTTGTTTTAAGACAGTTGTTTTTAGCTGTTGGTTTTATCTGAAT 27021 A_95_P026996 TA12511_4097

27836 328 41 1654 TAAGTTTTGCTCGCGACCATTGAAAAGCTTATACTATGATTTAGACCAATTTGTGTTTGC27025 A_95_P014906 TA14747_4097

27837 328 42 543 ATTCTGCTCTCTTGGATAGAAGAATACTTTGCCCTGTCTTGTTCAAGAATTTATGAGATT 27027 A_95_P218092 EH617170



27845 328 50 702 GTTTGTGCTAGGTCTAGATGCTTTTAAATGAGCAACGATATCAATATGAAAGATGATCTG27043 A_95_P134642 EB437215

27847 328 52 653 CCGAGCACGATGAATAGTAGTTCGCATTTTCAGAATTATAAAAGGCTACTAATGTTGATT27047 A_95_P195477 TA16125_4097

27849 328 54 826 TGAAGCTAACAAATCTAGGGAATTATTACATATACAGGGATTAAGGGCAAAAGTCCTGAA27051 A_95_P224752 EB440533

27850 328 55 569 TCGATTGGCATTCAACGGGAATCTCAAATTTCCTAGCAAGAATTTCTTCCTCCTCTGGAT 27053 A_95_P145002 EB448549

27856 328 61 261 GCTGCTTTCGTTCTTGCATCTTCAATTGACAATAAAGATAGCTGTGTGTTTTGGTCTTCA 27064 A_95_P093568 BP532320

27859 328 64 701 TCCTCTAGATCATCTCAGCTCCAACCGGCCTCCTCCTAGTTGAAATTTTTAATCTTTTTT 27070 A_95_P136522 EB440300

27861 328 66 573 TCTGCCTTAGCTCTGGGTATATTGAACTTCCTATGGATATTTGATGGTATTTCAAATCAG 27074 A_95_P000886 TA13432_4097

27865 328 70 761 CTACGACGTTTCATGCATAAGGCATTGTCTCGAGAGCATTATCTATAGGTACTAATGGCG27082 A_95_P259881 FG642013

27871 328 76 332 ACAGCTTTTGCTTTCTTGTGTTAGAATGTGCTCAAGTGAGATTTTGCTACTTGGAAGATT27094 A_95_P133582 EB435213

27873 328 78 935 CAGATAATGAACAAGTGCAGTAACTTGTCACAGTAACAAAGCGTGTTGCGCATTTGGTTC27098 A_95_P015571 TA15278_4097

27874 328 79 1101 CTCTTGATGCACAACCAATGTTATGTAGCAATTGAGAGTTAATGACGTTGAGCTTTAAAT27100 A_95_P218042 TA21085_4097

27875 328 80 726 TACTCTGTAGAGGATTCGATTTTTCCGGGGGCTATATAGTGGAAACTTTATGTTGTTGTG27102 A_95_P219307 TA21368_4097

27879 328 84 150 AGGCTCTCCTGTTTGAACTATCTCGCGCAAAAGTTTTATAAAGTTTTCGAATCTATTTTG 27109 A_95_P141367 EB445112

27880 328 85 269 ATTATACTGGTTTGCTACTGCCTGTGATCGGATAATGGGATATGGATACACCGTCTGGTG27111 A_95_P166312 EH663885

27882 329 2 776 TGCTATCTCTTGTATACTGCAAGTGAAATGCTTCTACTAATATCCAGTATTGTTTCATCG 27114 A_95_P246902 EB437920

27887 329 7 1258 GTTTTTGGGACCGGTGATTACTGGCATGCTCCTACTATAACTGCAAACATGGCATTTGTT27124 A_95_P013856 TA16537_4097

27888 329 8 659 TTTTGAGGTATGCATCAATTTGCTAGAGTTTGAGCATGACAAATACCCCAGGACAATCCT27126 A_95_P125047 DW004864

27890 329 10 453 TCGAGAAATTAAATTTGAAGGCAAAGTGTGTCGGCAGTGGGCGAGGGAAATTGGTTAGTT27129 A_95_P105897 CV017662

27894 329 14 402 CTAGTTTATTAGGTACTTGTGTCTGTTGAAAACAGGGGGAAATTATGGTGTTTAATCCCT27137 A_95_P107392 CV018347

27895 329 15 337 TTATGTACCATTCTGCTATTGCATCTCGGTCCGACGTACGATGTTTCAGATCGGAGACAA27139 A_95_P103297 CV016450

27896 329 16 755 CTTTTTGGGGCAGCATGGAACTTGATGAATTAGATGAAGCTGATATTGAAGATATAATTG27141 A_95_P236299 EB448110

27899 329 19 406 TGAGATTGAAGGGGAAATCGATCTTATGAAGTAATAAGCCATATATGCAGTTCCTTTCTT27147 A_95_P209367 TA19174_4097

27900 329 20 1228 TTGATGATGTATTATGATTTTCCAAGAAATGCAAACTCTACCCTTTTTCACCTTCCCCAC 27149 A_95_P190047 TA14923_4097

27901 329 21 629 TATTAGGAGCATGACTGGAGCTTTAATAGGCCAGAGACAGAAAGTGGATTTGTTAGAGGT27151 A_95_P161667 EH620334

27902 329 22 714 TCACAGTGGATATTTATTACCCCTCATGACATCAGTATGGTGAAGCAGGACGAGAGGGTA27153 A_95_P269901 FG642339

27903 329 23 279 AGGATATTGGAGTCCAGAACTCAAACTCTGCTGTGGGCTGCTAAATTCAAGAAAGACCAG27155 A_95_P070105 BP192521

27906 329 26 704 GCAACCTATGGGATCTAGGTGCTTTCTTGTTGCTGCCTATGTGTAACTTTATCTTATGTG 27161 A_95_P123442 DW003300

27907 329 27 822 AAAGGGATTGAATCCTGGAAAGCATATTCAGAATATCAAGCGTCTGGAGCTTGCATCTTG27163 A_95_P126817 DV999762

27909 329 29 564 AATTGTGGAGATTGGTTACCTCAATGGACTTTTCGTGCTGGCTCGTTCAATTGGGCTTAT27167 A_95_P148972 EB678581

27915 329 35 844 TGGCAATTGCTGGTGGATTCTTGATGTTATTGTAAGGAAAATGATCTTATGGGGGAATTT27179 A_95_P003451 EB450812

27918 329 38 700 CAAAAGAAACATTTCACCACAAGAAGCTGAAAAATATGCTCCTGCTCATTTTATTGACCA27185 A_95_P292708 EB428200

27922 329 42 582 GCTGAGAAATGATTGTAAAAGAGAGAGGTTGTCTTGTTGATTTCTCTTCCATCGATTATA27192 A_95_P017511 DV999315

27924 329 44 402 AGTTTTGTGCCATTATAAATCCTCCTCAGTCAGCCATTCTAGCTGTTGGGTCTGCTGAGA27196 A_95_P186877 TA14222_4097

27942 329 62 643 AGGCGAGGTTCTTGAATAACGTAATACTGGTTGGTCAACATGGCATTTTATTCCCCTAAC27232 A_95_P288618 FG638803



27946 329 66 497 CTGGTAGAGTAGATCATTTGACACGGGTGTTTGTTGCACTCTGTACAATATAGATCTTAT27240 A_95_P214687 TA20316_4097

27948 329 68 132 GATGATGTCGACTAAGCTGTTGGTGTTGTTCCTCTTCTGTTTTTTGTTTTATCAGTTATT 27244 A_95_P112292 CV020612

27950 329 70 472 GTTGCCTATTTGATGTTGCTCTCAAATTGCCTTCCTACATGAAAGCATAAACGGCTATTC 27248 A_95_P162237 EH621129

27956 329 76 566 AATTGAGCATGTTTACTAGAAGTCTATTAATGAAAAGCTATGTCAGGAAAGCTGCTCTCT27259 A_95_P139722 EB443604

27961 329 81 724 ACTTTGTACAATGGGTGTATCTGTATGTCAGTGAGTTGGAAGGAATTAAATGGCTTTTTT27269 A_95_P119442 DV162658

27964 329 84 683 CAATGATTCATCCTTTATTAGAGTACTTGGATCCTTGGGTTGCCGTATACTTCATTTTTT 27275 A_95_P001641 FG184528

27974 330 9 728 CAGAGAGGGAGTACTTGTATTTGAGGATGAAAATGAGGCTGCAAGATACTGTGACTTGCT27128 A_95_P146317 EB450322

27975 330 10 167 TGGCACAGTTTGGTCATGTACTGACTGTTGAAACTGCTCTCTTGAACCAAATGATTGTTG27130 A_95_P122472 TA18158_4097

27977 330 12 702 AGAGTGCACAAGCAACACACGCGCATCACATATATCAGTTCGATTTATTGATTAAAAACA27134 A_95_P303498 FG198624

27978 330 13 1014 CCAACCTTCATAAATGGAAGAGGAGGTCCATTTGTTGGCTATAGTTTATATTTTTACCTT27136 A_95_P008961 AF068724

27979 330 14 310 GGCACAGAGATGGATACTTCTAGGAAAAACAAGAAGATATCTGCGAACAAATTGGAATAT27138 A_95_P081650 BP528314

27982 330 17 752 CTTCGCTTCAGAGATACACTGCAGCTTGACAGGTGGCAGTTATCTGTTTGAATATATGGT27144 A_95_P146832 EB450977

27983 330 18 1740 ACTCTATCCTTGATTTGGTTCAGTTTGGAGGAAATTCTTTAGACGTAAGAACTTTGCCAT27146 A_95_P023621 TA12387_4097

27985 330 20 697 TAAGTGACAACAAGTTTTTACCTGCTCCGGCATTTTGCACTAGAAAGGATGTTTTCAAAT27150 A_95_P016841 TA16086_4097

27989 330 24 759 TTGCTAGATGGTCGCTGCATGGCATGTTAGACTTTTGAGGTTGAGCCTAGCAATAGTGTT27158 A_95_P013156 EB678699

27992 330 27 225 CTGTTATTAGAGTGTGATGTTCTGAGTTTTCTGATACAATTACATGCTAGCTGCTATGTT 27164 A_95_P147057 EB451298

27994 330 29 398 TCGATGCTATCTGAAGGCATGTATGGTGACTATACCACATCCTCAAGGACTTCAAAGTCC27168 A_95_P279238 AM816248

27995 330 30 902 GATGATTATGGACCTTTGTCAAGGCTAATTTTGTGATAGGTTTCTCTTTTAGTTGGATGT27170 A_95_P024436 TA15458_4097

28004 330 39 661 CATATCCATTTCAGGTTGTACGATCTCGATTGCAGCAACGACCAAGTACAACTGGAGTTC27188 A_95_P135477 EB438958

28007 330 42 562 GTATTTGAAGTAATCTTCATGGCAATCCTTATCTTCGTCACACTGACATTCCTCCATGGC 27193 A_95_P223532 TA22271_4097

28009 330 44 198 TTGTCGTATTGGTTGATATTGGCCTTTGTATCATATATGGGACAGTAATTTATTCGAGTG27197 A_95_P112497 CV020707

28010 330 45 322 TGGGTACAGAAAGAAGTTCTATGTACTGCAGTACACCCCTAGTGTGCTTGTAACATCTAA27199 A_95_P092023 BP531608

28012 330 47 735 GCCAACACAACATTAACCGTAATAAAACATAGTCCGTTAGCATTGCTGGTTTCTTAAATT27203 A_95_P004446 TA12140_4097

28013 330 48 673 ATCCAGTGTGTCGATGCATTCCAGACCTATATCTTGTATTCGTTTATATCTGCAAGATGG27205 A_95_P216062 TA20623_4097

28015 330 50 843 ATTGAGGCTCTGTGTGCCAAGACATACGAGGACACAACTCATAAACTCCAGGATATTGAG27209 A_95_P128662 EB428409

28017 330 52 274 CTTGTGACACCGGATTTTGGGATGATTATGGGTTGCAATGTATTGGAAATTTTTAAAGAT27213 A_95_P132492 EB432990

28019 330 54 485 TTGTTCTCTTGGGTCTCGTCTAGTTGAAGAAGAAGAAGCAAGCAGCCATAGATATCCTCC27217 A_95_P276198 AM785983

28020 330 55 931 TTTACACTACGTCATCTGAGCAGCTTGTATTCTGCACCATGCAACGATGAACCTCATTGG27219 A_95_P013801 EB425369

28023 330 58 337 AAGAATTTCGAGCGCATTCTGGTTGTCATTTCACACTCCCAGGATTTTCTCAATGGTGTT27225 A_95_P070070 BP192513

28029 330 64 858 GGGCAGCATGATCTTTGCAAGATATATCCGAATGTGTATGTTATTCAGTCGACTTTCCAG27237 A_95_P139142 TA18679_4097

28031 330 66 1233 GCTCGGCTGATAAAGATTGCAAGGATGACTAAAGAACTGTTAGTACATGTTTTAAAAGTA27241 A_95_P212077 TA19752_4097

28035 330 70 671 CTCTTTATTTGGATCAGCTGGATTATGTAGGATAGAATTGTAAATTTACAGCACAGGATC27249 A_95_P283888 FG637420

28041 330 76 316 ATGGTGTCATTTGTAAATATACCATCTTTGTGATGATCCGCGATCATGTTACAGCATTAA27260 A_95_P140107 FG625819

28043 330 78 698 GCCCACAATGACTTACTTTCTGGAAATCTGATGCTTAATGAGGATAAAGGAAAGCTGTAT27264 A_95_P123057 FG169254



28048 330 83 865 GACTAGTTGAACCTTAGAAATTCATTTCTTCTTTTTCGTGCCAATCCGGTAGTTTGTTTA 27274 A_95_P018831 EB679147

28054 331 4 425 AATAGTTTTGATGGGCACCTTTGTTCGGAAGTCACCCAGGAGATAGGATTTTTGCCTGTT27285 A_95_P130957 EB431094

28057 331 7 1461 GAGTCAAGTGTTTGCCTACCTTCTTGCCATTTTTGCTTATTTTACAGCTATTAGATTGTA 27291 A_95_P016921 TA12917_4097

28060 331 10 853 GTTGACTAGCATAAGTTTATGTAGCCTTCCTGCATTTGATCTTTAGGAAAATCTCTTATC 27297 A_95_P181102 EB447626

28062 331 12 339 CTGGTATATCTTACCCGACTTTTATGTCTTTTTGAATCTTTTGGAGAGGTTTAATTGTGG 27301 A_95_P205147 TA18218_4097

28063 331 13 831 TTATGAATCATTTGTCCTTTGCTTTATCACTATTTGTACAGGGATTTGTTTGGGGAGGGG27303 A_95_P204972 TA18180_4097

28064 331 14 625 GTTTCCATGAGTTACTCCCCTTTGAAATTTACTTTTGGTTGAAATATTTGCAAAGCACCT 27305 A_95_P039186 BP129482

28069 331 19 641 AAGAATAATTTAGAATGAAGAGTGAGGGTATTGGTTTTGACGGATAACGTGGCCTGTAGG27315 A_95_P004501 EH620311

28070 331 20 449 CATTAGTCCGTTTGCTTCTTTAAGATGATATTGATCATCTGTTGCATACTCACGCTTCTC 27317 A_95_P026746 TA16770_4097

28071 331 21 596 ACGCATGCTTACAGAAATCAAGTTTTAATTCGTGCTACTGTTGTGTTAGGGTGCAATGAT27319 A_95_P185492 TA13925_4097

28074 331 24 527 AAGTTCTGGTTGCGGATTTGCAATTTTTGAGGGATCAAGTGACAATTACTCAGGTCACGA27325 A_95_P156712 DV158890

28083 331 33 868 TTGTTGTAGGAAAGCCCTCAACCTTCATGATGGACTACTTGGCTAATGAGTTTAACATCC27342 A_95_P245692 DV999727

28086 331 36 407 TGACAGAATGGAGTTTAAGGGGACAGATGATTCAAATGCATAGAGACAACCTTTATCAAG27348 A_95_P088443 BP530065

28089 331 39 580 GGGATATAGATACAGAATTGTGTACAACTATCCAAGTTCTGCTAGCATAAAATTGAGATG27354 A_95_P046486 BP131409

28091 331 41 164 CGTGTATGCTCAAATGATTGATGATGCAGACGGTATAGAAAAAATAGAGAATCTTCAAAG27358 A_95_P070075 BP192515

28099 331 49 1211 GTTTTCAGGATCTTCACTTGTCTTAACAGCACATTTTGAAGGCTAATATCTCTTCAGTTT 27373 A_95_P019041 TA14074_4097

28104 331 54 748 TGGAATTGATTACTTGTCGGTTGCTGCATTTGATGATTTGATACCTTTCCATCTTGTCTT 27383 A_95_P295663 FG194438

28114 331 64 788 TATCTGCTAGCATGTCGACTTCACATAACAATCTTGTTCTTCGAGCCATGATGACGGGAG27401 A_95_P298193 FG138924

28120 331 70 818 ATTCTGGGCAGTCAACAGTGTACAGTTTGCATGCATCAGCTACACTTCTTTTCCTGCATC 27413 A_95_P242852 FG146943

28122 331 72 717 CCCGATAATTATGTTTGTTTCGTAGCCTTTCTTAGGTAAGTAGGATTTGCTTTTATCCTC 27417 A_95_P025036 TA15399_4097

28125 331 75 654 GAGGATTTGGAATCCAGGAAATCTAGGAAGAGGAAGAAATTGAGGTCTAGACGTAGAAGT27423 A_95_P120407 FG141664

28128 331 78 666 AACTGTTTTGGTAACGCTTAAGGCTCGTTCCTCCCCCTGTTCCATCCTAACTTTATTATC 27429 A_95_P089113 BP530351

28129 331 79 788 AGTATTCGGTCTTTTAGGTGATGTTAGAGTTTGTAATAGTCTAGTTATGTTTGCCTAGTC27431 A_95_P202412 EB679032

28130 331 80 768 TTCCTGAGCAAGCTGAATTTCTGAACAAGATGATCATCAGCTGATGTTGGTTTATATTCA27433 A_95_P231509 EB426608

28131 331 81 873 TGGTCATCCTGCAGGACTTCAAGTGGTATGATTTCATTTTCAAAATGCATAAGCTGTACA27435 A_95_P227689 EB681843

28132 331 82 321 CCCTGCAATTTAAAGTTTTATGAAGGAGTTTGAACACTGGGAGTCGATCTCATTTTCTAT27437 A_95_P026901 TA18797_4097

28138 332 3 800 ATCCAGAGCCTGCAGCTGGGGATGCTATTTTTGTACGTATATTTCAGCGATATTTGGCTG27284 A_95_P267526 FG145967

28139 332 4 781 CGAGATAACCGAGCTAAAAGCTGGCACTCATGTCTTTGCAGTTTATGGTGACAATTTTTT27286 A_95_P245222 DW000634

28141 332 6 845 CAGACATTGTGCTGATATCAATGATTCAGATCTCCAAAGCTTGGGTGGTGAGCTTAAGGT27290 A_95_P241085 FG163772

28142 332 7 472 TGGAATCATATAACTTTCTATATCATGTTTTTGCTACACTAGGATACCTGAGCTTTCCCT 27292 A_95_P208487 TA18979_4097

28155 332 20 134 TGATATTTAATTCTTTCCCTTGTACAGAGGTTTAGATCAATGCCTGTACTTTGCCTTGGT 27318 A_95_P141017 EB444816

28157 332 22 790 TTCTATAAGAATTTTGAGCCTCGTGACTGTGCACGTGATACTAGCGCCTTATCAAGAGGG27322 A_95_P296278 EB451118

28163 332 28 809 ATCCTAAATCATTTGATCCAGAACAAGAACGAGTACTGCAATGGGAGGTGACCACCAAAA27333 A_95_P157192 EH615220

28164 332 29 750 GCAATCATCTTTACTTATTGGAAATATTTATAGTGTGACAGATACTTGGCCAAGTGCTAC27335 A_95_P179977 TA12628_4097



28170 332 35 651 AAGAGTTGATTAGCTAAACCGATGGCTGTTCATTGGATGAGCAGTGATCAACTATTTTCC27347 A_95_P219497 TA21409_4097

28171 332 36 386 CTTAGCAATCCTTTTCCTGAAAAAGATCAAAATTTTGTTCACATATGGCATGGCTGTGAA27349 A_95_P093638 BP532343

28177 332 42 670 ATTTGACGACATAGATAATGAGACTCCCACGGGTCAGGGTATACAACCTGAGTTGTTGCA27361 A_95_P020836 TA21361_4097

28180 332 45 610 GGACGACGACACTTTTATGTCTACAGCACCTTGAATTCTGTGTTAACAATATGTGTGAAT27367 A_95_P139452 EB443209

28183 332 48 655 GGGATGGTCTGGGGTCAAGAAACCATCAACTGACAATTTGTTTGAACAAAAAAGAAAAAA27372 A_95_P253164 EH614269

28184 332 49 408 TAATCTTTCTTTTGCATCCAAGCCAATAATGTAGTAAGATCACGCCCAAATATGCCTTAT 27374 A_95_P006706 CV019425

28189 332 54 415 GGGGGTTAGGGTTTATAGTGTATAGTAGTAAGTGATTGTAAATTTCATGTTTGTGCTTTC27384 A_95_P110157 CV019607

28190 332 55 513 AGCAGTACCAGATTTGACAGTTGTATCTTAATTGGGCTTTTGCCATGTTTTGTAACAAAA27386 A_95_P121522 DW001601

28191 332 56 794 TAGTGTCCTAGTATATGGATCTCTTGATTGTAATGCTGTACCTGGGTCTGCCTACTCTTC 27388 A_95_P204912 TA18167_4097

28193 332 58 462 GAGGTGAATAATTTCCTCATATTTGACTTAAGGTGTTTCTCTGCAATATATTTGTCCTCC 27391 A_95_P029901 BP129902

28198 332 63 983 GAGTGGACCATGGAGTACTTTTGGTTCCCTTTATACCTATTTCATTTGCCTTTTCATTCT 27400 A_95_P028001 TA17514_4097

28200 332 65 432 AACGAGGCCTAGTGCTGTTAAAGTTTGCAGTTATATTTGCCTGAATTTTGTTCGTTACTA27404 A_95_P212192 TA19780_4097

28201 332 66 551 GTTCAGTATCTCCTTATAATATCAAACTATATGGAGTGGTTTATGCCCATTTGCTTCTCT 27406 A_95_P182607 TA13260_4097

28204 332 69 678 TGATGCTGCTCACAATAATAGCAGCAAAAAGCAAATCAAGTGGAAAGTCTCGACAGCCAG27412 A_95_P285478 TA15934_4097

28205 332 70 594 GTGTCTTTCAGCTTGGACTGCCCTTTCTGGTTTTATAATGTGTCCATAAATAATATAATC 27414 A_95_P257851 TA16849_4097

28207 332 72 847 TTCAAGTTATCATATCAAGCTTGATATAGAGAGTTTACTTGCGAGCTTAACCTGATAGTG27418 A_95_P116747 DV159539

28210 332 75 598 AGGCAAAACTGGTTTTGGGTTGTTTTGCGCCCGTTTTAAGGACTGGGTGTAAAGATTTTT27424 A_95_P247552 DW004850

28216 332 81 765 TCCATTAACATCTGTGAAGACTAGGTTTTCTGACAATGGGAAGGTTGCAATGCTTTACCA27436 A_95_P126197 EB425445

28217 332 82 160 CTCAGTCTTACGAGGAGAAAAACACGTGATTCGAGAAAATTTTTGAAAAAATCTACGCTT27438 A_95_P155142 DV999238

28225 333 5 748 GGATACTTTCAGGGTGTTGTAGTTAAATATTATGTTAACAAGAGAGTATAGCTTGCTCAG27453 A_95_P151402 EB681601

28228 333 8 773 GTAGGGAACTTGAGAGAAAAGTTAGGTGAGTTGAATATTACTGTGTGTTTACAGATTAAG27459 A_95_P149272 EB679093

28229 333 9 924 ATATGAATATCCAAGCATCTGGTCAGGCAGTTAATGAAGAATACCATTCAAGTGAGCACC27461 A_95_P005041 DV159546

28230 333 10 483 GTAGGAAAAAGGTTACCTTACTAAGGGCCTTTTCAAGCTGAATGTAATAGTTGTTGAAAC27463 A_95_P209047 TA19104_4097

28232 333 12 1346 CATGCAAGCAAACCTGCCAAATGCTACTTTAAGTTTATTTCTAACCTCTTTCTTGTGAAA 27467 A_95_P208072 EU375458

28233 333 13 451 GCGATGGTTTTTCATTTCTACTAATTAAGTCATTCATCATTTCTTTGCCACTGTAGTCGT 27469 A_95_P021631 EB426729

28236 333 16 531 TTGTGTCTTTTTGCTGAATGTTAGGGTTAGTGATGTAAATCAAGTGACTTGTTTCGATCA27475 A_95_P195847 FG637321

28248 333 28 604 ATGCACTTAGGGCAGAACATTTGCTTTTACGGATATTATTAGCTTGTTGGACGAGTTATA27499 A_95_P308243 FG641761

28251 333 31 441 GCTTCAGTAGACTTTATCTGATGAAGGCTCTTCACGAGAACTGAGGAAATCTATGGAGGA27505 A_95_P155877 EG650306

28254 333 34 487 TCCGTCACTTTCATGTGTGCTTTTGTGGTGAGATGATTTTGATAGTTTGTTTTCTTGACT 27511 A_95_P125087 FG138878

28255 333 35 900 GTACTCACTTTAGAGCTTACTCTTGTTTTGCTCACTTTGGTACTTCTCTTCCTGTACTCG 27513 A_95_P215637 TA20532_4097

28256 333 36 2275 GGGCATATCCCCTACACAACGTCCTATAATTAAATTCTTTGAAGTTTTTTGGTCTTTGTT 27515 A_95_P007311 AB063576

28258 333 38 409 CCTGCACGCTCATGCAGGATTTAATAAAGGTTGAAGTATCTAATGTTTAAGTGTGGCTTG27519 A_95_P110207 CV019622

28263 333 43 754 CAAAAAGGCAAAGGTTGTTTTTCGACAGATTCATGGAGCTGAGATCTGTTAAACCAGTAG27529 A_95_P119252 DV162351

28265 333 45 646 TCGTGTTAAACTTTTCACTAAATGTCTCTGTAACCTAAGTTCTGCCAGTATATTGGTTGA 27533 A_95_P021001 TA14213_4097



28270 333 50 898 TGTATATTTGTGGCAGCCCTAACAACAACAGTAGTATTTGCAGCAGCCATTACCGTGCCA27543 A_95_P267691 DV161322

28271 333 51 599 ACCTGTTCATTTCCTTATCACGGTAACAACTCTTTTATGAATAGCTAATTTTTACCAGCC 27545 A_95_P200632 TA17248_4097

28279 333 59 398 TGTACAGAATTGTGCATGAACGTGAATTGGTTTTCAAATGGAGTGCTGAATTTCTCCTTT27560 A_95_P009356 TA15160_4097

28280 333 60 966 ATTTGCCTAATAAATGCCTTTGTGGCTCTCCGTTGCCGGCATGTAAATAATTCCGGTGAC27561 A_95_P193632 TA15713_4097

28286 333 66 208 GACCCCATTAGTGGGATTTTACTGGATTGTTGTTGTTGTTTACACCACTTTGGTTATACC 27573 A_95_P241774 AJ718624

28288 333 68 827 ATTTGGAAATGCAGCACTTTGCTTGCTGATCGAGCTTCTTGTCGATGCATGTCATCGTTC27577 A_95_P231799 EB677988

28289 333 69 771 CTAGATATGTTTGTGTTGAAGGTCTGATATTCGACTGGTACTGTCCAATGATGGAGCTAG27579 A_95_P145372 EB449085

28292 333 72 632 TAGGACTCATTCCGACTATTATATTGATCATCAATAAGAGGGATTTCTCTGAACTCTCGA27585 A_95_P016251 TA12889_4097

28304 333 84 942 TGTAGGAAAGCATCTTCCTGTGATATATTCTAACTTGTAAAACTTAGCTGGAGTGTGGTT27608 A_95_P207897 TA18846_4097

28305 333 85 862 GTAAGATTCGCTAATTTAATGTTTTATAGAGGTCATACAGTGGCATCTGCCGTTCTAAAT27610 A_95_P148777 EB678277

28313 334 8 173 CCTCGCAGCTGCTTCCTTTCTTCTATAAATAGAGGAGTTTTCAGTTCATTATGTACATAA 27460 A_95_P124012 AM789368

28314 334 9 1663 TATAGACAGCTATCCTTTTGATGTCTTTCAACAAACTCTATCCTTGATTTGGTTCAGTTG 27462 A_95_P008426 Z48977

28319 334 14 358 ATGTTGTAGAATCCGACCCAGCTTTGGGGCATAAGCTATTTAACTCAGGTTGGAGTGATC27472 A_95_P097603 BP534120

28320 334 15 876 GGTTCTCTCCTTATTTGTTCTTATTAGCTGTGATGATGTGATATGCATCTCGTTCATAAA 27474 A_95_P014836 TA16067_4097

28321 334 16 797 TCGTGACTTTTTGTAATTCACCTTCTAACTGTAACTTCATTCTTAAGTGGAACCTCTCCT 27476 A_95_P187632 TA14389_4097

28322 334 17 470 TAGCGTCTACCGATTTCGCCATATCCCCCTTTCTTTTTGAGATTAGGATCTCGTTGTGAT 27478 A_95_P225762 AM812458

28326 334 21 599 GCATATAAGCTGAAATGATCTTGGAAGTGGGAATGGGATATGGTAAATGGGCATGTAAGC27486 A_95_P195002 TA16024_4097

28330 334 25 864 CTTTGCCTGTATGCTGCTTTATTTCTGCCATTCAGAGAGACCATTTATAGAGATAACAAA27494 A_95_P213052 DV159396

28332 334 27 275 GCTAGTTACTGTCTGATGAAGGCGTGATTTTGTAGGTTGAGGTTGAAAGTGCTTTAGTTT27498 A_95_P054876 BP133552

28334 334 29 862 GTATTTAGACCAGACAATTCTCAAATGGGGGAACTAGTATCACCTCAAAATTTGTACAGC27502 A_95_P029201 TA21982_4097

28339 334 34 552 AGAGTTTGGTGATGTAAAGAAGAACTTTTGGTGTAATGTTTTACAGTTCTGCATCTGTAG27512 A_95_P001871 FG190411

28340 334 35 753 GAAATGTAAAGCAGTGACCAGAAAAGTCAAGTGATGTAGTTGTTTCTTTTTCTTTTGGAG27514 A_95_P009831 EB431310

28344 334 39 700 GCAACAATCACCTATACACATTCAAGTACTATCTACGTTTATCTTCTCAGGTTTCTTGTA 27522 A_95_P131522 EB431843

28350 334 45 817 CCTCCAATATCTCAAGGACATTACAACAACATTTCCGAGCTTTGTCTTTCATTCAAGAGT 27534 A_95_P120027 TA13706_4097

28351 334 46 383 TTGTCCGCTTTGACTTTATAGTGAGCCCTTATATGGTGTTAAAAGAATTTAGATGGTAGG27536 A_95_P108737 EH619918

28352 334 47 380 AGTCTGAACTCTGTTGTTGCTTTGCTCCGTTGTTGCTCGTCTCTACTATTGTTGTTCTCG 27538 A_95_P089728 FS406815

28354 334 49 82 GCCTGTTGTATTTTTACCCAAAACTTTGATCTTGTTAGAATTAGGTCCCTTTTACTTCAG 27542 A_95_P106557 CV017950

28355 334 50 627 GTAAACACTGGGTACCAGTTAGTTTTTTCCTTTTATTTAATCTGCTGCAGCTTATCTGTT 27544 A_95_P027986 BP134686

28365 334 60 1047 CCTCTGTGAATTGACCTGGGTATTATGTTTGCTGTCTGTTATTTAAGACAATATATTTGC 27562 A_95_P105997 TA12116_4097

28370 334 65 580 CTTCAGAGGCAAGCTCAAATGTGGTGAAATGGAAAGAAAAACTTATAGGAAACTTTACAT27572 A_95_P261801 BP133500

28371 334 66 829 ATGTCTTAGCAAGTCGTAGCTAGTTGTCTAGCTTTATGGTAAATTCTTGAGTCTTAGCTT 27574 A_95_P126137 EB425387

28373 334 68 525 GGTTTTCTCGACCTAGTTTATGTATGCATTGTTATGAATAAACTGGCTTCCATACAGCAT 27578 A_95_P273356 EB684135

28377 334 72 495 TGACGTATTTTGCTGGTGTATTTCAATGTATGTTGCTCATTTGCTGCTACAATTAGTGTT 27586 A_95_P090858 BP531122

28381 334 76 567 TACGTGTGATGTGGTTTGTAAAGCACCTTTCAGCCGTAAATTTTTTCTGTTAATTTCATC 27593 A_95_P196787 TA16416_4097



28382 334 77 418 CCACTAAGCAAGTTAGCCATTCTATTTTCTCTTGTAAGGAATGTTTTGAATGGAAGCTTT27595 A_95_P142207 EB445745

28385 334 80 360 TTTCCCGGGCTACATTGAACTGCATTTTTGTATTTGGTCTGCACTTCCTTGCTGGTTAAA 27601 A_95_P299348 FG634412

28395 335 5 399 GTCCAAGGTTGAGGTGGAAACATGTTAATACATGTGTACACCCAAATATTTCGAAATAAT27620 A_95_P139667 EB443517

28402 335 12 898 CTTCTGACAATGGCATACAAAGTGATCCAAACGAAAAGCTGAATAATCTCATCATTATTG27633 A_95_P009171 TA15054_4097

28403 335 13 435 CAGTCACTTGTTCTGGGAACATAAACATGGATTCTGGTTGGGAAATTGACTGCTATATTT27635 A_95_P240885 AJ717982

28409 335 19 791 GACATATAATGAACACACTACACTGCATACAGAGCTCCTGAAATGTGGATTTGTATCGAA27647 A_95_P310108 FG135039

28413 335 23 219 GACTACTGATGTATCTTGTCTGATGAAGCAGGTCCAGAGTTCTTGTGGAGAGAATGGTAA27655 A_95_P068305 BP137098

28418 335 28 245 GTTGGCCAACTCTTGTTATATCACTTCTTAAATACTGTATTATAGCATGCACCATTTGTG 27665 A_95_P214282 TA20229_4097

28419 335 29 441 TGGCGAACTCCTTCCCGCTCGTTTTGTTACTGTCACTGTTTTCGTGATGAAATTTTCATT 27667 A_95_P030441 EH617488

28422 335 32 601 TTCCGGAAAACATTCTGGTATACGCCAAGCTATGTTACTCTTTCCAAAAAAGTTATTACT 27673 A_95_P000666 EH619838

28423 335 33 839 TGAGTTTTCAAAGCTGCTGGACTATGCTGATATGATTAAGAGTATAAATCCTGAGATTTC27675 A_95_P147727 EB452255

28426 335 36 416 ATGACTGTTGCTTTTGTCTCGTGGACACAGAACTTATCTCAAACTTTTCACCCAATTCCT 27681 A_95_P098343 BP534427

28428 335 38 109 GGCTGAAGCGATGGTGAATCCACACATTCTGTTTGAAACATCAAATAATATATTCAACAT27685 A_95_P019811 CV015942

28430 335 40 672 ATTGATATTCTGTATGTTATGTTTTGGCCACTGGAATGCTTTCAATTCGAACTAAGTGGT27689 A_95_P018416 FG637372

28433 335 43 769 TCTGTTAGCTCAAGGTGGATTGGTGGAAGTTGAGAAGAAGAACAAGAAAAAGGCTGAGAT27695 A_95_P136077 EB439653

28442 335 52 876 TTTAGATGCAAAGAGTAGCTAAGATGTCAGCTCAGCTGATATTCAGTCACTGCGTCATGC27713 A_95_P290088 FG160077

28443 335 53 768 TTGGTCCTACCATTACAAAGAAACTTCTTTGTGGCCGTTTTGAGCTTGACAAAAAGACTT27715 A_95_P297893 EH614413

28447 335 57 236 TAGCAGAAAATGTACCTCAATCAGGGCATCTCTATCACCCTCAATATTGGGTCTCGTACC27723 A_95_P156147 EG650439

28451 335 61 609 CCAACAATGCTTTGATTTGATTTCTCTTTTGGGCACTGCCCAATGATGTTTTAAAAGAAA27729 A_95_P206722 EB447449

28455 335 65 556 CAAAGATCAGAGAAAAATATCCCGACAGAATGATGCTTACTTCTCTGTTTTTCCCGTCTC27737 A_95_P220157 TA21550_4097

28460 335 70 800 TTGTTCGGTTTGAACCTGCGTTTAGAGGTCAATATTGAGGATTTGCTGATTATAAACATG27747 A_95_P247402 DV162530

28463 335 73 385 AGCAATAATAAAGGGAACACCAGAATTTACGAGGTTCGGCTAATTCTGGCTACTCCTCGG27753 A_95_P085785 BP529377

28467 335 77 304 AGATTGATACAAGAATGCTTTTTTGGGGGGTGGGGGTTAAAATCCTCCATTTTGGTGGGG27760 A_95_P095138 BP533036

28471 335 81 1102 CGGTATCTTATCCTACATCAACAAAGAAAAGAAATCACATTGCAACATTTAGGACTTCGG27768 A_95_P200657 TA17254_4097

28474 335 84 516 CGGCGAAGATGGAGATGGAGATTTTGGTCTACCTAGATTTTGGTAGAGAAATCGAAGAAG27774 A_95_P081360 BP528233

28477 336 2 743 ACTGCCAGTAAAGTGTTAATCACAGGTTGATTTTGGGTTGATTTCACATTACATTTTGCT27615 A_95_P216472 EB440076

28480 336 5 242 ACAAAGCATGGATGCTGGTAGTTGACGAATGTTGCTGAGTCGTCACATTGTGAATGCTAG27621 A_95_P081250 BP528208

28487 336 12 492 CAGATCAAAAGTTTTATCCATGTCAGCACGGATGAGGTTAATGGGGAGACTGATGAGGAT27634 A_95_P020096 BP128355

28490 336 15 415 AGAGCGAGCGTTCCAAAGCTAAATTTGGATGATGTCTTTGAGCAGAAGAATCAAATTGCT27640 A_95_P079030 EB677602

28495 336 20 764 TCATGTCGACTCCAATGTAATGATGATACACCTTTGCAGTGGAAAACATTTCCTTAATGA27650 A_95_P116382 DV159091

28496 336 21 399 ACAAAGATGGTGATGGCAAAGTTGGGGCTGAGGATCTTAAGAGTTATCTGAATTGGGCTG27652 A_95_P025151 FS409302

28497 336 22 184 TATATAGTTCCAGTTTGCAGGGAGCTTGGAATTGGGATTGTTCCATATGGCCCTGTTGGA27654 A_95_P095478 BP533209

28500 336 25 801 GCTGATTGATGACGAAGTGGAAAAAGTAAGGGCTTTTCCTGTTGAACATACTGCACCTTT27660 A_95_P151722 EB681973

28501 336 26 1345 GGAGGACTTCCGTAGTTTCTTGGTGTTTGAAATTTTCTAAAGCTCTATATTTTTCATGTC 27662 A_95_P007851 AY064253



28502 336 27 863 GGAGGATTCATGTGTTGCAGACATGAAAACGTAACTAAATTGGTCCTTATTACCTAATAT27664 A_95_P219077 EB426145

28505 336 30 400 GCGGCTTTGTTCGAGTCGGTTTAAATTGTTGTAATCACTAATGTTTTGTTAATTGAAAGC27670 A_95_P140737 EB444590

28514 336 39 885 ACACCCAGGGGATGCTGTTCATTAGGATCCTTATAAATACTTATTTTATGGGCGCGTCTT27688 A_95_P258678 DV159903

28516 336 41 300 GATCAGTGTATGGCTTCACAGGATTATCGAATGGAGTAAAGGATTTACATCTTTTCCTTT27692 A_95_P026461 CV017453

28517 336 42 517 CCTGCGCTAACAGAGCGCATAGTTATTGTTGGTGTTAGAGATGATTCAAACTTAATTGTA27694 A_95_P029666 TA18039_4097

28518 336 43 321 GACAGCATAATTAGTTATTAGGCTGAAGCTGATCTTAGCATTCTTACATGTTATGTTGGT27696 A_95_P155722 EG650229

28522 336 47 536 ATTTATCTGTCTGTCTTGGTTTATGGATACTTTGCATGAACCTATTGACGAGAACCTTCA 27704 A_95_P193652 TA15717_4097

28527 336 52 350 CAACTATTTGTTGGGGATGTTGTGGTTCTCAAGGACCCTGTAAAGTCAGATGATTATCTT27714 A_95_P132497 EB432993

28529 336 54 537 CAAGGGAATGAAAGTCATTCTTGGTGTGGATGATATGGACATCTTTAAAGGTATTAGTTT27718 A_95_P058121 BP134392

28530 336 55 242 GGTCATGTTTTAGTACGTCCATAGAGAAAGCATACGGATATTTGTAGAGAAATGTTACAT27720 A_95_P130497 EB430531

28531 336 56 693 GATGACTTCAATTTGTGCTAATTGTTTACTGCCTCTGTTTTGTTAAAGTGAGTTGCTTCA 27722 A_95_P139382 EB443128

28535 336 60 558 TTTAATTGGCTTGAGCTGAATATCAGGTCCTCCTTGATTTGTCAGGACCTGAACTCGGAG27728 A_95_P042871 FG642918

28538 336 63 1237 ATACTTCTTTTTCCGCTTTCTCTTGGGAGGCATGTATATTATATCTACTAGCTTATGGAC 27734 A_95_P177507 X79675

28541 336 66 750 GGGATGTGGGGGAATATTGATTTGTTTCTAATTCCCTTGGATCTGTTGAAAATTGTTCCG27740 A_95_P196072 AB041515

28544 336 69 157 TCACTGTGAAATAACTCTGACCGCTATCCGCGTTTTTAAACACCACTGTGTGATTTAAAG27746 A_95_P093783 BP532408

28547 336 72 212 ATACCATTTGCTTCCCCTTTGAGCCATACTTGTTTCTTTCCTACCCTCTCTTGGAAAAAA 27752 A_95_P224187 EB643483

28553 336 78 1579 CTCGTGCAATCTATGATTTAAGTGTAAATTACACTCCGTTTGTAATTGCAGTGCAATCTT 27763 A_95_P212412 Z93769

28558 336 83 1067 TGGCAAGAATGGACCAACACCTTAACTTCGTTAGAAAGCGGATTCACATCCATCCTTCTC27773 A_95_P194407 TA15887_4097

28560 336 85 233 GATACGGAACCTCTCTGCTCGTCTACTCTGTTTGCTTCATATAAGGAATTAAAAGTCGAT27777 A_95_P106962 CV018146

28562 337 2 206 AGATATGCTGATATCTTGTCTAAACCTGCCAATACGGTTATATGTCTACCCCGCTGAGGA27780 A_95_P114302 CV021534

28565 337 5 896 ATAGAACTTTTTGTCATTTTTAGGTTAAGTTATGTTCTGTATGAGCACGCGAGACGGCTG27786 A_95_P268151 DV999636

28566 337 6 665 TAGCAACGACAACAATGTGGATGATACAGGGGAGAGAGTCTCATGTTCAGTCTGCTTACA27788 A_95_P297084 FG197657

28568 337 8 568 AACTGCCTCCTCTCATATTGCTATACCTTTTCAATACTGGTGGATTATTTACTGTTACTA 27792 A_95_P181862 TA13077_4097

28569 337 9 289 ATCTTCCTTACTCATGCAGAGCTGGTTCTTGCTCTTCTTGTGCTGGAAAAGTTACAGCTG27794 A_95_P106267 EB442583

28570 337 10 813 GGGGTGGATTTTAAGCATTTCTTTCGTCAGATGTTTCTCTTAAGTCATTGTTAATGTTTG 27796 A_95_P228109 DW001771

28571 337 11 365 TGCCAATGTTGTCACTGATAGGGTCACTGGGCGCACAAAGGGTTATGGGTTAGTTAAATT27798 A_95_P114028 CV021408

28573 337 13 632 TTGTTATAACAATCTCGAGGGAGAACACTCCTCTTTCTTCTCTAAACGGGGGGAATGAAT27802 A_95_P224842 FG634181

28578 337 18 782 TCCATGAGCTAAGTACCAATGAGAATCAGTTCCACTCTTGTGTCTTTCATCCTAGCTATT 27812 A_95_P135442 EB438897

28580 337 20 898 TTACTTCTGAGGAAATGAAATGCAGTGACATGTGAACTTTGTTTGATTACTTTCTTGCCT27816 A_95_P291823 EB424975

28585 337 25 751 CGATCAATTTGTCATAACTTTCTGTCCAGATCAATGGGGCACAGACCATTCGTCTGCTTG27826 A_95_P146452 FG157506

28586 337 26 154 AATCAAGTGATGTTGCCGAAAGATCAGTCAGCAATGCTGTCAGAAAGGACCTGGAACAAC27828 A_95_P216872 AM789132

28589 337 29 222 TTCAATCCTGCGCTGAGTTTATGATTGAAAGAGATTGCTAATGGCTCCTGGAGCGGTTGT27834 A_95_P147872 EB643479

28592 337 32 524 CTCTCTATATCTTGCTGTCAAAGTTGTGTGGAATTGAGAATCAAGTTAATCCTAGTATTC27840 A_95_P009766 FG625013

28594 337 34 1116 GGCACCTATTAGGGATGGTTGTAAAGGGAATCTAAATTGCTTTGTATATATTGCAGAAAT27844 A_95_P012411 TA14462_4097



28597 337 37 441 GGGTTTTGAAACTTGAAATAAAGAAGTTATCGTCTTAGCTGGATCACCTTGATATTGATC27850 A_95_P136917 EB440622

28598 337 38 537 TTAAGTTACATCTTTACTGGCAGATCTCAATAACTGGCACCTATTTTGCCATCTTTACAA 27852 A_95_P190707 EH620138

28599 337 39 188 GCCAAGTGGCAAGCATTGTATCTAGCAATTGGTTTATAATGATGTTCCATGTAAATTACA27854 A_95_P078450 BP527516

28600 337 40 809 ATCCTTCATGGATGGAGAAGATACAGCGAACAATGAAGAGCATTTTCCGCTCTGTGAATT27856 A_95_P118207 DV161225

28606 337 46 968 TGTGGATGATCTTTTGTGACCTTTGAACTTATAATGGATTAATGCCTGGCGTTATGTGGA27868 A_95_P014701 EU880279

28613 337 53 621 GACCAGTACACGTACTCACACTTGTTTTGCCCTATCTTATTTATTTTGCTTCATGTTATG 27882 A_95_P124767 DW004572

28622 337 62 299 GATTACGTCGCCAAGGTGGATGATCTGGCAGAGGCTTCAAAGTCTATTACAACATTGAAA27900 A_95_P213772 TA20120_4097

28623 337 63 445 ACGAAATTTTTTGTTACCTTCTGGAGAAGAGGTGAAAAAGACTTGGCAAACAATGCTAAT27902 A_95_P194822 TA15982_4097

28624 337 64 740 GCAGATAAGGAAGAGGCAGATAAGCTAGTGGTGTTATTCTAGTTCCCTGGTTGTGTTCTT27904 A_95_P016156 TA15241_4097

28628 337 68 504 CCCCTGGTCAGTTTCATCCTGGTAGCTGTAGTTGTAACTCTAATTTGTTTATATATGTGT 27912 A_95_P295643 FG635590

28630 337 70 839 AGAGCCTGCAGCAGATAAAGAGCTACAAGCATCACCAAAGATGCAAGCTTCATTGCATTC27916 A_95_P201837 TA17507_4097

28633 337 73 641 ACTCTCAACTTACCTGCATTTATGCAAGTTATTGAGTGTCACCGCGATGAGATCCGAGAG27922 A_95_P302198 FG198195

28634 337 74 844 GGAGTTGGTGAGAACTACAAGAAACTCTGCACTTGTGATGGTACAACTATTTGGGAAGCA27924 A_95_P194027 EB425283

28638 337 78 191 GACCTATCCTCAGCAGGCTGGTACTATTCGTAAGAATGGTCATATCGTCATCTAAAACCG27932 A_95_P157982 TA12614_4097

28641 337 81 569 GTACTTTATCAGTGATGGCAGAGATTCAGATGTTGTAAAACTAAGTAAAACGAGTTCATC27938 A_95_P124377 DW004216

28642 337 82 863 TTAGCTCATAGTTTCCCCGGTCAAGTTACATGAACAATATCTCTTTTCCTTTTCCCCTTC 27940 A_95_P253754 EB440118

28645 337 85 123 CTGACAAGGTAATGCTTGAGATTTTTGTGCTCCAGGACTTTTTAAAGCTAATTGTTAATG27946 A_95_P004296 EH616876

28646 338 1 810 CCGTACCCATGATGGTAGAGAGTTCCATGCGTGATGTAAGAACAGAGCAGCATTGAAAAT27779 A_95_P283713 FG142649

28648 338 3 390 CTACATAGAGAAGCGTTGTAGCTATTTGATGACATCAGTTATTAAATACCAATTGACTGG27783 A_95_P003581 FG642300

28652 338 7 1013 AATGTACACCTTTCTTGACTTCAATAATAATGTTGGTAATAGCTTGGAAGTGTTCAACCG27791 A_95_P007741 TA12401_4097

28654 338 9 1062 TGCCCTTCGGAAATTCCGAATTGAAGGGTTGAATGCATTAAAATTTTGACTGCTAAAAAA27795 A_95_P237134 EF051141

28656 338 11 345 AACCTTGTTTTCTTTTGAATTGTTGAGGGATCATCAATACGGCATTTCTTTCTACTTGTC 27799 A_95_P094811 BP532881

28657 338 12 263 TCTTCTAGAGTCAAACTCAACATTCACTGGGCTGCCTAAACTCCACAATTTTGCAATTAA 27801 A_95_P120712 EB425509

28658 338 13 657 TTGTAGAACCGTCAAACTTGACTTCCCTTGTTTAATTGACTTTCTTAGCTATTGTTTGGA 27803 A_95_P189422 TA14786_4097

28662 338 17 637 CAGACGTTTACCTTATTGTTCGATTGGCTTTTGTAGATCCATGATTTTGTACTTCGTATG 27811 A_95_P268431 DW001404

28668 338 23 304 ATTTCCGCAAACTGTAACGTTCACTGCTTACTCTTGGATTATTTACTACGTTTTAGACTC 27823 A_95_P113797 CV021321

28670 338 25 82 GCTTTGCAACTTGATCATTGGAATTGCAGGCTAAAACTTGCCATTTGTATAGTTTCAAAT27827 A_95_P094233 BP532613

28674 338 29 597 ATGCTTCTGTATCAGCTCACAGCTTATGAAACAGTTCTTAATCTGAGTTTTCGGGTAATA27835 A_95_P307273 FG638065

28676 338 31 670 ACACAGTGTTCACAAGCAACATCCCTGGTAATCTGATGGGTGGAGATAAAAGGGATGACT27839 A_95_P304043 FG187103

28678 338 33 545 CTGAAATCCCGAAATCCATATCTTCCTATACTGTTGAGATTGTTTGTGTTTCTTTCTTGA 27843 A_95_P203232 FG144747

28680 338 35 886 GTGGTGATCCGGGCAATCCCATTCAAGTCTAAGTGAAGTCTCTTTTAACCACAGATTTCT27847 A_95_P258766 DV999402

28684 338 39 571 AGAGAAACTTTGCAAGGAGAAAAACTAACAAGCTCCAATTGCACGGTCGCAGTGGTAGGA27855 A_95_P181223 EB447549

28686 338 41 857 TCCTGTGTTGTACGCTTTTGGAACATCTTGGCTAATTTAATACCAGTAGTATCTTTCTTT 27859 A_95_P015006 EB426212

28687 338 42 432 GAGCAATGTTATGGATGCATTTGTTGGCAGACAATTTACTAGACGCAAGAATTAATAGGA27861 A_95_P072670 BP526023



28693 338 48 653 ACTCCACAGGCTGAGTAGATTGACCATCTCTTTGCAATCAAACTTAAAATTATTGCTTCT 27873 A_95_P000701 EH617531

28698 338 53 420 GCTCGTGCACTTGTGACATCAGGTTTTTGGAAAATTCTAAGAGATATTTATGGTTTTTGA27883 A_95_P220597 FG638076

28701 338 56 351 AGTGGAGCCCCATTAACTGTTGTACTAAGAATATTCATAATGGATGAGTTGTCTCTTCAA27889 A_95_P193027 TA15583_4097

28702 338 57 536 GATTTCTCATGGATTAACTCTCTTTAATCATATTACATAGCACGCTGCGCTTGTTGTTTG 27891 A_95_P020996 DW004723

28703 338 58 623 TGTATCAATGTTTGCTCTCTCAAAGACTAGCTCGAAAACCATTAGTAAATTGGCACACCC27893 A_95_P236384 FG195872

28704 338 59 173 AGTCAACCATGATACTTGGGGCCGTCTTGTTTTCACTTCATGGAAGTCTGAATCAGAGCA27895 A_95_P110092 CV019577

28707 338 62 879 TGGTTACATTTTACCTTCTAACAAGGAAAAGCAATAGCAGATTTTAGTACGTCTCGGCTT27901 A_95_P220797 TA21686_4097

28711 338 66 1756 CCATCACCATGTAACCACTTTCTACATTGTAAAAAAGATTCTGTGTTTTTCCAGCGTTTA 27909 A_95_P020281 TA13986_4097

28714 338 69 680 CAGCTGCCTCATTTGGGCAGAATAAAAGCAGCCAAAGTTTTGGTAGGGGTCTTCTCTTTT27915 A_95_P121422 DW001485

28715 338 70 944 CTTGCAAATAAAAGCGTACTTCACATTTGAATTTTCCAAAGGAAAACCCTGATCATGATC27917 A_95_P007786 EB678678

28716 338 71 238 TCAATTTGGACCATAAGGTTCAGCTCAGACGCACGCTATCTAGCAACTACTCATCCAATG27919 A_95_P069010 BP137271

28722 338 77 492 TTATCACAGTTCAAGTATGAGCTGCTCTTCATCTACTCACTTCTAGCATGTGGTTAATCT 27931 A_95_P112557 FG638231

28725 338 80 289 GTTACATTCACGTGTGTTGGGCAGCAGCCTTTCTAGTGATGAACAAGATGTGGCTTCAAA27937 A_95_P134927 EB437840

28726 338 81 867 CGGCATACTCAAGTGATCTTCTTAAGCATTCTAAACAGTTATTTACTTTTGCCGACAAAT 27939 A_95_P245857 DW000957

28728 338 83 900 TTTTGTCCTAGCCAGACATCTTGTAACGGTATCCCTCCTCCCTTGACAGATCATAAGGTT 27943 A_95_P178407 TA12240_4097

28730 338 85 829 GAGGTTGCTGCTGTATCGTCAGTGCCCCAAGTGTTTAAAAAATTATAGAACCTTGAAGAA27947 A_95_P232004 EB426155

28732 339 2 73 AATGCTTAATGAAAGAAAGCCCTTTCATCCTAATCTCATCTACTGAAAAGGGGGCCGGGC27950 A_95_P044606 BP130926

28733 339 3 785 ACCCCGTTCTCACAAAGTTAGTGCCAGTAGGAAATTCCTTAAATTTTTTGCTGGTTAAAT27952 A_95_P213282 EB681275

28736 339 6 798 CGACGTCACAACTCGTGAACATTCTGATGTCATTTTACAATATCAAGCAAATTGCATATT27958 A_95_P152662 EB428087

28738 339 8 819 ACAATGTGGTTCCTCTCTCTTCACGATCTTTTGGAGTTACTGGTAGTCCTTCAAGGTTTG 27962 A_95_P217312 EB680073

28739 339 9 750 CTGGGTTGTTTGTTGTTGTTGTTGTTGTTATATTGTGGGGGGTATAAAAGCTCAAAATAT27963 A_95_P029706 DV157797

28748 339 18 761 CCATTTGAAAATTCATCAAACAAATCCTAAAGTTCCCAAACCGAGCCATATTATGAGTTC27981 A_95_P216877 EB440248

28750 339 20 1093 GGAACTACTGTGTTATCTTTGAGGAATGTTGGGCTTTTTTCGTTTGAATTATCATGAATG27985 A_95_P000396 M14419

28755 339 25 893 TGGCTTTCCAGCAATTTCTAGGTTGTTAAAGAATAAGGTGGTCTATTTGAACTGATGAAT27995 A_95_P179002 TA12402_4097

28758 339 28 849 GCCCCATTCCTATATCCAGAACTTGAATGGGATTTCAGATTACCATTAGTAAAAAGTATT28001 A_95_P206847 EB427446

28759 339 29 366 TGGCGTTTTGCTTTGTATGCGCTATAGATGCTATTGAAATTTTTGGTTAGTTGTGATCCT 28003 A_95_P003941 EB445445

28760 339 30 260 TGCTTTTGGCTAGGAGATGTATTTGTTATCTAAGAATAAAAGCTGATAGCTTCTCTCTCT28005 A_95_P029791 BP530498

28761 339 31 793 TCTTGCTTCAAACAGGTGATTGGTTTTGTTGGTATGCGGTGATGAACATGCAGCCTTGCA28007 A_95_P137097 EB440831

28765 339 35 476 TGATTCATATTCTTGGCAGCTGCGGATGTTTTGGTTCCTGCTCTCTTCTTGGACTCTTGA 28015 A_95_P274828 AM790347

28772 339 42 295 CTTGTGATTGGGTCTGATGCGCCTGTATATAGTTGTGTTATGCTATGTTTCCTCTTTGGC 28029 A_95_P131057 EB431202

28773 339 43 872 TTGAGTAAAGACCTCAGATCTCCCTCGGCAGTGTACACATAGGTTCGTATGATGATTTCG28031 A_95_P216702 TA20762_4097

28774 339 44 607 CAATGTGATAGAATGTCACTATTACGCTTGCGGCAACACAGAGATACCTGGGTCCTACTT28033 A_95_P055481 BP133713

28777 339 47 473 CCAATGCATTTTGCAAATTCACGCTTTCCAGTCTCTTCAGGCTCAATTGGTGTAGCAGCT 28039 A_95_P062770 BP135600

28780 339 50 286 CTATGTAAGCGGTTTGATTTATTTTTCATCTTAGTACTCGCCTGAAGAGATTCCAGGCCA28045 A_95_P110907 CV019958



28785 339 55 345 ACAAGGCATTACCATTTATCCTGCCTGTGCTGGTGACTTGCAATCTTCAATCAACTTTGG28054 A_95_P105532 FS381087

28789 339 59 717 AATTCGGATCCGGAACCATGTATGATTTGATATATGCAAGCGCTGTGTTTCTTCATATGC28060 A_95_P216962 FG136929

28791 339 61 416 TTGATGATGACGGTGATGGTAGTGTTAACTTTGAGGAGTTCACGAAGATGATGTCTAAGG28064 A_95_P196757 FG631576

28792 339 62 114 AATAACTTGGGCAAGTTTGGTTATTGGCAGATTTGATGCTGGAGTCGAGCCAGCCCATTT28066 A_95_P089908 BP530719

28794 339 64 767 TCTGTCTGATGTAACTGATGTCGCAATGAAAGTTGAATCGAAAGATCTGAAGGAATTATA28070 A_95_P148377 EB677668

28795 339 65 1259 TCTCGTTTCGGATGTTGTTCAGATTGATGTACATATGAATGAAGCATACCCAGTTGTTTC28072 A_95_P026131 TA17129_4097

28797 339 67 1061 GTGCGTGTTGGGAACAAGAGTGATGTTGTAAACAGTAAATGTTGTGCTTATAATGAAATT28076 A_95_P210407 TA19390_4097

28801 339 71 1250 TGTACTTCAAAAACTTTTTTGAAGTAGGTTTTATGGAGTTTTACACCAATTCCGGCTTGC 28084 A_95_P007546 TA13068_4097

28802 339 72 168 AAGGGAAAGCCTGACTGAAGCAGTAAATGCAAGTCATCAACCTTCTTGGCATGCAACCTT28086 A_95_P096483 BP533642

28804 339 74 722 GCTGATAATTATGAGCAAGTGTTTTCTCACATGAAGCCAAATAGCATACTTGGGCTTTCA28090 A_95_P186643 FG160658

28805 339 75 556 CTTAGACCATCATCAAGCGAGAAGCTTGTCGACAACTCGGTGTCAGTAGTTTGGAAGTTT28092 A_95_P059081 BP134645

28806 339 76 776 CGAAGAGATCAAGAACAAACAAAGGGTCATTTCCACCTCCTATTTCTTGCATAGGGAAAA28094 A_95_P268081 DV999498

28808 339 78 1367 ATTTAATACTTCCGCCATTGTTACTCACCTCGCTTATTCTTATCCAAGCTGATGAACCAC 28098 A_95_P122017 Y10472

28813 339 83 196 GCGGTGGTTATGGGAACCAGGGAACGTAGTTTAATCAAAAGTGTACTTCAAGGAAGTGTC28108 A_95_P154797 EG649763

28820 340 5 681 AATTTTACGTCTACTGGATCTGTCCCTTCGTAGGGGCAATAATGGCTGCATGGACTTTTC27957 A_95_P126547 EB451173

28821 340 6 573 AAAGACCTCTTTTGTTGGAAGGTTTCTGATTAATTTTGCGTGTTTGAGTTAAGGCTTTAC27959 A_95_P018971 EB679098

28824 340 9 736 CGCTTTCAGGTTTAACCCGCTTCCTTAGTAGCCAGATGCATTTAGGATTCTGTCACTATG27964 A_95_P284178 FG170078

28825 340 10 739 TCTAGGTATCACGTTGAGCAGATGCTGATATTGTTCATATAAAAGTTCTTCGCAACAATG27966 A_95_P160757 EH619435

28826 340 11 894 ACAGAATTGACCTTTTGTAAGGGCTTCGGAGTTATGGACTGCTTTTCTTTTCCCTTTTTT 27968 A_95_P010831 TA13869_4097

28828 340 13 270 AGTAACTGAGCTCCATTCCATATCCTTGATTTTTATTACATTGGCCATTTACAACTGTTC 27972 A_95_P110382 CV019710

28831 340 16 500 AATTCCAGCTCTAATTTTGGAAATGTGTCGATGTTATCGAAAATGCCTTCATTTTCGAGC27978 A_95_P052121 BP132837

28833 340 18 702 AACTGAATGGCTGCAATGTAGTTGGGCGGCAATCTGCAATGAGTATCCAAGATTTCAGGT27982 A_95_P015616 TA12798_4097

28834 340 19 141 TTTTCGTGGAGAACGATGGTTGAGATACCAATTTTTAGGTTGTTTTGGGATTGGGGTGGT27984 A_95_P155217 EG649955

28836 340 21 91 CTGCTTCTTTCCTTGGTGGTACCATGAGAATGACAGTATCAATTTGTGTCATACTCCTTG 27988 A_95_P028171 EH664090

28841 340 26 949 GTGCGTGGAAGGTGTTTGAACTATTTTGACTCTTCAATGTAACGGATTTATACTTATTCA27998 A_95_P009801 TA14092_4097

28845 340 30 433 TTTTGGGTGTTTGGGTCAGTTGATAAAGCGGAAGGGTAATCTTTCACGAATTGTTCATTT28006 A_95_P097608 BP534121

28847 340 32 712 CCTTGAGATAGCTTCTGTTTCACTGTACATTCTGATTCGGCTGTTACTATTTAATATTCT 28010 A_95_P116397 DV159102

28848 340 33 631 GCCCCTATTAGGAACTCAAACAAAGATACTGATGTTGAGGAACATTATGAGTGTGCTAAT28012 A_95_P062340 BP135490

28849 340 34 702 AGAGTTAACTCTTGACCTTGTTATTGTGTATGAGGAAAGCTTTTAGAGGCAAATTGTTTG28014 A_95_P125382 DW005168

28851 340 36 423 TTGATCCTTACACTGGTGTTCCTTCACTTTATCAAACAGATCCATCTGGAACATTCTCAG 28018 A_95_P277519 DV158532

28852 340 37 331 CTCATCCCTTTATGATTTTAAGTAGTTGTTCTTTACGGGATCTGGAAGTTTATTGGGCTT 28020 A_95_P105587 CV017531

28858 340 43 730 GTCTAGACTAGTGAAGTTTGAGCTTTGGCATGAAATTTGGAAATACTGAATATCATGGTA28032 A_95_P117997 DV161018

28860 340 45 104 TCGTCCCCTATCATGTTTGCTTTTCACACAAATTAAGCAAACTGGAACATTTTGTCCTTC 28036 A_95_P118242 DV161252

28861 340 46 1130 CAGATTCACTATTCGTCAAGCTTTTGAGCTGGAAACATCAGATTTGTCCATTATTTAAAG28038 A_95_P031236 TC66585



28862 340 47 810 GGAGTTCCTTTTTGCTAACAGGCAATTGGCCTTTCCTCTTTTTAGTTATACTATATTGAT 28040 A_95_P202917 TA17743_4097

28864 340 49 774 ATAGATGAGGACCTCGTGGCATTGCTTGGAAAGTATTCCCCTATTCCTGTAACATATGCC28044 A_95_P217067 EB450156

28865 340 50 451 GCAAAGAATAAGAACTTTCTACGCTTTGCTTTTGGGTCTTTGCAGATATTATCACATGTA28046 A_95_P003996 FG644065

28867 340 52 388 TGATTTGCCTGGTCAGAAGAGAGATCCTCCTGAGGAAAGAGACCCATTAAGGATTTTCCA28050 A_95_P074245 BP526415

28870 340 55 609 CTTTTGACTCACTTTGCTCTCATTTGGTAACTCTTAGCTTGTCTCTAAGAGAAACAAAAA 28055 A_95_P026646 TA12843_4097

28871 340 56 811 GTTGGGAACTTGCTCATTGTACATGTTTTCCGAGCTGGTTCTGTACACAACTACATACAT28057 A_95_P251487 EB451542

28885 340 70 773 GCTCAACTGATTTGATGATGGATTGCTTAGAGATTTGGACAAGTAAATGTACTCATTGTA28083 A_95_P195327 EB447714

28886 340 71 122 CTCTCCGTGCCATACAGGGTTTACTATACCATGTACAATAAAATGATCTTATGAATACAA28085 A_95_P162657 EH621661

28887 340 72 784 GTCTGTATCTGTGTGTCATTGTATGCTATGTTTCTGGAATAACAGTTATGAATAAGCCTT28087 A_95_P000311 EB678624

28892 340 77 591 CCCTTTTGAAAGAAGCTATTCAGGAACAAATGGACCGTTTTATACTTCAGGAACAGCATA28097 A_95_P262191 BP134817

28893 340 78 1559 TTGTATCGGTACTGTTTGTTACACTGAACTTCTACTAGGCGATTTGGGTATTGAATATGT28099 A_95_P115092 DQ229077

28894 340 79 822 TGACTCATGATGCACCTCAACTTTACTGGCTTTGTCTCACATTTTCTAGCATTCGATGTA 28101 A_95_P292473 FG172609

28900 340 85 0 CACTAACAGCCACAATATAGAGTTTTATATCTTGCTATCTCTCAGATGGGCAGACATGTA28113 A_95_P262186 A_95_P262186

28901 341 1 444 TTTATTCGTACATGGAGTGGGGGGAAATGGAATTTTATTTTTATTTCCCCGGCCGTAATG28114 A_95_P131912 EB432335

28903 341 3 700 GCTTCTATGGGTTAACAGCTGCATGAGTTTTATGAGATACCTCTGTTTTAAATCTTATGT 28118 A_95_P150957 EB681112

28904 341 4 220 ATTTCAGTTGAGTTTGAGTCCTTTTAAAGCCCGTTCGTAGGTCGCTAGCTCTGTTCGATG28120 A_95_P189277 AM833831

28909 341 9 1489 TCATTAGAGACTCGAAGTGGCTGTGAAAATATAGTATGTTAATAGACCATTTTCCTCGTG28130 A_95_P007921 X75088

28910 341 10 1226 CCACAGGTAAAATTTAACACTGTGTAAGCACAGGTGATCATATGAATGTTTTGATTCAGA28132 A_95_P181257 TA12938_4097

28922 341 22 323 AGGCTGCATTTTTAGTTGTATGTTCCTACATATTTTAGCTTTTGGGACCTATATTCCTTC 28156 A_95_P028101 CV015911

28926 341 26 636 ATCAAATGCCAGGATCTTCTGGCAACTGATCTTGATAACCAGTCGGATTCAATCTCATTA28164 A_95_P288503 FG641869

28927 341 27 774 AAATTAGGACATGTTTACCTTTGTCTCAGTGCTTGCCTATTTTCCAATTCTCATGATTCT 28166 A_95_P238364 EB450213

28935 341 35 836 ATTCCTAGAAAGTCTCCTGGTGCTACATGCATTCACAATGCAATAACCCCACCAAATACT28180 A_95_P151152 EB681378

28951 341 51 513 ATCATGACGCCATTTTGGAGTGGTCTTCTTCTCATATGCCTCAATAGTTGTGGTATTAGA28212 A_95_P235664 BP136509

28953 341 53 854 GGATTCTGATATGGTCAAATGTACCAAGTATTTGGGTTTTTACCTTGCATATGTATGACT28216 A_95_P010206 DV159955

28956 341 56 732 TGGCGATAGTGACTTGCTGCCTTTCTTAAACGATCTCATTTTCTTTGGTATTTTTGCTAG 28222 A_95_P273116 EB681626

28958 341 58 875 TCTATGATTAACCAACAATACATGGAATAAATCTGACCCCCCTATAACCTGTGTATCATC28226 A_95_P009096 EB424911

28960 341 60 743 GACGCTTAACTGAGTTGTGGAATTCGTTATGAGTGTTATTGGCATTTTTGTACTAAGTTT28230 A_95_P208692 TA19023_4097

28964 341 64 396 TTGAGTACTTTATGATGTTGAACCAGCTCGATTAGCCACTAATATACTTGAGAATTTCAG28238 A_95_P006546 FG638255

28966 341 66 575 TTGTATCGGCAGATGTTACTGCAAACCCATACGTTTTTTAGGTAACATATTTGTGGTCCT28242 A_95_P305268 TC56113

28968 341 68 443 TTAGACCACCAACCTCGAGTATGTACATATAAACAGATAACTCTTTGCCACTATCTATAT 28246 A_95_P003881 FG641821

28973 341 73 897 AATGTGGACGTATGATGAACAGTGCATGTATAGCTTGTCATGCTGGAAACTGGCTGTACT28256 A_95_P230669 EB439066

28975 341 75 4047 GTAATTTGTATCAGTTTCTTAAAATACCTTCTTCTCTTGCCCGTTTCGGGTGTTAAGATT 28260 A_95_P182852 TA13319_4097

28977 341 77 459 GATGTATGGTTATTGTTCCACTTTTCGGATCTTTACCCTAATAGCCGGCGATGTTCGTTG 28264 A_95_P133207 EB434512

28981 341 81 763 GTCTCTTAATCTTTGCATTTGCAGGGAGATACTCTATGAAAGTAGCTGGGGTTTGTTGGC28272 A_95_P289748 DV160786



28983 341 83 79 GTCTTTTTGTACAGTAACGCACTAGCAACAGTATCATTGCAAAAGTTAGAACTTTTCTTG28276 A_95_P164362 EH623576

28984 341 84 147 GGATCTTTCATAACGTTGTGTTCTCTGCTGATTACTTTAAAGTTTATTGTAGAGCGTCAA 28278 A_95_P097308 BP533978

28988 342 3 804 CAATGTATTTTGTTGTGCGATTACTGTCTCAAGTACTTTGGTTAGTCTGTTCATTGATGT 28119 A_95_P009671 EB679132

28991 342 6 780 TTTCATAAGCACGAGCAAGTAAAGGGGAGTTGACTTTCGTCACACCTATGTGGACTTCTC28125 A_95_P273491 FG140044

28995 342 10 640 GGATCAAATCTTGTTCTTTTGGTTCTAAATGTGCTTTACTGTGACCAGGTTTTAAGAGAT28133 A_95_P008061 DW003467

28998 342 13 1169 GTAGTTTTAATTTTCTGGCCAGTTGTTATTTCAGCAGGTTTCAGTACTGAAACCATTGGA28139 A_95_P186017 TA14037_4097

29000 342 15 310 AGAAGATACTGTCAGATTAAGGGAGTTGACCCAGGCAAACAACTTGGACTGTGCTAACCA28143 A_95_P002681 CV018508

29001 342 16 779 GGATTTAGGGTGTGATTTGAGAATCGAACTTAACTGCTTTTGGTTAATGCACAGTCTGAT28145 A_95_P177612 TA12021_4097

29002 342 17 851 AAATAAGGCTGTGAAGCCCATTCGTCCTATCATTGCTGGTTCTACCCTCATCAGTTTTTC 28147 A_95_P296923 EB680455

29008 342 23 813 CAGGACACTTCAAGCTCAAGTTCTGACATCTCTTAGGACAAACCATTTAGTTTTCATGTT 28159 A_95_P125902 EB680522

29011 342 26 756 ACATCGGGTGGAGAAACTATAGTTGCTGATTGCCATTTTATTTGCATCGGAACACCATTT28165 A_95_P022881 EH618818

29015 342 30 773 GCTTTGACAGGTTTTATTGGTGTTTCCAAGTACACATGAAAGGAAACATAATTTTGCTTG28172 A_95_P012191 DV158066

29023 342 38 452 AAATAACACCAACTGTCAACTTGATCTCTCTCCTGGATCTCAAGCATGTGGCTTCAGGTT28187 A_95_P081835 FG146160

29024 342 39 885 GAGCCTTTCTTATAACTGTGATGACTGACTTACTGCTTCAAGGATAAAGGAATACAATAT28189 A_95_P015041 TA12503_4097

29026 342 41 816 AAGTACTACTGTGCAAAAGGATCCACTGCAATCAGATGATGACACCATTGTACAGATGAA28193 A_95_P290583 FG155272

29027 342 42 471 TTCTTAACTTGAATTTTGTGGTGCGCGAGATGTCATAGTTGCCAAAGAGGGGTCTCATGT28195 A_95_P275658 AM782821

29029 342 44 896 AAATCTATGGCACTCTCGCGTTTGCTGAGATGATCAAAAACTGCATGTCACAGGAGCTCT28199 A_95_P251974 DV999997

29033 342 48 140 TTTTGTCCATTTGACGTTCTCCATATATCTTACACGAATGTTATGGAAGCTCCCTGTCTC 28207 A_95_P144187 EB447346

29041 342 56 595 GTTTCTATACCTCTCACCTCACCTTTATATATTACTGAGCCGCCAAAAGAGGCATTGAAA28223 A_95_P205347 TA18264_4097

29042 342 57 580 GTGATAATTGGGGACGTTGCGTCGTCAGTTGTTTACTCTTTAATTCTACTCTATTTTTAT 28225 A_95_P002606 TA12227_4097

29043 342 58 285 CTATATCGAGGTTCCGGTTCGCAATTTGGTATTTCAGTCCAATGATTGTTGCTTGTTTAG28227 A_95_P047806 BP131749

29045 342 60 689 TCTTGTACATCTTGATACAGTAATATCAGTGTTGCTGGTTTTCTCAGAAATTCAAGAACC28231 A_95_P164822 EH624164

29050 342 65 758 TGTGTTGTGCACCTCTGAACACATACTTCTAGTCTGTGATTCACCACTGTATGCCTTTGG 28241 A_95_P215277 TA20449_4097

29052 342 67 796 GGGCATCCCTCTGTAGCATCTTTTCTTAAGTTATTATTTAAAAGGATTTGATCCATTCTC 28245 A_95_P190367 EB438557

29056 342 71 346 TTCCTTACAATCTCTCATACAATAGCTTGGCCGCTTTACTGGATCTGCCAAGGACTGTAA28253 A_95_P102907 CV016252

29060 342 75 593 TTATCAAGACTAGGTTGCAGGTTCATGGGTTGCCAAAGATAGGAACTGCTAACGTTAGAG28261 A_95_P138837 EB442564

29061 342 76 599 TCTGGAAATGATAACATGGGCACAACTTGGAATTCACAAAAAACCGGTTGGTTTGCTAAA28263 A_95_P135892 FS406206

29063 342 78 748 ATACAAAGGATTTTTGGAAGGTGAAGCACATGGTATACTTTTGCATTCATATGTTTGCTC28267 A_95_P152857 EB683191

29065 342 80 833 ACTGCTGTTGGCGAAGGATATTTTTGACAGATGCTCACATGGCGAAATTGTGCTAATGGC28271 A_95_P199662 EB677741

29066 342 81 424 TAGCCTTTTGCCTAGTTTTGACATCTCCATTCTCCTTGGTTTCATGTAGAATTATATGGA 28273 A_95_P140052 EB444011

29067 342 82 1487 ATATTTCTCCTGGTTGCTTCTCCATGACCTGCCAAATGTCAAACGATTGTAACTGACATG 28275 A_95_P197647 TA16610_4097

29070 342 85 575 CTGCCATTTATTGCGTGCTTTTGTAGATTCTCTGCAACATAATTTCATATTGAAGTTCAG 28281 A_95_P140147 EB444096

29071 343 1 949 TATAGTTGGCTCTAACTTAGGGTCCTTATATGTTGGTTCTGTTTAAATTAACGGTAGTTC 28282 A_95_P216232 TA20660_4097

29074 343 4 546 CTTCTCACCGTTCTCTGCTATGTTGTACTAAAACATTCCGATTATATTGCATTCTTGAAA 28288 A_95_P092088 TA17414_4097



29075 343 5 618 GTTCAGCGCATTTTTGGTCTATGGCGTTTGTTCTACATAGATTTGAGTAAAGAAATGTCT28290 A_95_P153052 EB683366

29076 343 6 93 CAGACTAATGTAGTGGCCAATTGCTGTTGAATTATGTGTTCCAAAAGTTCTACCGTTCAA28292 A_95_P103112 CV016350

29079 343 9 826 TTTGCCAGAATTTTCCCCTTTCCCCGGTTAATAAGTTTGGCACCTCGGTCTTTGAAAAAA 28298 A_95_P243892 BP530068

29080 343 10 254 CCTGTGATCGTATTTTCTTGATTTAGTCATTTGAAACTAAGCAAATCATGACAGAGTTCC28300 A_95_P206682 TA18571_4097

29083 343 13 636 CTGTGGTCAGGGAAGGCTGAGCATTAAGGAGATTAGAGAATTGAAAGAATCTTCAGTAGA28306 A_95_P045551 BP131175

29091 343 21 517 GTGCTAGTATCAGTGCTTCAAAGTGTATAGAAGTTAAAAGAAGCAATACAGAGGAAGAGC28322 A_95_P068740 BP137203

29094 343 24 208 GAGCAAGAGCAACTAATTGTGTGTGCCATATCATGCGCAGTGGAAATCATTGTAATCGCT28328 A_95_P143917 EB447105

29095 343 25 787 TCGCTGCTTTTCCACCCTGAGGTTATCTTTCAGTTAATTTTTTAGAGCTCCTTGAATCCG 28329 A_95_P126527 EB425845

29097 343 27 676 TTAAAATCAGTTACCAAGTTGCCAATTCTGATTAAGGGCGTTCTCACTGGTGAAGATGCA28333 A_95_P144957 FG140029

29100 343 30 327 GGGCGTCTGGGTATTCCCTCCCTGATATAAACTTGACAGCCATGTATTAGTAAAATTTTA28339 A_95_P097563 BP534107

29101 343 31 149 ACATTAGAGCAAGGCGTCCAATGGCACAAAGTATTGGTCAGATTGCAAAGTTTAAGCGCC28341 A_95_P158082 FG643824

29103 343 33 736 AGTGGTAGCTTGATTGAAGTCGACAAATCCTGCAGTCTCGTAATGATCCAGTGGTATGTC28345 A_95_P270796 EB435854

29106 343 36 781 TATGATAAGAGCAATGCTGCCAAGAGTAGCTTCTAATGTGATTGCAGTCCTGCTTGATTG28351 A_95_P146327 EB450327

29108 343 38 3179 CACCAACCTGGTAGTTCTTTATCTGTTGATTTCTGATTCTGGGAATATATATAGATGGTT 28355 A_95_P221292 AB015221

29110 343 40 386 ACTGTTATTGTTTGTTTTTGACATTTGAATGAGATAGACTGGAATGGCAGTTTTCCCCCC28359 A_95_P127712 FS377589

29111 343 41 289 GTTGCCAAAGCGCAGTAACTCTAAGGTATCTTTGTGTATGCTCTAGATTCTGCTGCTGCT28361 A_95_P156852 FG638507

29112 343 42 681 TCTGAATACATCCCTTTCCGAACCGATTGAATGCAACTGTAACTTGCATGATTTTATCTT 28363 A_95_P316068 FG198287

29115 343 45 1558 GAAGCTGTTGGGCATACTTGCTTAAGTTTTGGTTTATTATATGCCTACTCTTTAATGTTG 28369 A_95_P155777 TA14230_4097

29116 343 46 728 GCCCCTGTATCTCTTCTAAATTGTTGTAACAACTGGACTTGCTGTACAGATTAAGCTTGA28371 A_95_P289303 DV158550

29121 343 51 123 AATAGAGTTGCTTTATTAATTTACGAGGTAGGGTCATGCCTAACCCCCCACCATGAGGGT28380 A_95_P129352 EB429137

29122 343 52 394 TGCCATGTTATGATAATCCAGCTTACAGTAATACTTTTGATGTCTTCATTAGAGGAGAAG28381 A_95_P102847 CV016230

29126 343 56 668 GGAACTTTTTGAACAATTGTATGCATTAAAAGCGGTGATTATCTCTGGTATCAGCTTTGA28389 A_95_P296553 EB677682

29132 343 62 610 CCAACTGTGGTTTGCTTGGACCACTGGATATAAACAGTAATGAAGATTGTTAAATCAAAA28401 A_95_P236259 FG642265

29135 343 65 442 GCAGCTTCATTGTCAGTATGCGTGTTGATTTGAGAAAGAGGTGAATTTGTATCAGTAAAT28407 A_95_P193137 BP533083

29139 343 69 585 CTGGAAAGCGTTACTGCATCAATAGTGCTGCCCTGAAATTGAAGCCAAAGTAAAAATGTG28414 A_95_P112397 FG645193

29141 343 71 1311 AACTCAAACACCGTGATTTCATTGAGCCTTTTTTGGTAGTTTTTGACCTTCGCGGTATAC 28418 A_95_P012546 TA15998_4097

29142 343 72 648 GAAAACTGGAGGTGAAAAGGCTGGCAAAAGAACATAAATCTCCTTCCAAAAGCAACCAAA28420 A_95_P109337 EH615247

29144 343 74 535 CAGTGTGGTCTATGATGCTGTGAACTTCCTATTTTCAAGATCATATTTGTTTTGGGTTAT 28424 A_95_P019286 TA16261_4097

29146 343 76 861 CAGCTACCACTGCTTAAAATGCGTGGTCGAGCTTTAGACTGATCAAACTTGTTTGCTGGT28428 A_95_P243257 EB677187

29150 343 80 837 GTGGTCAATGGCTCTTGATTGTTAATTTGGAATGAATAGTTTATCTGAAAAGTCCTGCTA28435 A_95_P207482 TA18750_4097

29158 344 3 170 TTTTTAATAAACCCAGTTGGAATTCCTTGATCATCAAATCACCTCAGCTGAGTCTGCTTG 28287 A_95_P104562 CV017070

29162 344 7 480 GGAGCTTGAAGCTAAGGCACTCAATATCTTGCATTTTGGTTATATGTATATGCGTACAAT28295 A_95_P122327 DW002324

29167 344 12 927 ATTCTTTATCTCGTACACAATCCGCACATTTGGTGCTCTAACCTTTGCCACCATAATGAC 28305 A_95_P023781 EB427932

29176 344 21 495 CTCTCCATATCACCTTTCCTTTGTCTATAAATTTAGAGGTTTGGCCTCATTTTTAAGAGA 28323 A_95_P059131 BP134657



29177 344 22 869 TTTTGAATTTGAGCTGCAGCGAGTACTTCTCAGGACCATATGGAGAGGATGTTGTCTTCA28325 A_95_P245082 EB680256

29183 344 28 234 GGGCCTTGAGCTCTACTACAACTAATTCAATAGGTAACTTTTGGAATTTGAGGGTTTTTT28336 A_95_P004241 EH614565

29188 344 33 670 GGTGGATCTTTGGTCCATTTTTGGTGATGTTCATCTTGTTTGGAATTGTATAATCACATT 28346 A_95_P212347 TA19813_4097

29189 344 34 656 AAGCATATTCTTCTGGGGATGATTGGAATGACAGCACGCGATCAAAGGAAGAAGTTGAAG28348 A_95_P303158 FG200231

29190 344 35 435 AAGTCCATTTCAGCTTGGTTGATGGTCCACTGCATACTCTCTAATTTCTTTACAATGTCA 28350 A_95_P037453 BP129010

29196 344 41 1061 TCTTGAGAATGTTGGTTGCCCAAATTATGAGGGTTTTCTTTACGTCATCCTCATTCTGTG 28362 A_95_P179832 TA12594_4097

29197 344 42 339 CCTCAAAAGGGGTGGGTGCAAAAATGTGAATACGAGGGTATACCTAAGTATTGCAAATTC28364 A_95_P076595 BP527025

29199 344 44 324 GGACCAGCATTGAGCAAGGTTGCTTGCCGTGGAATGAACTAGAATCCATCGTTCAAAAAA28368 A_95_P099158 BP534815

29200 344 45 587 TAGCAGTAGCATTGTAGAGTGTTTTACGTCCTCTTTTGCAGATATTGTACTATCATACAT 28370 A_95_P296653 EB678635

29201 344 46 499 GGTGAAATGTGCTGCAACTTTCGATGTTGTAATATCAAGTATAGTTGAATGTGAAACAGA28372 A_95_P184167 FG633777

29204 344 49 1470 GACCTTCAAAATTACATGTGCGTTTTATGCACCAGCTAAATTTTATGACAATGCAAGGTT28377 A_95_P200222 TA17163_4097

29210 344 55 534 GTGCCAGACACGTTCATGTAGACTAGTATAGTAGAAAAGCTGGATCGAAAATATTTAAAG28388 A_95_P213827 TA20131_4097

29212 344 57 407 AAGATTTTCACATGTTTCAATTTTGCATGGGCAAGCTTCTCTCATCCTGTTCCCCCTTTT 28392 A_95_P202832 TA17724_4097

29213 344 58 674 ACGGAGAGCTTACTAGGTGTGGCGTGTTTTGTAAATGACATGTAATCAATCTACTTCGGC28394 A_95_P268666 DW002417

29214 344 59 610 TTGCTGTAATCAGATCTTGTTATGACATTGTTTCTCTTTTCAATCCATGTTGCGTCATGC 28396 A_95_P295068 DW003989

29217 344 62 723 TAATCGGAAGACTAGGACTGCCCTCTCTATCGTACAAGTGGTGACAATTCTGAGTTGTAC28402 A_95_P195287 TA16083_4097

29223 344 68 456 ATATGAGCTGGACTGTTTGGGATAGGTGGGTCATCAAGGACAATCCTACATTGAGAGAAT28413 A_95_P090973 TA16928_4097

29226 344 71 548 CATGGCGGTTGGCAAACAAATGATTGATATATTGTCTCACTGATTACATTTTTCGAAGCT28419 A_95_P233674 BP525990

29228 344 73 596 GTTTTGTAGATAGCAAGTCATGTAGCTGCAATAAACCGTAGTACAACTTGCTCGTTTTTT28423 A_95_P124407 DW004247

29230 344 75 251 ACGTTAATGTATGGTGTCTTGGACTTGGGGCATTATAAATGCACGTCACTTCCTTTTGCG28427 A_95_P027541 EB429909

29231 344 76 807 ATCATAGTCCTGTTACAAACTCAGTAATGCAATAACACTCTTGTTAAGAACTGAGCATTG28429 A_95_P180507 TA12762_4097

29238 344 83 20 GTGCAAGGTGCTCTCAGAGCAAGTTCTATAGAAACTACAGAAGAAAACCTTTTGCAGCTC28442 A_95_P186507 DV162646

29240 344 85 417 AGACCCCATTTATGCAATTGTACTGGGGTTTTGTTGTTGTTGTTGTTGTTATTGTGATGT 28446 A_95_P223672 TA22303_4097

29243 345 3 456 TCATCGGTGGTTGTGGTCTTTCTGCTCTTACAGAGTTGAACTTCAACTGGATTGGTTTCT28451 A_95_P115947 DV158401

29244 345 4 842 ATTGGCTTTGAGATCCTCGTGTCATCTCATGTGGTGATGCTGTGAGTTTCTACGAATACC28453 A_95_P267831 FG174143

29246 345 6 499 GCCGTTTTCAATTTTTGGTTGCTCCGAAGTCTGAACTCCCTTTCCATGTCTTAAGTTTTT 28457 A_95_P181602 FG166414

29251 345 11 725 TGGATGGGCAGGGCTTTCTATATTATTCATCTTCGGTGTGCTTTCTTACTATACTGGCAT 28467 A_95_P297888 EH614391

29257 345 17 1502 GCACAACCATTTATATCTCCCACTCATTCTTATGATTTGTATCTTGTGTGTTGTATTCAG 28479 A_95_P004626 D61377

29259 345 19 881 AACCTGCTCTTGGTTGCAGATGTACTTTCTCTAAAGGCATGTTGCTATAAGCGTTACATG28483 A_95_P008256 DV162425

29263 345 23 186 GCAATTTATTCTGCTATCCAAACACTATACCATTTGCTTCCCCTTTGAGCCATACTTGTT 28491 A_95_P147887 EB643483

29265 345 25 419 TCAAGAAAAATCCAGAGCCTACTGCCGAAGAGGTTACTGAAGTGCACAGTCGGTTTATTG28495 A_95_P113897 CV021361

29267 345 27 592 TTGGGGGTGCATTGGTTTAACTGTGTTTTGAAGCAGATGACGGTTAAATTGTTTTAAAAT28499 A_95_P122372 DW002359

29268 345 28 903 AATCGCTGAGAGAATCGATCGCAAAGACTACGAAAAAGCCGTTAACGACTGCTGGTTACT28501 A_95_P204522 TA18084_4097

29270 345 30 750 GTGATACCTTTTGTTTTCAGTGTGTGAGTTGTACTAGTTTTTGCCAACACAACATTAACC 28505 A_95_P120242 EB439640



29271 345 31 128 GACCATTTTTTACTGGTAAAGAACCCCACGCATAAATATGTATACTCAAGTACTTTACCA28507 A_95_P113477 CV021159

29274 345 34 999 CAATAGCAGTGAAATGCGACATTTTCTCTTTATTCCATACCTGCCAATTGATTCATTCTT 28513 A_95_P017016 TA16447_4097

29275 345 35 869 AGTGGTGGGGGAATTAAACTTTTGTGGATGATTGTAATTAATTGACTAACCCTTCTTCTA28515 A_95_P291788 EB424882

29280 345 40 468 GCCGATTTTGAGATATTTTCGTTCAGAAACAACAGGTTATTTTTGGAGCTGCATTTTGGT28524 A_95_P050516 BP132414

29281 345 41 819 ACCTGACATGGAGATCTATTCAATGTATGGAGTCGGCATTCAAACTGAAAGAGCATATGT28526 A_95_P229179 EB682424

29282 345 42 1533 ACAGGATGTAATTTTATTGGCACTAACATCTTAATTATCTTCGGCCAGCAGTTTAATGTC28527 A_95_P190572 TA15044_4097

29284 345 44 66 CAAATAGCGACTGAATCTTGTTCAATACCTGAATGTATGATGTCAACATGTAATGTAGTC28531 A_95_P030821 EB436358

29288 345 48 1531 GATCCGTGTGTATTTAATGCTTTCATATTCCAACTGCTGGTGAAATGAAAATGCTGAATA28539 A_95_P199237 TA16950_4097

29295 345 55 353 TGAGGACCATTTAGTTGGAGTTGTTGGTTATGCTGATATCTTGGCTGCTGTTACTAAACC28553 A_95_P092763 BP531958

29302 345 62 570 CATGGGGTGCAAACGGTCATGTGTAAAATACAGATGTATTACGATTTAGTAGTGTATTAT28567 A_95_P124542 DW004348

29309 345 69 2693 CTCTTGTATTGGTAAATGGTGTATCAGCAATGAATTTGCATTTGTTTATTACCCCCCAAA 28581 A_95_P240134 Y10861

29319 345 79 1415 GAGGGGGTGGAGATGGTGTTTTGTCATGATTATACAGTTTATACTTTTATTAAATGATGC28599 A_95_P210382 TA19385_4097

29321 345 81 813 ACTGCATCTTGCATAACAACTCCATTGACACCATAAACTCGATGCAGTGATGGGACACGA28603 A_95_P242662 FG159787

29323 345 83 790 ATACAAACCCGATGACATCCAACATTGTGAGTTTCAGCTGACTCTTGTGACGAAACGGTT28607 A_95_P186447 TA14130_4097

29324 345 84 626 GGTTGAAGAAGTTCAAGTATTTCGTTGTAATATTCATGGTACATTAACGGGGTCTGTAAC28609 A_95_P057721 BP134287

29325 345 85 872 TAACTAATGCCCTTGCTTAGCTGCTTAGCATATGCGCGGATGCTGGTTGTATTCCATTCT28611 A_95_P011436 DV999648

29327 346 2 783 TTGACAGCAAGTTTTTTCCTGCTCCGGCATTTTGCACTAGAAAGGATGTTTTCAAATTAT 28450 A_95_P224592 EB447783

29328 346 3 573 TTGTCCTGTGGTTTGTGGAGGATTTGGTGGTACCTACTTCTAAGTTTTTAAATTAAACTT 28452 A_95_P302873 FG640200

29330 346 5 655 GCTACTTTCTTGTTCGATGCATATTGTTGTAGTAGTTGGAGTTGGTAATCCCTACATAGT28456 A_95_P023466 EB432693

29332 346 7 483 GTGTTGTTTTGGCAATATGGCTCCTTGCTTTGTGATCAATCATTGGTCTTAGTAATTTTT 28460 A_95_P206687 EH620540

29335 346 10 234 ATCTTCCAAAAGAGTTGTCTCTTCTCCCACCGTCATCTCAAAATGGGTAAGGATTGTAAA28466 A_95_P070430 BP192634

29336 346 11 364 CATTGGACTGTTATCGCCTGCATGTCATTGATCTTGATCCATCATCAGTGACTTCTGGAG28468 A_95_P209567 FG641440

29337 346 12 637 TATCCGACGTCAAGCTGCAGAGCTTCGCTATATATTGCAAGCACCTAAGCTGAAGATATC28470 A_95_P224542 EB447892

29342 346 17 794 TCATTCTATATATGCACCGGTTCAGCAGCACACTGCTACAAACTCTTCGAAGGACAAGGA28480 A_95_P139177 EB442895

29347 346 22 955 AAGCTTGCTTTTGGAACTCGGTTCCTACGGTTCACATATAAAGTGTTGTGAAGATCGGAT28490 A_95_P187717 TA14407_4097

29348 346 23 1072 CAAGTGATGTTGTTCATCAGATACCTTCCTGATAAATGAAAAGGCAACAAGTCTTCTGAT28492 A_95_P147737 EB643430

29351 346 26 979 TTGAATTGTGGGTGCTTCGTGTTTGGAAATGTCTTATTTCTAGGGGCACCTGTCTAGGGA28498 A_95_P027746 TA14463_4097

29352 346 27 768 TGTTAAACAGCTTCCCGAGTATCATCCTTGTGCAGAAGAAGATGAGAGTGGGTCAATGTC28500 A_95_P291678 DW005246

29355 346 30 839 CAAAGTACCAGTGCCATGTGTTTGATGTTGTGTATTCTTTCTTACTGTTAGAATACATAC 28506 A_95_P295998 EB449343

29356 346 31 725 TATGAATGACATGTTTCTCAAGCTCTTAGGCTAAAAGAATGGAAAAGCCAATGTTCAGCT28508 A_95_P180947 EB438484

29358 346 33 215 TCTCAAACAGTCGAGGGTTGTCTTCGAGGTTTTCCGGACGGTCGATTTCGAATATATGTT28512 A_95_P102417 CV016012

29360 346 35 687 GACATCCTAATGTAGCCCTGCATTGGAGTCAAAAGATGTTTGATCAAAATTCCATGAATG28516 A_95_P219762 TA21463_4097

29363 346 38 1749 TTGAAGGGGGGAACATCCTAATGGATGAGTATGAGCACGTTATACATCTCATATTAGACC28521 A_95_P014231 TA12737_4097

29365 346 40 591 AGCATCCAGCTATTTCAGAATGCTGTGTGTTAGGATTACCTGACAAAGACCATGGTGAAG28525 A_95_P056446 BP133955



29368 346 43 612 CATGTATCATGTGGTACTTGAATTGGTTAAGTATGATATACTCAACGTGCTTAGATGCTT28530 A_95_P244027 FG644792

29373 346 48 799 ATAGAGAGATCGAGCCATTCTCTGCAGCAAGGTGTCGCGTTTATATCGATTGCGTGATAA28540 A_95_P311788 FG158664

29375 346 50 799 CGAGAGTTACTGTTATTTGGCATATTATGTTTCCGTTTTGGCTATGCGATCAACTCAATT 28544 A_95_P189347 TA14770_4097

29377 346 52 892 GGAAGGGAGTTCTCTTCTATATTAGTAGAGGTACCCGTAATCCTGTATTGCGATTTCCAG28548 A_95_P218767 TA21249_4097

29380 346 55 1561 GTGAACTTGTTGGCTTCTTATGGATAGATATTAAGGCCCAAGTCTTTCTGTTAAATTTTG28554 A_95_P014331 TA13580_4097

29381 346 56 782 GTAGTAGGTTATGCTTATTTCCTTGTTACTTCTAGAGACCCGTCATACCAAGATGTGTTG28556 A_95_P116547 DV159298

29382 346 57 862 TTTTGTATCCAAGAGGATAGTTTTGAGAGCTTTAATAATGCAGACTGCCTTTGAAGTGGT28558 A_95_P152942 EB683269

29384 346 59 551 AGAAGAGAGGACCAAACATTGGCTGTCTAATGTTACTTTCCTGTGTTTATTATTAGCTAA28562 A_95_P124217 DW004071

29388 346 63 488 CATATGGCAATGTAAGATTAGGAGCTGTAGGAATTGGGAATAAGAGCTGAATTATTTGGT28570 A_95_P152937 EB446750

29389 346 64 396 TCATGGAAAGTCGGAAATTATTCAGCTGAAACTTGGAACTGATATCTAAATTGTAGACAG28572 A_95_P088413 BP530049

29398 346 73 326 GGAGATCAGACTTTCTTTGAGTAATTGCATCCTTCATAGTATATATCACATTGCTATACG28590 A_95_P095743 BP533315

29401 346 76 340 GGTTAGCTCGAACCCTTTCCGTATTATGATTTCAATTATGAATGAAAATTGTTGGATTCC28596 A_95_P308413 FG642283

29402 346 77 766 CTGTTCATTGTTGGGGTTTTGTTGAACCATGTCTACGGAGACTGTAACTTTTTATTTATT 3665 A_95_P000026 EB439159

29403 346 78 597 AGATACTAAGTCAGGATTTAGATGCAACTGGGAAGGAAGAATTGGGTACTGAATCTTATC28598 A_95_P019551 TC55128

29417 347 7 909 TGTGATGCTGGCGATTCAGTCATTATGTTTGCACCATACTATTTCAATGCATACATGTCG28625 A_95_P250967 DV999231

29420 347 10 871 TTCTTCGGATATATGATCTAAACCGACTCGATGCACCTCCAAGGGAAATTGACAGCTCTC28631 A_95_P245252 DV162345

29423 347 13 967 TGAGTTTGATACACAAAAAACTGCAAGATTACTGGTTGCTATTGTTGGCAAGTCCTTGTA28637 A_95_P192057 TA15371_4097

29427 347 17 695 ATAGATACAGATGTAGGTTTCGTTGTAGAGAACTTCTACCCAGAGAACCCTAAATGGTTT28645 A_95_P293973 EB438961

29432 347 22 585 TAACAGCTTTGACTTTTCAGTCATTGAGGTTAGTCCCATATGAGTAACTCCTTTATGTCA 28655 A_95_P133912 EB435628

29438 347 28 415 CTAATAAATAGTTTCCGCTATATGTTTAGCTGGATAGGAGACGGGAGTACCCTGCAGGTA28667 A_95_P081645 BP528313

29444 347 34 715 TCTAAGAGAGAAGAAGCGCTGAAGCTTCTTGGAGCTGACAATTTTATGGTCTCATCGGAC28679 A_95_P263066 FG642025

29447 347 37 700 AGCTTTTACATTCTCTGGCAAAATGAGTGGATTTTGAGAGGTTTCCTAAGAACAAATAAG28685 A_95_P298018 FG639910

29448 347 38 514 CCGCTACATCAAGGTACTCTTCTCGATTTTGACCATGTAACTTGATTTGGATAATTCATG 28687 A_95_P309088 FG644660

29452 347 42 398 TTGAAAAAGTGTGGAGTATTAAATTAGGGGGCTGTTGAGTTGCGTAAATAAAGCTTCTCT28695 A_95_P118182 DV161197

29453 347 43 443 GAGGACGAATAAGTATTCATGCTTCGGAAGAGATATTTGAGCCTTGGAAAAGACCAATAT28697 A_95_P110697 TA13256_4097

29455 347 45 343 ATGCTTCAATGGCCATGTCCTCTCAAGTTACATGTACTTCATGGCGCCTCTTTGCTTGAA 28701 A_95_P095868 EB682879

29457 347 47 380 GCAACATACTTCAGCAATTGCAGAACATGAACATCGTTGACTTTGATCCTAAGGGTGGAA28705 A_95_P103827 TA12309_4097

29460 347 50 702 AAGAAATGGTTACCATACCACTAATCGGTTCTAGCTATGATAGTTATGCTGGAACATGGA28711 A_95_P202467 TA17643_4097

29464 347 54 214 GCACATCGTCCTTGTGCATTATAGAGAAGTAAAAGAGGTTATACAGTCTTATGATTGAAA28718 A_95_P003576 EB430167

29466 347 56 1005 GATGCTCCGGTGAAACTTTTTTATTTTCGTGGAAATGAATTTTTGTTTTTACGGAGCCAA28722 A_95_P249697 Y11212

29467 347 57 650 TAACAATCATGTTTTAGTTGCAAATGTTGGCGATTCAAAGGCTTTTCTTTGCTCTCAGAA28724 A_95_P302698 FG192418

29468 347 58 484 CCTGACTGATTACGAGTAGCGTGTATTTAAGTCTATGCAACTAAGTAATTTCTTTGCTTT 28726 A_95_P009526 DW003068

29474 347 64 1033 CCAGATATTAATACATATGACCTTGAAACTTACTGGTCTTAAAGGCCTTGCTTTACTATG 28738 A_95_P010686 TA14508_4097

29476 347 66 512 GCATTTTGTTATGAGCTTTAGCTAGGGGAGTTTATCTACCTTTGAGAGGAATAATATATC28742 A_95_P001701 DW004070



29482 347 72 125 CAATGTAATCTTCCGATCAAATTTATGCTGCCAATAGCTGTTGCATTCATTTTCTTGTTC 28754 A_95_P092538 BP531847

29483 347 73 910 ATTATTCGCATGGATCTTCTATCTGGCTTCACTTGTTCCAATGTGTAGTGTGTTATCTCT 28756 A_95_P185082 TA13838_4097

29487 347 77 763 AAGTGGTTCTCTTACTGCTGTACAATTGACAGTGGATCTGAAGCCTAATCTACCAGCGGA28764 A_95_P116572 DV159325

29490 347 80 1092 TCGGGAATCTCCGGATCTATGCTTATTTTCAACTCCCCGAAGCATTTCGTCGATTACTAC 28769 A_95_P033784 TA11649_4097

29491 347 81 803 TTGCTGTTTCTTCGGTGGAGTGAGCACCATAAAAAACTAGCCAATTTTATAAGGTTATTT28771 A_95_P196197 EB682700

29504 348 9 989 GCGATGGAAACATGTGGCTATGTTTTGGAATTTTGACATCTGATAACAAAAGTAATTGTG28630 A_95_P012976 TA15910_4097

29508 348 13 782 GTAGTTTGTAGGAGCAAGAGATTACCTTAGTCCTCCTGTTAATAGAGTGGCTGTAAGTGT28638 A_95_P151567 EB681758

29509 348 14 1141 ACCTAAACGGTGAAAGGCATATATTAGAAGAATCAAATGTTTTCCGATGCTAGAAATTGG28640 A_95_P017221 TA13249_4097

29513 348 18 106 AACCAAGGCGGTTCCCGTTCTCAGGTCTAGAGGGATATTAAACATATATATCTGAGCCTC28648 A_95_P151297 EB681522

29514 348 19 760 CCCTTTCATTTGCTTTTATAAGTATTCCCCATTGTAATCAAAGTTCCAGAGCTAAACTAC 28650 A_95_P016941 EB683010

29519 348 24 541 GTTGTAGGTGTCACAGAAGTGTAAATTAATCTGAAATGTTGTTGTATTCCAGTTCTCCTT28660 A_95_P028931 BP129677

29521 348 26 579 ATGCTTGAAGTGCTCTTCAAACAGTATCCAGGTTTTAGGGAAGTTCGAATGATTGAAGCG28664 A_95_P024141 FG644997

29527 348 32 155 TTGATCGGTTTGTGACCAATTGGAAGAAGATGGTGAGCAAAACTAAGAGGCAGGCATTGA28676 A_95_P241795 AJ718638

29528 348 33 523 TCTTGGGCATGTAGTTTGAAGTGTTCTGGAAACACTATTTCTGCATCGAAGTATTTTGGA28678 A_95_P093398 BP532242

29529 348 34 500 TTGAACAACTTTACATGTACGGAGCTGCAAGAGTTGAGAAACTACCTTCTCACAAATACA28680 A_95_P274043 AM803406

29531 348 36 483 AGGAAGGCTACATTACTCAGGATAAGAGCTAAACTAAACTGGTCATGTGACTTTTTCTTA28684 A_95_P015936 DW002874

29532 348 37 497 AGATTTGTAGCATATTCTGCACTTGAATAACGGATTGGTTTGTTTCTTCTTGTTTCGCTG 28686 A_95_P091193 BP531249

29533 348 38 809 AAGATACCGGTGATTGGCGAAATCTTCTCCTCACTCTGGCTATTGTGATGAACTGTTGCA28688 A_95_P310958 FG139193

29539 348 44 854 TGCATCACTATGTCAGACGAGCAGTTTCAGCTGCATTTGGTATCCGGAGGATGAAATCAT28700 A_95_P313198 FG155310

29545 348 50 384 CCCTGCATTTAGTCTTGGCTTGCTAGTTAAAGACTTCCTTTTGATCATGTAATTAAATTG 28712 A_95_P204617 EB433325

29546 348 51 901 CTTGTGTACCATTTCTTTTCCGTAAAAGACATACTGCTTAGTTTTTATGGTCCTACATTC 28713 A_95_P185252 TA13872_4097

29551 348 56 840 AGATACATCTCTCCCTATCATTGTATAGGTTGCCTTCTTATACTTGTATGTCTCTCAGCG 28723 A_95_P145702 EB439273

29555 348 60 625 AACTCGCCATTATTGCTCCGATCAAGTACTGAAGTCTAAATATACGTTGTTTGGAAGTAC28731 A_95_P090218 BP530864

29557 348 62 773 TTCAAGATACACATATCCTCTAGGCAAAGGCGATTGAATGAAATTACAAAAATGTTTCCC28735 A_95_P186267 TA14088_4097

29562 348 67 473 GTGTATCAGGTTTTGTTTCCGCTTCAAATGTGAAACTACTGTGTAGTTATATCTTCTTTC 28745 A_95_P030556 DW004407

29564 348 69 537 CGTATTGCTGCAGCACTGATAGAGCGTTACTTCCCTGGCTCTAAGGTTTTGATATCATCT28749 A_95_P135152 FG140309

29569 348 74 236 AGTGCAGTTCTTGCACTCTCCTTTGATACTTTAGACCCTTCATTTGCTTAGTAAATCTTG 28759 A_95_P129437 EB429327

29571 348 76 853 TGGAAGCGCTTCCAAGCAGGATGTATTTGCTCAGATCGATGATGCATTAACACAGCTTCA28763 A_95_P195387 TA16104_4097

29573 348 78 810 ATTGGGATGCTCTATTACTTCTCGGCCTTGGGATATCTTCACTTGGACTGGGTTTCAACT28766 A_95_P267671 DW003261

29575 348 80 498 TAAGCTTCTTAACAACTTTAGTAATTCTGAACGATCAACATGCATATTTGTGAGCGGCCG28770 A_95_P282148 AM818174

29578 348 83 296 TGTGAAAGCTAAGTTGATTTCGAAGAATGCTGAGAAGAAGATTAAGGAAGCTAGGTGGTG28776 A_95_P114572 CV021675

29580 348 85 761 ATGCTTGGAGCTAAGAATACGGATTGTTGATGCTGTATCGATGATGGCAACCAGGATGTC28780 A_95_P292063 FG159174

29586 349 6 392 TGAAACCACAGAACCAACAAGGAGTTTCTTGAGGAAATTTCGGCTACCTGGAATGGTGGA28791 A_95_P078340 FS423755

29588 349 8 814 ACTATGACATTTCCTTGGAGGTTCTCATTAAACCTTCTGGGCAAGCTGATTCATGTGTTG28795 A_95_P030526 DW000811



29589 349 9 0 CTTGATTGGCAATTTTGATTGCCTGAATTGACAACTTTGTTCGTTTTAAATGAATGCGTG28797 A_95_P252269 A_95_P252269

29590 349 10 270 CTGCCAGTGATGTATTTATATTTGCATGTATTATCCGAAATTCGGACTGATTATTTGGGA28799 A_95_P028451 AJ632813

29591 349 11 680 CTTCTAAGATCTGCAAATATAGGTCGGTGATCTGATTGTAATAACATACTTCCTTCTGAA28801 A_95_P216162 TA20645_4097

29592 349 12 603 CCACTGTAACTCTTGCATCACGTTATCAGCTTGTATTTTAGTAGTATTTCAGATTTCAGA 28803 A_95_P208977 TA19089_4097

29595 349 15 789 CATGGATTCGCTTGCCCTCTTCCGTACATTTTTGTTCCAAAGCATATTGGCTAACTTTTC 28809 A_95_P016186 EB684163

29600 349 20 766 GTTGTAAAACCATTACAATCGTTGTGTGGAGGACTTTGTTTCCAGTTTAACTTGGTTATA28819 A_95_P271121 EB439696

29601 349 21 191 GAAAAAGTGAAGCTCGCTCAATGAGAACAGCACGGATTCATCCATCACTTACCTCTCTCA28821 A_95_P210967 TA19508_4097

29604 349 24 1050 ATGGAGAACATTGTTCATCAGAATGCATTATTTGTGGCAAATGGAGAACATTGTTCATCC28827 A_95_P013231 TA14467_4097

29606 349 26 348 GAAGAGTGCAAGTGCATTGCGTGGAAAAATTAAACAGCTGGAGTCAGAACTGCAGGAGAA28831 A_95_P104712 CV017142

29610 349 30 648 TGCCCTATATGTGATAGCATATCCAGTGTGTCATATTTGTCAAGACAGAATAACACTATG28839 A_95_P019416 TA13279_4097

29613 349 33 681 GGGGTATTGGATGAAGAAAAAATTCTGCCACTTGGAAAAGATATAACAGCTGTTGGTGTT28845 A_95_P116647 DV159410

29618 349 38 526 ACCTTGTTGCCCCGCATGATTGTTGTTACGACAACACATTGGCTAAAGAAAGAATCTGTT28855 A_95_P021731 FG632147

29619 349 39 441 TGATTTGTGCATTACTGGTGTAAGGCTATATGCCCAATTCTACAAAAAGACTACTTTTAG28857 A_95_P177662 BP534995

29620 349 40 124 ATTGTATACCTCCTGTTGTAGAGCCACGCTTTATCTGATCAAGTAGCATGAGTGAAAGTA28859 A_95_P103807 CV016701

29623 349 43 607 GTTTCAGAAGCTGTAGAATATGACGTAGGAATTTCTTTGATTTTATTCAGCTCTAATGGG28865 A_95_P285883 FG643102

29626 349 46 722 AAACGACACCTTTGGAAGCCATTTCTGTAGATAAGGAAAGTCTGAGTGAACTGACTGATG28871 A_95_P300918 FG196753

29630 349 50 641 TAATGTTTTGTTGTCACACCACTGGTGTCGAACAATGTTCAGTGTTTTCTTCTAATGGTT 28879 A_95_P108922 DV161017

29633 349 53 814 TGGTTCTTCTGTGTGTGTCTTTGAGATAGGGGTAAGGTCTGGGTTTGTTGTTGTTGAATT28885 A_95_P218362 DV158095

29637 349 57 203 GTTCTATATTGTAATATTTGGATATGGCACCCCGGAGAGGGAATTGCAATACCCAGTTTG28893 A_95_P131382 EB431569

29638 349 58 915 GTGTTAGCCTATTTCTTTTTTCTTTGGGCTGATTAAACAAGAAAACACCAACGTTTCATC 28895 A_95_P209667 TA19239_4097

29640 349 60 795 CAGTGAACGGTCTGAACCATTTTGTTTATGAGATTCGTGCATGTATCATTTCATCTTAAT 28899 A_95_P010891 TA12346_4097

29644 349 64 628 TGAGGCTATTACTGACATGACAAAGATCTTGGAATTGGAACCCTCAAATGACCAAGCCAG28906 A_95_P268661 FG644203

29648 349 68 401 GAGTTAGTATTTATGCCCCTGTATATATATAGGTACTGCGTCATTGATATTAATGAAGGG28913 A_95_P090833 BP531110

29651 349 71 775 CCTTTGTCTGCTTGTTTGTGTATGACATATTTTGGGTTTCTATTTCCGAGAGAATTCCTT 28919 A_95_P156567 EH614287

29652 349 72 759 ACTCCATTAACATAGAGAATAGTTGATAGCGGAGCACAGTTGTGGGATGGCGCTGATGAT28921 A_95_P267411 DV160064

29653 349 73 753 CTTGCTATAAAATTTTCTTATCCTGGATATGGTGTTAGGTGTTGAATTGGATCCACAATG28923 A_95_P013417 TA12814_4097

29658 349 78 928 ATATCTTATGAATAGCAGACGTTTCTGTGGGAGCTGCATTTTGCACAAGCGGCTACAGAG28933 A_95_P212902 TA19934_4097

29659 349 79 787 ACCTGTACGAATTTGGAAGTTGGTTTAAAGTTTTGATACCTTGTTTCTCAGTGATACCTT 28935 A_95_P242697 TA11945_4097

29663 349 83 563 TTGGCTTTGATCCATTTTGAGTATTGAACCTTTTTTGCTATTAGCTTGAAGAAGCTTTCG 28943 A_95_P031949 TA21989_4097

29665 349 85 563 CAGCAATCGAGGTCTATTTCTCCCTTTCTTCTGCAATTTTATGCCTAATATCATACGATT 28947 A_95_P304503 FG635940

29670 350 5 715 ACGACGTGAAATATTGGGCTCACGTCTTTGTTGCCTCATTCGTTTTTCGTACATGACATG28790 A_95_P301338 FG199627

29674 350 9 446 TCAGAGGATTGTTAGTGTTTCAGTTTGGTTGTTGTGTATACTTTTTATCTTGTACCTGCT 28798 A_95_P280458 FG643681

29676 350 11 492 ACCTATCCAGAGGAAAGTCGGTTGTGGCATTAATGTGAATATTTATGGAAGTGTTATGTT28802 A_95_P143032 EB446415

29677 350 12 770 GATGAGGATGATGGCAACAGTGAGGAAGTCATCAATGCCATTATGCATGATGTTGACACT28804 A_95_P145332 EB448999



29679 350 14 110 CTCCAATCATGCTACTCAGACTATATGCTTAACACATGCAAGTCGAACCTTGGTTTTCGG28808 A_95_P143992 EB447190

29681 350 16 540 TTCCTCTATTTTTGGGTAGTCCAGATGATATAGAAGAATTACAGAGTTATGGGGATGTTC28812 A_95_P149562 EB679464

29685 350 20 165 ACTGTGAATTCAGTGGGCTCGGATTTAATTTTGTTCTTCCTATGCATTTCTGTTTCTCTT 28820 A_95_P130307 EB430336

29686 350 21 738 AACAAGATCCATCATTCCCTTTGCTTTCTAGAATGATGGCAGAACCTCAGACTCCCTTCG28822 A_95_P300348 FG133179

29687 350 22 545 AGTCTGCACTCATGATATTTTCGTTCTATTAAGCTTGCAAGACAGTTTGTAGGGAGTTGT28824 A_95_P106907 CV018115

29688 350 23 783 GAAATAGTCTAATCTGGTACATGTAACAACCAGATTTACAGTTCTGGTAGCCATAGTTGA28826 A_95_P213582 EB683159

29689 350 24 861 CACTCACTTTCACTATGGACCGATAAGTACATGCCTCGATTGCAATATGCTGACTTTCCA28828 A_95_P298758 FG143943

29691 350 26 348 ATTTGTGAAGTTCTCAAGAAAGACCTGGCTCAAGACACAGTCAATGGTTGGGGAGACTGT28832 A_95_P033939 AJ717935

29694 350 29 685 GGTGGATGCTGCGGCTAGTGTCAGATAGGTCTAAGTTGTAATGATACTGATAAACTTGCT28838 A_95_P284073 FG642702

29696 350 31 830 GGGTGTATCCTAGTGAGCTATGTTCGGAGAGCATTGTTCAACACATGGAGATTAGACACT28842 A_95_P293093 FG152454

29697 350 32 1322 GAGTGAAAGTGCTCTTTCGTGGACAACCTTTTTATTTCTGGTTAAAAGTTATCGTTCTAT 28844 A_95_P015816 TA15336_4097

29698 350 33 440 GCACTTTATTCGTACATGGAGTGGGGGGAAATGGAATTTTATTTTTTATTTCACAAATGG28846 A_95_P205102 TA18208_4097

29702 350 37 105 GGTTGCCATTGTGAATCTAGTTTTGTCATCTCAATATAAATGTAGATGTTGCTTGTAGGT28854 A_95_P141217 EB445002

29704 350 39 1280 TCGTCTGATGATGTTTCTCCACAGCATGCTGGTGAAGAAAAGATTCAGACTCAGGTCTAG28858 A_95_P020811 TC50293

29708 350 43 876 GTTATATTTCAAGACTCCTCCACCCTTTTCCCCCTTTTCTGATGCTGTTGTCTCATGTAA 28866 A_95_P176972 CK720598

29710 350 45 853 CTCAGTTCCTTGGTGGAAGGCTTTATGATTGCGTTTTCAAATTTAATGAAGCTTTAAGTT28870 A_95_P022111 TA17098_4097

29715 350 50 144 TACAAAGAACTCGAGAATGGATGTCTTTGGGAGGTTCAAGGGCAAGTAGGGTTGTTCCAA28880 A_95_P107412 CV018357

29717 350 52 368 ACTCGATGCTTTTATAGCTGCCCGCCTAAATTCACACCCTGGAAATTTCAAAGTCATCAT 28884 A_95_P078805 BP527608

29720 350 55 702 TCAAGCTGCATCAAATATCACAGCGTAGTTCTTCTCCAACTTCTTGTGGAGTCTGTCTGC 28890 A_95_P126892 EB425446

29722 350 57 876 CCGAAGACTAAAGTTGTGCTATTTTAATTATGTTGGCATGAATTCAGCATTGATGTATCC28894 A_95_P198397 EB426241

29724 350 59 843 AGCCTGCAATTGTGTATGCCTCTTCCCTCTTATGGAGATATGATTCGCTAATGTGTTTTG 28898 A_95_P010416 EB443735

29725 350 60 1011 GCATATCCCTCCTACATGAGTTAAGCATGCTTGTTTGATTATGAGTAATTGCCAAAATTT28900 A_95_P216152 TA20643_4097

29726 350 61 0 TTTAGGGAGTTTTTTACCAGCTTTTGGCGTTCTTCTCTGCCGGAACTTCAGTTTTTCCGT 28902 A_95_P236779 A_95_P236779

29727 350 62 795 GCGGCGAATGGATTGCGTGTGTGACTTTTATTAAACAATATATATGCAGGTAAATTAAGA28904 A_95_P234649 DV160879

29728 350 63 338 GTCTTTGTCTGGCGGTCTTCCTGAAGGAAAAGAAGGAAAAATGTGAAGGAACTAAAGAAA28905 A_95_P226639 AM826041

29730 350 65 1010 AACTGGATATGGTCACTACATCCTTCTATAGTTCCATTGGCATCAAGTTTGGTGTCACTT 28909 A_95_P011466 TA15775_4097

29731 350 66 421 TTTGCCCAGTTGCATTATGAAGCATGGGTGAGATTTGTTGTTCTGAGCATAGTTACAGTT28911 A_95_P052561 FG143081

29736 350 71 758 GAATCTGATAGAGCAGCAGAGGATGCGTGATTTGGTATTTGTCCATTGTAATTTGCAATT28920 A_95_P147457 EB451895

29738 350 73 1743 TGTGCAACTTAAGTTGGGTTAAGTTTCAGCTCATCTATTGACGTTGTCTTCTCATTCTTC 28924 A_95_P188622 TA14611_4097

29742 350 77 808 TTATGCTGCACCTTTCTGTCTAACTAAATCTTGTCTCGATCAGTCTTCTTGCTCCATTAC 28932 A_95_P029156 EB426381

29746 350 81 623 ATTTATGAACAGTATGTGGCATTGCATGTTAATTATGGAAAGAAAAGGCCTGGCCCCGAT28940 A_95_P241415 EB684021

29749 350 84 490 CTGATGTTATAGTCTAGAATATCCCCATTGTGTTCTTAGAATGATCATTGGAAGTTGTTG28946 A_95_P203677 TA17904_4097

29756 351 6 2714 CCTGTTCATGGCCTCGCCAGTTTCCTTTTTGAAGAATAAATTTCAAATAACAAGAACTAT 28959 A_95_P010241 TA15676_4097

29757 351 7 1040 TGTAGCTCAGCGGATTGGCGTATACACAGCCAAGGACTATGCTGATATTCTGGAATTTCT28961 A_95_P012081 TA16904_4097



29759 351 9 896 CAAAATTTGCTACTCTTTGCAAATTCGGTATGAAACTGGTCTTTCAGAATCTACTCTCGT 28965 A_95_P190352 TA14997_4097

29761 351 11 285 TCACGAACTTGTGCGCCACGATGTTAAACAAGTTGTTTGTGCTGTATGCGACACTGAACA28969 A_95_P148142 EB432321

29765 351 15 532 CTTCATTTTTCTTGTAATAGGACATTGGCTTTAGCATGGAGTTTACGAATCTTTCCGGAC 28977 A_95_P068250 BP137086

29766 351 16 126 GATTTTGGAAGAACCACTGCATGTGTTCCAAGGACATAGTGGGGAGACATTGGATGTTTC28979 A_95_P274248 TA21917_4097

29768 351 18 395 TTTCATGGGTCTGAAATTTTGCTGCTCTACTGCTGATTCACTGCGTTGCTAGCTCCGATT 28983 A_95_P096518 BP533665

29771 351 21 255 TCCCCTGCTCATCTTGACTGCTGGTACCTAACTTTATCTTATGAAAACCTAAAAGAAGAA28989 A_95_P095228 BP533086

29777 351 27 776 TTGCTTTCCATGAATTTGCTAAGGGACAGGCACGGTTAGCAAATGGCATAGCAGATGGAT29001 A_95_P228134 EB451350

29780 351 30 833 AGGTACAAGTGAAAAAGTTATTGCTGTAATAAAAGGGTGGGGAAGACACGCTTCGGGAGC29007 A_95_P010301 DV999902

29781 351 31 945 GTTAGGTGGGAATCTTTTCCCTTCACCCATTCATTTATCTCATATAGTTGCCTTTTGCTT 29009 A_95_P009896 TA15282_4097

29785 351 35 321 CAAAACTTGATGTATATAGAAATAGGAGGCTGAAAGTGCCAGATTGGTGGAGATAGTGCT29015 A_95_P032241 AM844046

29787 351 37 279 TTGGGTACTTGGGGCTGAAAAATGTTAGGTTTCTAAGTTTTTGCTTGTTCAATGATGTAT8937 A_95_P000091 AJ717873

29790 351 40 811 CAGTTTCAACTTATAAGGCTTATCCTTCTTGTTGAAGTTGTGAACATAGTGTACATTAGC29024 A_95_P134942 EB437933

29793 351 43 1024 GTTCAGCTGCTTGTAAAGATACTCTTTTATGTTCTAATGCCTAATGGACTGAAAGTTAAC29030 A_95_P198157 TA16718_4097

29794 351 44 742 GTTGTCTGTGGGCGATGACCTGTTTTGTATTTGTATATTTGAGCTGTCTATAAGATAAAA29032 A_95_P246182 EB681232

29803 351 53 720 GTGAGACAATTATGAGCAATATGAATTGTAGCCTACAATCTATTAGCTGGTTGAGAATCT29050 A_95_P180802 DV157753

29807 351 57 769 TAGCTATGATGCCAAAAATGATATTCTTTTTCTCCGTCCATTGATCCCAATAGCCTTTCC 29057 A_95_P016021 DV159904

29808 351 58 385 ATCTTCAGTCAGATTTGGATGTATCTAAAGTCGACCGGTTTTAATGAGGTCACCGACTTT29059 A_95_P214562 DW003267

29810 351 60 599 GCCGTTTCATCGCAGTATGCAAGAGTGAAGAGGGAGATTTCACCAATTAATTTGTCGTGA29063 A_95_P305303 FG201973

29813 351 63 863 ATGCGACTCGTCTACTGGCTCTGATGCTTCGAAATCTTGGCTTGAGAGCTATACCAATTA29068 A_95_P226414 DV161544

29814 351 64 926 TGATCCTTTTGAATAGTGCTGGCAATGTTATTCCTGGCTATTCTGGTTCACGCCATTCTG 29070 A_95_P116607 DV159363

29815 351 65 358 TGGTCATCTCCTGTTTCGTGATGCTTTATTCAGGTTATGAATAGAATAAAATGTGGAGAT29072 A_95_P127087 EB447417

29819 351 69 854 CCACATAATTCATCATTCTCATCTGGCTGGATTTGTGTTTTGCAAATTTTAAAGAAGCCA 29080 A_95_P292638 EB427870

29822 351 72 1096 CAATATACTTGGCAAATTGTTAAGAAATTTTGTTCACTGTCCAGAGATCTACTTGGCCTA29086 A_95_P176457 Y14432

29825 351 75 731 TGTTGTAGCCCTGATGAAGTAATATTTGGCCCTGATTTCCAACAATCTTTGTACTGTCAT 29092 A_95_P205152 TA18219_4097

29826 351 76 513 CGTCGTGCTAGTGGACTTTTCTTGTTTTGTTAACTCTTTGTTTCACAGTTAACCCCTTTG 29094 A_95_P203082 TA17778_4097

29827 351 77 576 TATGGCGAGAGGTGGTCCTGCTAAGGATGACCTCGAATCGAAGAACAGTTGTAATCAAAA29096 A_95_P054066 FG144419

29830 351 80 867 GTGGACACTGATCTCTCTAAACCATTTCAAAGAAATGTTCCAAAAGAAAAACTTTTCACC29102 A_95_P217887 EB425233

29834 351 84 825 GTATTCATCATCATCATCCTCATGTTGGTCATCCCAAAATTTGGATTTAATACCTTACTC 29110 A_95_P294958 EB443115

29839 352 4 513 CACATATGGCTGGAGCGAACAAGTTTCGCAATGCTCAATTTTCATGGGTCACTGAGAATG28956 A_95_P261896 BP133968

29842 352 7 119 TTCAGGGGGAGCTATATACATGGCAGTACTAAGTTGCAGTAAGTGCGTTGCACTTCAACA28962 A_95_P034918 BJ999167

29843 352 8 455 GTATGCTATAGGTTTGCTGGTGTTATGTCGAAAGTTTTCTGTGATATTTTCTGAAATCTG28964 A_95_P192907 TA15556_4097

29845 352 10 723 GCCTTTTTCTGAAGGCAGATCCCACAGAAACTAGAATCACAGATGTTTTATTCATAAATT28968 A_95_P135857 EB439411

29846 352 11 115 CCGCAGTTGTTAACTCACAATTGTAGCTAGCTTCATGATCCTTGCTACTTGTATTTATTC 28970 A_95_P030636 EB432279

29847 352 12 290 GGAAGGTTGAAGAAATGTGTATGAAGTATAGGAAGGTGATTATTCTGGTTGTAAATAGTC28972 A_95_P161742 EH620369



29852 352 17 249 CTGTTAGCTTGTTGAACTTTAACCGCTGTTGGTGAATCTAAAGACTAGTACCTTTAATCT 28982 A_95_P064655 BP136109

29854 352 19 308 AAGACTTCAAGCTTATTGGGGATGCCGCTACTGCTTAACACGTGCTAAATGAATGCCTCT28986 A_95_P108467 FG637164

29858 352 23 195 TTAACTTGAGCTACTTATGTATGGAGTTACTTTCTGTGCTACAATTTGTGCCTTTTCCCC 28994 A_95_P139362 EB443105

29864 352 29 877 CAAGACTTTGATAAGCTCATTAATGATGGTCTCCAGGACCAATTGCTCTTGCTCTATTTG29006 A_95_P115972 DV158471

29870 352 35 756 GGCACATTGTGCCATATAGCTTATACATGATGTTTTCCTATGTTTTCTGCAACATTAATG 29016 A_95_P129867 EB429803

29872 352 37 321 ACGGCTGTGAAGCTAGCTTGTGAACCTACTTTATCTGGTGTTTATTAGTATTGAATTGTG29019 A_95_P133847 EB435545

29873 352 38 268 CCTTGTGAATCCTCCAACTTGTGCTCTTTGATCTTTACATATTCTCTGCATATATATGTG 29021 A_95_P011981 TA14209_4097

29877 352 42 595 GCATTTGCATTACCATTTATCAGTCATTTGGGGTCAAAAGATTGCCTCTTAGACCCCTCA 29029 A_95_P123912 DW003780

29880 352 45 585 TGGTGACTACAGGGCGCGAGATAGATTCAATTCAAGGCAAGGACATTATCAAAGTAAGGT29035 A_95_P097788 BP534194

29882 352 47 909 GGGCCCTCTCTGGTTTCATTTGCTTTATGATTAATGACTGAAAGATCCAGTTGGAAAAAA29039 A_95_P230929 AY029330

29885 352 50 800 TGCTAGAGAATGAAAGATTGGCGGGGTCTAAATGAAGGATTTTGTAGTTTTTGTCGCAAA29045 A_95_P006841 NP916736

29886 352 51 848 GATTACTGATTGTAATATTTTGTGTTTGCATAAAGTGCTCATAGCGGCACTTCATTCTGT 29047 A_95_P201952 TA17530_4097

29887 352 52 695 GGGCTTTCCATCAAGGAACTGAAATTTAATGTTCACATTTTACAGAGACTGATTATTGTG29049 A_95_P015956 EB439763

29891 352 56 820 ACATCAAGAACGTGATCATCCACGGACTCCATATTCATGACATTGTCGAAGGAAGTGGTG29056 A_95_P217717 EB428683

29892 352 57 688 AGATGTTATTCTAATTTCAGTAGAGCGACGATCTTGTCTTGTTAACAAGGGACAACCATG29058 A_95_P182242 TA13166_4097

29899 352 64 775 ACAAACTAGTAGATTACATGACTGCAGACATGAAGCTGTCTATGATATGCGCAACAGCAG29071 A_95_P015191 DV157952

29900 352 65 220 TGTTGACGGTAGTTCGGGTGTGTATGGATTTAACTCTTTTTCTGGCTTTCCTACCCTTGA 29073 A_95_P110932 TA13705_4097

29901 352 66 856 TTTCTCCCTTTTTTCCTCTCTGAGAACGCGGAAGGAGGAGGAGAATCAGATGATTCTCTT29075 A_95_P194937 TA16011_4097

29909 352 74 849 TGGCCAATATGATGGGAGGATTTACCAGTCCTTTTGTTGGGTTGAAATAAGGTTATTGCG29091 A_95_P180717 TA12812_4097

29912 352 77 1117 TGTATGAGAACGTTGCTGAGTTTTCTGCAACATAATGTAATCTGCGATCCTTTTCCCCCC 29097 A_95_P015396 TA13588_4097

29915 352 80 798 ACAGACTTAGCTTCTCTGATGTGATGTTGGAATTGATATGGGACCCGAGTTGCTATGTCG29103 A_95_P230654 FG155645

29918 352 83 2690 GGGTGGGTTTGGGAGATATAAAGCTGCAAAGAGAACGTAAATTCAATAGTAAGGTATGTA29109 A_95_P007346 AF053104

29920 352 85 693 GCAGCGAAAGTCCTGCTACTCTATGGGGGGCTCTCATATAGACATCACTAATCTCATTAT29113 A_95_P297558 FG187304

29923 353 3 869 AGGAGGGCGCAACAGTGTATATAAAGCTCAGCTTTCTGATGGAAAATCAGTGGCAGTAAA29118 A_95_P118397 DV161441

29927 353 7 370 ATTGTTTGGCTTGCAGAATTGGTTCACATCTGCTGATCGGCTGTAGATTCGATCGTCTTA29126 A_95_P104537 CV017059

29928 353 8 845 TAAATTACGGACTCCGGTATTGGATTTGCTTAGAATGTGCTAGTTGCTTTTCCAACAAAG29128 A_95_P123787 TA13072_4097

29929 353 9 483 CAATTCATTCTTTTGACTCATTGTGAGGTTCTTGAAATATGTAGGGTAAAGTTGAAAGGC29130 A_95_P276473 AM799834

29930 353 10 348 TCTCCGATAAGATGAGGGCTACTGGAGGTGGTGAAAAGAAGAAATGAAACCTGTATGGTA29132 A_95_P104522 CV017053

29931 353 11 930 GTTATGTTGTTTGGAATATGAATATGAACACACACATATACCCGGAGTATGTTGTGAGCT29134 A_95_P267246 DV159437

29935 353 15 500 GAGTAGCTTATAACTTCGTTGGATGTCAAATGAAGTAGTAAGAAACATATTGTCGAGAGA29142 A_95_P000321 FS412805

29936 353 16 236 CTGGAATGGCATTGTTGAATCCAATTTTTCGGTTATTTCAATAGGCTTAAGAAGGAAATG29144 A_95_P103097 CV016343

29938 353 18 416 ACAGGTGGAGCAGCAAGTAACCAAGCTGGAGTACTAATAAGTAGGATCTCGCATTCACTT29147 A_95_P276608 AM784309

29943 353 23 859 TTTCTCAGAATTGTAGACCATACACACACCGGGATATGAAGAAATTTTCTTCGACGTTGC29157 A_95_P192062 TA15372_4097

29946 353 26 719 GCATTGGTAGCAACCACAAATTGAAATCTACAAAATTTGGCGCAAGCAACAATTTGTATT29163 A_95_P182917 TA13336_4097



29947 353 27 746 TGAGATCTTGGAGAGAGTCAGAAGCTTCAATAACATTCATAGTTGGAAGGAAATATTTCT29165 A_95_P215087 EB678557

29951 353 31 814 TCTTGAAAGATAAGCTTGAATCAAAGGTCTCGTGATTACAGACTGGGAGCCGCTTGAACC29173 A_95_P191032 EH615740

29953 353 33 762 CTGTCTCTACCTCAACATTTGAGTTTGAAACTGTCATTGGAAATGTGTTTCAATTCTTTG 29177 A_95_P105527 DW000646

29957 353 37 1410 TCTGATGTTTCTGTGTGTGCGGAATGTGCTATTCAATGCCATCTAGCACGGAATGACTCA29184 A_95_P215562 TA20513_4097

29959 353 39 492 GCTATTCTAATACAATGATTGCTCTTGGATAATGTTGTCTCTTTTGAAGAAGGTGAGGAA29188 A_95_P153397 EB683684

29960 353 40 867 TTGATAACAACGAGTATTTGAGAATAAAGGCCGTGAACTTCGGGACCATCACCGTTACTC29190 A_95_P260751 EB677958

29961 353 41 868 GAAGAGGTAGATGCACTCTTGGACAAGTGCCTTTCTTCAAGCATTACATACGACAATTAA29192 A_95_P008211 DV999212

29962 353 42 1313 GGCCAGAATTGCCATAACTTGGTCAAGAAAATTTTCTTGAAAGCTCTTTGTTATTATGCA29194 A_95_P191162 TA15169_4097

29971 353 51 763 CCCAACTAAGATTGACCTATAAATCAGTAATTGATGCATACAGCTGTGTATTGTTACTGA29211 A_95_P123932 DW003796

29977 353 57 429 AGGTCATTTTCTTTTGACGAATTTGTTGTTGGACAAGATGAAGGAGACAGCACGTAAAAC29223 A_95_P126702 FS435586

29981 353 61 694 GCAATCACGTGGGAAACATAGGAGCTCTGTATAAACATGTATAGGTTAAAAATTACACAT29231 A_95_P235134 DW001858

29986 353 66 561 AAAGTGATAGTATTTGATGATTTTCCAGCTGACAAAGCTAGAGCAGTGATGTTATTGGCT29241 A_95_P150912 EB681065

29987 353 67 261 AGATCACAACCAAGCCACTGTTGACTATAGAAGATAGTGCGTGACACATGCAGAGGCATT29243 A_95_P005016 AF127243

29994 353 74 162 ATGCAAATGGTGGGTGCAGATTGGTTGAAGTCTGACAAACGAGAAGATGATCTAGGTGGT29257 A_95_P116622 DV160201

29995 353 75 702 TTCCTGGTCAATGCAAAGGATGTTATTAGACCAAACTTGTCAGTCCGTGAAGGCATAGAG29259 A_95_P132252 EB432691

29998 353 78 751 ATGACACATATCTACCTTTCCTTTTGGAAGCATGCAATGACGAAAGTCCGATGTCCGCAG29265 A_95_P310849 FG163453

30001 353 81 625 GGGAAATGTTACCTACCAATGGAAAAATCGTTCTTATGGACCATACAAATGTTCTAGTTA29271 A_95_P291518 FG640068

30006 354 1 770 GGATGATTGTGAACTCCTTGTTAGCTCTTTTTATTATCCCTTCTCCAACTATGCTCCATA 29115 A_95_P156587 EH614311

30007 354 2 836 GTGAAATCATACTTTGATTACCTGATGGTAGTTTGTGTATGGCCATGATTCATTACTCAA29117 A_95_P216272 EB451507

30015 354 10 743 ATGGAGGTTACCAAATACCATACGGCTTCTTGTTCAATATTGTTACCTGTGCCAATTACA29133 A_95_P196592 EB451156

30017 354 12 767 AATTCTCGATATCTTGGCAGTGGAAGGGATCATGGGTATGAACCTAGAGTCCAATACCCT29137 A_95_P117327 DV160221

30019 354 14 192 ACTTGAAGATTACATAAACTCTGTACGTCGGCCTTCTTAGAGTATCGGTCCATATGATGC29141 A_95_P103427 CV016498

30020 354 15 386 TTCAAGTTCTTGATTTCTGGTTCAGATTTGGTCGGTGTACTCATTCAATTCCAATTCATT 29143 A_95_P085325 BP529250

30023 354 18 632 GGTAATCACAGTGCATTTGAACAAATATGATGTTAAAGAGTAATACTTACCCTTTCTGGG29148 A_95_P020201 DW005223

30024 354 19 340 GAAAAATGCTCTGGATCAAGTTCCATTTTGTGGGTGTGCTATTGGAGCTGTTGACGGATG29150 A_95_P128152 FG167375

30025 354 20 722 AACTACTTGAATATGTTAGGGAGGAGCATCCAGAGTGGGAGATCAAAAATGGCTTTGTGA29152 A_95_P285208 FG640001

30028 354 23 835 GCATCATGACTCTCTACACCATCCGAATATATTGTTGTACTAAAATTTAAAGTGATGGGA29158 A_95_P156482 EH614055

30030 354 25 607 CAAAGCCAGATATTCAAACTGTGCATAAACTCAGATTACATCACGGATGGAACCGGGTAT29162 A_95_P047861 BP131763

30032 354 27 50 TTAATTTTTTAAGGGGGAAAGTCTACTAAGGTAGCTTGCTATCTGGGCTTTCGCGCGTCG29166 A_95_P112592 CV020749

30034 354 29 608 GGAGAGGTGTTTCCTCTTTGCAGTTCAGCGATACTTTAATGCATGTTAACTTTTGAATTT29170 A_95_P001136 FG137226

30041 354 36 164 GCAGAGATTGGGAAAATGTTTTGAAGTTTGGATTTTGCACTGATGGTAAGAGTTTTGAAA29183 A_95_P133322 EB434721

30045 354 40 668 CAGACTATGATCCTTAATAGCCCCCGTTTACTTATGAGATGCTTCCGAGGTTTTATTGGA29191 A_95_P051736 BP132731

30051 354 46 737 GGTTATCGTCTGACTAAGCAAGGCAAGAGTGTTTACAACATGGGATGGAAGCAAGTTACT29202 A_95_P219367 EB425508

30053 354 48 617 TAGCTAAAGTACACTGAATTTGTAAATATGCTGACCCCCAGCCTTTAAAATCAGATTAGC29206 A_95_P028356 TA13727_4097



30056 354 51 209 TAACTATTAACTTTTGCTATGTCGCAAGCAAATCTTGCCATAGGATGAGCATTTCCCTTT 29212 A_95_P100808 BP535527

30058 354 53 475 AATTATTGTCGTTTGAGGAAGTGGGAGTCAGAGTTTAAGCATTCCAGTGCCGATTTGAGG29216 A_95_P046131 BP131320

30059 354 54 878 CGAAGTAATTGGTTAACAAGTCTGTTGAACAAGTTAGGTTGACTTGGAAAACATCAGCAT29218 A_95_P204282 TA18032_4097

30060 354 55 821 ATTGTCTTGGTGAAATCTGAAGTTGCAGAACTCTTGTTCCCTCATGTGATGGTCAATTTG29220 A_95_P126727 EB426077

30061 354 56 709 CTATAGGACAATCATAATCCTCTAGGGGACAGTTGCTTGGAGTTGATCATAGGTTGGTTT29222 A_95_P289333 DV158709

30062 354 57 257 ATAAGCTTAGGTCTTTGGAGTCGCTGCCTCTTAGCATTAAAAAGAATCCAAGCTTGGCTT29224 A_95_P104882 CV017206

30064 354 59 464 CAAGAAGATGATGTCTAAGGCTTAATGTCATTAACGGTAGGCGTTTAATTGAATTGAATC29228 A_95_P022656 EB432036

30066 354 61 909 TGAACCAGACGATGTGTTATTTAAGTGGTGGAAGCGAGTCCAGCAAGATATATTGCCTAG29232 A_95_P024166 TA12892_4097

30073 354 68 1951 CTGTACTTATCATTTTCAAGGACTTGGGACTGGTTATACCAAATATTTGGGGTTGAAAAA29246 A_95_P297848 EF051140

30076 354 71 767 TTTTCCTTTGACATCTGATGCACTAAAGAAGGTCTTCACCGGTGAGGCTTCACGAGAAGT29252 A_95_P227339 EB678381

30077 354 72 418 GTTAGGTACCACACAATATATTTAGTTCAAAACTAAGAATATGCAGACACTCCACCTCAA29254 A_95_P024621 EH615205

30079 354 74 430 TAAGCGTTTGTATTGATAAATTTGGATGCTCTAACTCGTTTGTAATGCAGTTCCCTATGA29258 A_95_P027501 FG641634

30080 354 75 686 GTAATTAGTCTTGAATTTGTATGCTCAATTTTACCCTTCTCGGGTTGTGATAAAATGGTC 29260 A_95_P116652 DV159412

30081 354 76 128 GAGCTTTTTGTTAATTGATCAGGTCTTCTCAAGAAGATCTGAGAAGGGGTTTCGTTTTTT29262 A_95_P152132 EB682439

30083 354 78 856 TTAAGTTTCCTATTTCCAACAGCAATGCACAATCTTGGTTGCTGACAACATACCTGGATG29266 A_95_P245817 DW000156

30084 354 79 853 GGATTTTGCACCGATGGTTAGAGTTTAGACAATTTGTTTTTGAATCAGACGATGTGTTAT29268 A_95_P010581 TA12891_4097

30086 354 81 513 TTAGGGTTATTGGGTAACTAGGCTTATCTGGGAAATTTGGGAAACTAGTTTTCCTTCTTT12052 A_95_P000101 FG167017

30094 355 4 1384 CGCGTAGGAATGTTCATTGGTTGGTTTAATACATTCGGTTTTAAGATGTTACACCAAAAA29286 A_95_P239069 AB077051

30099 355 9 427 TGCTTCTTTTGGCTCTTGAAATCAGGCTGATGGATTGGATGATTTAGGCACATGTATTAC29296 A_95_P091693 BP531460

30106 355 16 270 AAGAAAGTACACAGCATGTGGTTTCAACAGAGAGGGTGTGGCCATAGCGGTGCAAATTAT29310 A_95_P038596 BP129312

30109 355 19 707 AAAGGGCAAGAGCTTCCGGAGGACGTTTTGCAAAAAAGTCAGATACTGATACTTCAAAGG29316 A_95_P145527 EB449275

30114 355 24 845 GCCACTTGACAGTTTAAGTACCTTTGTTTTAGTGTTTGTACTTTTAATCGAAGAAACTCG 29325 A_95_P016356 TA15811_4097

30115 355 25 306 GTAAGTCAATCCTTTTGACTATTACAAATGTATTAAGCCATAAGGCAGTAATTGTTCCGG29327 A_95_P133097 EB434257

30117 355 27 811 GCTCATGAATTCCTGGAGGATTCATTGTATGGCTATTGACATCAGTTTCTAATTCAATTA29331 A_95_P234934 EB424629

30118 355 28 787 AAATGTAGTGGTAAGCTGCTTGAAATTTTTGTCAAGGTAGGAAGGCCGAAGGTAGCTTGG29333 A_95_P208362 TA18952_4097

30120 355 30 652 ATATAGGTAGCACCTTAGGTTGAGCGTGCAGTCATAGTCTGATGAAGCTATGTTTCTTTG29337 A_95_P283313 FG637159

30121 355 31 1328 TATGGTCGCGAGGCCCTTGATGTTATGCTTTCTTTCGACAAAACTTACTCATAGGTCGGT29339 A_95_P239224 AJ608157

30122 355 32 431 GGACAAATAGGGGAAAGTTGGCCATAGACAATAATCTTGGTTACATCAGGGTCATCCAGG29341 A_95_P109622 EH623214

30124 355 34 808 AGATGTAGTAATCAGAGTTCTAAGGAGGAAAGGCTCCGCTCTTGTTGTCATGTCTTCCAA29345 A_95_P196992 TA16463_4097

30125 355 35 402 CTTCAAGTTCTCAATCAGCATCAATAGAGAATTTGGATGAGTTAGTGATGCGTTTGATTC29347 A_95_P095253 BP533101

30127 355 37 785 ACTATCTCTTGCTTCAGGTTCAGGTTCAGGTTCAAATTTGACAGGAGTAGATGCTGAGGG29351 A_95_P190912 EH620499

30132 355 42 865 GATGTATATCTGTATCTAAACCCCCTGTAGATTTTTGCATTGTAGTGTTATCAGCTCATT 29361 A_95_P270351 EB431314

30135 355 45 746 AGAACGACGATGGCATTGATGATGAAGGTACAGATGATTCCTAGTTAGTAAGCTTCTTTA29367 A_95_P151072 EB451434

30136 355 46 333 CTCTTTCCAAATGTAGAAACAAAAGAACCATGACGAGGCCTTCTCTCATCTTCAGTTGCC29369 A_95_P043026 BP130505



30137 355 47 1520 GTAAGTAAACTCATAGCTCTGCGGTGCGCAAATCTGCTTGCTAGTTTATTTCTGAAAAAA29371 A_95_P228424 AY429423

30140 355 50 972 ACATTCGCGAGCTCGGTTTGAGCTTATTATAATGTTACTTGCCTACGTAGTTTTCCCTCG 29377 A_95_P008516 TA13284_4097

30141 355 51 905 CCATATGTCACAGGGTTGTGGTTCAGTGCTCATTAAATTGATAACTGAGTGTATCATATC29379 A_95_P197882 TA16660_4097

30143 355 53 405 GATATGTGGGGTTCTTGCCCCAATTGCTTTAAAAATCAGTGATAAATGCCTTCTCTTTTC 29383 A_95_P089693 BP530609

30155 355 65 293 TTGTAAAAGCAGATGTAGGGAATTGATCTTTAGCAAATACCCGATCTTCAACCTGTGTTC29407 A_95_P026126 TA13159_4097

30157 355 67 742 TTTCTTCTTTACCAATGCAAAAGATTGCTGAAAGAGCAGAAATACAACTATCCTCATGGT29411 A_95_P316838 FG196017

30159 355 69 335 ATTGGGATATGATACCCTTTGGAATCTCACTCATGGTGGCTGTTGACATTAACTAGTATA29415 A_95_P111902 CV020422

30161 355 71 662 ATAGTGGTGCTTATGATGTCTTTTGGACTGTTTTTTGTTGTGTGTAAGACCTTTTGATCT 29419 A_95_P246317 EB430087

30162 355 72 727 TGCAGAAACTTCTTAGAACAGCTCGATTTGAGCGTTGAGCAATATGATGATAGATTATTA29421 A_95_P228219 DW000115

30167 355 77 546 AGTCACAAGCCCAGAGAGAAGGTTCTGTCTCATTTTCCTAATATAGCTGCTGAGTGTCTC29431 A_95_P152517 TA16178_4097

30169 355 79 1198 CGAATAATTTTGCTGGCTGCTTGCTAAGCATTTTCCAGATTTGCTGGCAATTTGTATTCT 29435 A_95_P182592 TA13254_4097

30172 355 82 813 AGAGGAGAAATAGCAGCCAAATTGATGCCTTACACTAAACATCACCTTGTATTGTTATCT29441 A_95_P152577 EB682912

30174 355 84 377 ATGTCTGGTCCTTGTTGTGACTGATGGAATTATCCTGCTTCTAAGCCCTATATTTGATCT 29445 A_95_P186652 BP534468

30180 356 5 220 TGTTGTATGTGGATTGATCATTCCTAGTCCAACTTGTCACTAAAGAAACTATCCTTCAAT 29289 A_95_P098033 BP534304

30181 356 6 882 GTTTTACAGGAGGTATTGCAGTATTCTTGGAGTTAGTCCTGGTGACAATCTGGATTGCGG29291 A_95_P305858 S44869

30183 356 8 232 TGCATAATACACTTTTCAAGTATTTCCACATCTGGTTTCTTGCCGGAGCCTGTCTTTTTC 29295 A_95_P131807 EB432218

30195 356 20 316 ATACAGACCCATACTAAACACAGATGATTGGTCTCCAAGCGGTGATGTCCTATGTAGGTG29318 A_95_P111352 CV020163

30196 356 21 1192 TGCGTTTAGAATGTTACAATGTACGTGTAATGTTAAGTGGAGTTGCTGCATAGCAGTTCC29320 A_95_P206137 TA18442_4097

30197 356 22 824 AATTTGATATCGCCTGGGTCAGCCATTTCTGTATCTGGAACCTCATCTCCGTTTCTTGAC 29322 A_95_P193542 TA15695_4097

30199 356 24 646 TGTTCGGTATAATTTCCAGTTTGGCAACGGGCGAAATGTCTGTAAATTAATTTATAAGAC29326 A_95_P000646 TA12585_4097

30202 356 27 1006 GTGTGTCCTTTGTTTTGATTTGCTTTATGTATTAACTACTGAATGATCCAGTTAGGGAGC29332 A_95_P016981 U64923

30204 356 29 305 AAATGTTTTATGGTTGCAGCAAGGGAGCTTGTATTTCCTGGGGGGTGGATACACCACATT29336 A_95_P108487 CV018856

30205 356 30 216 AATTCCGTCGTTCAAATGCTTAGAGCCAAAAGGTGATGAACCCGGTTTGCTGACAGATGA29338 A_95_P034903 BJ999158

30210 356 35 1672 GAAGGAACTTATGACTATACCTTATATTATGGCTCTATATAACGCCTGGCTGTTTTTTGC29348 A_95_P239944 Z29492

30214 356 39 804 GTTCATATCCTCACTGTACCTCTTGTTAATTGTGCGAATGGATAATTCTTTGTTCGTGTT 29356 A_95_P149057 EB678711

30216 356 41 848 ATATGGGTGATGTTCTTATCGAGGGTAAAGCTACTGGTTACTGTGAAAGTGGGTGCTCTG29360 A_95_P244397 EB447451

30217 356 42 856 GCTTCCACCTCATCCCATTGTGTTTCATATTGAAGTATGGTTTGAATAATTTGCTTAGAA 29362 A_95_P201722 TA17484_4097

30220 356 45 806 GTGCAGATATTGTGTCAGAGAATGTTTGGATGAAGAAGTTTGTGCATATATTCAGTCAAT29368 A_95_P223217 TA22202_4097

30222 356 47 727 TAAATCTGGATCAGTAGTGAAGCCTGCCAAACGTGAAGAAAAACCTGTGGGAGAGCAACA29372 A_95_P013926 EB428701

30228 356 53 817 TTTAGTCAGTGGTGCTTCTTCCTCTTTAGACTAATAGTACTGCTGGTTTGTGACTCTATA 29384 A_95_P230614 EB425998

30231 356 56 637 GGAGATCAGACTTTCTTTGAGTAATTGCATGCTTCATACATCACTTTGCTATACGTAATA29390 A_95_P231864 DW002537

30232 356 57 159 CCGTGATGTGAAGCCCCATAATGTAATGATTGATCATGAGCAGCGTAAACTTCGGTTAAT29392 A_95_P128227 DV999924

30235 356 60 143 AAGGACCTCTGTTTTCCTCCATTAAAATGCATCAAATTACAGCCTCAAACCACCAACTTA 29398 A_95_P123607 FG622782

30236 356 61 0 TGTGTCCTATGGTGGGGAAAATGGATTCATTCAGCCTATGACTTATCTCTGCTGAGATTC29400 A_95_P226989 A_95_P226989



30240 356 65 711 GTTTTCTTGATAAAAAGGAAGCCCGCTACAACCCAAAGATGTCACCCTATATACCAATGA29408 A_95_P120567 DV161110

30244 356 69 685 GGAAGAGAGAATAGTAGAGTACCTTCTGTATCTTAGAATCAGTTAACTCATGATTTCTTG29416 A_95_P014736 EB435352

30254 356 79 867 AGAATGGGACCAGTGTGATGCTCTGGAAGACTTTCTAGCTATGGTCTCCTTACTGATAGA29436 A_95_P297898 FG148963

30255 356 80 657 TGAAAAACACTTCATGATGTCCGCAATTCCACAAATCAGGAGAAGGTTCCCCACTCTTCT29438 A_95_P065580 BP136369

30256 356 81 642 GTTATGGATTCTGTTATATTTTCCAGCACAAACATTGTGCATGCGAATACAATTAATGGC29440 A_95_P018671 TA13080_4097

30258 356 83 836 CACCAAAAATCACATGCTGTATGAACGAAATCAGGAAACAAACAGATTGGAATACTTGAT29444 A_95_P118307 DV161323

30260 356 85 1051 TGGACATGTTTGGATATTTAACGCATGTAGGCATGCCACATTAATAAGATTGAGACGTTG29448 A_95_P204822 TA18149_4097

30265 357 5 809 TCATGGCTACTCAGTTTCAAGATGGAGAGCGTTTTAATCTCAAGTGTATAAAACATATAC29457 A_95_P269786 EB426716

30267 357 7 349 AAGAAGCAAGTTTGTTGCCTACATGAAGAAATATATCAATAGCCTTACACCCAAAGTTAG29461 A_95_P110392 CV019713

30268 357 8 419 CAAAAGATAAAAACGGCATGGTGCGTTACCATTGTAACTGTGAAACTCTGATCTTTCACT29463 A_95_P100573 BP535433

30271 357 11 390 CGTTTGACATTTAAAGTTTCAGGACATTAATTGATGGAAGAGCTTAGAGGGACGAAAAGA29469 A_95_P123117 DW003019

30274 357 14 698 TATTGATGTTTTGGACAAGCAATTGCTTGAGGGTATGGGTGTGCTCCTGACAGAGGAAGA29474 A_95_P136692 EB440460

30290 357 30 323 GGACATGTACAACCTCATTCCACCAGTGTTGATTATGAATGTCAAATTATCATACACTTA29505 A_95_P143822 EB447010

30294 357 34 1128 CCAGTAAGTTTTGTCGCTATATTCATTTGGTACAACACCTTTTGTGATACATTTTTGGGA 29513 A_95_P008826 TC44547

30295 357 35 830 GCATATGATCTGGAGTGCTTTGAAACAGTTTTTATCTGTTTACTGTGTTGTGGATTCTTT 29515 A_95_P160202 EB424704

30298 357 38 464 CTGCCTGTACTTAACTTATATGAACCAATGCATATCATGCAACGTAAAAACATTCTTCGA29521 A_95_P021816 TA17940_4097

30299 357 39 833 TGCTAATCAATTGCGATACCCAAACAATCACACACATTACTTCTCCTTTATTCTGCTCTA 29523 A_95_P289808 DV161043

30302 357 42 1203 GATGGCCTAAAGCTCAAATTACTGTGAATAGTCGTGTTCATTTTCGCTTTGGAATTTTAA29528 A_95_P011041 TA15689_4097

30305 357 45 1035 AACGATGAAAATGACATCACTGTGCATCCTACAACCAAATTTAATTGGTGTTTGGATTTG29534 A_95_P011186 TA15797_4097

30307 357 47 1319 GCGAGGAGGCTTGTTCCCTCTTGTCTCTGTTTGTGAATAATAAAGTTTAATTATTGTTTA 29538 A_95_P014336 TA11987_4097

30309 357 49 2097 AGTAAATAGTTACTACTAACCAATGCAACTTATGAGATGGATAACTAGTTGTGTCATGCG29542 A_95_P014056 TA12496_4097

30315 357 55 573 ATTTCATTTTCGTGGATGCTGACAAGGACAATTACATCAACTACCACAAGAGGATAATAG29552 A_95_P005049 Z56282

30325 357 65 307 TTTTGTGGGATTACTGTTAAATGATGTGTGCAAAGAAGTGGGGGGAGCTTCTCCCGTCAT29572 A_95_P095033 BP532985

30328 357 68 173 CAATGATGGCTACTGGGACTATAACTTCTTATTTGGAGGTGCAGGTGGAGGAGAACATAG29578 A_95_P241325 AJ718261

30330 357 70 621 TTCTTGCTATTGGAGGAATAGTTTGGCTTCTCGAAGATGGGAAATGGTTGTGAAATCCCT29582 A_95_P004921 EH665313

30333 357 73 440 TGACTTCCTGATCTTGTAGAAGCTGGTATTATCATTTGTTTATACTCCTGCATATTCTAC 29588 A_95_P025706 TA14429_4097

30337 357 77 388 CAAGCAAAACTGCAGACAACAAGCCAACTTGGGATTTGAATGCTGCATTTCTTTGGGAAA29596 A_95_P081905 BP528381

30338 357 78 821 GTTAAGAATCGCGCTACAAGTTCTCCTAGTGAGGGCAGTTAACACTATCATAATTGCCTC29598 A_95_P147427 EB451837

30341 357 81 443 TATTATCCTTGCTTAACCCAAGGTTGATATCACAAGCTTGGGAGATTGCTGGCACACGGT29604 A_95_P070665 EB425904

30345 357 85 837 TGCATCCATTTGTTTCTCTTTTCAGAACTGTCTACGACTATATGTTGTTGCTGAATAGAC 29612 A_95_P218267 DV999170

30349 358 4 448 TTTGTCCCCCTGAGCGGACATGATAGATAGTTAGAATACCATGTACTTTATTTTGTTTTA 29456 A_95_P218272 TA21134_4097

30351 358 6 837 TGTTGGTGTTTTGTCTAATACTCAGGGTCGATGTGGTTAAGGTTAGAGAGCCATGCGTTG29460 A_95_P211322 TA19585_4097

30352 358 7 1600 TTTGTCGCCCTCTCAATGGAACTTTGCAGTTTCTGGTCTTCCCTGTTTCCTTGTGACTAT 29462 A_95_P014556 TA15184_4097

30357 358 12 93 TTCTAGGATAGTAAACCTTTTGGACTTTGGTCGCTGTATTCTGTATCTGGATTCTCTGGT 29471 A_95_P112372 CV020645



30359 358 14 549 CTAGATGAGCTGTCTAAGGTGGTTCATTTACCGTGGTAAAATATTGAATGAACCCATAAT29475 A_95_P181037 EH623214

30362 358 17 399 ACACTATGGTTGAGTCATGTGGAAAGCTCAAATTTAAAACAAGATCTTGTGCAACATTTG29480 A_95_P198922 TA16883_4097

30364 358 19 623 GGTGCTTGACCGGTTATAGTGTTCTCGTGTTTTAGATGTATTTTTAACCATTAAATCAGT 29484 A_95_P104557 TA11779_4097

30368 358 23 1288 TGACTAATGGTTGTGATCATCTGTCACTGCTATACTATAGTTTCATCGTGTCAACGTATC 29492 A_95_P200052 TA17126_4097

30371 358 26 489 GTTTGTCATCCGTTTTCTGAATGTTAATAGACTATTTCGATCATAGATATTGCCCTTTCC 29498 A_95_P190677 TA15066_4097

30372 358 27 698 CCGGGAGGAATGACCTTTTGCATTTCTTCTTGTGAATCACAGATCTTTAACTATCTATTT 29500 A_95_P122352 DW002352

30374 358 29 193 ATAAATTGTACCTGAAGAAGCAGTTATACGCCCTACACATGGGTGAAAGTACGATTTTTT29504 A_95_P242577 DQ460190

30376 358 31 514 TGACATCAGAACTTTGTTTAAACGCATCTTCAGAATGTCCAGGAGGCGAGTGAGGAGAGA29508 A_95_P041331 BP130064

30377 358 32 691 TGGATTCTGCAATGTGAAAATTAGGGCAGATAGAAGCGAACACTTCCAACATCTTATAAT29510 A_95_P050781 DV162700

30379 358 34 638 TTCAATCTCATTTCCGCTCCTTCTACTTGAGCCAATTGGCCAGAAATGAAAAAGAAAAAA29514 A_95_P253304 FG168935

30380 358 35 483 GACTATTCTGTAATGAGGATGAGGTCGTGATATTTCTTTATATTCGATTTTCGAGTCTTC 29516 A_95_P219677 TA21445_4097

30381 358 36 552 TGTTTTGCTATAAATTGGATCCATTTCCTGCTTTCGATGAACCAATGGCAAAGCTCAGAG29518 A_95_P123822 FG639427

30383 358 38 293 CTTTATTAAACTCGTTTTATAACACTACGTGGAGTTGCTTGGACTTCTTTCTCCCTTAAA 29522 A_95_P180997 TA12872_4097

30391 358 46 691 AAATGCATATTGGACCATGGCGAAAGCAAAAATACATGCAAGCTAAGTGGCTAAAACACG29537 A_95_P280288 FG195840

30402 358 57 986 GGCATAGTTATTGCTTCAGCATATACATGTCTTAGAAACTACACATCACATTTGATCAAC29557 A_95_P190702 TA15072_4097

30403 358 58 842 CTAAAAGATCGATCATGGTCGTGAATATATGTTGGACCAATATAATGTGTCTTGAACCTT29559 A_95_P195857 EB440123

30404 358 59 803 ATAACTGATGGCATCATAGTCCTGTTACAAACTCAGTAATGCAATAACACTCTTGTTGAG29561 A_95_P011606 EB437936

30407 358 62 389 GCCAACCAAGGAACTCATAAGTCATAACAAACAACTGCAGAACAAGTTGTATTTTCTATT29567 A_95_P124892 DW004693

30409 358 64 763 GGGAAAGAGAACTCCTTATTTCCCCAATAAATGTACATTGTTAGGTGAATTTCATAGTTG29571 A_95_P242892 DV999620

30412 358 67 110 CCCAATTGCAGTTGTTATTTTCACAGTGATAGTATTGGTAACTACTGTTTCCATGTCAAA 29577 A_95_P001276 EH623494

30413 358 68 818 CCTTGTAAGCAGTTGCAGTTGAAAGAGGTGTATCATTCTGGTAAACTAATTTTGAGTTAT29579 A_95_P244217 EB678794

30414 358 69 856 GACTGTTAACTAGCATTTCTGTGGAACATGAACTTAAAGATGATGTGATTATGAGTCTCT29581 A_95_P013316 EB677804

30415 358 70 787 GGCTTGCATCTTGCAACAATGAGCTTGGATCTAGCTGTTCTAGTATAGTAATATTATTAA29583 A_95_P244687 DV999471

30416 358 71 1105 CAGTCAGCGCAAGCTGCAAAATCGAATTGTTGTGATATCCAACATTAATAAATAAAAGCA29585 A_95_P188977 AB044154

30422 358 77 510 AGGTTCCGTTTCGCAATTTTGGTACTTCAGTCCAAGGATTGTTGCTTTGTATAGCCCGAT29597 A_95_P122082 DW002135

30424 358 79 375 GTTGAGTGTCATTGCTTATTGCATCAAATTAGGATAGAGGCCTCGGCAGGATGATGAGGA29601 A_95_P266426 BP533599

30426 358 81 1655 GAATGGACTCAAGATTAGTTGCATGTGCTGAAGATCATTTTCTCTTCTTTTTCCTTTTCT 29605 A_95_P007826 TA11819_4097

30427 358 82 407 TTACACGATGATGATGATGAAAGTATGTTCAAACCTTTGCCAGTGGGCTATGTAAGGGTG29607 A_95_P093138 BP532157

30428 358 83 316 TCGATTTGAAAACCAAATCAGTTGAGAAAGAAAAGCCAAAGCAGAAGATGGACCAGGGTA29609 A_95_P004621 FG642543

30429 358 84 552 CTAATTTTAGATATCCTTTGGCTCGGCTCCTCTACCACTTCAACTGGGAGCTTCCATATG 29611 A_95_P211327 TA19586_4097

30434 359 4 762 CAGATTGTGTTTCTAAAATGGAACGGAATGGAATGGAGGAGTTTGGATTCGTTTCGTTGG29620 A_95_P290523 EB678291

30435 359 5 902 TCTTTTTTGTTTTATTATACTTCTCGATTCTTGTTGATTGCAGCGGCCCCCGGCCGTAAT 29622 A_95_P009091 TC40703

30438 359 8 342 TTGGTAAAAGGTTGTTCTGTTTTTGATGAAGCAAAGCCAGACCATTTCACAGTAAGCAAA29628 A_95_P094468 BP532732

30442 359 12 339 GAGAGAGAGTGTGTGCTTGATTTGTTAGTGATTTAGAAACTTTATTTATGATCGGTTTCG29635 A_95_P005766 TA12138_4097



30445 359 15 759 TAGAAATGGTTCAGGACGATATTCTTCAGCAAGAAGGTCAGAGGCGATCACCTGTTATCC29641 A_95_P149407 EB679258

30453 359 23 835 CTGGAGTTGGTTGATTATATCATCTCTTTTGCTGGGTTTAGCATCTGGCGTTTGAATGCC29657 A_95_P194382 TA15879_4097

30455 359 25 145 GCTGCCTTTCTGAGTCGTTCTGCAGCTACTAGTATCTCTCCTTGTATTTTCTATTCTGTC 29661 A_95_P001876 AJ719160

30461 359 31 489 TTTCCTACCAATAACTACCGTGTCACAAATGGTGCCGATTTTCTTGAATTTATAACCTAA 29672 A_95_P095223 BP533084

30465 359 35 505 TCAGCTTCCCTGTGTGTAAATGATGATGAATACATCATGTTGAACACTGGATACATAAAT29679 A_95_P037208 BP128945

30472 359 42 812 ATATACCAGTACTAGTTCCCTGTTGTGAATCATTGTTCTTGTCCCCTCCCTTTGTCCTCT 29693 A_95_P230554 DV158143

30474 359 44 734 ATGTGTTTGGAGCCAGTTCGTTGTGAACAGCTTACATATCTGGTGTTCCTGTGTTTTATC29697 A_95_P203092 TA17780_4097

30475 359 45 387 GGCTAACAGAAGCAAGGTTAATGTTTAGTTTGCAGTGAATAGATGTCTATGTAAATCTCT29699 A_95_P158952 EH616837

30478 359 48 320 GGAATTTGAGAACATAAATAGAGGAGAAGCTTTCCATCTTTCCTTTTGCTGTTGTTTCTA29705 A_95_P067105 BP136774

30479 359 49 369 TCCCCCGTTTCAATTTATGTTAAACCTATTTCCTTTTTAGTCCGTGCCAAAAATAATGAC 29707 A_95_P160542 EH619217

30480 359 50 873 TTTGGTTACATGGCTTGCATATGCTACGCCTTCTTTCTCATGCTCGGAACTGTTGGTTTC 29709 A_95_P268781 EB438068

30484 359 54 805 CAGGGTTTGTTGGCTACGATGGAGCTTAAAGCAGCATGATTTGATTTCGAGTTGTATAAT29717 A_95_P225597 FG144747

30485 359 55 948 GGAATAATCTGTTTCTTGTTCCTTGCCTCCAATCTTCTGATATATCAGGCCAATTTTTCT 29719 A_95_P208232 TA18923_4097

30488 359 58 274 TTGCAGTCTAGCTGGTTTGGTTTACAAGTGTGATTGTATCTGGTTTGAGCATCCTTGTAT29724 A_95_P095003 BP532974

30490 359 60 752 TATCTGCCTAATACTGACAACTGATGATGGGCGTATTTGTGTATGTTTTGATATTATCCT 29728 A_95_P123027 DW002919

30492 359 62 1551 CCTGCTGATGCCAAACCAGCCACCACAATGGGCGGTTTCCATTGAACAATATTAATAATA29732 A_95_P010036 X82276

30495 359 65 98 TGTATATTAACAGATTGTGATTCTACTGAGGTCCTTTAAAGCTATAAACTCCTGGTTGTC29738 A_95_P112907 CV020921

30500 359 70 350 GTTTTGCTCGCTTTTGGTGTACTCGTTTAAGTTTATCAATGCCCCAAACAAAAAGTTGGC29748 A_95_P025161 FS415057

30503 359 73 804 CTCTTTGGTTCAATAAAACAGCAGTGACTTGTAAACATGCAATTTTTATTCTCTGTCCAC 29754 A_95_P008316 EB449250

30504 359 74 845 CAACAAAGAGCTGAGCCAAATGAGGAGCCTCTGCGGCAATATATACTCTTTGATGTCTAA29756 A_95_P121332 DW001341

30505 359 75 338 GCTTTTTCTCGATGAAGTGCTTTAGCATTGCTTTATGCGTTTTGCTGAATTTACTGTTTT 29758 A_95_P128767 EB428497

30506 359 76 753 TAAATTGTGTGAGAGTCTGCAGTTGGATTGCCCCAGATGGCCTAAAACTTTTCTTTGTGT29760 A_95_P178137 TA12160_4097

30513 359 83 506 AGATCGGCTCCACTTTTTTGGTGCTAGTTATATGGTATGGGATATTTAGTGAACTGTGTT29774 A_95_P122107 DW002148

30514 359 84 792 TAGGTATCTGTTTTTGGTGTAATTAGTATGATTACCTGTTGGTGATAGGGGTTCTTTTGC29776 A_95_P033404 EB678137

30515 359 85 667 GCAATTCAATTACTTCAGTAATTGTAAGCAACTGCAAGTACCAAAGTTTCTCTGATTTCC 29778 A_95_P214487 TA20273_4097

30516 360 1 829 TCCAAAAAAGGAGTTGGTCCACGAAGCCTTTCAGGGGTTAAACTTGAATTTACCTCCTGC29615 A_95_P227194 EB680094

30519 360 4 416 AAGGACCAAGTTGAGAAAGACAGGTATCTATTTAAACGCAGAGATGAGCCTGGTAACCTG29621 A_95_P071520 BP525721

30523 360 8 495 GCTGTAAAACCTTGGTTATGGAACAATGGAAATAAGGATGTTTTGTGTAGGTTGTGTTAT29629 A_95_P293248 EB432042

30524 360 9 539 GGTGTATTTTGGTGATGAACAATAGAAGTTTTCTTGCGACCTTTTGAACTTTTAACAGAG29631 A_95_P125262 DW005056

30526 360 11 1014 CCCTATTTATGTAATCCGTACAGCGAAATTAGTGCTGAATCATTGATTGTTGTATGAAAC29634 A_95_P015061 TA17772_4097

30531 360 16 295 TTAGAAGAAGAGGGAGAGAGGAGGATGACGACTTTCGGACAATAGCAGAGGGTTAATTCT29644 A_95_P058366 BP134458

30532 360 17 757 ATTTGGACTCGATGCTTTGATTCCGAGCACATCAAAAATAGACGACAATCAAAGGGGAGA29646 A_95_P263411 FG147854

30535 360 20 838 AGGATTACATTTACATTTCCTGTAATAAACTCATCCGCCAATATCGCTCTTGTTGTAGCA 29652 A_95_P206387 TA18505_4097

30537 360 22 350 CAGTTGTTGCGTATGCTCGTCATTATGGATAGCGTCCTTTGTCGCAAAAGGGCTGATTAT29656 A_95_P112822 EB680056



30538 360 23 333 AAGATTCAGGTATGTATATGGCTTATCGGAGGGAGAGTCATCACGAGTTTAGCAAGGTAG29658 A_95_P103867 CV016724

30540 360 25 488 AGTGGTGTAGCTCAACAATGTTTCTTTTGCTTATTGAACAATGTATGTCTATGGCAGAAT29662 A_95_P001891 TA15786_4097

30541 360 26 919 GCCACAATAAATCTACGCCAACTCCTTTCCACTTCAATAATTTTTAAGTCCATCCAATTT 29664 A_95_P178242 TA12192_4097

30542 360 27 765 TGCAGACAGTCATACCAACTGGTAGCTGCAGTTCGTGTATTTAGTTCCCTATCCATCACA29666 A_95_P193662 EB433922

30546 360 31 364 TTTTAGATGGATATGCGCATTCTTTCTTCTGGGTTTGGCTTGTGGTCTCGCTGGCCTTTT 29673 A_95_P102882 CV016246

30549 360 34 259 AAGATGCACGGTGTGGATGCATCAAGCTGTCAAGGTTGTCGATATTGTTGCACACTTTCA29678 A_95_P107527 CV018424

30552 360 37 691 CGCCTTGGAATAGGGGAAACTTGTAATATGTCTTATGAGATTTATTTTGGTGTTTCTACT29684 A_95_P195832 DV998762

30555 360 40 473 AGGGATCCTGTATAGAGCATTTATCGTTAGAGAGCATAATACTATTCTTTACCCTAGGAA29690 A_95_P047491 BP131668

30556 360 41 626 AAAGAGGGTAGTCCTCAACATAGGGAAAGCATACACTTTTTCTGATGTCCTTGAAATCTG29692 A_95_P265361 EB431914

30559 360 44 862 GCAGCTTACTTCTGGAGTAGATAGTTCAGCCAGTTGCTTGGAGCAGCAAATAACATGTGT29698 A_95_P258436 EB449748

30560 360 45 920 CACATTCGCGAGCTCGGTTTGAGCTTATTATAATGTTACTTGCCTAGATATTCGATAAAA29700 A_95_P182712 L16787

30563 360 48 648 AAGGGATTTTGTTTGCTCAAGTTGCTGCGAGAATTTTTCTTGGTCACCTATAGTGACAAA29706 A_95_P117457 DV160365

30566 360 51 763 TATGTTTGGCAACATTCTATGATGATCTGTGGTATCGATGGTGGGCGTGATTTCGAGACG29712 A_95_P292888 FG170823

30567 360 52 801 CAATGTGCTCAGGAGCGTGCTATCAATTACCTCTTGACTCATGTTGATAAAAGTTCTCTG29714 A_95_P163287 EH622295

30573 360 58 143 GATACGCTGGTTAAACTTACCAAAGTGCCAGGTACGACGTAATTTTTCCCTTGGATAAAA29725 A_95_P155172 EG649931

30576 360 61 532 CGTGTTTCCTCAAATTTGTCATTTCTGTTCTATTCGTTCAAATGATTAAGAATGCCTTGC 29731 A_95_P046016 BP131286

30578 360 63 714 TTGGGAAAAGAATAAAACGTGTCTCGGTCTTTCGCTGCTGATGACTCCTCAGAGTAGATC29735 A_95_P304868 FG151110

30583 360 68 463 TTTGTAGATTTAAGCTCCTGTATGGGGCTATCATGTACTAAAGCTGATAAACATATGCAA29745 A_95_P188007 TA14475_4097

30584 360 69 838 TTTGTGGGTTTGGAGATGTTTGATGTCCATTTTCGAGACGTAGGAAAGCTCAGCTAACAT29747 A_95_P287533 FG134245

30587 360 72 142 AGAGGCTCTAGCTGTGTAATGACAATTGAATGTGTGAATGAACTTCTTTCACATTGACAC29753 A_95_P211932 TA19722_4097

30588 360 73 651 CTGGCTAACAGGTTATGCGCGTATATAAGGAAACACTTTGCCCATGTAAGCCTTTTGTGG29755 A_95_P122312 DW002316

30589 360 74 307 AACGTGGGATTGATCTTCACTAGAGGAGACCTGAAAAAGAAAGTCAGCGATGAAGTATCA29757 A_95_P147767 EB643445

30590 360 75 344 CAATTCCATTAAGGCTAGTCTTATCACTGTGGCTGAACATTATGTAATGAAAATCAACGT29759 A_95_P134712 EB437390

30591 360 76 715 ACTGGTATTTTCTTCTAACATTTGATTTTAAACCTACCACAATTGTGGGGACCTTGATTG 29761 A_95_P238369 AB050843

30594 360 79 728 CTGGCGATTGTTTTTAATGTAATTTCACCCTCTCTCTCCCCTTGTATTGAATGTAATAAT 29767 A_95_P191542 TA15260_4097

30597 360 82 719 GGTTTGTCAGGTAAGACAGAACTGGATTTGGTAGCAGAAGTGATTTATATGAATGTCACT29773 A_95_P023836 TA12646_4097

30598 360 83 647 GTTGATCCAGAAAAGTTAGTGAGTGACGTGTACAAGAGAACCGGGAAGCAAGCTATAGTA29775 A_95_P016686 DW000017

30604 361 4 306 GTCTTCCCCTAAAATTTACTAGGCTTTTGGATGTATGAATTGGTTCTAACCTTTTGGTCT 29786 A_95_P094193 BP532595

30614 361 14 621 AGTTCTGACTGTTTCTGGTCCTGTGATTTCCCATTTGCTTTAAAATAGGTATTTCGTCCA 29806 A_95_P202387 TA17622_4097

30615 361 15 908 CTCATGGATTGTTAGATACTTGGATTTTCTTTCTGAACTTCGAAAAGCATTTTCCTTTCC 29808 A_95_P225487 L29276

30616 361 16 665 GTACAAAGTGTCTTGATAACCTTCAATGCTGCAGTCAAAAACAGCAGCCATATCACCGTT29810 A_95_P316643 FG194661

30617 361 17 1274 TTCCTTCAATGTAATCTTCTAATCTTGTAATTGTGGCTAATGGATGGTGGATGATGTATG29812 A_95_P309153 TC64979

30626 361 26 504 TGAAGATGATCCAGATCTGATGCAATTTAGACTCTGATTAAAAATGGAGTAGGTTTGATC29830 A_95_P124957 DW004733

30630 361 30 1109 GAGTTTTGGCATGGATTGCTTTCGTTTCCTCTTTTGCTTGATGTTGTATAGCTAATAAAA 29838 A_95_P184207 TA13640_4097



30631 361 31 572 TTTGGCAAAAGTAACAACTTTTGGCTTCTGTATTTCGAGCTCTCTTAAGATGTAATCTTC 29840 A_95_P018466 EH620543

30636 361 36 777 TTCTGTTGGAACTCAAATGTCCATATCTGTAGAATGTACTCGAGAACTAGTTGTGCTGAA29850 A_95_P226319 EB438727

30638 361 38 631 GACGCCTATGGCGTCTTTCATTCATGCTATTTGACATTCATTTGTGTGATTTAAGTTTAT 29854 A_95_P117807 DV160765

30640 361 40 859 GCCTGCTTGTTTTACTCGTTCATATACAGTCAAATCTCTAATATCTGTATAACAGTCTTG 29858 A_95_P182957 TA13344_4097

30641 361 41 468 TAAATAAATGCGCTCCACTGTCAGCTTGGAACTGTACCCTTCTCTGGGTTTCTTACATTT 29860 A_95_P072505 BP525980

30642 361 42 680 TTTCCAATTTTCTTTTGGTGACAGGTTATAGTATTGCTGCATACTGCTGATCTGCAAATT 29862 A_95_P000836 EH622594

30644 361 44 810 GAAAGCGCACAATGGTTGGTTGAGTTCCCAAGTCTACAATTCACATTGAGTGCAAATTGA29866 A_95_P126607 EB425927

30645 361 45 577 GAGTATAGGATTGGAGGGGCATATTAGTCACTTTAATACAAGTTGTAATAGTCTTGTTCA29868 A_95_P022131 EB434942

30649 361 49 710 GTGTATTGGGTATATTCAGGATTATATTCAATGCTTGGGGGTGTAATGGATAATTATAGG29876 A_95_P151787 EB682037

30653 361 53 540 AGGCATCTGAACGTTTTGAGCTTTGTACTAGCGGCTATTCTGCTAAAATATATTTAGTGT29883 A_95_P210132 BP534671

30654 361 54 315 TGACACCAGTTCTGGGTAGCTCTTGTTTATGGATTTGTATCGGCATTAATTTAAATTGTT 29885 A_95_P099743 BP535049

30656 361 56 815 CATCATTCCCATTTCCCTCAATGGGAATTCTCTGTTTTGATATATATATATGGCACTGTA 29889 A_95_P270511 EB677666

30658 361 58 205 AGTAGGAGCATAGGATGCTAGCTTTATACAATTGATTTGCTCAAATTACTATACAGTTGC29893 A_95_P090223 BP530865

30661 361 61 845 TACTATAAAAGAGTTGTAAGACCTGCTCTCGCCTTGTGCTTACACAATTGAAATGTACTT29899 A_95_P017246 EB679251

30671 361 71 209 TTCGTTCTGGTTTAAAAATGCAAGTAACTTTCTGTACGAAGGGAATTGGCGAACAAGGAC29919 A_95_P107627 CV018466

30673 361 73 305 TCTGGTTGATGATTCCTGCAGCTATTTTTTGGTGTTTATGGACAGAGAGAGATAGAAGAT29923 A_95_P054231 BP133382

30676 361 76 849 ATGATTAAGTAGCAAAGGAGGAGGCCACAATTGTCATCTGGCTTTGGTCAATGCTGCGTA29929 A_95_P011011 TA14032_4097

30680 361 80 737 GGCAAGTTGATAGATGGACTCGGTTATGCTTTTGAGTTTTATGAAATTTAATGAGCTCTA29937 A_95_P222442 TA22033_4097

30682 361 82 716 GGTTGAAAACGCGATTAGCCGTGGTTTTGTGGTTTTGATTGTATTAAATGTGTCAATTTT29940 A_95_P217642 EB433063

30690 362 5 582 CGTGGCCGCTGTTGATTCTTTCTTACTACTACTACTATTTGTTATTGATTATTACTGGAT 29789 A_95_P187572 TA14377_4097

30692 362 7 708 GGAAGAACTATTTGAGGAGATCTGCATCTCTTTCAGACAGTAGACGCGAAATATCAGTGT29793 A_95_P300113 FG154262

30695 362 10 1581 GCTTGGTTAGTTAATGGTCATACTTTTGCGTATTTTGGCTTGTTTATCAAGCACAATTAC 29799 A_95_P010286 TA11799_4097

30704 362 19 1944 CTCGGTGTACCTGTTACTTTCCTTATCACGGTAACAACTCTTTTATGTATAGCTAATTTT 29817 A_95_P011291 AF124369

30705 362 20 479 TTGGGTTGCAAAAGCCTGTTGATCTATGCTTTCATTGGTTTAAATAAAACCTCCTGAACA29819 A_95_P058291 BP134441

30707 362 22 845 GTGATGTGATTCCCAAAATTGGTCTCTAAATTCCGGCTGATGAGTTTATTTTTATTTGTG 29823 A_95_P198882 DV160910

30710 362 25 356 GTGTTATTATCGGATATGGTGGACCATTGCCATTTTGTAGTGTTAACAACTGTAATGTCA29829 A_95_P032111 BP527510

30711 362 26 827 GCTTGGCCTTCTTGTATATGATTGATTACATGTTTCTCCTGTATACTAGTTTGTTTGTAG 29831 A_95_P237494 U65390

30713 362 28 792 TGCAAATTCCAATCTTGAATGCACGTGTGCATCTGAAGAAGATTTTTCAACTACTCCTAC29835 A_95_P145917 EB679074

30718 362 33 793 CTCGAAATTGCCATCTACATATTCTTGACTTAAATTCATACCTGTATTTGTCATCTCCCA 29845 A_95_P019216 EB679955

30719 362 34 683 CCGTTTGGATTAGCTGATTTGAAGTAGCTGATAAGCATTAGGTGCTGAAATTGATTTAAT29847 A_95_P115967 DV158464

30722 362 37 750 AAAGAAGATGAAGAAACAGCAGCAGCTCAATTTGAGGCACCCGGTAATGACAGTGATCCT29853 A_95_P137467 EB441197

30724 362 39 2104 CAGGTGGAAATGTTGATCAGTCTGCATGGAACACTTTCTTGATGATGACCAAATGGCTGA29857 A_95_P113182 AF223573

30728 362 43 403 AAGGATGTATTCCCCATCATCCTGTCTTTCTTGGCCGTCAATTTTTCAAGAGCCACAGCA 29865 A_95_P083690 BP528829

30733 362 48 204 CAGCGACATTTGAGTAGTGTTTTTGTCCTAATGGCACTGAAATGAGATTCTGATATCCGT29875 A_95_P091068 TA13592_4097



30736 362 51 890 TTGTTTAGTCTGTAAATAGTTGGAATTTCACTACGACCTCTTACCCCCAACTTATCATTG 29880 A_95_P015361 DV157623

30739 362 54 728 GGTGTTCCATTGCTCATTTGCTAAGAATGGATGCATAAAGGATTGAAATTTATGTGAGTT29886 A_95_P002021 FG641754

30748 362 63 1145 ATTTAGTTTTCACTGGATGTATTGGCATCTCATTGCACTATCACACTTGCTCTCTATTTG 29904 A_95_P178897 TA12370_4097

30749 362 64 418 TTATACAAGTAAAAGTACCAGCAAGCTTTCTTGTTGTTGCTCAAGTGCGATTAAGTTGTA29906 A_95_P193817 TA15752_4097

30751 362 66 2335 CAGTACCCTGCAGTTTCTTTTCCTTGTTCATTTTTCGTTTCTATTTGAAGAGTAAACAAG 29910 A_95_P007326 D83583

30754 362 69 845 TTTGATGATAGCTGTCAGCCATCATCTTATCAGTACTGGTTTTGCCCTTGTCTGCATGTA 29916 A_95_P311318 FG163165

30755 362 70 437 TCAAAAGGGGCACAACTTATTGTTTGTAAAGTTGTAATGGGGCGGATACCCAGTACACTC29918 A_95_P283078 AM820007

30756 362 71 693 TAATGGTCAAGCTCACCCAAATTTTCCCTTGGAAATGCCTGGAAGTGATGAAGTGGCTAA29920 A_95_P176202 X65700

30767 362 82 683 GACGTGAACAATCCCAAAATGAGTTGTAGTTTCACAATTGCTGGTAACTTGTTAGTTTTA29941 A_95_P117192 DV160010

30775 363 5 1750 TAAGGAAGGATTTGCCAAGATTATGTGGCAGCTTTATGAATCTTTTGTGTTCCTCTCAAA29956 A_95_P011926 TA12833_4097

30780 363 10 445 TTGTCTCAAGCGAGAGTGAGGAGTTATCTGCAAAGGCACAAGTATCTGAAATATTACGTG29966 A_95_P276223 AM786095

30782 363 12 630 ATAGCTGTGAATCCTTCTCAAAAGATTCAGCCCGTACACCATTAACAGTTCCACTGCTAA29970 A_95_P316258 FG194446

30783 363 13 201 GGAACATTGACCCGCCCTAAATAGTTTGGATAAAGAAAGCTTGTTGATATATTACTAGTA29972 A_95_P106737 CV018042

30787 363 17 473 AGAAAGAACAGATCTGCCTAGCAAGTGTTCATCTTTGATTCGTAGTAAGACCCAACATTC29980 A_95_P013201 DV161939

30789 363 19 814 GTTGATCATCTGTGTATTTACTGTAAACTGCAATTCCTATTACCTGGAAATGTTATGCTG 29984 A_95_P012131 TA14842_4097

30790 363 20 586 GGCCCTGTGCTTTCCATGTTTAATCTCTAGTTATATACTGGCTTTGAATGTGAATCTGTA 29986 A_95_P161422 FG644316

30791 363 21 754 GAAGCAACCTAAGGCCTCAACCAAACATGTAGACTGGTTCTAAATCATGAAAATCCTCCT29988 A_95_P116957 DW000135

30792 363 22 758 TACCAGTGTGTGGACATTGTGGATCATGAGTCATTACTCATTAATGAATAAGATTCTGAA29990 A_95_P124937 DW004720

30793 363 23 765 ACAGTATTTGGGATGGCTTACATGTTCGTTCACGATGGTTTGGTTCACAAGAGATTCCCC29992 A_95_P259461 EB450833

30795 363 25 843 ACCCGCTTCATGTGGATACACGTGAAGCATGAATTTCATACAAAAGAGTAGAATGTTGTA29996 A_95_P236114 DV999986

30796 363 26 701 TTTGCTGATGGAAGTGTTCTGTCACCTATGGGCTATAAAGAAGTAGAATTTGACAAGAAA29998 A_95_P244487 EH621158

30797 363 27 578 CTCAAGAACCTGTTTATGTTAATGCTAAGCAGTATCGAAGGATCCTGCAGCGACGACAGT30000 A_95_P144302 FG136430

30803 363 33 783 TACTCAAGGACATATTATCCCTAAGGCATGCAGTAACTTCTAGAACTTTGGTAATCTCTT30012 A_95_P146272 EB450258

30805 363 35 1681 TAAGCCATATATGGTTGAAATCCAGGAGTGACTGATGAGCAAGGTCTCAACTGAATTTCT30016 A_95_P029111 TA14918_4097

30806 363 36 575 ACCATTATGAGTTCAGTATCTCCTTATATTATCAAAATATGTGGAGTGGTTTCTGCCCAT 30018 A_95_P182612 TA13261_4097

30812 363 42 868 ATGTGGTTAAAAGAATTTGGGATTACATTAAGCAAAATAACTTGCAGGATCCGTCTGACA30030 A_95_P296563 EB677800

30815 363 45 709 TTGACACTGTTCTCAATTACCATCCCGATAAAAGCTGTCAAGATGGGAGCTGGTCTTGAT30036 A_95_P135302 EB438689

30816 363 46 779 TGAAGCACTCTGAGGCTGTAAATTAAGAAGGCCTGACGCCTTATACCATCTTGTACCTTT30038 A_95_P143007 EB681836

30819 363 49 612 GTATATTGGAAACACCTTCTTGGGCAGCATATAATATAGTTCTATTGTAGAGCCAATAAG30044 A_95_P192027 TA15364_4097

30820 363 50 429 CATTTTGGTTGTCAACTTCAGTACCACATCCTATTAATGGATATATTTGACCAGCGGCCG30046 A_95_P275288 AM827414

30821 363 51 406 GTTGTACTTCTTGGAACCAGTGACCCTTTTCAGCAACAAATGACTTTGATTAATGATTGT30048 A_95_P189637 FG645407

30828 363 58 766 CGATGACATAGAGGATGAATTGGGCATTGGACCACTTAATCATGTCATTTAGGGAGGAAA30061 A_95_P292108 EB448422

30830 363 60 644 GCGTGCCTTCGTTCATCTTGACTATGAATACAGCCATAAACCTGAACATGCTCAGGCATA30065 A_95_P146207 EB450974

30834 363 64 1806 GAAGCCCTATGAACCTGCATTTTGAATTATTGTGTCAAATAAACGTCTGTTTGTTGTGCC30073 A_95_P014226 TA11926_4097



30838 363 68 941 CTTCTTGCTCAAGTTCCCTGAGGAATTATTGTTTTGTATTCAGGATACAGATTTTGCTAA 30081 A_95_P206422 TA18512_4097

30839 363 69 425 TAAAATCTGGTTCATGTACTATTTTGTAACATTATCTGCCGTCCATCCTTTCACTTTGTG 30083 A_95_P090058 FG157352

30843 363 73 1264 GACCTTGCATTTGCCTCTACATCCCAAAATAATGGTCTACAACATGTCAACTATTATTAT 30091 A_95_P186537 TA14149_4097

30851 363 81 378 ATTTTCCAGAGTTTTGCATCTTCCATAGTGCCTCCCCACCTGCATCAACTGCATATGTTG 30107 A_95_P264241 BP526819

30855 363 85 1138 TGACAGCAATGTCTCTTTGTATGGCTACTTTTAAGTGTGGAATGATGCGAATTACGTTTC30114 A_95_P022306 TA12470_4097

30864 364 9 874 GCTCTTGTAATGTGATCTTGGTCTTTTAAGTTGGACCTTCTTGTGGAATTCTGTTAATAA 29965 A_95_P159882 TA13590_4097

30865 364 10 883 TTGTTAGTCTGCCGGATGATATTTTGGTGCAAATATATGTGGTGGGCTTAATTTACAGTG29967 A_95_P009176 TA13857_4097

30866 364 11 1075 TTGGATGATGATAGGATTGGATATGCTAATCAAGTTGAAAATATTCCACTTGATTGGGCA29969 A_95_P219877 TA21489_4097

30872 364 17 734 CTCTATGCACCATAAACTTGAATCTTGGATCATGTGGATTTTGGGTATGTTTTAATGATG29981 A_95_P119342 DV162464

30875 364 20 598 GTTGCAGCTGGTGCTACTGATTTTTCAGGATTACAAATTATTGATGTAAGTAAAGGGTTT29987 A_95_P127342 AB300776

30876 364 21 909 GCGTGAATAAAATGTCATCCATTTCTAACAGGGTTCATGTTTTGATTACACTTGTCTAGT29989 A_95_P023881 TA16184_4097

30877 364 22 0 GGAAAACAAATATTTCTTACATCTGCTCTAGTATTACGAGCACTGAGCTCATATTGTGCA29991 A_95_P249132 A_95_P249132

30881 364 26 835 GAATGAGTAAGCAAGGGTACCATATGTACATTGAATCTGTAACTTTCACTCCTACATCGT29999 A_95_P135037 EB438153

30885 364 30 592 TCAAAGCTTAATGTAAATTTTGTATGTCGATCCAATACTGGCTACTGGTTCTGAGTACCT30007 A_95_P261466 BP132437

30889 364 34 1033 GGACCAGCTAGTTTCCTTTGGGTCTTTTGTGATACTTATGAATTGTTTCATTATTTACCA 30015 A_95_P211657 TA19663_4097

30894 364 39 610 TTTTGTCACACGGTTGGAGGCCAGTTGAAGCTACTTCGCCGATTTCTTTGTTGAAAGTGT30025 A_95_P191052 DW004979

30907 364 52 527 ACAGATTCCAGAACCAACTCCTTGTTTATCTCCCTTCTAGTGCATTTACTAAGTATTAAC 30051 A_95_P222457 TA22038_4097

30912 364 57 573 CCTGAGTGATGTATAAATATATACTCCAACGTTATAAAGATAATAGGGCATGGGCGTTTC30060 A_95_P026411 EB433675

30914 364 59 227 CATTAATACCAAAACAAGTTGGCAACATGTACCACCGCCGTCTCTCTATGCTGCTTTTGC30064 A_95_P160452 TA14823_4097

30917 364 62 0 TGAGGCATTCTATGAAATCTTTCTTAGCTGCCTCCTGCTCTTCTCCTTTTGTTGTCCATA 30070 A_95_P257791 A_95_P257791

30919 364 64 1794 GATTCTGATTCAGGAAGTTCTTCAGGGAGTGACTCTGATGCTGATGATGCACACTCTTGA30074 A_95_P225017 AJ504731

30920 364 65 431 GAGCTGAGACAGATTGTAAGTTAATAGTAGTATAGTTTACAACTGGCTTCGTTTAGTACA30076 A_95_P030011 CV017299

30924 364 69 849 ATTAGCAGTTTTAAAGTCCAATGGACTCGCTGATTGTTCTTGTCCTTGTCCCGCCTTCCT 30084 A_95_P148787 EB678294

30930 364 75 419 GTTGTAATAAATACTCACGATCCTCAAAAAGAAAAACCCATTGGTGGACAAGAATTCTAG30096 A_95_P197247 TA16520_4097

30932 364 77 1125 GTGCTGTTTGCAACTATGCAGATCTACATTTTTTGTGAGTGCAAGAACTACTTAATTATC30100 A_95_P027696 TA14498_4097

30935 364 80 600 CATGTGGTACTTGAATTGTTTACAGTATGATATACTCAACGCGCTTAGATGCTTGAAAGG30106 A_95_P023306 TA13683_4097

30937 364 82 346 ATGTAGCAGAAACTGTGCATTGCTCTCCAGAGACTGAAAATTATGCAAGTTAGTTTCAAA30110 A_95_P033714 AJ632913

30939 364 84 119 CTATTAGTAACGGAAGTCCAGACATGAAGAGTCCACCTTCTGCTGATAATGGTTCAGGAA30113 A_95_P034778 FG164541

30941 365 1 389 GCCATTCCTTAAATGAAACATGCTTTGATAGTGGCTGAGATTGATCATCAATGCATAAGC30116 A_95_P098753 BP534630

30945 365 5 738 ACTGTAATTGTATTCGAATTGGGTCTTTTTGCATTTCTGCCCTACAGCTCTTTGGCTTCA 30124 A_95_P289353 DV158949

30950 365 10 530 AGTTCTGCATTTAATGTGGTTCCGCTGTTGCTAACTATTTATGACTGATAAAGAAAGAGA30133 A_95_P264276 BP526949

30951 365 11 2237 CCTACCTCTCGTGTGCCATCCATCTTTTCTCCTTTAATGAATGAGGCTTTCATTATGCTG 30135 A_95_P179397 TA12496_4097

30952 365 12 1218 GTTGGAAGTGAAGTGATCAAACACAAAGCAGATTCAGGAAGATGTGTATTTTTCCCAAAT30137 A_95_P030716 TA14129_4097

30954 365 14 466 TTCCTTCTAATGGCTGTACTTGGTGTACTAGCTTTCTTTGCAGAGATAACTTTAGCACGT 30141 A_95_P064485 BP136068



30955 365 15 254 CCTTTGTTGTAACAATGGCCTTCGCCCAAAATGGGATTAGATTTAATATCATTGTTTATC 30143 A_95_P032156 EB433693

30956 365 16 132 GGATGAGTCTACTTTGGAAATCAATGGGAAGCAGATTAAAGTCAGTAGCAAAAGGGATCC30145 A_95_P095303 EH665096

30958 365 18 454 CTTAATTTGGAACATATGTTGACAGTATGGGCTACGGCTATTTTGAGCAATCGTATCGAT30149 A_95_P100343 BP535332

30959 365 19 960 GTACATATACTGATATCCCCCTCCATCTCAACCTTGTAAACATCTTTAATGTATGTGAAT 30151 A_95_P190817 TA15096_4097

30960 365 20 554 CCAGAAGGTGTTACTAATAAGATCTATGAGAACACTACGACAATAAAGGAGTATTTGATC30153 A_95_P137207 EB440925

30963 365 23 394 GTCCAAGGCTTGGGAATCGTGAAGAAAGAACACATCAAAAATTCACGGGTTTCCTGGATT30159 A_95_P110762 CV019886

30964 365 24 465 GTACACTGTCCAGGTACGCAGTTTGTCTTACACTATATGATGTGTCAACTGAATGCACAA30161 A_95_P050561 BP132423

30967 365 27 1058 TCAGTGATTTATCCTCCAGTTTGTTTATAAGCTCTTTGTCCCCTATATATGGGATATGTT 30167 A_95_P217362 TA20916_4097

30969 365 29 714 AACAGAAGTGTGCCCTTACTGTAAGGCGAAACTGTGGAGCATGCTGCAAGCAAAAATGAT30171 A_95_P279973 EB439536

30971 365 31 416 TTTTGAAACTTAATTCACAATTGCTAGTATCACCTCGGCTGGTGGGAAATCTAAAATCAT30175 A_95_P120042 AM789623

30978 365 38 98 CATTGGGCATTATACCACACATGGTCTACAAAAACACTTAGTTAGTAAAATAAGTGACAG30189 A_95_P144952 EB448512

30979 365 39 0 TATGCTGACATGCCGCACATGGTCCCTTCATACAAGTTTTAGTCTTTTATGTAAAAGAAA30191 A_95_P287828 A_95_P287828

30983 365 43 736 CAAAAACAGTCCAAATGGACTTGTGGGATTAGAGAGAAGATTTCTCAAGTTCAACGGAGG30198 A_95_P136912 EB440605

30987 365 47 256 AATGTCGGGTTCGAGTTTTAAGCAACTGTTGTTACTCTGTTAATAATGGAATAAAGTGTG30206 A_95_P125177 DW004969

30988 365 48 537 GATTTTTTAACCTTTCGTTAGTAGCTTAGCAAAGTTGTTACCGTCCTAGGTTTCAGCTTA 30208 A_95_P220562 BP525818

30990 365 50 776 TATTGTCAAGGATGAAGATGCTGAGGTCTCAAAGGAAGATCCTGTCAAGGAGAAAGGTCT30212 A_95_P149392 EB679217

30994 365 54 1304 ATCTTAAGGGTGTTGTTCAGTGGTACCATTCAACAATAGCAATGCCATTTTTGTTTGTCG30219 A_95_P209057 AF191497

31003 365 63 784 ATCATGAAGCTCAGTTCAGTTTGCTTCTGGAACGTGAATCCTGCGTTCTGGCATCATTTC30237 A_95_P309938 FG135371

31009 365 69 838 AGCTTCTTAGTACTGGCTTTGTCAATGCCATCAAATCTTCATGAAAAAAGGTTGTTTCTT 30248 A_95_P130327 EB430351

31016 365 76 526 TCCTCATGCTGCTCTCGCATCCACGTCATTCAACCGGTGCCATTATATATATTAAGGACT 30262 A_95_P047541 BP131683

31017 365 77 758 AACAATGCTCAGAAGGATCATAATTCGTTGGGCAATTCGATCGTGTCGTGGAGTGTATCG30264 A_95_P302943 FG147521

31019 365 79 566 GAGGGTTGGATATATCCAATTTTGTTGTAGGACAAGGAAACCTGTTCAGTATGTAATTGC30268 A_95_P102037 CN949756

31021 365 81 1006 AAACCTCAAAGTTTTACAGAGTTCGCTTAGGTGATGGATCTGTTGAAACACTTTTAAATC30272 A_95_P221827 TA21901_4097

31027 366 2 348 GACAGCAGCTTATGAAGGGTCAAGTTGTATTCTTAAGCCCGTAGTATCCTCTATGTAAGG30119 A_95_P103347 CV016468

31029 366 4 2807 AGAAGTTGCTGATTGCATGCAGCCTTCGTAATTTTACAGGGGTGAGATTGGTAGAAAAAA30123 A_95_P239164 AY219234

31030 366 5 912 GAAAGCATCAAAGAAACTGTCGAAAGCTTGAAGGAGAAAAAATTCTATTCAGATGCTTAG30125 A_95_P248947 AY911854

31033 366 8 610 AACCGGTTCCTAGCTCCATTTGAGTTCAAATTTGGCTAATCATTAACCAGTATCTTTCCC 30130 A_95_P017526 BP530512

31034 366 9 713 GAGGCTGATTTTGTTTTCACTTCCATTTAGCTTGCTCATTACCTCTTGTGTGTTAATTAA 30132 A_95_P289368 DV159060

31036 366 11 784 CGAATTTACATCTTACCGGTGAGTGATTCCACTTGTCATTCTTCACCTATGAATCCATGT 30136 A_95_P025981 EB681743

31039 366 14 589 CGGCTGAACTTATATGTGAGCTGGAACTTTTACATAGTCCAAGTAACTTGATATATAGAC30142 A_95_P286883 FG635003

31042 366 17 414 AGCTCGTACTGATGTTTCATAGATGTGGATTAGCAAGAAGAAACTTTGTCAAATTTGTTC30148 A_95_P144467 EB447819

31045 366 20 816 AGAATACATTTTTATGTGTGTAATCCCAAATGACGCCTCTTCAGATGTTGGCATTATCTC 30154 A_95_P206132 EB438385

31046 366 21 674 AGTGCGTGTTGCAGATGCTGAGCATTAAGCTCATTGTTCGAATACTTGCACAACAAAACT30156 A_95_P234764 FG642251

31057 366 32 896 TGCTTCAGATGAGGAGATCCAACATCTGAGAAGATACGGTCGAGCAGTTGGTGTCTTATA30178 A_95_P232629 EB426431



31058 366 33 768 GTTGATGAAGTTGCAACTTGAGAGTAGAAAAATGTAGTTCAGAATTAGTTTTTCTCCTCC30180 A_95_P201482 EB681917

31059 366 34 129 AATATTACATTACATAGCATTGATGTTTTGCGTATCCTGGCCCGGGTTATTTCGACTTCC 30182 A_95_P210602 EH617005

31062 366 37 749 GATTATTTAGGTGTAGTGACTTGCTATGCCTGTTGAATTGTTCCTTTTGTTGGGAATTAC30188 A_95_P164887 EH624292

31063 366 38 197 GGGCACTTTAAGGCCTCCTTAGAAGTTGATCTAAGTTCTGAAAAATCCATAAAAATGTAT30190 A_95_P144717 EB448230

31064 366 39 1036 CTCCTATTGCACCTTTACCTTATTGGTTAACCCTGTTATGAACTTCTAAGCAATTCTATA 30192 A_95_P009576 TA14308_4097

31065 366 40 287 AGTTCTGGTCTGATTCCGGCAGTGAACAGTCCGAAAACACGAAAATTCGGTGAATATGAG30193 A_95_P102707 DW000146

31066 366 41 356 GGCTGTAAGCTGTAAGGAATGACAAAGCCTCCACAATCCCAAATACACCAAAGGTCTATC30195 A_95_P111977 CV020459

31069 366 44 776 GGATCTGAGGAAAGATTAATTTCTTGTTTCTCGTTCCTGAGTTTCTTCTTTCATTTAGCT 30201 A_95_P240294 DV158685

31072 366 47 406 TTTTCCTGTACCTGTTTAGACCCTCAGATCAACCTGTTGTTATCCTTGGCCGCACTTTCT 30207 A_95_P088298 BP530008

31079 366 54 808 GAGCTGGGGCATTTTAAATCATTTGGTTTTGGCAATTGCTGGTGGATTCTTGGTGTTATT30220 A_95_P182402 TA13208_4097

31080 366 55 787 GTCTTCTGCATCTGTGCTCGGAAGTGTATTTGCATTGTTATTTATGCTGTGTATGCTGAA30222 A_95_P010716 TA13715_4097

31082 366 57 561 TCTATGGAATGTATGATTGGTCCTGAAGGAGATCTTACAGAGACCACCGAAGAACAGTGT30226 A_95_P059206 BP134682

31083 366 58 369 GTTTTTCAGGAGATATATGAGTTGAGCACATAGACAAGAGTGAATTAAGCTCGCCCACCC30228 A_95_P148942 EB678528

31088 366 63 573 CTGTTGCTTAAAACAGAATAGATGATACCCTATACCTTTTATACCTCTCTCTCTCTCTAT 30238 A_95_P316498 FG188840

31089 366 64 739 TTGTCGTGGGCTTAAGAAAGCTGCTGAATTTTGATATTACAATTAGAGTCAGAAAGATTG30240 A_95_P298198 EH617940

31090 366 65 1357 CTAGATTTCTTGCTAGAGTAAACGGTTCAAATGCAATCTGACTAAGATTGAGGCGGCCGC30242 A_95_P232119 AJ414052

31092 366 67 1102 GAGCAGCACATTCTTTCATTTGTCTGTGTTTGACATGTTCAGTGTTGACCTCAATGCGTA30246 A_95_P016801 TA16297_4097

31093 366 68 661 AATAGGGAATTTGGGATGTGAGCACGGCTATCATTTGGAGTGCATAAAGCAGTGGTTTGG30247 A_95_P132747 EB433422

31094 366 69 725 TGGGGGTGCAATATTGTCACTGTGAGAGTTGATAAGCACTGATATCCTTTTTATGTAAAA30249 A_95_P163612 EH622658

31095 366 70 590 ACTGTAAACTGAAGCTTATTGTGACTGTCCCTGAATTGCTTGATTAGTTAGTTAATAGGT30251 A_95_P124122 DW003976

31096 366 71 609 TAATGGCTTTCTGGTGTTACTGTCATTACCAGCTATGAAGGTCGTTTAATCATTTTGTTG 30253 A_95_P022721 DW002470

31100 366 75 620 CTCTTAGCGAGGATGGTACTGCAGATGCGTGGTTCCATTAATCAAGGACATAAATGGGAT30261 A_95_P002818 DV157885

31103 366 78 699 GTTTGTTTCAAGTTCGTTGCTTCTGTTTGTTGTCGTTCGGGGCTTTAAATCCAGCGATTC 30267 A_95_P309253 FG645389

31108 366 83 790 AAATGTGGTATGCAATCAAATTCTTTTATCTGAGAAGTACTACTGTGCAAAAGGATCCAC30276 A_95_P120507 DW000465

31111 367 1 680 GTCTTTCTCATTCGAGTTTTTGTAGTTGCGGATTTAATTGTTCAGTTATGCTGTAGCATT 30281 A_95_P193802 DV158519

31114 367 4 659 TATGAGTTATGCTATATTTTCAAGCACAAGCACTTCACGGAGTAGTGATGATTGCTCAAA30287 A_95_P235094 FG200594

31118 367 8 1038 CATTGGAAGTCTTGTGGAGGAGTTGCAGAGACAAAAGATGAAGAATATTCAGTTGGAAAA30295 A_95_P216752 TA20773_4097

31119 367 9 180 CACCTAGGGATTTGATTAAACATTTATTTGTTTGGGCTTCACATGAAACTTCCTTTGATG 30297 A_95_P028251 TA17494_4097

31120 367 10 378 GTACATTGAGACCCAACATCACTTGTTTTTATTGTTGTTAGTAGTGTGAATTTCGTGTTC 30299 A_95_P219507 AM808565

31121 367 11 839 GCATCTCAGCATTATGTGGTCACCTTGTGTAATTTCAGGATATATCACAGAGACGTGCAT30301 A_95_P291283 FG157644

31123 367 13 505 CTTATCATATGTGTTTATGTGGGGACCTTTTTGTAGGCTCTTTTCAATCTTGTTACTCTA 30305 A_95_P186452 TA14131_4097

31132 367 22 390 TTGGGATCCTTGGTAGTAGTGCACTTAAAATGGGAATTTGTGGATGCAACAGTATTACCA30323 A_95_P067340 BP136843

31136 367 26 768 ATTGGCTATTTTTTGTGCCAACTTCAAATGTTTTACTAGTTCACCACTGCTGTACCTTCT 30331 A_95_P196567 TA16367_4097

31138 367 28 549 ATGCAAGGTGCCTGAATTAGGAGTTCTTGATTATCAATGGGATGAAAAGGACTTAATGAT30335 A_95_P068955 BP137257



31144 367 34 716 ATTAGATCAGGGACACGGGCATCACTTATAAGATTCCTTCAACTCTTGGTGGCTCATCAT30347 A_95_P285248 EB427414

31147 367 37 604 GTATTTCGAGATCTTCTGGATTTTGGGCTTAAAATATACCGTTCCGTTTGGAAATTTTGA30353 A_95_P202597 TA17670_4097

31148 367 38 800 TATGACTTGATTTCAGATGTAGATAAGGGTGTAAAACCGTTTTGTTTGCTAACTTTCGCC30355 A_95_P030891 EB431338

31151 367 41 1056 ACAGGCGAGCTTAAATTTTTGACTGTTTAAGCAATATGAGAAACTCCACCGGTTATCCCC30361 A_95_P019726 TA16869_4097

31156 367 46 0 GCTGGAGGTTGAATTTGGGACATTTTAACTTTCAATAATGTGGCCAATAGACTTTCAAAA30371 A_95_P234044 A_95_P234044

31157 367 47 285 ATCTTACAAAGCCATTTGTTTCCATGTACTTTGGCGCGGGCTATTTGGCTTGGTTGTCAG30373 A_95_P077020 BP527144

31158 367 48 829 TTAGTACTTTTTTGTTGTGGTTCGGATGGTACGGGTTTACCCGGGATCTTTATAGATTCT30375 A_95_P309468 FG167388

31161 367 51 656 CTAGAAGGTCAAATAGCTATAGTTCTTCGCTATGTCTCTCTCTCTATATATGTAGTACTT 30381 A_95_P293488 FG640583

31162 367 52 323 GTCGTAGAAGATCTCAAGTCACGGAGCACACTTAACTTGCCCCAGACAACTAAAATTATT30383 A_95_P058471 BP134481

31167 367 57 583 CGATAGAATATCAATCAGGTAGACAGACTTTGGCCCAAATTGGTAAGAAAGAGAACTTTT30393 A_95_P240229 FG639535

31168 367 58 820 CAATTTCCATAGTTGCAATCATTCTTTTTGCTCAAAATGCATAGAGAGGCACGTCGAAGT30395 A_95_P152232 EB682544

31176 367 66 311 CCTCTACTGATGGCATTTTACTTCTATGATCAGAAATGAACAATTACAACCCTCAAACAT 30410 A_95_P019206 TA16840_4097

31178 367 68 346 TTTTTTAGCCCTTGTACGTGGGATATTCTGTCTGGCAATCACTTAATCTATAATATTGTG 30413 A_95_P202087 TA17560_4097

31181 367 71 517 GTTGTTGACAGTTGTGGTTCCGAGCTTTCTATTTCTATCGAGGTCGTCTTTGGTTCATCG 30419 A_95_P260806 AM809585

31182 367 72 921 CTTCCTCACCAGATATAATGGGAGAACCACTTGGAACTGAATCTAAAAGCACCACAAACA30421 A_95_P031786 DV162276

31184 367 74 400 TTCTGCTGTAATGTAACTCGCTGTATACTGTAATCTATCACAATCTTGGAAGTTTGAATC 30425 A_95_P097583 BP534113

31185 367 75 497 GTTCAAGTATGAGCTGCTCTTCATCTACTCACTTCTAGCATGTGGTAAATCTGCTCTATG 30427 A_95_P020971 FG638231

31187 367 77 292 CTTGATCAAAGAAGATCTTTAGATGAAAGCACCAGATCTAGGAAGTGATGCATCGTCACC30431 A_95_P029831 CV016585

31189 367 79 545 CTTTAGCTCCATCCTTCACAGTGAAAAAGCAGCCATTGGATGTGAATATAAGCTGATTAT30435 A_95_P048191 BP131844

31192 367 82 1060 TTTTTCGTTCTTGAAAAAGGGTGGTAGTTCTTAGGGGCTAGTAGTAGTCAATTTGGATTG30441 A_95_P203932 TA17959_4097

31194 367 84 338 GATGATGGAGAGCTCTTTGATGGTGGATATGATATGAGTACTGGTGGTATTTGTGGATAT30445 A_95_P081385 FG638686

31198 368 3 803 TTTTGGGGTTGCTGGAAATTCTGCCACAGTTTTGTATCTAACCTTCAAAATATACAGAGT30286 A_95_P218007 EB434642

31202 368 7 602 TCGGAGGGATTTCTTGTAAGCTTTGAATTTTCAGCTTTACTCATTTACCTCTTGTCTATT 30294 A_95_P251999 U66266

31205 368 10 813 ATTGAAAACAGAGTGGTTTTGTCTCCACATGCAGAGATGTTGCTAGAGTGACGGCACTAG30300 A_95_P295528 FG159719

31206 368 11 498 ATGCCGTATGCAGCTTCCCCTTATATTTCTATGAAGAAGCTGTTCCACACTTCGAACCCA 30302 A_95_P278998 AM839551

31207 368 12 697 TTAAAGAGAGGTGGCAATGGAAGATTCTTGAAAACTGCTGCCTATGGTCACTTTGGACGT30304 A_95_P297348 EB683060

31208 368 13 900 CTGGATTTAGGCATTTCGATGACTCTTTGTATCACTGCTGAATTGGTTTGATATAAAAAC30306 A_95_P032501 AB119475

31209 368 14 825 AACTATTTCAACCAATTGGAGAATACCAAGAAGCTTCTGCTGGTAGATGGTGGCCCAATC30308 A_95_P126347 EB425699

31211 368 16 1569 ATAACTCCAAGTTTTGGATGCTGTTTGAATTTTTATTGAGAGTTAACTCTTGGCCTTGCC 30312 A_95_P179677 TA12562_4097

31215 368 20 95 CTTTATTCATTTGTGATCAACAACATTCTTCATTGATGCCAAGCGATCACAGGTTCAATA 30320 A_95_P031486 CV018605

31217 368 22 1638 ACTATAGCTGGTATAGATCCAGCCATGCTTTTCTTATTGGTTTATGAGTCTAGTAGTATT 30324 A_95_P159307 TA12251_4097

31218 368 23 499 CACCCATATATGAACTATTTTGAACTTGCTCCTTGTGTTTTGACTCCAGCCCATTTTTGT 30326 A_95_P164057 EH623176

31221 368 26 1450 TTCAACTGTGGATGTAACCTCAACTACCATACCCATAGGAGGAGATTGAACTTTAGTAGT30332 A_95_P196213 EF051136

31222 368 27 621 GGTCTTGCTGTTCCCCTTTTGGTGATCATGTCTATTATTTAATCAGATTGTTACATGAAT 30334 A_95_P123422 DW003266



31223 368 28 739 GAGATGCTATTAGCATCTTCGCTTCTCATGATATTTGGATCGACCACGTGTCGATGTCAC30336 A_95_P189562 EB427133

31226 368 31 70 TTTCGTATGTTGATTCTCAATTATGTAGCTGAATTGTGGCCCGAGTCTCAGCCTGCCCTA30342 A_95_P104987 CV017252

31227 368 32 1325 TCGCGAAGAGGAAACTAGCAGCAAAATGTTGGATGGCAAAACTGATTTGAGTTCACCATG30344 A_95_P228884 DQ672264

31228 368 33 554 TTTCCGATTTTTTCTCTTGGAATGGATTTGAACTCAAGCTTGTATTTGCCGGCTACATTC 30346 A_95_P153727 EB683929

31233 368 38 757 AGATACATTTGCAGATGTGAAAATGACTTTCTTTGTGGGCAATGTGATCGTGGTTTGCAA30356 A_95_P203362 DW001694

31237 368 42 813 CAGTTCTTTGGAACTGTTTAGATGCAACCAACAAGAGCTCTAGCAAATTTCGTTTATTTT30364 A_95_P252614 DV161053

31238 368 43 821 AAATTCTTTGGACAAAGGGTGAACCAGAAAGGGTGTGTCCACATATTCGTCTTGAATCGA30366 A_95_P030361 EB438473

31240 368 45 798 TGAATCTTGGTGATATGCTTGAGCGCTGGAGCAACGGTATATTCAGGTCAACATTGCATC30370 A_95_P250612 EB450250

31241 368 46 91 ACTCAAAAACTCCGACTGTTTCAATCAGCCTAACTTGAACAAATTTGTGGGATTGGGACG30372 A_95_P192542 TA15474_4097

31242 368 47 545 GCCTCTCTTGATACCATTTATGCTACGTTGTTAGAAACTTTGTTTGATTTTGTTGGCTTC 30374 A_95_P299948 FG626154

31248 368 53 806 TTCACAGTTTTAGAGTGCATAAGATGCGCCCTCGCAGGGATGTATGCAGACATTCCATTT30386 A_95_P243317 EB447909

31250 368 55 1127 TGGGACCCTTACAAGCATCATTTCCATCTGAGAGTTTCTTCACTTGTACATTCAAATGTA 30390 A_95_P028046 TA13851_4097

31255 368 60 820 GGTGCTGCTACTAACCTTAGGAACAAACTTTTCAAGAATTTCAAGGTCCTTAGCCCACAA30399 A_95_P211227 EB424750

31256 368 61 611 TCTTTGCTAAAGTATGAATGGGTTGAAGCCGGTAATGTACAGGCCACTCTGAGGTGATAC30401 A_95_P063875 BP135896

31258 368 63 828 AGTTGTATACCAGTGGTATTTCGTTCTTCCATTTTTCCTTTTTGGGTGTAGAGAGAGGGA30405 A_95_P219157 EB446619

31263 368 68 637 CTTCACATCATGGGCACAAATTATAGCTTGAAACTAAAGAGAACTAACTATGTATCTGCC30414 A_95_P138007 DW004524

31266 368 71 788 GTGTCTCCTGAAGTATCCTTTAGCAAATCAGACAAAAAATTAACTTTGAGAGTTCCTGTA30420 A_95_P249087 DV159725

31272 368 77 734 CTGATTTTTCTTTTGAAACTGTCCTGATAAGAGGAAGCAAAGTTTCATTTATAGAGCAGC30432 A_95_P012076 TA18471_4097

31274 368 79 831 ATCAATTGACTCGAACATGCTGTATAGTAGTCGAGTTTCGCGGATCTGACGAAGCAGCAT30436 A_95_P312713 FG158027

31277 368 82 532 TGTGTTCCTATGCTAGTGTAATGCATACTTGTGTCATTTAATTTGCCCCACTTAATTTCC 30442 A_95_P123877 DW003760

31284 369 4 575 AGCTTCTTAGGTGGATTTATCAACTCAATCTGATGACACAAGCTTGCAAGAAAGAATTGT30455 A_95_P069915 FG626716

31285 369 5 852 AAGTGCTTCTTTTCTCCCTAGTGGCATTTTACTGCTTCTTTAGTGAGATTTTAACTTGTA 30457 A_95_P116357 DV159070

31289 369 9 904 TAAATCAGCTCTGTCCCAGTGATCTGAATGAGATCTCCAGCAACAGCTCAGTGCATTTCA30465 A_95_P242467 TC43443

31293 369 13 640 ATCGGTCAAGATCTGAAATATGTGAAACCTCCTTTCTTTCTTTTCATGAAAAGGAACAGG30473 A_95_P207682 TA18793_4097

31296 369 16 142 CACTATTTGGAAGTGGTTTAACTATGACTGTAAAGTTCCTGCTTGGCCAAGTGTTGTTAT30479 A_95_P102307 CV015972

31306 369 26 1261 GTGATTAATTAGTTTCCCCTTGTAATGACCAACAAATGGCCATAGTATAGTTTTGGATTC30499 A_95_P249062 EU342421

31312 369 32 526 GTGAATCCAAACAGTTGAGGGGCACTAAATGAGATTAATGATCTCAAAGTATTGGCCTTA30511 A_95_P202972 TA17756_4097

31318 369 38 161 CTTTGTAATATATAATCCTCATGTGAGAGGATATGACATGTTGTAGCTTTCTTGGTGGAA30523 A_95_P090438 BP530955

31320 369 40 839 CAAAGAGCTTTTCAAATTGTTGAAATCAACTTGTACATTCGTCCTGGTTCTAACTAGCAT 30527 A_95_P203777 EB439646

31325 369 45 546 CTATTTTCAGAGGATGGTATGTCTTTTCTAGCTAGTTGCCAAAACCTTGTCCCTCGACCC 30537 A_95_P066320 EB681611

31328 369 48 730 GAAAAGGAAACGGGAGTTAAAATCATACTTCCATTATCGCGGAAAGAGGATTGTCTAATC30543 A_95_P287618 EB428479

31332 369 52 894 TGGCAATCATCTCCCAAGACTCTTTTTCAAGGGCTTTCATGTATTAGAATCATCTGAAAA30551 A_95_P009311 TA14277_4097

31333 369 53 483 GGACTTGAACAACACTCCGCATTTTCGTACCTAACTGTCTACTCTTTTCTCTGTCCTTTG 30553 A_95_P020841 TA17037_4097

31347 369 67 345 AGGTTCCAAATTCACTGTAATGTAAGTTCACCAGAAAAGTAGGTCTTCACGTATATCATT30581 A_95_P083735 BP528841



31348 369 68 586 GAAGGTGTATGGCTGTCTATCAGACTTACATCAATGCCATGATTGCGGATCCTTTCATTC30583 A_95_P062050 BP135415

31353 369 73 1447 CCCTTCTTTGTAGGACAATTTCCAGTTGTAATGATGTGATTGTATCGAAATTGTTATCCA 30593 A_95_P027416 AJ438265

31354 369 74 470 TCATATTGGTGGATGCAATGTTGTAACTTATAGTGCCCGTTAATGCTCTAGTGTATTTAT30595 A_95_P063625 BP135831

31359 369 79 451 GATTTTGCCGGAAAGCACTATCATGACCTTAAGGAGAGACCATTCTTTAACGGCCTATGT30605 A_95_P125727 FG635539

31363 369 83 1049 CATTACTTGCTTGTGTTGATGACTTAGCTCGTATGTATAGTCTCATTTGCATGTTGTGTG 30613 A_95_P180952 TA12863_4097

31365 369 85 2135 GGATAACTAGTTGTGTCATTCACTCGATGTGTGAATTCGTTTTTCTTTACTGGCATAATT 30617 A_95_P028141 TA12496_4097

31374 370 9 877 TGCCACTGTTAAGAAGGTATCTCTTGAGCTAGGAGGTAATGCACCTTGCATCATCTTTGA30466 A_95_P231589 EB680600

31375 370 10 456 AATTTGCATTGCAAGCCTGATATCTCCTTACAGAACAAGATCGAGATGCTTGTCGTGTGC30468 A_95_P075030 BP526621

31379 370 14 538 TATGCAAAACTGCAGGTTGTATGCTTCCAATCAAGTGATGATCGTAATTTGACTGCCTGA30476 A_95_P284203 FG637809

31382 370 17 731 GATGGCAAAGACCGGTGTTATTTGTAGATGCATTTTTGTTTATCACATTCTGGCGCTCCA30482 A_95_P269821 FG174896

31383 370 18 965 TTGAATGGATTGTGCTGATATTGATTCAGCTGAAATCAGACTGGTGTTTCCTTTCCACTT30484 A_95_P022791 TA17553_4097

31384 370 19 750 GGGTTGGCTTGTTTTATAGATCCCATAATTTACTGTTTCTGGAATTTGGATGATCTTACT 30486 A_95_P206547 FG158098

31388 370 23 89 GTGTATAACAATGTCACTGATAATGTATTATGGTCCTCTTTTTCTCTTTTTTCCGAGGCT 30494 A_95_P130807 EB430908

31389 370 24 188 TCGAAACCAAATTCTTGGCCGCTCTTCTCCTATCTAAAATTTACTCTTTGCCTATTAGCT 30496 A_95_P161492 EH620222

31398 370 33 672 TTGCAAGAATCTAATGGTTTTGAAACTGTATGATGGGTTCAATTTATGCGTCTTGACCCT30514 A_95_P015701 TA14679_4097

31400 370 35 223 CGATTAATCAACAGCTCCGAGAGCTTGAGAGAGGGAGTTTGATTATTTCTTTGTGGCAAC30518 A_95_P241575 FG167825

31401 370 36 167 GAAGGTTTTACGTTGTTTTGGTCAATTTTACGGGGAAGAAGGAAAATTGCAAAGTTCATT30520 A_95_P095453 BP533199

31402 370 37 728 TTGAAAGAACATAAAGCTGTTGGATACTCTTTCGATAGGCCCCTTCATCCTTCTGAATAA30522 A_95_P206942 TA18631_4097

31403 370 38 419 TGGATGGTCTGAGTCAAGAACCATCAACTGACAATTTTGTTTTGATTGGTAAGGGTATTT30524 A_95_P099488 BP534949

31405 370 40 711 ACCGGGCTGACTTTTGTATTTATTCCTGTTTCTCTAGTGTGCATTATCAAAAGTTTAGAT 30528 A_95_P148757 EB678241

31407 370 42 729 TATGTTCCTTCACCTTCTTGTGTTGTTGGTGACCCTGTGTATGGATCTAAGAATGATGCT 30532 A_95_P126622 TA15758_4097

31408 370 43 813 TTTCTGGGGTTCACAATTTGTCCCAGATTATTACGTGTAATTTAGTCGGGATAAGATGCC30534 A_95_P013956 TA14708_4097

31411 370 46 316 TCACTTGCTGTTTGTATAACTGGTATACTCTTCTGACAATTGTATTAAGCTTTTCAGCTC 30540 A_95_P091538 BP531404

31414 370 49 431 GTTCAATCGAATGATATTGCATGTTGCTGGAATCCATTCTGTAGATTCAGTTAAAACACT30546 A_95_P284743 DW003998

31416 370 51 1019 TTGGTGTTGTTTCGGAACCAACCTTTAATGTTGGTGAATTTTCTACTTTTCTTTGGGTGG 30550 A_95_P011131 TA15696_4097

31419 370 54 722 TTCATGGTTTGAAGTGAAGAATCTTCGCCAGTACTCTCTTTATGGCCTATATTCCAATCT 30556 A_95_P192107 EB451025

31427 370 62 527 ATAATCTGGAGCTTGCTGTTAATCTTGCCAAACAGAGGAAACCTTCCTGGAGCTCGAGAA30572 A_95_P045211 BP131076

31428 370 63 958 GGCATTACCTTGTGCCGCCGCATCACCTGATCATTCCAATATTCTTTTGTTTCTTTTTAT 30574 A_95_P010531 Z82982

31436 370 71 722 TTTTACTAAACTTTTGACAAGCCAGCACCATCGCACCTTGACTGGCAAGTTGGGACATGT30590 A_95_P215452 TA20489_4097

31437 370 72 433 TGGATATTTCCCTTTAACTATTCATGTCAACTAAACGGGGGGATTGAAGGGAATTTTGTG30592 A_95_P030161 TC74155

31438 370 73 367 TGGTTGGTGTGCTGGCACTTGGGCTTGTTCATCTGCCTAAACTTTTGGAACAATTGGAAT30594 A_95_P111127 CV020067

31439 370 74 779 TGTTATGCAGGTTGAATACATACGACAAGTGTCTCATAACATACTTCACATGCCTAAATC30596 A_95_P214857 TA20354_4097

31441 370 76 690 GTTTATTCTGTAACCAAATCTGGTAATTTTACAGTCAGACAGACTTGGGACGCTTTTGTA30600 A_95_P156832 EH614825

31443 370 78 422 CAGCAGCAACTACTCCTAGATCACCTTTCTATGTACCTTATTATGGGGCTTTTCTGGTGG30604 A_95_P089888 BP530698



31447 370 82 571 TATGAAGGGTGTGCCCTTTTGTATTATTGGAAGGGGCATGGATTTTGCTCACGGTTAATT30612 A_95_P132442 EB432923

31450 370 85 748 GAGTCCTAAAAAATTGCTTGTTTCAACAGTTTCAGTTAGATTCTGTGTTCTCTCAAGGAT30618 A_95_P177742 TA12061_4097

31465 371 15 902 CTGCAATTCTTATCTTATACGGTCTACCTAGGTTGTTGACTGGGTCAATTCTTGCGCATG 30647 A_95_P020826 EB682391

31467 371 17 875 ATCTACTGGCATGAGCTGGTATAATACCCCGTGATACGGGAAGTGGCTGACCATAAAAAT30651 A_95_P022121 DV999868

31469 371 19 754 TTAGAGCTTAAAGGTAATAAATTTGTTTTGGAGAGTTTCTGGAGTTCAAAGGGGACAATG30655 A_95_P161367 EH620115

31470 371 20 643 TCTTTGGTAAGGGACACCATAGCTGCCTGTAGTATGGTTCAGATTTTCAAATGGATTTGG30657 A_95_P015276 EB426417

31474 371 24 339 CTCACAAATGGCGTACCTTCTCTCTCGATAACACTAAAAAATTGGCCCAGAGTACAGGAA30664 A_95_P113732 CV021284

31475 371 25 705 ATTATATCGAAGTCCAGGACCTGGTGAACCACCATTTGTGAAGGTTGGTGACAAAGTGCA30666 A_95_P150277 EB680370

31476 371 26 72 GGTGTGCACAATCGATTACATACATGTATTTTACTGTTCTGTTGGAATTAATCTTGCTTC 30668 A_95_P146027 EB449862

31479 371 29 722 AATGCAAACTCATGAATTTTTGCTTATATCCATCTCAAATGTCGATTGAGGGACTGGTTT30674 A_95_P179932 TA12619_4097

31480 371 30 1130 ATATGTCTCTGACACTGATTAAATATCTGTAGTCTGGTTGCTGCAAGCCCTCAACGACTG30676 A_95_P243327 TC50283

31483 371 33 484 CTTCTTGAAGATAGTCCTTTTCCTGGTTGGTTTCTCTATATAATTTGCAACCTCTGGTCT 30682 A_95_P208252 TA18927_4097

31485 371 35 837 GCTGTATATCTAGTCAAGTATGTGGGACAAATTGGGTTAAATGTATTCATGCAGGAATAA30686 A_95_P184147 EB679701

31486 371 36 427 AGTGAACACAGTAAAGCTAAAAGGAGCAAATGATTGGCTGGTTCTTTATACTCATCTCAA30688 A_95_P306788 FG636272

31487 371 37 594 TTTGCTACCTAACTCGATGAAAGTAGATACCAGGCAAAGTATGTTTTAATCACAGGATTG30690 A_95_P143627 EB446869

31492 371 42 838 TACGTGGGGTTTTTTGGTACTAAAGTGTTAAAAGGAGCACAGAATTCTTAGAATTTTCAC30700 A_95_P232649 DW004645

31494 371 44 668 GATGATATGTTGAAGATGGAGAAGATCACTATTTATGTTGAACACCCCCGCCCTATTGAG30704 A_95_P137052 EB440796

31495 371 45 407 TGGAGCTGATTTATGTGGAGGATCTTTTTGCTGTAGATGGATAACAATTTCTTGAGAACT30706 A_95_P096378 BP533598

31499 371 49 845 CTTTTCGTGTGTGCAGAAAGAAGATGAGCTTGTCCAAGTGAATTGTGAGTCGATCGCTGA30714 A_95_P259511 TC41276

31509 371 59 781 GGAGATTTGAAGCATTCCTTCACTGTGAAGATTTGAAGAACTCAAGATAACTTCATTTTC30733 A_95_P291753 EB424775

31516 371 66 1213 CTAAGTTTTAATGTTTGATTTGGAGGTAGATGCTATACTTCAAGTAATTGGAGTCGGGAA30746 A_95_P205818 AY319648

31522 371 72 529 CTGCTAGAGATTGTTCAGTAATTTGAGTGCATTTTTGTCTTTGTATCCCCAAATGCAAAC 30757 A_95_P248552 DW002693

31528 371 78 458 CACGAAACTAGTCGTGTAGGTGTGTACCATATACTCTATGTGCTATTTTAATTGAAAGTT30769 A_95_P127602 EB427139

31529 371 79 674 CTGCCCAAGCATTTTGTATACGTAACTTTGTAGTTTACTTTTGCCCTTTGTTTGTAGTTG 30771 A_95_P226254 EB439183

31536 372 1 757 GTTGTCTTTTTTAGTTTTCTTTGTCTTGAATAATGGGACATTAAGCCAGCTACAGTTCAC 30620 A_95_P127132 EB426581

31537 372 2 683 TTGGCGTTTATTACGTGGCACCGAGACAATGACCAACTTTGAGCCTCTGCATAAGTTACA30622 A_95_P139327 FG145736

31538 372 3 366 AAGAAGAAAGAGGAATCTGATGATGACATGGGTTTCAGTCTCTTCGATTAGAGGAATGCA30624 A_95_P107222 CV018266

31540 372 5 412 AAAGAATTCAGAGCCCGGAGTTGTCTCATTTTCCAGCTGTTCCCTTGAGCGTATTTTAGG30628 A_95_P005926 FG639375

31550 372 15 864 TACTTCTTTGACTGTTGTTGGCGAGGCTGTTACGGATGACATTGGAACAATTCGGATCCA30648 A_95_P292298 EB428006

31562 372 27 742 ATTATAATAGGTAATAATAATTTCTCTCTCTTTCTATCTTCTCCCCCGGCCGTAATGGCC 30671 A_95_P119992 DV999623

31565 372 30 829 TGTCCATATCTGTAGAATGTACTCGAGAACTAGTTGTGCTCAAGCTAACTCTTCGACAAA30677 A_95_P011856 TA16924_4097

31569 372 34 170 ACTGCAAACTTATATAGCAGCTTCTATCATTTGTGTGCTTTCTATGGATTGATTGCACAG 30685 A_95_P106212 CV017805

31570 372 35 825 AAGGAAATGGTGGCATGGTTAGAGATGCAGTAGACCATATTGGACTACGCACAATGAGTG30687 A_95_P128347 EB428011

31573 372 38 379 TTCAACTGTTGCCGGAGCTTAAAACGCATATTATTTTGGTAAAACAGAAGTTTTGACAAG30693 A_95_P179077 TA12422_4097



31576 372 41 494 AAGGAGCTCTTCTCCAGAAGCTGGTGACCTGAAACGCTATGCTATACATTATGATAGGAG30699 A_95_P026811 FG138693

31579 372 44 744 TTCTTTTCCCTGGAGTGACTGACCAGTGGTTTGCATGGCTATTTTCGCATCTAGTCTGTT 30705 A_95_P294743 FG148973

31581 372 46 425 TGCGAGAGTCAATATGCATTTACTGGAATCATCTTTCATCTTTGGTACATTTAAGGTGTC30709 A_95_P046671 BP131458

31585 372 50 754 GTAGTTGCATATTTGAATAGAAGTGATGTAGCGGATAATAAGCAGGCTATAGCCAAGCTC30717 A_95_P015531 EB677896

31588 372 53 164 GATGATGATGATGACAAAGATGATGATGATGATACTGAAGAACTCGGAGATGGTAGTGGT30723 A_95_P139622 TA12746_4097

31596 372 61 332 TAGTCTACTGGAAGAAGGATCCACTGTAGGCAAGAGAAATATCTTGAAACAGAAACAAGA30738 A_95_P093493 BP532289

31600 372 65 434 AAGGAAAAACATGTCTGCTGCTGCTGCTATATTGTGCGGGAAGAGATCGAACTATTTTTT30745 A_95_P125817 FG150715

31609 372 74 246 GTTCCATCTTAGATGGTAATAAATTTGAGTATAGCACCATTGAACGGTGTTTTCAGCTTG30762 A_95_P159112 EH617069

31620 372 85 1656 CTCTGGCAGGTGGCTTCGATACATAGTTACAGGTTCTTTCCTCAAGGCTAGGTTTTAAAA30784 A_95_P024956 AM851010

31621 373 1 901 ATGTAATGTATTTAGAATTGGAAAGTGAACGTTCTTTTTAAGCCATTGGAGCCTCTTGCT30785 A_95_P248782 TA14366_4097

31626 373 6 283 ATGATGGCTTGCTTTGACACAGAATTCTAGGGTTATAGCTTGAGGAAAGGATTATAATTG30793 A_95_P059041 BP134633

31632 373 12 480 AGAATGGTTTGATACAAAAAGTCAAGAGAGAAAATTTGGACCTTTGAATGGCAGGTACTC30805 A_95_P232164 BP128741

31633 373 13 77 AATGGGGATATATTCAAAGCCGAGGTGCCCAGTGTTCGGTCAGGACACCTATTATAATTC30807 A_95_P049736 BP132236

31643 373 23 461 GTCGGTATAGCTAAGGTACTTTAATTTCTGTAGCTAAGGTCTGGATATTGTAATACCTCG30826 A_95_P109487 CV019336

31645 373 25 816 TCTTCATTGAAGACTGATGTGGGTGATGCCAGTGAATGCTCCTCATCTGGTGCTTTAGTT30830 A_95_P138287 EB442026

31646 373 26 840 TTTTCCGTTTGCTGCCAGATCTTCCCAAGCCAATTTGGCGCTATCCGATTTCATTTCTTG 30832 A_95_P246642 EB682809

31647 373 27 652 ACATATGAGGGACAGTTCGAGATCCTGTCTCTTTCTGGTTACTTTCTTCTCTCGGAATCT 30834 A_95_P286708 FG186048

31656 373 36 655 TCCCCAAACTTGAAGTATATTGTACATTTGAAAGCTGCATGGAGTTGTGGCTTTTTGAAA30850 A_95_P307753 FG641732

31660 373 40 582 GAGTTATGTTTCAAATTGGAATCAGAAATGAAAAAGTGGGCTCTACCCACGCCCCACACT30858 A_95_P085025 TA19965_4097

31661 373 41 1604 GATGTATTTGTAGTTCACTGTTCCTATAAATGGATTCGTTTTGAGTCGAGGGTCCCCCGG30860 A_95_P237524 D31964

31662 373 42 498 GAATTGTCTACCTGTAGGCTCGTGAAGAACTATTCGGTCGATCAACTTATTCTCTATGAA30862 A_95_P301853 FG637079

31665 373 45 344 TTTGTTGGGTATCTGCAAGGATTTCTTGCACAAATAGGTCACTTTGTGCAAATTCTGGCT30867 A_95_P160672 EH619345

31669 373 49 413 TGCCATAAACCTTACCAGCTTCTCAATCACTAGATTGTATATGACTTTTGCAATCAACAG 30875 A_95_P158817 EH616714

31670 373 50 55 CTAGGTGATTTCTTCCTGTCTATCCAAGCCTTGGTAGATAGAGTTACCTGGTACCTGTTG30877 A_95_P092658 BP531915

31671 373 51 622 CTGTAGCTTTCTCTTGGTTCTAAACATATTCAAGGATTGTGGTTTTTTGCTGGTTCTTAG 30879 A_95_P288233 FG641165

31673 373 53 366 GTTAGGAGTCGTGTGATGCTAGACCTCATGTGAAGGATTGGTGTGCTGAATATTTTGGTA30883 A_95_P051156 BP132576

31674 373 54 405 AGAGATAATGGCCTCTTGCATCTTATTTTCTCACTTCCCGTTGCCATAGAAAAGATCAAT 30885 A_95_P130532 EB430579

31677 373 57 327 GCTGTTGAAGTTGTACCGACATAATTTTGAGAAGTGAGCCTTTTTCCTTTTTCTTGTATT 30891 A_95_P034184 AJ718259

31678 373 58 470 AAGGAGCTTAGCTAGCGCCAGAAAATGTTTTTACTAGTAGCATATTTGTACCTGTTATAT30893 A_95_P099843 BP535089

31681 373 61 867 GGATTGGACTTCTTTGGAGTCTACTTACAGAGGCCGAGAAACAGGTTTATCAAGAAAAAG30899 A_95_P235679 EB678129

31682 373 62 1364 GCTTGTGAGGATGGTTTAATGCTTCAGCTGTATTTATCAGTTGTTTTAGGATATCTCTAT 30901 A_95_P179377 TA12492_4097

31684 373 64 394 TTCTCAAAATCCTATCTAGAAATGGGCCAAAAGTCTGACATGAGTGTTGGATGAATCGAA30905 A_95_P100403 BP535349

31687 373 67 561 AAGTATACGGCAAATTGCGTCCAACTTTATTATTGCAGCTGTTCAGGTGATAAGACATTC30911 A_95_P159212 EH617174

31690 373 70 1407 GACTCATTAATTTGCAGGGAATAAGAGTTTAATCCTGTAATGCTTCTTGCTGTTCAATTC30917 A_95_P014071 X96727



31692 373 72 2584 TTGCACCTATGAACACCTCACACGCTGCTGTTTTCCTCATATATTGTACGTTGCTTGCTT 30921 A_95_P027236 AB124647

31695 373 75 279 CTTTGTAATCGACTATTGTACAATATCTTTGAACCAGAGATAAAGAAGCGACGGTTTCAT30927 A_95_P029241 FG623741

31697 373 77 789 CTGAATTATTTCCTGTCTGTTCTTCCTTATGTATAGATTTCTGGTGTTTCATGGTGGTAT 30931 A_95_P270971 EB438297

31699 373 79 1096 ACAGTACCAACCCAAAGCTTATGACTGAATCTCGAATCATGCGTATAGCTAGGGGATCAG30935 A_95_P220692 TA21661_4097

31700 373 80 446 ATCTGTGAACTTGTATGTGAGACTGGGCAGTAGTGTAAGTGGATGGTTTTAATTCTGATT30937 A_95_P232589 CV019600

31701 373 81 851 GCTGAACCTGTACAAGCTAGCACGTCGTTTAATCCTGAAGAAGCTGATGATAATAGAAGC30939 A_95_P241360 DV158562

31702 373 82 1148 CGGTGAAAGGCATATATTAGAAGAATCAAATGTTTTCCGATGCTAGAAATTGGAGTTAAC30941 A_95_P182572 TA13249_4097

31705 373 85 1734 CACACAACAGTGGAAAAGTTTCAATGTATGTAAACGCAAACAGTGTTAACGTTGGTTTAT30947 A_95_P181362 TA12960_4097

31708 374 3 884 CTTCCTCAGTTTCTGCAAGTGGGTTATCGTCTAATACCCTATTTTATATTTAATGCTGAA 30788 A_95_P233709 DV162246

31709 374 4 333 AAGGGTGGAATTGGACGTTATTGGGAATAATTCGTCAAAGGATTCTTTTTAAAACCAGAC30790 A_95_P075010 FG635003

31713 374 8 793 CGTTGTACACAAATCCAATTGTTGACCTTGGGATCCAGCTTAGTTTCCGCTGTCTTTTTT 30798 A_95_P234939 EB439485

31716 374 11 516 GATTAGTACGGTCTGTGTGATCCATTTTCTTAAAGCTGGTATACAGATGCTTTTCACTAG30804 A_95_P021666 EH621297

31722 374 17 458 GTTTGCACCCTTTAGCTTGATGTATTTGTAGTCTGTACAAGTCATTACAATGTCCAATTC 30816 A_95_P006451 CV020183

31723 374 18 782 CTTTGGTTAACTCAAGGTTCCAGCGGCACTGGTGAAGATTGATTGGAATATTTGATTGAC30818 A_95_P116267 DV158893

31725 374 20 642 AGATTGAACTTTGTAATTGTAACTTCATCTTTTGAGTGATACTGCTGCCTATGACAGTTG30821 A_95_P018516 TA12434_4097

31728 374 23 617 CTATTGAAGTCTTGCTTCTTGTTCGGAAGAATTAAGAATAAGCATTGTGTAATCGGATGA30827 A_95_P300533 FG635390

31731 374 26 429 TTTGATTCTCAACCCAACTCTCCTCTTTCAGAGAGATGTATTGTTGACTTCAACTATTCT 30833 A_95_P114312 CV021536

31739 374 34 506 TTATTAACGGTAGGGGTTGATCTGGACGAAAAGTATAACGGGGGACAAATGTAAATATAT30847 A_95_P080430 BP528001

31740 374 35 729 AAAGATAAACAACCGAAAGCAGAACGACCTGCTGGTGGAAGGCGTGAAAGTAAAGCTCTT30849 A_95_P127727 EB427300

31743 374 38 241 TGAGATGAGGAAAATTATGCTGGCGATCGCCGATAGACTTGGATCATCGCCGATTCAAAT30855 A_95_P066990 BP136744

31744 374 39 655 TGACTTCCAATGCAGTCTCGTTCGTTACAATCCCACTTGTTCCTTAATGTGAAGAACTTT 30857 A_95_P288038 FG186133

31749 374 44 676 TGGAGAAATTGGAAGCATCTGGGCTTCCTAATCTATTTTGGTGAAAGGGATATGAAAGGA30866 A_95_P158162 EH616240

31751 374 46 608 TTATTTTCTGTTGGTGAAATGGAATGCATGGGGTGCTGTGTAAATGCTCCAATGATGACC30870 A_95_P110187 DV162733

31754 374 49 241 GATTTCTGGTTTAACACTTGACACTAGTGAAAAGCAGCTGGCACTTCTCTACCTTGCGAC30876 A_95_P147857 EB643473

31755 374 50 839 TTGCTCCATGGCGTGTAAGCTGATTCTTTTGGATTATTGGTGAATAATGCTGCCTTGTAT30878 A_95_P021811 DV159434

31757 374 52 399 AGTTGGAACTTGTTAGATCTTGTTAGGTGTTCCTCTATTATCAATCAATGAAACCTCTTG 30882 A_95_P000671 FG627136

31759 374 54 36 CAACCCAGCAAATTGAAGAAGAACTGTTAACGTGGACGAGGAGTTGCATTTTCCCGTATT30886 A_95_P074960 FG136839

31760 374 55 743 GCATCGGAAGAATGGTCAATTTGCATCTTTGAAAGCAAGTTCTGGATCTTCTAGCTGCGA30888 A_95_P137787 FG136761

31764 374 59 497 GTATAGTCTAGAATATCCCCATTGTGTTCTTAGAATGATCATTGGAAGTTGTTGTATGTG30896 A_95_P019981 TA17904_4097

31766 374 61 830 TGTAAGATGTGTTCACATACAGAACCATGCCCTGATCTTTGTTGTCATACATGTGAAATG30900 A_95_P146937 EB451107

31771 374 66 438 ACTCTGTACAGAATTCCTGTGAATTCGCAAATTCTGATTGCTAATCCTTTTTGTACGTTT 30910 A_95_P095323 BP533128

31774 374 69 759 GCTCTTATTCTGGACTCTTTAACATTTCAGGAGACATGAAACTATCTTATTTTCTTGGGT 30916 A_95_P028246 EB449088

31775 374 70 392 GTTCAGCTTTGGGCATTGCATGTATCAACAAGCTAAACATGCTAATGGATTTAGTTATTT30918 A_95_P130612 EB430661

31777 374 72 597 CTTTATTGTTGTTGTTAGGGATAATTCGCACCTTTGTGGTTTGAACTTTATTGTTGGTGT 30922 A_95_P213857 TA20137_4097



31781 374 76 827 GTTTTGACGAAGTTATTGCTGAGGATCGAACTGAACAGTTCATTAATGTTCTCCAAAAGG30930 A_95_P016056 DV160265

31782 374 77 32 CTTGCACCATAACCACGCTGGCACAAATTTCCTATGAAAAAATATGTATTTAACTTTCCT 30932 A_95_P003426 DW000536

31784 374 79 443 GTGCTGTTGCTGCTTTACCGCTTAAGGTTTGCTTTTAATTAATTGCGCCTTTTGAGTTTA 30936 A_95_P005836 BP535069

31786 374 81 1064 TGTTGCTGCCAAATCCGGAGTGAAGCTAGAAATTCCAGATGGTGCTGTGATTGCAAACAA30940 A_95_P250107 AB055502

31791 375 1 324 TGAAGTTGAAGGGGAGAAAGAGATTTGCTATCGCGCAAGAATTCTCTGATAGCCTTGCTG30949 A_95_P103377 CV016479

31799 375 9 814 AGATGTATTCTGCTGGTGCTGTGATGATCAAAGCTGTGAACTGTTGTGAGGCTGGTTTAG30965 A_95_P246667 FG153643

31800 375 10 1213 CTGCAGAGATGGCCTATTACAAGGCAATGGGAATTGATCCCCCTAATTCTACAACTACTT30967 A_95_P015406 TA16293_4097

31802 375 12 301 GGTCTTGGCAGCCTTCTATTCATTTTCGGCAGCTCTCTTGGAACTTATATTCTAGCTAGC 30971 A_95_P105117 CV017301

31804 375 14 586 TGAAGGCAGGCGAGTCAGTTATGGAACCCCAGAAAATGCAACAACAGCGAGAAAACTATT30975 A_95_P138942 EB442648

31805 375 15 451 CAAAGTGAATGCCTCAAGCTTTCCTCTTATTTCTCTTCTTGATACTGTACCTGTATATAA 30977 A_95_P202742 TA17700_4097

31809 375 19 844 CTAAACGTTCCATTCTATGTGGTGAGACATGAATTTGCTTTTGATATGTTTTGCATTAGC 30985 A_95_P247132 EB438736

31813 375 23 513 AAATTCTTGCTCGAACAGGTAATCTTCTTTACTCTAGTATTTATTCTAACTCCCGTCCAT 30993 A_95_P022341 EB443868

31818 375 28 458 TAAGGAGAAGGAAATAGAGCCAATAAACTCCTGCATCCTCAACAACTGACCGTCCTGTAC31002 A_95_P050371 BP132380

31822 375 32 891 CCTTTGAGGGCTTCAGTTCTATTTAGAACGTATTTCAAGGCTGAAACTGTTGTATGGATG31010 A_95_P186542 DV158658

31823 375 33 288 GCTCATTGATATCACGAGTAGATTAACCAATACATTTGCTTTTGCTTGCCTTTATTCAAC 31012 A_95_P029406 BP526310

31827 375 37 715 GCGAATTAGTTTCCTTACCCTCGCATAAGCCAAATACTGATCTGGCACCTACAGTTCCAA31020 A_95_P162332 EH621270

31835 375 45 385 TTGCCGGGATTGTTTATTGTTGTATCTTCCATGAGTTTGAACAACATTTTCTGCTTTGTT 31036 A_95_P142782 EB446216

31836 375 46 1549 AATTTACCGAAGCTTTTTAACCGAGGAACTTTGCCAAGTTGTCCACTGCCTTGACGCTGT31038 A_95_P008371 AJ438263

31840 375 50 80 AGGATTCCAGATGTCACCAGCCATGATCAGAGGACTACTTTTTCTTCTCGTTATCACCGT31046 A_95_P255384 EH614588

31841 375 51 1168 CTCCTAATAAGGGAAAATGTGAGTCAAGTTTAGAAGAAGTCTACTGTGAGGCAATAAAAA31048 A_95_P194907 TA16004_4097

31843 375 53 705 TTAATGTGATCTCTGTATGTTGTGTGTACTCACTCACTCATAATGTACTGAATGTCTTTC 31052 A_95_P159067 EH617014

31845 375 55 368 GGTGCCAGACACCACTGTCAGGCAAGCCAACAATAATTTATTAATTTGGTTCTCTTTTTA31056 A_95_P087853 BP529898

31846 375 56 522 TACGGTCTGTGTGATCCATTTTCTTAAAGCTGGTATACAGATGCTTTTCACTAGTTCAAA 31057 A_95_P253899 EH621297

31848 375 58 572 CCTATGGCGAACAATACTTTGAAACTGATTTTGTTCAGGTGTTATTACCTTTACACTATG 31061 A_95_P125247 FG634396

31849 375 59 334 AAGCACATATTGCTCAATGAGACATGCTTCTTTTAACTGTGGATCAAATATTCTCAGATG31063 A_95_P212007 TA19737_4097

31850 375 60 810 CTTATGTGTCAAACTTGGTTGTCTTGTTTGGGGTTCCTGCTTTTTTCGGGCAGTGCACTT 31065 A_95_P296183 EB450578

31852 375 62 309 GGTCGCGGTTCGTCACATTTTTTGAGTTCAAAGCTATCAAACAATTGAATTTTAGACTTA31069 A_95_P213877 TA20141_4097

31855 375 65 855 AGGAGAGAAACTCCATTGCTATTGAGATTGGTTATTGCTGTTTTCCCGTTCATGGGATCC31075 A_95_P228644 DW000428

31856 375 66 614 GACATGTCCACTGCATATTGGCACTAACATTCTTTCAGTTAGTATTTGTTGAAAGCAAAA31077 A_95_P047596 BP131697

31860 375 70 597 TCGAGACTCAATAAGATAGCTTCTTGTTTGGTGCTTTGCAACTTTTAATATTAAACCGGA31085 A_95_P142272 EB445781

31861 375 71 858 AAGGTGCACTTAATATCACTCTGGATGGAGTTTACCATTCCCCTGTTGGCTCTGATGATG31087 A_95_P187972 EB679931

31869 375 79 600 TTGGTGATTGGAGGATAGTTCAATCAGGACACAAGTGTTTGATTTCTTTTGATGACTTTA31103 A_95_P090358 BP530921

31872 375 82 1134 GAGCCATTTAAAGCTCTGTAATACCCTTCTGTATCTTATGTTGTGTCTGTTTGGTTTTAT 31109 A_95_P015541 TA13425_4097

31874 375 84 787 GGCAAGAAGACCTTGTACTCTTTTGCTTTAAACCACTTGTTGCTGATAGATTCATTTTAT 31113 A_95_P016751 DV158928



31880 376 5 806 ACATCATTCTGTACTAAGGAGTCAATCTCAACCCTTGTCAGAGAGAGCACCCGGTAAAAG30958 A_95_P225657 FG133389

31881 376 6 595 CTGAATATGTGTCTTGTATCTCACTTTGCCTAATTATATTTCAGACCTGTCGTAATGATG 30960 A_95_P263131 FG640232

31885 376 10 876 TTAGATTGTGTTCTCTGCAGGCTTATGTTCTGGCATCTTTTATCCGTATGGTGCTTTGCC 30968 A_95_P149792 EB679750

31888 376 13 787 ACTGCCACCACCAACACCTGTTATTAGAAAATCTACTCTGTTGAAATCAAGCTCTATTAT 30974 A_95_P127242 EB426760

31891 376 16 732 ACGAGATGATCAGTATTATGCTGGTCTTTTGATAGAGTCGGATGAGCACTGTCATTTTTT30980 A_95_P162147 EH621003

31894 376 19 131 CCCCTGCTTTTCTAAGTGGAGAACAATTTTTGTGATCCTAATCTTTTGTGTAATTAAAGG 30986 A_95_P147442 EB451870

31895 376 20 732 GTCACTACCTGAAAGACTTAAATATTACAGTTGGATTGGCAGAGCAATACTTCAGTAATC30988 A_95_P145037 EB448579

31896 376 21 706 AGATAATTATTCATGTTGATCCGTTTGGGCTCTGTTGCTATTTAGGTTGAACCACAATTG30990 A_95_P293298 FG643559

31903 376 28 340 GCATGTAATAAGGACTCAATTTACTCTGGATTGCTTTTCTCCTTTCCACTTGATCATTAA 31003 A_95_P088098 BP529960

31908 376 33 429 TGATCCCTGCAACTATTTTTTGGTGTTTATGGAACGAGAGGAATAGAAGATGCTTTGATG31013 A_95_P070895 BP525562

31909 376 34 789 GGTTTTAATGGGCGCATTTGGTTTTGATGATAATGGACTTTCTATCATATTTTAGCGCTG31015 A_95_P199882 TA17088_4097

31912 376 37 143 CTGTTGAGGCACTTGAGTGTGTTATGCGTGTATTGTTGTGTATGAGATTTGATATTTATA31021 A_95_P100728 BP535498

31915 376 40 218 CCCCTTTAGCTTAGTTCTCTGCTACCAACAGTAGTATCCCTTTTCTTGTGTTGTATTAGC 31027 A_95_P159917 EH618459

31923 376 48 2844 TTCGGCCTCTTCCTATGTAATCTCCTGCCCTTTTTAATGCAAGTTTGTTTTAGTATGAGT 31043 A_95_P007306 TA12480_4097

31924 376 49 463 TTCGACGATTTCATTGCGGATGCTCTTAGAGGTACTGGATTTTATCAGAAGGCTCAATAA31045 A_95_P199257 TA16956_4097

31927 376 52 368 GATTTTTCTTTAACTAGTAGCTGACATCCCGGGACTCATAAGAGGAGCCCATGAAAATCG31051 A_95_P107197 CV018256

31929 376 54 376 CTATCTTAGCAATCTTAATGATTGGAGTGAAGAACCAGAAAGACCCGCGTGACAGCATGC31055 A_95_P189417 EB680583

31931 376 56 735 CGGAGTATTTCATCGTAAAGATAAATGATGGGAAGAGTAGACGTATAACATGCATGGCTC31058 A_95_P292453 EB427468

31936 376 61 890 GAATCTAAATGCAATGAACAAATTGGAAGTGCTGAAGCCCTGGACACTGTCATTTTCCTT31068 A_95_P235124 DV998904

31940 376 65 801 ACATGTATTTTTGTTAGGTGAGAGTCTCATGTGTGGCAACACATCTCAAGTGTTGGCTCT31076 A_95_P268261 DW000289

31941 376 66 1773 CCCTTGGTCTTTTGTTTTCCAACTGTGATCAAATTTTAGGGTTTAATAAAATGGGGTGTT 31078 A_95_P012586 AY553216

31942 376 67 801 TCTGCAAATTATGCTTTACAAGGACCAATGTCATACAGTACCTTTGCTCAATGCTTTTTT 31080 A_95_P216567 TA20734_4097

31944 376 69 830 CATATACAGAGGTTTAGGTTAGGTGGAGGTGATGCCACTATTTATGTGACTCAAGTGTAG31084 A_95_P289173 DV157904

31946 376 71 2075 GTTGTAAATAGGCTGCACTAACTAGTTTGTAAATCTGAAACCAGAGTGACAAAGGTATTT31088 A_95_P017891 AF253511

31952 376 77 837 AAAGACTACTTGCGGATGTTATTCCGCCTTGCGATATTGGGGTTACTTTTGATGACCTTG31100 A_95_P219852 TA21484_4097

31953 376 78 136 CAATAGAACAGCCATAGTTGTTGCTGGCCTACCATGACATACATAGACGTGGTTCTTTAC31102 A_95_P051216 BP132591

31955 376 80 696 CACGTTTCTTGTGCACCTTTAGCAAGTGGAATATGTTTAAATCATCTTGATTTTTGCACC 31106 A_95_P001356 EB679961

31957 376 82 652 GGTGATGCAGTTACATGTGATCAGTTTTGATTAAGTTTATATTACGCAGTTGAAGAAAGC31110 A_95_P163507 EH622558

31960 376 85 418 GATGTCATGGACCAAGATGATGCAGATTCTGGATCAGAAAAGGGAAAGAGCTTCAAGGAG31115 A_95_P164262 EH623408

31964 377 4 673 CATATATTGTCGGACTCCAAGCAGAAGCTCTGCAAGGCTTGCAATTATGCCATCAAAAGT31122 A_95_P146067 EB449929

31968 377 8 329 ACCCATCTAAGACTGTTATTACTAAGCTCAGGCTTGATAAGGACCGTAAATCTTTGATTG31130 A_95_P201929 BP526356

31969 377 9 539 TGGATCAGGAAGGTGCTGGCATATGTGTAGTAGGTGCTTAATGTTCTCATTTAGGACGGT31132 A_95_P022171 BP534984

31977 377 17 834 TAGATACTTTGAGCTACGTTTCAGAATAGAGAGAGCATGCTATTCCAGTGCTAGCCCACG31148 A_95_P244102 FG158775

31978 377 18 573 GCTCTCTCTAAAATTGCACTGAACTATCTATGCTATTCTTAAATAGTACACTGGTTCTCT 31150 A_95_P248732 EB678067



31981 377 21 716 GGCGTATTCTGGATCTACTTTGTGTATTTCACTATTCATGATTTGTTTGTTCACTCACTA 31155 A_95_P287883 FG153402

31986 377 26 984 CGGTATATGATACTGGAGAACCTTGAAGGCCTTTCTCTATTTATGAACAGTAAACCTTTT31165 A_95_P203327 TA17831_4097

31993 377 33 337 CCACCTGAGCTGGAAAACATACCTCTATGCTCTATAATTTGGGTTTTGTAATATTGTTTA 31178 A_95_P006001 FG626563

32002 377 42 400 TTTAATGAAAAAGGACAACTGTAATTTAAGCTTCGCAACTGTTCTGAGCTATGGGCTTAA31196 A_95_P164707 EH624005

32003 377 43 469 GGCTTGCTCAACTATCTTGTTGCATTGATAGGCTTTTATAAAGGATTCTCTACCATCTGA 31198 A_95_P023201 TA14829_4097

32004 377 44 823 CTAAATTTGGGTGAGAGACTGATTCAGGCCACTGTTAGAGGAGATGTCAGATCTAATGAA31200 A_95_P309568 FG133349

32005 377 45 1991 CGTCTGTCTCTTTGTAACTTCTGTAATTGACAACATATGCTCTGAGATGTAAATAGATGT31202 A_95_P033026 AF223351

32010 377 50 675 GGTAGGCATTTCACTAAAAGCTCAGCCTAGAGTTGATCAGCTGATTTACTTTAAATATTT31210 A_95_P197377 DW004157

32012 377 52 311 TGCTGCTATCTGCATCCATTAATTTAATATCCCTGCTAAATGGTAGAAAATCCAGTTCAT 31214 A_95_P093613 BP532334

32015 377 55 3534 TATTCCGACTCTACCAAGCCAATCAATTCCCTTGGAAGGTATCTTGTTGACAATATATGA31220 A_95_P283518 AB361628

32017 377 57 47 GCTGGGGGTGGATATTGTACAGTCTCCGCTTAATTTTTGAATTAATGTTGTATTTATTGT31224 A_95_P140307 EB444264

32022 377 62 1732 TTAAAAATAACGTGTGAGCATTTGCTATTCAATGGGAATGACAGCAGAGTTGCTTGCCCG31233 A_95_P025371 TA14706_4097

32024 377 64 600 TACATTCGCCAGTATCACAACATAAATATCAATGTAGCAGTGCAGACTGACAATGGACTT31237 A_95_P155947 TA14223_4097

32031 377 71 1059 CAGTGACGTGAATTGATTCATGAAATTTTACGATACTGATGTACCCCGGATGTAATTTTT31250 A_95_P006851 TA18546_4097

32034 377 74 467 ATCTCTAATGGGACACTGTGGCATCTAGGATGAGAAGAATTAATGAAGGAGAAGCTTTTT31256 A_95_P132097 EB432535

32035 377 75 537 GTTCCTATTGTATCTATTGGATGTGAGAAATGCAGTATTGGAGGGTGTATTAATCTAGTG31258 A_95_P089168 BP530373

32040 377 80 1415 TAGGGTGTTATATGTTTCGTAATGTACGGCATGCTTAGGACCCAAGTACCTTCAGCCGTT31268 A_95_P027466 U66402

32042 377 82 893 GGGCACATATATGACCGTCAGGATCAGAAGTATATTGCATCAACTCGTCATTACCGTGCA31272 A_95_P290208 DV162216

32044 377 84 849 CTGTGGCATTGATTCCATACTATTTCCTACTTGGTTTTAGCTGTTACAATGTTCTCTGAT 31276 A_95_P013451 EB450203

32045 377 85 578 TGTGATCCTGAAATGAATTTTGCTTACATGGTTCGAAAGGAAGTGGCCTGGGTGTTCAGT31278 A_95_P231274 FG644444

32062 378 17 910 TTTCGGGGATTTCAGTTTCTCCATGAATTTTTTGGACATGGAGAAGTGAAAAGGTCTGAA31149 A_95_P247692 DV999311

32068 378 23 600 TTTTGTAGCAACCATTCAATCAGTCAAATGTGCTTTAATCCCAAACTAGTTGGGTTGGTT31160 A_95_P222077 FG640658

32075 378 30 739 GTTTACTCGTCTTTGTCAAGGATATTTGAGCTCTATCAACTTTGATACCAAAGTTTTGGT 31173 A_95_P088858 TA12020_4097

32080 378 35 211 GGCTTCGTTTACCCCTCATGTTACTGTTGATTCATCTGTTACTGTTACTATGTCTCTCTC 31183 A_95_P106502 FG139571

32082 378 37 1036 GCTAGGCTCTGCCATGTTTTCCTGGATTTTGTTTTCTGTTACTTTAGAATAATTCAGATT 31187 A_95_P211717 TA19675_4097

32083 378 38 707 AATGGGACGGCATGGTGATCATATTGCTTGATTTTCAACCTTATTCTGAAGTTGAACGCC31189 A_95_P221737 TA21883_4097

32085 378 40 494 TACAGTTCGTGGAAGACTGACTGCCAAGTTATCGAACAAAGAAGTGACAAATGTGAACTA31193 A_95_P264761 BP528728

32087 378 42 424 AGTTTGGGAAGTCTATGCCACTTGTGAGTTGGGTTCCTTTTGTGAACGAAATTCCGACCA31197 A_95_P128002 FG172957

32094 378 49 574 TTGCTTGTCAATCATTAAGTAGTTCAATGAGTTCCTCCTTTTCAAGTGCTAATACTGTTC 31209 A_95_P159532 EH617779

32095 378 50 270 GTAGGGGTACCAGAGGGTTCTTCTTCTCCTTCTTTATTTATTGTTTTCTGATTTTCTATG 31211 A_95_P026431 TA17965_4097

32096 378 51 712 CACAGGTTCCAGCCCATGTATGTTGAGCATTAGAGCTACATCTTTTCCTGTTGCTTCATT 31213 A_95_P293398 FG194591

32097 378 52 335 CGATTGTGATGCATGTAGTCTTGGGTTCTTGAATAAATGCTTTTAATCGGGTAAATGAAA31215 A_95_P097028 BP533855

32102 378 57 769 GCAGTAAATTGTGTTTTTAGGGGGACTTGTTCTAGAATAATAAACTTGTGCGTTAATGAG31225 A_95_P115672 DV157993

32106 378 61 1250 AAAGGATCCGGCATTGGCAATCCATCTCCACCATTGCCCAATAATCAAGGACAAAGTCAA31232 A_95_P196272 TA16304_4097



32109 378 64 1234 ACTACTATGCATTACCATCAGAACATTTTTTCTATAAATCTACCAGGCGCTCCCGTTTTC 31238 A_95_P222477 AY029749

32113 378 68 282 ACAGGTGTTGATGATCCAGCCCATCCAAGGTTGTTGCATATTGTTGCAACTTTCAGGCTT31245 A_95_P103422 CV016495

32114 378 69 81 GGTATTCTGCTAGTTATGGCTTGTTCATAAGATTGTCTATATTGGGATTTACTGCTTTGA 31247 A_95_P095963 BP533412

32116 378 71 835 TCACACTCTATGTTATTCTGTTGATGCTCATGCCTCCGGCTATGTCATGTATGAGATCGT 31251 A_95_P309553 FG133319

32117 378 72 2111 GTTGTTTGTTAGCCATTTGAATTGCCATTGATGTTCATTTTCAGCGTTGTTCAATTGGTT 31253 A_95_P013436 TA14936_4097

32128 378 83 743 TATTATAGAAACAGGAGACCCGGATGCATTTAAACAGTACCTGTCGGAGACGGACAACAC31275 A_95_P194462 EB425633

32133 379 3 35 TAAGAGAATATTTGGCATGTTGTACCCAAAGAAGAGCATTGTGTTTGGTGAATCTACAGA31284 A_95_P034578 AJ719159

32140 379 10 691 GCAATTATGAGATCTGTCAATCTGTTATCTTCTGTAAGTCAAACTCATTATCACTGGAAC31297 A_95_P249872 FG645304

32143 379 13 661 CTATAGCAGTCCCGTTGTCCTTTACATTTCAAATAACTTCTGAATGTAGTTACTGGTTTT 31303 A_95_P268746 DW002885

32145 379 15 503 TGCGGGTTCAAATATGTATCTGGTTTTCACTGTTGCCTTATCAGGATGTACTTGAAATTT 31307 A_95_P299203 FG635661

32147 379 17 730 TGAGAGAAGTCAAAGTCCACCAACGAATTGCAGCAACCTTTCTAATCCTTCTTCAGTGGA31311 A_95_P152417 EB682758

32149 379 19 602 TGAACATGAGCTGGGCAGTATTTGTCAACCAAGTTGTTGAACTATTACTTTTTTGGTCCT31315 A_95_P285473 FG636985

32150 379 20 493 GAGGGGGGTATGTTTTGATTTGATAAACATGATGCAAACAAAACAGTTTCTCGAGATGTG31317 A_95_P029151 TA16757_4097

32156 379 26 499 CTTAGTGCTTTATTTATTGGCTTCTCCTTATTTAGATGGAGAACTGCTTGTGATTCTTTG 31329 A_95_P197222 TA16515_4097

32158 379 28 508 GAAAGACCAAATGGTCCAAGCAGCAGAGAAAGATCAGATGGTCCTTTTAATTTCCCTCGC31333 A_95_P118837 DV161906

32161 379 31 714 ACTCAACAGTGCTGATGCATTCTGATCTTCGTCCAAATAGGAAGAGTTTTCGGTGCTCTC31339 A_95_P221087 TA21747_4097

32162 379 32 348 CTACTGATGTCTTGGTAAAAGTATTGGAGCTTGAATTTCCGCAGATATGTATTAAATGAC31341 A_95_P108342 TA14789_4097

32163 379 33 184 ATCAAAATGGAAGCAAGTTTCAAGAAAACTGCCCCGTAAAAGAAAGACTACTGAGGAGCA31342 A_95_P087448 BP529800

32164 379 34 492 ATGCCATCAGTACTCAGCAGCATAAAACATTTCCTTATCTGTTTCGGTTTATGCATATTT 31344 A_95_P132287 FG637879

32169 379 39 529 AAGTAGAGTTGCAACGACATGTGTACTGCCTGTGCATCTCACTTGCAGTTTGACAAGCAA31354 A_95_P134232 EB436351

32171 379 41 684 TACTCTGGAGGCTAGTTTGTTCAGATTGTTTTGTAGACCTTTTCTCTCGTTTGGATATCT 31358 A_95_P135717 EB439244

32172 379 42 882 GATTTGTGTTTAAGACCATGGAATTGATGTTGATGTATAATATGTCATGGGAATGCTCGT31360 A_95_P181417 EB680718

32174 379 44 1117 GTTTCTTGGTTTATTTGATGCTCTGCATTAAATACATTGAAAAGGGATTTTGGTTCTGGC31363 A_95_P007636 AB025029

32175 379 45 789 TAAATGTGAGACAGCAGCATATGTTGGAATATTATGTTTTATGTTATAATGGGTGTGGCC31365 A_95_P196352 EB447150

32179 379 49 698 AATGTCGTACCTACAAGCAAAGAGTGGGTACACCCTTGTAACTCGACTACGGATGAATCA31373 A_95_P298878 TC73380

32184 379 54 758 TACATTTGACTTGGAAGCACTGCAGATGTTGGGACAGGTGGCTCAATGGATTTCTTCACA31383 A_95_P305468 FG186405

32185 379 55 868 AATTTCAACAATCATTGGAATAGTCCATCTGTTCCCAGTGAGATGCCCGCTTATGCTTTC 31385 A_95_P150042 EB680100

32190 379 60 768 TTTTGGCATAGGACCGCGAATTTACATCTTACCGGTGAGTGATTCCACTTGTCATTCTTC 31395 A_95_P096663 EB681743

32193 379 63 337 CTTTTTTGGGATATGTATATGCGTACAATTACAATGCACAATTGAAGTGTCGGGTAGTAT31401 A_95_P132282 EB432743

32198 379 68 0 CCATTCTTGTACACTTCTGTCATGATACTGTGTGGATCGGAGCTGATCATGTATGCTGTG31411 A_95_P258411 A_95_P258411

32199 379 69 513 CTTGAAGCTTAACGCTCCTAGTAATCTGCTGGAGTCAGTTATGTAACAAGTGTGTTGCAG31413 A_95_P037018 BP128888

32200 379 70 212 GCCGTCGGTGCTATGGTAGCAGGTATATTTGGCATGAACTTAAGATCCTATCTAGAGGAA31415 A_95_P038301 BP129237

32202 379 72 595 CAGAGCTAATATCTGTTTGTTGCTCTGGATTGAAACTTGAAATCCAAGGATGTATCATCT31419 A_95_P133967 EB435682

32204 379 74 544 TTTGGACAATTTCTCGTCTCGCTTGCAACTGGAGCAATTTGTGGTTTGCAATGTATAAGA31423 A_95_P288714 FG635017



32205 379 75 866 AAACAGCAACTTTGAGATGCTACTGTTATTTGCTGAGTTCGTTGAACATCTGCATTATGC31425 A_95_P185667 DV157557

32207 379 77 254 CGCTCAATCAGCAACTACTGCTTACATTTTCTTAGTGGTTTCATCCACCGTACAAGTCAA 31429 A_95_P103227 CV016408

32208 379 78 810 TGCTGAAAAGCTGGAGCAAGCTGAAAATCAACTGTCTCATTCACGTTTTGGCCCCTTAAT31431 A_95_P126627 EB425942

32215 379 85 698 GGCGATACTAGGCTTCACAAAGATGTTCACTTGTAATTGTGACTAGTTGGAAAACATTAT31444 A_95_P019616 DV999689

32219 380 4 825 TTTATAACATTGTGACATAGGTGCTGGCTGTTATTTTGCCTCCAATCATTTGTAACTTAG 31287 A_95_P149132 EB678814

32222 380 7 841 CCTACTGCCAAATCTAAATGTTGCTGAATTAGTTAAAGCATTTTCAGTGAAGACGAATGA31292 A_95_P231374 DV158544

32223 380 8 667 TGTCAAAGAAATCGGAAGAGAGTGGTAAAGATGATAAATCCAGCTCCTGCTTGGCCGATG31294 A_95_P264891 FG639353

32226 380 11 824 TGTAATGAAAATACCAGAAGTGATTAGGAGCTTTGGCAATGACATGATCATGGGATTTGC31300 A_95_P116542 DV159294

32228 380 13 467 TGGGGTCAGTTACAACTTTATCAGATCTTTTCTTCAAGTGTGTAGATACCATATCTTCAC 31304 A_95_P219757 TA21462_4097

32233 380 18 437 AGCTGCTGTTGCTTCCCCTAATGACCTAGCGACTCTTAACTGTAATACATCTTCTCAATT 31314 A_95_P149637 EB679541

32234 380 19 896 CCCTTGGTAAACCTCTATAGGTTTCAGGTTAGATTTGCTCAATGAAAAAATGAATTTTGC31316 A_95_P198292 EB424651

32236 380 21 155 AGAAATGGGGGTTCTCAACGATTGGCGAGAAGAAATTCGAAGCTAAGTACCCAATCGTTG31320 A_95_P241780 AJ718633

32238 380 23 703 ACTCGTGGCAAGAGCATGGTTTCAGATTGATTTGAGCTGGTTCGAGATCTAGGTACTTTG31324 A_95_P125672 EB424754

32239 380 24 779 TTGGTAGCGTTTCTGCTCTATCCCTTATCTCTTGTACTTGTATATGTTCTTGACGACAAA 31326 A_95_P140852 EB444670

32243 380 28 741 CCGCTTTTCCATTACCCTTTGTGCTGATGAACTTATCTGCATACCAAGTTATTTTTCATC 31334 A_95_P187757 EB683945

32245 380 30 760 ATGGTAAAATGGTAGAAAGTTGGAGGCTACATATTTTTCAGGGAGTCATGCTTCCATCAA31338 A_95_P152387 EB441159

32249 380 34 632 TAAAAGCTTGGTATCTGTATTTCTCTGCTGAAATTGCAAGGCTCACAGCAGAGCGACAGT31345 A_95_P029736 BP130716

32250 380 35 464 GCTTTCCTTATCTGTTATGTATATCTTCACAAGTACTTTGTCAATCTTGGCACTGTTGTA 31347 A_95_P019471 TA14297_4097

32255 380 40 790 GGATCCTCTTTTCATTTTATTGGGTGCTCCCGGTTGTTTCACATGTTGTATATGGTTTCT 31357 A_95_P153982 EB684144

32258 380 43 654 TTGAGTGTCGCATTGGACGTTTCCATAACATTTATGGCCCATTTGGGACATGGAAAGGTG31362 A_95_P015211 EB680314

32260 380 45 1495 GCTAATGTACCAAACAGCATTACTGGAGAGCGGTTTCCTGCTCAATGACCCAAAGGATTT31366 A_95_P145662 TA13587_4097

32261 380 46 635 TGTTTTCTGTCTTTGTCAGTTGAAGGAGACAGTTGAACCTCTTTGCTCTTTCATACCAAG 31368 A_95_P017266 TA15118_4097

32263 380 48 749 AATTACTTGGATCCAGAGCCTCAGCTGTTACTAGCAGAGTTGAATAAGCGAATGGCTCCA31372 A_95_P163632 EH622700

32267 380 52 1626 CACGAGATACTTTTCATTTGGTCTCTGGCATTGCTGTTATGGGATCATGTTTTTAAATTT 31380 A_95_P207137 Z93771

32271 380 56 1383 GAAGCGAATTCAAGACGTTGAAGATTCTTTGAAAAATGTGTGGAAAGTTTAGTTCATGTG31388 A_95_P025991 TA18698_4097

32275 380 60 947 ATTTCACTTTCCGTTGGGGCTAACGGTTATGCTCCACATTATCTCTATGATTCTATTGCA 31396 A_95_P150297 EB680396

32277 380 62 798 AAAGAGGAGACGACTTCGGGAGTTAGAGCTCATCAAGACAAAGAGAGCTGCTCTAGAAAA31400 A_95_P310613 FG137144

32278 380 63 559 GATCATCCTGATGCATCCTAATGTGCTGCATGTTGCAATCTTCAAGGGGAAAAGGGTCAT31402 A_95_P141102 EB444888

32279 380 64 893 TGTAGAAGGTGTCGACGTTTGTGACTCCCGAAATAATAATGTTGTTGCTGAGCATATTTC31404 A_95_P290033 DV161758

32286 380 71 1120 GCCAGTTTGCTGCTCCGTTTGCTTTACTTGAAATTTTAATAGATAGGATATGCATATGTT 31418 A_95_P212022 TA19740_4097

32288 380 73 236 CCCGATCATGAAAGATTTTATCGCATATATGACGAGTATAGTTGCTTCCTTTCTATCAAT 31422 A_95_P114487 CV021623

32294 380 79 891 AAATGCTCTCCGTTTGTAAGTTTCCCTCTGTTTTTTATGAGTTTAACTATGCTCATAGCT 31433 A_95_P198352 TA16759_4097

32296 380 81 877 CGAGTTTCAGATCCTTACGGTGGCTATGATATGATTGGCTTTGGGGATATTCTCTTTCCT31437 A_95_P266926 DV161712

32298 380 83 755 TACCATAAGAAGCTCTGAGCGCAATGCAGAGACAGAAATCACTGAGATGTTGTTGCCACA31441 A_95_P299798 FG137368



32299 380 84 824 GACTATTCATTGGGGAAAGATGCAAAACAAAGTTCCCCTTGTTTATTAGTTTTTAGCTTC31443 A_95_P199117 TA16923_4097

32305 381 5 359 CGGAGCTAGTATTATTAGTGTGTAATTCATCCATTCATTCAAGTATTCGGTTGGTTAGTT31454 A_95_P099203 BP534837

32306 381 6 241 TTGCTGCTCAACACTAAATCATGTAGCATTTTAACTGCTCTATATGTTCTTAGTGTGCTT 31456 A_95_P111557 CV020253

32308 381 8 891 GTCTAGTTCACATCTTATCATAAGCATTCTGGTCCAGGAACTGCCATTTGGCTGTCCATG31460 A_95_P244857 DW005082

32315 381 15 634 TTCGTGGGCAAGATTATCAGTACTGTAACTTATATCCAATAGAAGTTAGAAGCCTTCTCT31474 A_95_P125297 DW005088

32319 381 19 576 GGTGGATATCTCCTGCATAGAGGTTCTGTGGTGATTTTATTGCTTCGGTGCTCTATGAAA31482 A_95_P041841 BP130198

32321 381 21 808 AACTAGTGATTGTTTATCTGCCCAGGCATTTAGAACCTTCTGCAATATACTGAGGAGCTT31486 A_95_P216167 TA20646_4097

32327 381 27 95 GGCATTTGGCAAAGACAAAGATGACACTTGATGTTCATTTGAGAAAATAAGTAATCAGGA31498 A_95_P145757 EB449498

32330 381 30 244 CCTTCGGCAATGACCTAAAAGCAAAAGAGCCCAATTTGGAGAGGAAGAGGAAGAAGAGTT31503 A_95_P198327 FG645435

32334 381 34 1015 AAAGATTGTGGCTTAGCAATTGATTTGTTCTTCGTTTAGTCCTTGTTTGGTTATTGAGCT 31511 A_95_P012396 TA13907_4097

32338 381 38 149 GTCTACGAATGCCCGAAGCATAATTGATATTAGAGTGTTATAATCTTTTCGGACAATTTC31519 A_95_P004476 EH620214

32339 381 39 502 TGGAACTTGTTTGTCACTAGTTGCTGCTATGTGCTATTTGCTATCGTGGTTTGTTTCTAT 31521 A_95_P073835 BP526313

32340 381 40 1066 ATCAGAATGCATTATTTGTGGCAAATGGAGAACATTGTTCATCAGAATGCATTATTTGCG31523 A_95_P187967 TA14467_4097

32343 381 43 894 GCAGTTACTCGATTGCTTAGGAATTACTTGAAGCAGTTTGTGGTTGCACCTGACTTTGAT31529 A_95_P225627 EB442771

32344 381 44 768 TGGTAAAGTACAGAATATTAATGAGCAGAAGTTTGTTTTACCACCTGATGTGGAGCGGAA31531 A_95_P284913 EB439011

32346 381 46 830 ATGACAATAGCTCAATGGAGAAACATGGGATACCAAAACCAGCCTGAGCACCAGGCATTT31535 A_95_P223692 DV161783

32355 381 55 721 TGGAATGATTATTCTGAAGGATGGAACCCTAATAAAGGTACTCCTGGGGTTATGCATGGG31553 A_95_P148587 EB677948

32357 381 57 994 CTACTTTACTGTCTTTACATACTCTTAGGTTTAGGAGAGGATTAATGACAGCGTATTTCT 31557 A_95_P110887 TA13262_4097

32358 381 58 525 AATTTTTACGCGGCTCTTAATTCCCGCTGTGTTAGTGATGGATCTTCGGTATATACCCAG31559 A_95_P072630 BP526013

32359 381 59 385 TAGTCCGCTTTGACTTTATTGTGAGCCCTTATATGGTGTTAACAGAATTATGATGGTAGG31561 A_95_P112522 EH619918

32360 381 60 300 ATCAGAAGCTTTACAATGGGTTACATGTATGGGATCCGAGTATGAAGAATGGTGGGGAAT31563 A_95_P070700 BP192703

32364 381 64 838 ATAGTTACTCTGATATGTGTTAGTCAATGCCCTTTGACTGTGTAGTTTGCTCGAGTCTCT 31571 A_95_P291618 FG169937

32370 381 70 1200 GCAACCCAATTGATACTAGTGCGTGTATGTACGTATTTATGTATGTATGTAAAAAGAGGC31582 A_95_P032431 AB072391

32374 381 74 772 CGCTCTCGTGTTGTAGCTATTTTTATTTTCTGTCATATGGAAGAAATCAAAAGGTCTGTA31590 A_95_P149912 EB679921

32384 381 84 748 TCAAGTATGCAGAAGATGTCTGTGCAGGTGTTATATTCTGCAGAGAGCTCGTCAATGCAC31610 A_95_P138302 EB427721

32398 382 13 369 CTTGCAATCCCAAGTTGGAATTCTTCAATTCATGGGTTCATATCATGTAATTTTAGCTTC 31471 A_95_P209967 TA19300_4097

32402 382 17 951 TGGCTATTCCCTGTTGGAACAAGAATTTTAAGCACATATGGATCCGTTGATTTACTCGAG31479 A_95_P020576 TA18875_4097

32409 382 24 817 CCTAATGAAGCAGACGACCTTTATCTGCATTTGAATTTTAAGCCATTTGGAAACAATTAC31493 A_95_P014546 EB426727

32412 382 27 689 CGAGATGGGTGGATTTTATGACTTGTATGGAAGCATTTCATGTTCTAATTGAAGTTTTGA31499 A_95_P207522 DV160337

32414 382 29 822 ATGGCAAGAATATTGTTCTAATGTGTTGTTTATCTTGATCCCCACTTTGGACATTCTTTC 31502 A_95_P142772 EB446197

32418 382 33 233 CTGCTAATGTATTCATTCTTTACCCCCGACATACTTACTTTACAAACCATGAACTATTCG 31510 A_95_P127657 EB427216

32420 382 35 190 AGGCAAATTTGTTGCTAACACCTTTCCATTCAGCTCTCAAGGCATCATTTGTAACCTCAC 31514 A_95_P109612 CV019382

32421 382 36 879 TCTAGCTGCTCAAAGGAATGGTAAACTATCAGTGCAAGCTTTCCAGGTGTGTGTGGGAAA31516 A_95_P290163 DV162066

32424 382 39 186 AATTTCAACAGTGTTGAGGGGACAGCGCCCAGTGTACTTTTATGCTGCTACTGGTCATAT31522 A_95_P046481 BP131408



32425 382 40 736 TTGCAATTGTACACTTGGCTTATTGTTTTATCAGTTTGCTAAAAGAAGACCCTCTTCACT 31524 A_95_P180782 TA12825_4097

32429 382 44 786 GCGACGGTCTATTTGACTTCTTCAACAATGATGAGGTTGTAAAGCTTGTCCATTCTTATA31532 A_95_P117572 DV160512

32438 382 53 613 CTTGTTTAGTATTTTTTGTCCAGTTGACCCACACAACCTTAAAAAACCTTCGCCCCGAGG 31550 A_95_P316613 FG189664

32442 382 57 699 TAAAGCCTTGATGGCATTAACTAATGATGTATACTTTGGAGGTGTTTTACATTTCATGGC31558 A_95_P123287 DW003169

32444 382 59 755 AGCTGATAGTGTTAGGTATCCTGATTGCTTTGATCCTCATCATTGTCCTCTCAGTTTGCA 31562 A_95_P292098 EB426444

32446 382 61 578 CACGAAGAACTTGTACTGCAACACTTCTATAGTAATCTATTATGTCCAGTTGTTATCTGA31566 A_95_P111107 TA14464_4097

32449 382 64 832 TGTGCTTGGTAATACAGTTGAACCATGAGGCTTCAGACATGTTATTCTGTTGATTTTAGC31572 A_95_P228704 EB427837

32450 382 65 419 AACAGTTCAGAATGAGAGTCTTCAAGAAGCATGTGCAGTTTGTCTTGAAACTCCTACCGT31574 A_95_P075740 BP526806

32454 382 69 168 GTGTCACCTTGTATATGTGCTTAGAGGCTAGAGCTACCTAGTCTTTGTTCTAGTTACCTA31581 A_95_P143737 EB446944

32455 382 70 814 TAGTAGTTGACTAGCATAAGTTTATGTAGCCTTCCTGCATTTGATCTTTAGGAAAATCTC31583 A_95_P010426 TA12902_4097

32457 382 72 505 TTATTAACCATCCCCATGATAAAACTTGTTCTGGAATTCCACCCAATGAAGACGCATGCA31587 A_95_P036158 BP128656

32461 382 76 575 ATGGATCGGAGACCATTTTTCTCTCCTTAGATAAGAAGGATAGTTATTCGTAACTAGTTC31595 A_95_P209377 TA19176_4097

32464 382 79 411 TGGGGCTCAATTGGTCATATTGTTGCTTACTATATTCTTGCCACTTCAAGTAATGGATAT 31601 A_95_P105257 DV999315

32466 382 81 1596 GGGTATTCTTCCATAGTTTTTGAATTAAAAGAATCCTGTTCAAGTTGCTTATATAGGCCG31605 A_95_P017036 TA13973_4097

32467 382 82 393 CCAGGGCTTTACCTGCTAGTTTTTACTATACCAGCCATCTTTTTCGCATTTCGTATTCTG 31607 A_95_P071045 BP525602

32470 382 85 1451 AACTTGTGTTGGTTTTACTTGAATTCACAAGGGGGAACACGAAAGAAGGGCTATTCCGGG31613 A_95_P021256 TA14913_4097

32474 383 4 1731 AGCTGTCAAGTAACTAAGAGATTGTCACAAATAATAAGCGCCTCTGTACATCGTGATATT31620 A_95_P006296 TA15721_4097

32475 383 5 719 GCAGCTCTTGTTTTATAATGGAGCCTACAAGTGCTCTTTCTGGGCTTCTCTTACAGCACT 31622 A_95_P151682 EB681931

32476 383 6 587 TGTTTCTTGTGTAATTTTCGGTGTATATACAAATAAAGAACTCTACTGGAGGTTGTGTCC31624 A_95_P011246 EB435218

32477 383 7 470 AAGGACGAGCACGACTGAAGTGGCTATACATACAAATCTATTTACGGATCTATATGCTTT31626 A_95_P079790 BP527848

32478 383 8 856 GTAAATTAATGTAATATTTTGCCCTTTGGCTGACATATGCTCAACTACTTTGCCTTCAAC 31628 A_95_P228714 EB425860

32479 383 9 714 GTCAGATCCGTCCCTCGTTCTATATGAAGCTGATAACTCTATTATATATTCTAAGTCTTT 31630 A_95_P139517 EB443279

32484 383 14 263 CCTGAAAAAGAGCGGAAAGAAATGAGAATGTTATATACTTCCTCCTACTATTGGGATCTT31639 A_95_P107792 EH616159

32492 383 22 209 GTGTGGGTGTCATCTAACTAGCTGCTTCATAAAACATCTTCCTTGTGTATATATCTATAT 31655 A_95_P201362 TA17407_4097

32497 383 27 416 ACCCCTTGCCTGGAATTATCTTGTGTGATAAGTGGAGTACTGAAGTTAGAAACTGCCAAA31664 A_95_P164997 EH624456

32502 383 32 525 CCTTCCCGCTTCTCCTGCCCCTATGTATAAATTTTATTCTTCTATAAAAACACACAAAAA 31674 A_95_P050316 BP132368

32503 383 33 403 GGGGCGTGTGAAAGATGAGAATGGTGTACTTCCATTCTTTTGTTATGAAGATATTTTTGC31676 A_95_P006081 EB442374

32504 383 34 519 ATCAGCACTGTAATGCAGTTCTCTCTTTCTTATGCTAGTGATATATGGAACTTGGTTTTT 31678 A_95_P102732 CV016167

32506 383 36 1390 TCTGTTGCGCGGGATGTTTTGAAGTGTCGAGTCATCGTGCATACCCTTCTTGTTTTTGAA31682 A_95_P189922 TA14891_4097

32507 383 37 386 ATACAAGTTTACTTGCTTTAAACTCTTGATCAGAAAAATGCTAATGATTCCGGCTGTCCA31684 A_95_P042086 BP130267

32512 383 42 417 TGTGAATGTGAAGTTTGGGATTTACCAAATTGTCCCGAGTCAATTTGCTTACAGAAATTA31694 A_95_P091008 BP531176

32515 383 45 552 TTTATTGGTTTCTTGTGTCTGTATGGAGATAAACTAGCTCGTTGCCCTACTTGATTCTTT 31700 A_95_P140712 EB444567

32518 383 48 5835 CATTTCTATTAGTGACGATCATCAAATTCTTCAACAGGTTAGTGTATCTTTAGCCAACTG 31705 A_95_P222627 AB281587

32521 383 51 906 CACAGTATAACTACAAAATTATTTGAATGCGACTAGGCTCGGTTGGAACATGTCATATAA31711 A_95_P225952 EB680121



32524 383 54 175 TCTCCCAGAAACAGAGTAAATTGTAATTGTTGAGTGGTATAAGTTGACTTTTGTCCACTG31717 A_95_P100288 BP535304

32526 383 56 564 AAGATTCCTTTGTGTAGCATATCTGAGCCCTAGGAAGAGATTATCCCGTCTTTTCTGGGC31721 A_95_P149662 TA17318_4097

32528 383 58 728 ACTGAAACATGATTAACTTTGTTATACTGATGTGTCTGAATCAATGCTGCATTGTTCTGC31725 A_95_P151732 EB681978

32529 383 59 382 TTCTACATATCCTTAGCAGCACTCAAACTTTATTGCCTGCCTAAAAGTTATTGATCTCCT 31727 A_95_P124522 DW004332

32531 383 61 513 TTTGTGAGATACAGTTTGTGCTGCCTGATTAACGTAGAAATTAAATGACATGTAGCGGCT31731 A_95_P023591 EH624123

32532 383 62 815 GACATCAGGTGTTGTGCAAATTGGCGACGGATAATAAGAAGGGGAAGCCCCAACATAATA31733 A_95_P228564 DW000863

32533 383 63 659 TATTCCTTATGGACGCGTGACATTGAGGATTATATAGTTCCAGTTTGCAGGGAGCTTGGA31735 A_95_P265781 FG643494

32536 383 66 576 TATCTGATTTCGGGCTGAGTGCATTGTTAGACTCAAAAAGGCAAGATGGTCTCCTCCACA31741 A_95_P152047 EB682345

32537 383 67 688 TTTCGGTGTGCACCCCCCTAGCTCAAGCTTCGCTAAAGTGATCTATCTTAATTGTACCTA 31743 A_95_P164657 EH623919

32540 383 70 801 GAAAAAACTCGAGTATAACATGCCTCCGGATGTTCTGTACATTGCTTCTTTCTCCTTTTT 31749 A_95_P146587 EB450655

32543 383 73 647 GTCGCTCTGTTCAAATTGTAGCAAGTGACTTGGATTTTTTATGCAAGTGGTGTTCAACTT31755 A_95_P188757 FG163849

32555 383 85 296 TGTTTGAACGTGCTGATAGAATCGGTGGTCTGATGATGTATGGAGTGCCCAACATGAAGA31778 A_95_P163997 EH623051

32559 384 4 300 ATGGTGCATTTGATGTGATATACAGTCCGGGATACTATCCTTCACATCCAGGACAAAACT31621 A_95_P026863 BP192559

32561 384 6 507 AACAGTACAGGAAAATACAAGCCAAGAAATGGAGGTTACAGTTTAATGGTTACTTTACAC31625 A_95_P099343 BP534893

32563 384 8 856 ATGTTGCCCAGAAGATTTAGCTGATATTTTTCTTCAGCATCATTGAGCCGAGGGTCTATC31629 A_95_P253594 EB451249

32565 384 10 262 GATGACTCAATTGTGCGAATCAACGGTTCCTCTCGTACTAGGTTGAATTACTATTGCGAC31633 A_95_P089353 BP530467

32569 384 14 834 TGACTCATAAGAAATCGCGGACTGATCTTGATCTATCTGCTCTGGTGGGTCTCATATCTG31640 A_95_P256039 FG147527

32570 384 15 383 CCTTCTGTATATACCAACTAGTTGTATTCCTAAACCTCAAGAAATGAAAAGCAGCGAAAT31642 A_95_P074260 BP526418

32576 384 21 834 TTCGAGCCGTGAAATCAGCCATTGATGCTTGTATGTATCAAGGTAGGCTACCTACATCAT31654 A_95_P141547 EB445231

32578 384 23 824 AAACCATTGGCCCTATTTCAGTGGCAACTCTTTCCAGTGGTGAATGGATGATAGTGGATC31658 A_95_P229234 DV161417

32581 384 26 1503 GTTATTGACAATTGTAAGAGTGGTGAAAGATTTTTGCGACATGTTTTGAACCACAGCTTT31663 A_95_P191342 TA15215_4097

32582 384 27 491 GTCCGTTAGGATTCATAAGCCGACTTAATTTGTTTGGAATTGAGCTGTTATTGTAGTGTG31665 A_95_P001511 BP530317

32583 384 28 770 TCATTTCCTAAACCAATGGTATGAAGAAGGTTGCATCATTGTGCCCAATGATTGTTCAGA31667 A_95_P216067 TA20624_4097

32586 384 31 792 GTGACATCAAGAGGCTTCTAGTGTAATACAATTGAAATTTACTTTCAAGTCTGGGAACAA31673 A_95_P148852 EB678378

32589 384 34 654 GTGCAGGACGTAACATGCGGAAACCAACTTAGTTGTTCTTTTTCATGTAAATTTATTTCC31679 A_95_P149577 EB449268

32590 384 35 1066 GATCTCTTGTATTGAAGAGTCATTGACTACTTCTTGCTACGATTTTCTAACTGAATATGC 31681 A_95_P177032 TA11861_4097

32592 384 37 639 GGAATGTTAGATACACTCCACAGGCTAAGTAGATTGACCGTCTCTTTGCAATCAAACTTG31685 A_95_P018881 EH617531

32593 384 38 1150 TCACTGATGCTGTCATTGCAAATCTGGACTAATTTCAAAGCCACTTCTATCTCTTTCGTT 31687 A_95_P187457 TA14350_4097

32595 384 40 577 TCTCACAAAAATCTGAAGGCGTGGTAGAATTCATTGGCAATGCTGAAGGTCAAAGGTAAT31691 A_95_P042016 BP130245

32598 384 43 748 AAATTCACTTCTGAGGGTTGGAAGGAGCCAGGTAGATTGGTGCTTTTGACAGCAGAAGAA31697 A_95_P128402 EB428101

32606 384 51 375 GTTGGTCCTTTCGAATTGGCAGCTATTTCCTAATTGATAACATTAAAAAGCCTTGTTGGA31712 A_95_P026436 CV016369

32612 384 57 841 CAACCAGGCAATTTGCTTGTTGATCTGTACTAGCACGAAGAAATCTAACACACGTTTTTT31724 A_95_P013186 EB450017

32615 384 60 823 TGATGGCTGAAAGTTGGGAGTGTTTCGTCTTTAAGTTATTTGTGTAACATTTTCCTGGGA31730 A_95_P208247 TA18926_4097

32616 384 61 0 TTGTATTCAATTTAATCCAGCTGTGTAGATGCTTTGGATGAACTCATGTACCATAGTCTG31732 A_95_P032231 A_95_P032231



32617 384 62 815 CCACCGTGTTTTTGTCTACAATCACTTGAATGTTTGTTGTTTTAGATAATACAGGTTGCT 31734 A_95_P227839 EB426182

32618 384 63 461 TCTTGGGTTTTCTTCTTTTTTCTAATGCTAGAAAATGTCGGTTGGAGACCATCCTTGTTG 31736 A_95_P190442 TA15016_4097

32619 384 64 0 ATAATTATATGGACCTCCTCCTCCACAACATGCTACAATTGTGCTTGTAAAACCAAATTT 31738 A_95_P248767 A_95_P248767

32621 384 66 825 CTACGAGCTTGCAATCGCGTTGATTTAACTACAGGTAGTTTTAGACGCCATTGTTGTTTC31742 A_95_P012261 EB678192

32622 384 67 782 GCTAGATCGGCTTGCTTAGTTTTTTAGGCTAATGTTACTTGCCTTGCGTTTATTCACTTT 31744 A_95_P269166 EB451554

32627 384 72 774 GTTTTGTAAGTCAGTGCCTCCAGAAGCTGATGATTTGAACCATTGGGATAATTACTTTCT31754 A_95_P163572 EH622605

32628 384 73 358 GCATAACTAGTTACTGAGCTGTAACACTTGATACATCGAGCTATAGTATGAAATAGTGTT31756 A_95_P131222 EB431369

32629 384 74 1334 CTGCTGTTTACAGTAGATCAGATACTAAAGTGTTTCTCATAACAAGCTTGAACAATCTCA31758 A_95_P013701 TA12999_4097

32633 384 78 347 CATTTCTTAAAAAGCAAGGATGCTCGTGATGGTACTGAGCAGGCTCTGCTCGACGAATTA31766 A_95_P104767 CV017162

32634 384 79 825 TATTCCTACGATGTTGAGATGGTGACATGATTGTTTCCTCCCTACATCTGCGTGACTCGT31768 A_95_P309923 FG166468

32640 384 85 624 GCCTTTCATCCAGAAGGTGCTTGAGGAGCCATTCTTTAAAAATTGAGGTTCTAAATAAAC31779 A_95_P195362 TA16099_4097

32649 385 9 620 GTAATACTTGCTGTTGGAATTGTGCGTGGGTTGGTTTTGCAAAATCTAATGTGCCTCCTC31796 A_95_P162102 DW000310

32652 385 12 192 TAAGAAGCTTGTTTCTTGCTACAAAGTGAAGGCCTCAAGCTTGATGAAAGTTGAGATTAC31802 A_95_P112572 CV020742

32661 385 21 834 CCCAGATAGCAAGCTTTTTACTGTTGTTGGGGATGATCTAGATGGTTTACTTGTTGATTC31820 A_95_P118392 DV161438

32662 385 22 231 ATTGATCAGTACGTCATTGCCTGTGAGTTCAAATTTTAGATAGTATCGACCCGTGTCAGT31822 A_95_P078921 BP527639

32665 385 25 54 GCAACACTACTGTAGCTTTTGCCCCCTTACTTGTACCCTTCTGTTGTGGTTTTTATTTTC 31828 A_95_P098818 BP534656

32668 385 28 522 GAATCAAATGCTTTAATTGTTGTATGAACGTCTATCTATTAAACAGGATCTGGGCTCCTC31832 A_95_P196807 TA16422_4097

32669 385 29 680 CGGGCAACTCTAAGAATGGGGTTTTTTATTTTTCTTTTCTTGGAATACTTTGTGCAATCT 31834 A_95_P026771 TA14756_4097

32676 385 36 528 TTGCTCTTATGTATAGTCTCATTTGCATGTTGTGTGATCGCCCATGTATTTTCAAAATCC 31848 A_95_P023141 EB452030

32681 385 41 688 AGGCGGGTTGCATAAATGCATGGCAACTGTGATTGTTCATGTTTATGAGTAATATACTTA31856 A_95_P121777 DW001876

32682 385 42 351 GGCAGTCTAGAGTGGTTTCGCTGATTTCTGTAACCTTTTATATACTGATATGTACTTGTG31858 A_95_P158572 EH616493

32689 385 49 1011 CTGAAGAGAGAAACATCAAGATGCGAGAGCATCAGACAAGCTTATAATACTCTATATATA31872 A_95_P107142 TA13160_4097

32691 385 51 543 GATCAGAGATGGTCGTTGGCTGCTGAGGGTAACAATTACAAGGTTTGGGAATCTTCATAA31876 A_95_P273391 EB102906

32693 385 53 779 ATGAACTTGCTGAGAGGGCACTAGACGGGCCAATTAATGATGGAATGAAAGAGTATATAT31880 A_95_P004061 DV160152

32699 385 59 694 ACCACAAATGTTACTGAAAATCATTATGTATATATGAGGGCTTCCTGCCCTTGATCTGAA31892 A_95_P299213 FG639329

32710 385 70 595 TTGCTTTTAGAAATTATGCCCTTGCTCTTTTGAGTTCCCACTATCTCTCTCCCAGCATTC 31914 A_95_P220787 TA21683_4097

32713 385 73 522 GGAACCAAAGTTGAATCTCTGTACATAAACTTATCACGTAATGCTTATGCCAATTCCATC31920 A_95_P133567 EB435127

32714 385 74 668 TAGCCCGCAGCTGTTCAATGAACAATGTAATACTATCAATCTAATGTTTTGTAGTTGATG31922 A_95_P032706 AF049355

32715 385 75 310 TTCCTATGCTTGGAATTCCAGACAGAGCACGGATAAGTCTACCGTGAAAACAACAAGTCA31924 A_95_P112312 CV020620

32716 385 76 755 CCTGAATTCGGTATTGTGAACCTATGACGTGTTGAACTTTTTTGTTTTGTATTCCAAGTG 6784 A_95_P000061 DW000215

32718 385 78 361 CGGTATCATGTTAGTCTGTAGATTTTGAAAACTCATTGAAGCCTGTTTCCCTAAGTATTT 31929 A_95_P025301 EB680812

32722 385 82 1559 CTAAGTTTTAAAACTTTTGCCCTGTTGTTATTGGATGACTGTATTTTGCTTTGCTGGCAA 31937 A_95_P188242 TA14527_4097

32723 385 83 610 CCGCACTTGGCTGCATCAATTTGTATGTTGGGGTTCTATCTATTAATAGTTTTGATTCTC 31939 A_95_P190137 TA14944_4097

32726 386 1 774 GGGTAGTAGTTCTGGTTATCTGTTTGAATACTATAACATTGTTCGGTATTGTTTTGCTTC 31781 A_95_P248927 TA12662_4097



32729 386 4 1458 CACATGATGGGATCTCATAGAAGAAGATGAACCATAATTGTCTTTCTTTTCCTTAGTGTT31787 A_95_P176892 TA11816_4097

32731 386 6 323 CTGATGGCGACGAAATAAAAAGCATTGACACTGTTGGTCCATATTGCCGGCGAAGTTATT31791 A_95_P014151 BP532677

32740 386 15 452 GTGGTTCCTATTTAAGACAGATCCAATGATGATTGCCTTTTGTCCTTTATATACTAGTTC 31809 A_95_P190232 TA14966_4097

32741 386 16 555 TCATTCATTTGTCTGTTACATCTCTCAAACTGAAGAGATATCAATGGACACAAAATGACC31811 A_95_P198012 TA16686_4097

32744 386 19 1190 TAATGAAGTGTGATGTGATACCCAGTGGTATTGTTAATGCTGCCAAACAGGTTCAACTGA31817 A_95_P184567 TA13723_4097

32747 386 22 754 GGTCTGTTAACGTGTACACATGATTAGTTCAAGCCTATATATGTAATTGTTTGCCCAATT31823 A_95_P205222 EB430967

32749 386 24 901 GAACTTAGCTAAGTATTTTGATATCCGAGGGATTCCAAGCCTAGTGGTTTTGGGCCCTGA31827 A_95_P192072 DV161797

32750 386 25 755 CCTGAATTCGGTATTGTGAACCTATGACGTGTTGAACTTTTTTGTTTTGTATTCCAAGTG 6784 A_95_P000061 DW000215

32752 386 27 465 CCTTTTATCTTATCCTTCTATTCTAGGCGAGGAGGGAAATTCAGAATAAATAGCCCCAAA31831 A_95_P277633 AM811238

32753 386 28 375 TTGGCTGTTGTTTGGGATAAGCCTTGGGAGAAAGTTAAGAAGCTTACTTCTTTCAAAAAA31833 A_95_P003671 EB425393

32755 386 30 511 TCCAGAAGCTCTCCGTAGTTTGAACTTTGAAGTCTGATATTTTCTATTTGTACTGAACTA 31837 A_95_P068005 BP137025

32760 386 35 779 GTCACAGCAAGCATTTTTCTTTTTGGTGTAAAATATTGCAATTTGAACTGTGGTTTCTGG31847 A_95_P117367 DV160263

32761 386 36 547 GGTATTTCCTCACGTCTTCCACCTTCAGTTAGAGGAAGATGTCAATGATGTTATCTTTGC31849 A_95_P272826 EB678838

32767 386 42 575 AAATTCTGCTGGACAGGTTGCGCTAGACATATGCCATGTGTGTTTCTTTGTGCTTGGGAT31859 A_95_P039816 BP129660

32769 386 44 450 CAAGTGCTATGAACGAACGAGGTTCCTCTTTGTACACTTTATTATTTTTGCTTTAGTTGA 31863 A_95_P211027 TA19523_4097

32771 386 46 1244 CGGCGTATTTGCCCTTGTAGCAAGACATGATAAAAGGCTTAAAAGAAACTAGAGAAAAAA31867 A_95_P248562 AF154648

32773 386 48 1274 TTTTTCAAGAGGTTTAGTATGGCGAGTCCCACAGTCCATGTGATTCCGCTTTTTGCTCCT 31871 A_95_P203492 TA17864_4097

32774 386 49 884 CAGAGAATAGATGTTTCATTGGTAAATGGTAATGGAATACTTCCCTGTTTGTTCCTTCTC31873 A_95_P178017 TA12123_4097

32775 386 50 642 AGAAAGGGCACAAACAAGTACCTACAGAGCAGCCTGAAAGATGATTCTTTCATCAGATGT31875 A_95_P304963 FG179618

32776 386 51 158 ATGATGGGTCTGTCAATGAAAGTTTATTCTTGTTTGGAGGGGCAACCTCTTCTATTTGCC31877 A_95_P133272 EB434602

32779 386 54 859 CAGCATTCTGAAGCCAGAGATTGTCATGTGAACAAAAATTGATTGTATGATACTTATCTG31883 A_95_P122822 DW002770

32780 386 55 822 TTACCGTAACAGCAAAAGCAGCTGAGGACACTGAGTTTGGGGAGCTTTACCTCTTCAAAT31885 A_95_P208192 EB449876

32781 386 56 821 ACAACTAACGCTGCAAGACACCGTTTCGTAGCTGGAAGGTCCAAGATACTGCTTGAATTT31887 A_95_P290788 DW001180

32783 386 58 934 TTGGAAGGTCTCTTGTGCATATAGATGATACATGAGATTATATAGTCCATGACTTTGTGC31891 A_95_P221982 TA21934_4097

32786 386 61 852 CTTTCCCAACTCTTTCTATTATTCTCAACTTCAATTGCTATGAGCTTTATGGTTGTAGAG 31897 A_95_P243442 EB449743

32794 386 69 780 TGTTTCGTATGATATACAGCACTCGGGATAGTGGAAAACATCTTCATTTACCATGACTCG31913 A_95_P199447 EB679306

32796 386 71 717 AGCTCCAGTTGAGTTGAGGAATTCCTGTTGTTCCCTTCATTCCGCTTGACCTTTATTTGG 31917 A_95_P148862 EB678383

32801 386 76 812 GGTACCTGCAGATTTGAAGGAAGAGTAATTATGAAATTGAAAATCTAGAGTGACATCTCT31926 A_95_P213072 TA19971_4097

32802 386 77 113 CCACGTATTGGTATCAAATCAATTATGCCTTTCAAACAATAAATTCGCTTACTGCCATCA 31928 A_95_P158052 EH616104

32806 386 81 840 TTCGCACATTGGCACCTATGGACGTCACTATTACCCTCGATATGACTACGAGAATGTGAT31936 A_95_P223872 FG143525

32811 387 1 384 GCACGGTTGTGGCTTTTGGCATGTTTTGAAATTAGTTAATCAGATGGGTTCTTCCAATTT31945 A_95_P084925 TA21634_4097

32815 387 5 391 TTTTCTATTTCTCATCCGGTGCTCGGTACTCGCATTGAAGTCCGGCTATATTCGGATTTG 31952 A_95_P076860 BP527101

32818 387 8 935 TTGGCATACTTGCACTGTTGGTGTTAGTGGAGAAGGTTTCGTGGCTAGGGATATAGGATT31958 A_95_P316268 AY772945

32819 387 9 416 TTTTGATGGAGCCTATTGAAGGATGAACTTCTTGTTATGTTAAGCGGCCGCATGAGGGGA31960 A_95_P270461 TC69261



32823 387 13 96 AAGTAGCTGCCATTCAGAAGCAGCTTGCTTCTCTAAATCTTCAAGAGGCTCCTGTAATTG31968 A_95_P251617 EB450323

32825 387 15 197 GTTCTCCACTTTCTGATGGATTAGGGTTGAGATTTGATAATGTAATTCTCCATTACATAC 31972 A_95_P210857 TA19485_4097

32826 387 16 848 GTTGGCTATAAACATCTTAAGTTGGCATATCCAATGTGAGATTTGCTCTTCTCTTACAAA31974 A_95_P008721 TC40562

32827 387 17 634 TCCTTGAAACCTGACTCCATTGAAGCTTGGTTCTCCTCCTTGTCAACATACATATCAGCT 31976 A_95_P050616 BP132438

32831 387 21 493 CAGGTTGCAACTGATCGTTGTATTATGGGCTTGCTCTTTCTGATTGTGGTTGGGGTCATA31984 A_95_P045916 BP131262

32836 387 26 1255 CAAGGGAAACTCTTTTTAGTAAGTGTTAGTGTTCCAATAACCAATAAAAGGGCTAGTTCA31994 A_95_P027451 TA15950_4097

32837 387 27 427 CTAAAGCAATCCCCATGTCCCAGCAAATAAAATATTTTGAGCACTACATAGAGAAGCTCC31996 A_95_P316763 FG193947

32841 387 31 751 AAGATTGTATGAGTCGTATGGGGTATTTTGGGTGGCCTCAGCTAAAGCAAATCTTGATTT32004 A_95_P125052 DV162505

32842 387 32 696 AAATCCCCTCCATCACATAGTACTATGGATCATCCTCCAGGTTATGATCCTAATCGTATT 32006 A_95_P301513 FG201996

32843 387 33 513 TTAGGGTTATTGGGTAACTAGGCTTATCTGGGAAATTTGGGAAACTAGTTTTCCTTCTTT12052 A_95_P000101 FG167017

32845 387 35 153 GGTGATGACACAATTGGTTCCTCGTCGATTGACCTCTAGTAACTTTTTAGATATTAAAAT32011 A_95_P134042 EB435830

32847 387 37 738 ATTTTGGTCTCAGTAAGTTTTTGAGTCATTCTCTAAAGGGGATTCGATACCCTTGTGGTC32015 A_95_P144542 EB447964

32848 387 38 267 CATGTATGATAGGCCAGTTTGAGCTCTGGCAAGTATGTTGTACCAAATGAAAGAGAAAAT32017 A_95_P152747 EB683096

32849 387 39 106 TATGCGCACAATTACAATGCACAATGAAGTGTCGGGTAGTATATATATGTAATTGACTTG32019 A_95_P030571 EB426802

32850 387 40 335 TTTTACCTGCCAATGTCAATAGCATAATCACCACGGATGGTACCAGGAGCAGACTCCAAT32021 A_95_P063355 BP135757

32852 387 42 824 GTGTTCATCGGTCAGTTTGGTACGGTTTTGAAAGATTTCGGTTTCTGTATTTTCGTTTTT 32025 A_95_P018121 DV159211

32854 387 44 829 GGTACAATTTACTGTCCAATGTAACCCTGGATAACTGATCAATACATCCTTTAATTTCCT 32029 A_95_P216412 EB677605

32855 387 45 633 TCCCGTTAAATTACTAATAATATCTGCAGACAGCTTTGGGTAATAAGCTGTCTCCATTTT 32031 A_95_P285043 FG640348

32857 387 47 550 TAAAGCTGTCAGCGTAGGCTTTGAAGTTTTGATAGAGAGGCATTCTAGAGATTTAACAAG32035 A_95_P274428 AM787875

32860 387 50 767 CCTGGTTGTACAATAAGAAGATCAGTATGGGATCATAGTCCATCAAACCTATCAACAGTA32041 A_95_P146347 EB450375

32864 387 54 460 GAGGAGGAGGGATTTTTTGTTTCATTGGCTTTTTCATCCTGATAGCTGTAGTTGTAACTA32049 A_95_P144102 EB447262

32865 387 55 462 CACTAGTGCTTACATTTAAACTTGGAAGCGTGTTCATATGTTCTGTTCATCCTAAAACTT 32051 A_95_P002136 FG635120

32867 387 57 1672 GAAAGATGCAGCCAAGACTCTGTTGCCAAAACCCCCTTTTTTGTTATGTCACATAATAAG32055 A_95_P013491 TA12596_4097

32870 387 60 770 TCCTTACCAGACGATACAAATGTTTACTGTGGCCACGAGTATACATTGAGCAATTCAAAG32061 A_95_P146077 EB449939

32873 387 63 757 GTTCTGTCGAACTTGTAGCTAGACTTGTAATCTTGGAAGATTGTTGGGTCCTCGTTTTGT32067 A_95_P222732 TA22098_4097

32874 387 64 753 GAGGAGCATCTTGTTGGTTGAATGCTGATACAGTTGTATATTTTTGTTGGAATGCATTTA32069 A_95_P191222 EB450418

32877 387 67 708 CAATTATTGAATCTCTAGGTTCAAGGAGTGCTCTATTAAAGCATGAGGTTGCTTATGTAT32075 A_95_P127397 EB426936

32878 387 68 497 AGTGAAAGGATCATTCAGCAGATGATCCAATCTAATGTGAAAGTGGGATATTACTTTTGT32077 A_95_P007916 BP534491

32880 387 70 147 AAACTCCAGTACCTTCTCCTGTATCAATATCAAATATCATAGAGAATGTTCTTGTTCTCG 32081 A_95_P150177 EB680249

32884 387 74 563 GCGTTTGAACAGTCCTTACTCATACATCTTTCATTATGAATTGACGTTGTTTGTTGTGCT 32089 A_95_P123852 DW003746

32891 387 81 406 AATGTCACCTAATGTACTTCGCTTTTGAGGTATATTGAAACTTTGATAGCCATTTTCGCT 32103 A_95_P000731 TA12957_4097

32894 387 84 491 TTTATGTTGTGTTAGAACCATTGAACTTTCAATCTATTGGATCGACCCCCTTGATCTTCT 32109 A_95_P022766 TA15383_4097

32901 388 6 159 CATTGCGCACTTTGTCACCTTCTATCAGATTACCATGAATAAAAAAGTGCAAACAATTGG31955 A_95_P134177 EB436159

32902 388 7 746 GAAGCATCAAATCCTAAAATCTCTGAGTGGTTTATCAAACGTTATGGTCCAAAGGTTAAT31957 A_95_P246692 FG197835



32906 388 11 848 TTTTGTATCCTGTGTGATTGCCTTGGTATGAGCTTGATGATACATATCATGAGCTTTTCC 31965 A_95_P293948 EB438840

32913 388 18 508 ACACCTCCTTTGTATGGAAAGCTGAGTGACTTCTTCTGGTAATGTTGATAAGACATCCAT31979 A_95_P206467 TA18524_4097

32915 388 20 813 ATATGTAATGTGTGCACAGGCTCTTTATAGTAATACTTCTCTTGTAGAGGTTGTTGCTTC31983 A_95_P148522 EB677870

32918 388 23 75 GGTGGACATCTTCATGCAATTTGTAATTTGTCCTCGTTCATCCTATTTCTCTGTATAATA 31989 A_95_P102702 CV016152

32919 388 24 809 GTTGCCTTAAAAAGCACGAAGACATTGAACATGTTAACATTAAACGACTACCAAGAAAAC31991 A_95_P220057 EB428295

32921 388 26 465 TATCGGCATGAGCCCAAAGTGCGATGGATCTATTCAATATGCTACGGATTCTCGAGGTAT31995 A_95_P058686 BP134534

32922 388 27 464 TAGCCACAAATGCTTGTGCTGAACTCACTTTACACTAAACAAACTTCTATTGTGCATTAC 31997 A_95_P273486 FG638324

32923 388 28 468 AGGTACTTTAAGAATTCAAGAATGTTTGCTCCGCTGCACCTTGATAGTATCAGTGGTGGT31999 A_95_P278213 AM803975

32925 388 30 718 TTGGAAGGTTTTTCGGGTGTTGAAAGAATGGTGGCTTGAATCTCAAGGACCACATTGTGG32003 A_95_P316233 FG197071

32932 388 37 643 CATCCTCCAACTTCAAATCATCTTAAGTCGTTCAATGATAAAGAGTTGCAAATCTTTGAG32016 A_95_P062775 BP135601

32935 388 40 808 TAATTCATTGTGCTTGGGGCAGCGTCTTGTAGGCAGAGGGATTGAAAGCAGAAAATGAAG32022 A_95_P190577 EH615701

32936 388 41 1582 TTGACATTATGTATTGGCCCCAAGTCATCCGTGACACTTGATCTAAGATATGTTCAATTG32024 A_95_P189662 TA14836_4097

32940 388 45 834 TAATTGCTGAGCAATCACTTCTTGTTTTTGGAAGAGGTTACAACTATGCAACAGCTCTTG32032 A_95_P221417 DV161551

32947 388 52 685 TTGACATTTACTATCCGTATAACCCGTCTGAGGATACAGAATAAAGTGCATCCACCAAGG32046 A_95_P190717 DV162449

32951 388 56 837 AGACTTAACGATGGAGTTCCTATGGGTTGATGAGTTCTGGGTTCTTCTTGCTTACCACTG32054 A_95_P292493 FG172957

32955 388 60 705 AAGCAGTAGCTTGTTATCCCCTGTATGGCAAATTGCCTTTCGGAATCTTATTTATCCTGA 32062 A_95_P019901 TA21562_4097

32958 388 63 526 TGGATTCACTATCATATTGGGGGACAACCTCTGGAAAGGCTTGGTTATGATCAAGAGGAT32068 A_95_P092808 BP531984

32962 388 67 562 AATGGAGATGCTTCCTCCAGAGATCCAGGATGTGCTAAATGTTTCGCTTCTCACTCCATT32076 A_95_P215862 FG136377

32967 388 72 793 GTGGAGGCCAGCTATTATGCATTTTGGATCAACATATTAATTTGTGCTTCTATAATCCAT32086 A_95_P116852 DV159654

32973 388 78 738 AGAAGAAAGGGGGCTATTCTATCACGGACAAACTCATGTTTACGTTATATATGAAGTATC32098 A_95_P013076 EH621684

32977 388 82 853 AACCATTGTAATGGATTGAATTCTCCTTGTTTATCGCCATTAGCTCGTGGGAATTTCTCG 32106 A_95_P147447 EB451880

32978 388 83 656 ATCTTAAGGCCTCCATTTCCATGAAGGCATGAACAAACAATTCACTCGCAAGATAATTGT32108 A_95_P193893 TA15769_4097

32979 388 84 711 GGGAAGATAACACCTGCAAAATGCAGATACGAAGTGATGTCTACCAAAATTGAGATCCGC32110 A_95_P126687 TA13868_4097

32982 389 2 500 GCCCTACTGTCACTTGCTTATTGTATTATGAATAATTCTTCTTTTGGGTTGACTCTCTAA 32115 A_95_P163942 FS417555

32990 389 10 865 TAGTGTAACGTCAATCCATACTACACAAACTCATCTCACAATAGCCAAGATAGGTTGCAT32131 A_95_P203772 DW000646

33000 389 20 723 GCAGATTCTGTATCATACCTTCCAACAATAGTATTTGGGACATATTTAGGCTGGATTTAC32150 A_95_P137727 FG144862

33006 389 26 1053 CATGTGGAGGAGACATTTTAGTGCCAATTAAGCATACCTCCTGATTATGGGACTTGTGCT32162 A_95_P012626 TA14649_4097

33007 389 27 1482 GACGAAGATTTTTGAGTTGGAGAAGCAGAGAATGGGCTCTGATGATTGTGTATAAAGGGC32164 A_95_P016131 TA15330_4097

33016 389 36 892 CCATTTGAAAGTTGGAGACTTTGGATTAAGCAAACTAATCAGGGTTCAGAACTCCCATGA32181 A_95_P225792 DV162248

33022 389 42 803 AGTTCTTCTCTAAAGAATGGGAATTCATTTGGATTTGGCGATTACTTTACAGATGTTGTC32193 A_95_P292688 EB428119

33029 389 49 312 TCTGAGATGTCTGTGTTGTCGTCTCGTCTATTTATTGCTTTTAGAATTGTCATTGGAATG 32207 A_95_P094938 BP532942

33030 389 50 265 ATTCATGTAGCATATGTGGGTAGGGAGGACATAACAAGCGAACGTGTAGAAATGCTCCAC32209 A_95_P077295 BP527212

33031 389 51 214 CCTAACCCCCACTTCACCTGTAAATTCTTTTGAATAAATAGTTCTATCAATGACTTGTAC 32211 A_95_P062825 BP135615

33032 389 52 933 GTGTATTCAGACGGCTTTTATGTTTCCTATATTAGCCTTCTTTAATTTCCTGGTGGTAAA 32213 A_95_P176787 TA11782_4097



33037 389 57 326 CGACTCTACAAGGGATCACATTAACTACTGAACTGCCATTCTAGTAAAACTTTCTATGAA32223 A_95_P143447 EB446746

33043 389 63 562 TAGTTGATGGGACCATTTACCATTTTATGGAATTGAGTTTTGAATGGAAAACTGAGAGCT32235 A_95_P188062 TA14487_4097

33048 389 68 498 AATGAATTCTCCAGTATTTAAAAGCATGTTGAGTTTGAAACAATCAAGAGCACGTGGTCG32245 A_95_P077380 BP527231

33049 389 69 260 GTTTGTTCTCTGTCTCATGACATACTGATGCTTGCAGCCATGGCAGTTTTCAAATTTTTT 32247 A_95_P099828 BP535083

33052 389 72 761 AAATCTCTTTCTTTTTCCTTCTTTTGCCCCCGTTTTATGTCTGTTTGCGCGGCAGGGACA 32253 A_95_P200647 EB438255

33053 389 73 817 GCTGATACACAAGTACCGCAGAGACTGACCAAGAATTTTTACCGTGGTGAGATACATGAA32255 A_95_P119627 DV999078

33054 389 74 1020 GTGGCCAGTTACTACTGCTAACTTGTGTTTGTGAGAACATTAAATGTACTGATAGATATA32257 A_95_P013396 TA14491_4097

33055 389 75 1211 GCTGGGTGCTCTGTAATCCTAATAGCATGACTCATCTGTTTTTGTAATATTTGTATTTTC 32259 A_95_P183712 TA13519_4097

33058 389 78 697 TTGCTGAAACTGCTGCAAGTTATTTTACTGATTTGCAAATTGTACCACTTTGGCTTATTG 32263 A_95_P162132 EH620933

33060 389 80 923 CGATGAGAAGTGGTTTGTCGATGTTGATATTGAGAAAGCAATGCAACGTGTCCTAAAGAG32267 A_95_P118317 DV161328

33063 389 83 324 TTAGCCAACTGAAATTCAAATTCAGTTGATTTTTATACGTCTCATTTTCTCCTCGGAGGA 32273 A_95_P072820 BP526059

33065 389 85 674 GCTCTACTGCTGTGACTGCAATTCTTATAAATGGTCGTAAGTTATGGGTAGCAAATGTTG32276 A_95_P143387 FG159719

33066 390 1 865 TGATATCAAAACTCAAATGTGCTGCATAGTTATGGTGGCGATATTGACTGAATCTGTATT32114 A_95_P206492 EB451957

33070 390 5 972 TCTCCTATTTCTGGACATTTTTCGCAATGGTCAATTTCATAGTGGAAGTGCTTGTTCAGA 32122 A_95_P013571 TA12229_4097

33074 390 9 903 ATCTGCTGTACTGGCTGTGACCTTACATTCATGTTATTCTAGACATTAATAAAGTCACTC 32130 A_95_P201352 TA17405_4097

33076 390 11 997 TATCACTTGAGAGAAGCGACCAAAGCAGCAAAGCCAGTACTTGGCAAGTATTACAGGGAA32134 A_95_P117497 D26509

33077 390 12 815 CTAGTGACAATGGTGCCTGTTCTTTGTGTGGGCAAAATTTGTAGAATATGACAATGCATC32136 A_95_P023641 DV157838

33080 390 15 715 TACGATCTTATAGATGATTTCCGAAGAAAGGGGGCTATTCTATCACGGACAAACTCATGT32141 A_95_P112007 EH621684

33084 390 19 575 GAAGATATACCATTTTTGAAGGAAGATTCGAAATCACAAGTCTGTCATTTGTTGGTGCTT32149 A_95_P301988 FG137041

33089 390 24 672 GTGTTGATCTCTAGAGAAAGAGAAGTGAGAGATACTTAGGGCTTCATTTACATATTATAC32159 A_95_P212987 TA19954_4097

33095 390 30 553 TAGCTGTTCTTTGCAGTTTTAAAAGTATGAACTTTACCTCAATATACGTACCCGTTCTCC 32170 A_95_P191372 TA15221_4097

33100 390 35 1269 GTGATGTGAGTAATTTCTAGTGCCAGAAAGCAATAAGTTATGTTCAGTCTGTTCAAAATG32180 A_95_P195087 TA16041_4097

33105 390 40 306 ACAAATCTGTAGCTGCTGTTGGTAAAGCTGGCGGTGACAAGTGGCAAACATTTGTCAGAT32190 A_95_P106127 EF051129

33107 390 42 795 CCACCGCCAATCAGCATAAGAGATTTTGACAGAGTGCTATGGAAACAGAAGCCAACAGTA32194 A_95_P149502 EB679377

33108 390 43 443 CTTAGAAAGCCTGCTTGTGCTTGTAAAACCTGCAGCTGTGTAAATTGCTGGGTTGTCACT32196 A_95_P266036 BP532403

33110 390 45 1067 GCCACACTACTCTGTAAACTTTTAATGAGAAAGTTTGCTCTTCATTTATGATATCACCCT 32200 A_95_P015901 TA14246_4097

33112 390 47 617 TTAGCAGTTTCCGGATTCAGTATGGACAGAGAGAGCTGTGCCACATGATACATGAGCATT32204 A_95_P283693 EB448436

33113 390 48 131 GAGGTTTTCTTCGTGTTCGTTGTTTCTTTGATGATTATGATTGGCATATGATTGTTCTGT 32206 A_95_P101093 BQ843151

33119 390 54 751 TAGTTATTGGATTTGCAAGTGGGGAAGTACCTGTCATCCCAGCGAACATTGCTTTGGTGA32218 A_95_P151602 EB681839

33121 390 56 2100 GGTTATTATACACTTTGCCCATGATGATTTTTGCACTAAAATTTTGGCGAAACTTGAGCT32222 A_95_P204512 L38828

33129 390 64 767 TGGGTACATCACCCCTTTTCAACTCTTCCTACATTAAGCAATAGAAAAAGCATTGTTGGT32238 A_95_P212017 TA19739_4097

33131 390 66 108 AAGACAAAGAAGAATAACTCTCATTATCGTTGCATTTGGGGTAAGGTATGTAAGCCTCAT32242 A_95_P103822 TA12797_4097

33134 390 69 997 GGTGGTTTTGGCATGTCAGACAGTTGTGTATTTTGATCTGTTATGGTACTTATTTATATC 32248 A_95_P220662 TA21655_4097

33135 390 70 536 GTGTCTGATGAATAGGACTGCGCCTAATTCTTGTTTCTTAAACCTTTAATGGAATCATGT32250 A_95_P003861 TA12993_4097



33136 390 71 783 GAATATCTAGTGATACTATTGTTGGTTCTCTTGCATTCAAGCCCTCAATTTGCAGCAGTT 32252 A_95_P183437 TA13457_4097

33138 390 73 605 TTCCTCTTTCTTGGATGTTGTTTGTCGTGGATCTTCACTGCCATATTTAAGTGTATTTGA 32256 A_95_P297623 FG635703

33141 390 76 750 GATTGGGATTAGACTCTTAGTTGATTGACTGATTATTGATCAATGAACTACCAAAACCTC32262 A_95_P119357 DV162518

33144 390 79 737 CTGGTTTGAGCTGTGAAGTATAGGGGGTTTACAACTATTATGCACAGGTCTGCAAAGAGT32266 A_95_P154142 EC391392

33147 390 82 752 TCGAACTTCACTCGTAGTTTGTATTCAAGCAAAGCTAATACAGGTTCATTGTTGGCTCGG32272 A_95_P160632 EH619299

33148 390 83 519 GTACTCGCTGTACTTTAGGAAACTGAGTTAAACACAAGTTTATTGTATGGCCAAATGCCT32274 A_95_P201717 TA17483_4097

33149 390 84 763 TGTTTAATGGAACGTGGAAAATGGATTGCTTCCCGGCTCTTCAAATGCACACTGATTGGG32275 A_95_P269061 EB425806

33153 391 3 688 GTGCTTGAGTAATGGTCTGGTTGTCGCTGAACTAGTTTGAGTTTGTTTTAAGACGTACCT32281 A_95_P154082 EB684244

33156 391 6 393 CCTTCCGTCTCAAATTATTTGGCATTGTTTCTACAAATAGTTGTCTTAGATCATTTGGCA 32287 A_95_P094668 BP532823

33160 391 10 616 TTTCAATGGAAATCGATTCAATTCTTCTCGTATGGAGCTCGATTGAGTCCGACCTTTGTT 32295 A_95_P299628 FG641339

33161 391 11 827 AACAGCTGTTCTGTAGTTGATATACCTGGAACTGTTTGCGTACCATCGCACAGTAAACAC32297 A_95_P204277 DV159675

33163 391 13 760 GGTAGTCCAAATAATGGCATTGTGACTGGATCACCTTCTACGGCGAAAACAATTCAATTT32301 A_95_P295798 EB448312

33175 391 25 823 ATTTGTAATTCATCCTCGTTCGTCCTATTTCTCTGTCTAATATAACGTGCAGAATGTCTA 32324 A_95_P226959 EB451706

33179 391 29 770 TTGCATGCATTGATATCAAGCTGATGACGACAAACTAGATGTACATGCCTCCCCTACTCC32332 A_95_P287983 FG162013

33181 391 31 285 TAGTGGCAAATAATAAATCTAGCCACTTGCCGAAAAGCAAGAGTTGGAGACTACAGAGGA32336 A_95_P094778 BP532866

33186 391 36 231 GTTTCCTGAATGTTTTAGTGGTTTTTCTGATATCTGGTTTGGAGGATACTGGTTTTGGTT 32345 A_95_P121749 DW001844

33199 391 49 749 AAATCCTCACAGAGTTCAAAGGTCCATAAGCATTTGGGTGGCTGGTAAAGTACTGGAACC32371 A_95_P244682 DV157497

33203 391 53 842 CGCATCAGTCTCTTGTAGTTTACTCGTGATGAATCATCTATTGTTCACATTTTATAAACG 32379 A_95_P194287 TA15859_4097

33204 391 54 788 AATGGGAAAGATGCTGTATCAATAGGGCTTGTCAATTACTGTGTTCCTGCTGGTGAGGCT32381 A_95_P149352 EB679198

33219 391 69 582 AGTGGTAACAAAGTGTGTTATATAACATGTTGCTGGATCCAATTTCTGGGGTTGTTACTT32410 A_95_P160252 EH618948

33221 391 71 773 CTCGTGCTGTGATCTAGATGTTCTTAATAATGTGATGGAACTTGATATATTCTAGTCCAA32414 A_95_P149127 EB678813

33226 391 76 297 TCTTCAACGTACCTCATGAGAGCCTCTTGAACGTTGGACAAATTTTCTATGTATAAATAT 32424 A_95_P155327 EG650013

33228 391 78 647 TTTTGGTGCAATCTGGTAATTGAATATGATGTATATGGGAACCGTTGATACAATAAGGGT32428 A_95_P069310 BP137346

33230 391 80 242 TTTTATCTGCATCTTCCCTCGTAGAGTGGCGTCTTTTATAAGAAAAGACTTTCTCAGTGG 32432 A_95_P143512 EB446788

33233 391 83 397 TGTATTGTATGTGTGTGCTCGTTAGTGAGACTCTCAAGATAGTGTTAGTGGTTTGAATAA32438 A_95_P179152 TA12438_4097

33234 391 84 189 CTGAAGAAGCTGCTGTGACAGAATCAGCTGTAGTAAGTCAGGAATGTGCCTCTAATTTGG32440 A_95_P240990 AJ718050

33235 391 85 790 ACACCTCAAGAGAAGCAAGAACAAACAGCATTTATAGAAGAGATCAGTAGAACTGCGCCA32442 A_95_P247722 EB426856

33238 392 3 828 CCATGTAGAAGAATATTACATGAAGAGGAAGGAAGAGATGTTTCAGATCTATGATTAACC32282 A_95_P149977 EB424911

33247 392 12 557 TACTAAATGCAGCTAAGAATTACAAAGGATCCTGTGAAAATGACTTGACCTCAAGAATAC32300 A_95_P287523 FG637100

33252 392 17 457 CAAGTGCGTGGTGCTGGTGCTGACATAATTTATCAGGCATCCTCTGGTTTTAGATGACAA32310 A_95_P113532 CV021176

33253 392 18 375 TGAAATTGCTCAGGATTTCAAGACTGATCTGCGTTATCCAGAGTCATGCTGTGTAGGCTC32312 A_95_P110582 EB443620

33256 392 21 442 CGCGTCAGTTTTCCTCTGTAACATTTAACTTGTGGCTTACGTTAATACACTTAACTCCCT 32318 A_95_P099633 BP535009

33258 392 23 350 CTACACTGTATTGTTGACCTCTGTAGAAATTGCAAATATGGCCCTTATTTAAAGTGTTAC32321 A_95_P163722 EH622810

33261 392 26 1315 TCACAGATGACAATCAAAGAACGTGGTGGCAATAGGAAACACAGAGGCAGAGATGATGGT32327 A_95_P196327 TA16315_4097



33265 392 30 573 TTTCCCCTTGGCTTGTGGACAGTATAACATGTGCCTTACCTAAATAGAGGCAGAATTTGT32335 A_95_P188837 FG640417

33270 392 35 621 CCATCTGCAGGAAACTATTTTGATGAATACTACAGCTTTTTTATCCACAACTACTCAGTT 32344 A_95_P018871 EB435759

33273 392 38 806 TACTCTATCAAAGGGAGTTATTTTGGTATATGTAATTTGACAGTAGAGGTTCTTGGGTCT32350 A_95_P191557 TA15263_4097

33282 392 47 575 TGCTCATCTGGTGAAGTCTGATGTATTACTGTTGTGTTTATGTGACCTAAAGTTAGTGTA32368 A_95_P219262 TA21359_4097

33285 392 50 573 GTTTTGCGGATTTACGACTGGAAACCACCACTTCTATATTACCGTGCTCCTTACTTCCTC 32374 A_95_P019991 TA12644_4097

33288 392 53 889 ATTTTTTCTGTCCTTGGGTAAATGGAAATGTTGCTGCTGCTGGCTGCAGTAGTGGCAGTT32380 A_95_P213892 DV159446

33292 392 57 708 CAGGGAAGTTGACCCATCACATATTTCCTACACTTTGTTGTTGTAAATTTCCAATTTTTG 32387 A_95_P188332 TA14547_4097

33295 392 60 803 TTGGTAGTATCATATACATTTCATCTAATCCGCTTCGTGATAATGCAATGGTTTGATGGC32393 A_95_P013541 TA12651_4097

33300 392 65 238 GCTCTGATACTGTATTCAGACAATTCCAAATCATTTATCTCACTTTCCCTATAAGAAGGA 32403 A_95_P093973 BP532509

33302 392 67 804 ACACGTGTCATTCGTTTCACTTGTTAGATCTAGTATGTAATTTCTCTAGTACCACATTTG 32407 A_95_P290933 FG165317

33303 392 68 667 AAGGTGCTGGTATTCGCGACTATACTTCTCATATTAATCCTTACATCTAATCTTAATGAC 32409 A_95_P029586 EB450630

33305 392 70 1348 GTTGGAATTCTTACTAAGTTTTCTGGTGCTCTGTCTTGCGTCAAAGGACGTCCATGCTAA32413 A_95_P007541 TC55092

33308 392 73 889 GCTTGATTCAGTACTTCTGAAATTTGCTTTATTGCCCTGAATATTAGTGACTGATTCAGT 32419 A_95_P022701 TA15300_4097

33313 392 78 501 CAGTCTTAGTTGCCCTTATATTATAAACTTGATTCTTGTGGCACCATTATTATACGTGGG 32429 A_95_P132327 EB432791

33317 392 82 1044 CAGGTTAATGTTCTATCTAAAGCTTTCTTGCTCCATATCAAGTGAAAGATTTCTCGTGCC 32437 A_95_P007681 CK720596

33320 392 85 818 AGGTCCATTGATAGATCTCCGAATCTTCAGTTCCTCGAAACCTTCTTTTATCAAAATGAC 32443 A_95_P267856 DV162283

33323 393 3 783 TTTGACACCATGAAAGAAATTGGCGCTTCAGCAAATCATCTGCCGTGTTTCTCCTCATGG32448 A_95_P248197 FG160346

33329 393 9 847 CCTCATTGCTTAGAGACATGTAAATTTCACGTTGCAATGGTCAGTTTGTTATGAATATGA32460 A_95_P151507 EB681722

33331 393 11 2598 GGTCAGATTGAGTGGTGTTTCGGGTTATTGCCTATTTATTGTAAGAATTCTGTATTGAAT32464 A_95_P194047 AB120519

33337 393 17 581 CACCGTTTACTCAGACTAATGTTTTGCTCATTGATATCACGAGTGTGTGTGTGTGTATAT32475 A_95_P100998 BQ843069

33340 393 20 780 TTCATCAAGTTCTACTATGTGAGCTATCTGGTCTAGTGTAAGGACTTTTGTGACTTTTCT 32481 A_95_P157632 EH615687

33341 393 21 487 AGCTGTTATTCCACTTGTGATTTTTGTTCCCTTAGGGCTCCTTATTAATGTTTGTACTGT 32483 A_95_P001931 FG158502

33343 393 23 687 GCAGCATCTCAGCTGTAGCTTAGGTAAACACTTTGGCACAAAGATGTTGAAAAAATGAAT32487 A_95_P147332 EB451691

33344 393 24 838 ATTAGTAGAATGCAGTACACTCCAGGAAAGCTAATTAAGAATCTTGGGTCTTCGGTCTAA32489 A_95_P184432 EB679902

33348 393 28 142 ATGGCATCTCCTCCCCTATTTGGATTTCTCTAAAGAACAGAGAACAAATCGAACCCCCTT32497 A_95_P131172 EB431301

33355 393 35 884 GACATGCAGCTCTATTCTCAGTTGTCGTCATCAATTCTGTGATTTATGTAACTATATTCA 32510 A_95_P229054 DV160959

33356 393 36 771 GATGGCACATTAAATCGTAGGACTAGCGTTCATTTGGCACTTTTTATGAAACAAAGAATT32511 A_95_P022981 TA15621_4097

33362 393 42 510 AGCTGTTAGCTAGCGCGTAACACCAGCATATTCTATGGTTTGTATCTGAGTGTTAGCTAG32523 A_95_P048491 BP131925

33368 393 48 366 ATGGGAGATTATCCTGAACGTATTCTCTATTAATCTGACTTTCTTGAGAGGATTCCTGTT 32535 A_95_P182717 TA13286_4097

33370 393 50 813 AATAGGGAACTTATTAGTGCCCGCCTTTTCTTGAATTTTTCGTGCATGGAGGGAGAAAAA32539 A_95_P158042 EH616101

33383 393 63 1407 ATTGTTCTGGGGATTGTACTATGTCTGTTTGGAATATAATTGCGGCACTGCCCCTGTGTC32564 A_95_P028806 TA18865_4097

33388 393 68 592 TTGTACTAGATCATTAAACATGCTGTCCATTCTGTTGTGAGACTTTGAAATGTCTTTCCT 32574 A_95_P030341 BP534288

33391 393 71 269 TGTACTTCTGTACAACTCTTCACGTTTTGTGTTTCAAGATCTTTCGATGCTTCAATAAAC 32580 A_95_P027576 CV019980

33395 393 75 727 TGTTTTAGGCTCCGAAGCACGTGAAATGCCGTGTAAACACATCTACCATACCGACTGTAT32588 A_95_P139122 TA13961_4097



33396 393 76 290 GTCTGAAGGTCATGATGGCCAAGTGAGTTCCCTCTTCTGCAATTTACCCTTTTTACACTG32590 A_95_P058586 BP134512

33397 393 77 817 AGTTCCAGTATATAAGCCACCAGTAGTAAAGCCACTGCCTCCTCCAGTTCCAGTATACAA32592 A_95_P029951 EB425421

33400 393 80 711 TCAGATGCTACTGCAGAAGGGCCAACAGGAGGAACTACTTCTTATGCCTCAAACATTTCT32598 A_95_P302638 FG199999

33401 393 81 1494 CGGAGGTCATATAAGTTACACTTGATTCACTTGTGCTGTAATTTCTTCAGTCAATAACAA32600 A_95_P193732 TA15734_4097

33404 393 84 527 CCGCGGCACCGCTTGTCGGAAAATTATTACTAAATATATTTATTAATACTGTACGGAAAC32606 A_95_P063795 BP135877

33410 394 5 685 TTCGACTTTGGAATTGTCTGTTTATCTTTCTCTACTGAATTGTTCTAGTGGAAATGCAAC 32453 A_95_P014081 TA14640_4097

33420 394 15 618 ATATGTTTGGTCACGTCTTTCCGAGACAACGGCTACATTGATATTCTCCCCAAGGGACAT32472 A_95_P286838 FG642798

33422 394 17 124 GAAATTGAAAAGTGGTATAGTGTTCGTTTATAGTAGGATTGACTCTCTGGAATCTCCATA32476 A_95_P099948 BP535139

33426 394 21 205 GTGGTTAATATGTCAAGCCCACATCTGGAATGAGTAAACTTCTGAAGTTTCACATTTAAA32484 A_95_P140497 EB444396

33427 394 22 464 CGTCAAGTTCCTTTGTAACTTGTGCTTACACAATTAAAATGTAGTACATTAGAACTGCAC32486 A_95_P027741 CV017334

33430 394 25 762 GTGTATTTGTTTTGCACTGATGATGGTAACTGAACATACGACTGCAATTCTTTTAATTGC32492 A_95_P231639 DV999209

33435 394 30 779 ATCGGTTGAGCTTAAACATTGAGAGCTAAGTTATTTTGTCTGACAGTCTTTGCTTTTCAA32502 A_95_P234614 EB440260

33436 394 31 404 TTTATCTGATGAACAGAAGTTTTGGTCTCCAGTGTGGACATGGAGTTCGCAAAGGTTTAT32504 A_95_P091993 BP531595

33439 394 34 174 GGTAATTCCCCCACTCAAGGTTAGGCAAGATACTTATCTCGAAACCGCATAATTTCTTAC32509 A_95_P066330 BP136571

33444 394 39 1135 GGGGCGGACTTATTATCCACTTATTTGAATTGTGTCAGGGTTGTTTCTCGTTCATGAAAA32518 A_95_P192472 TA15458_4097

33445 394 40 615 TACTGGAAAATTGCCTTGAGAACGGAAAAATGGGGGAATCTGCTCCTTTTGGCGGTTTCA32520 A_95_P161507 EH620230

33462 394 57 704 TGTGACTATGAGCACTGGTGTCAGAACTTGCCCCTTTTGTTCTTTTATATGCGCCTTGCA 32554 A_95_P029451 TA16734_4097

33467 394 62 472 GTCCCTAATGTCTCTTGGAGTGCAAAACTAAAAACTTTATAAAAGTTGATCCACTTGGTT32563 A_95_P231659 TA21544_4097

33476 394 71 752 GATTAATGAGATTTAACGTGTGTCAAACATTTTACTAGTAATAGGTTCACGTACTGTCGG32581 A_95_P012246 TA12837_4097

33477 394 72 557 CAGAAGTGGAAAGTAAACTAGTGTCTACTTATATATCAACTTTCACCTGGCCTTTTTACA32583 A_95_P162652 EH621646

33483 394 78 464 GTGCGGAAGTCTATGAACCTATTCTAGAGTACTTCATGAGATATTTTCCCCTTTTTTGGT 32595 A_95_P077370 BP527229

33484 394 79 198 AAGGCAATATGCCGCGACTTTGCCTCCGTATTCCTTTGAATTATGTCCTTTTTATGCTTG 32597 A_95_P146462 EB450529

33486 394 81 901 GGTGATTGAGGCTACAGTGATTTGTGTGATTATTTGGAGTCAATTATTGATGAACTACGC32601 A_95_P234674 EB679714

33496 395 6 448 CTGAAAACAGCATAATGGTGATTCAAGCTCCTCTCCCCTTGCAATCTGTGAACACTTCCT32620 A_95_P261966 BP134254

33499 395 9 537 GCTTTTCCTTCAGAAGTGATGTGTTTCCATCATACTCCATGAAAATTGCATTCAGAAGAA32625 A_95_P025926 EB683701

33501 395 11 780 ACTATTCTACGTACCTGCTATATGTCATCTTGTATCGTGTAACTCTGCCTATTAACTTGA 32629 A_95_P136562 EB440327

33502 395 12 453 CAAGTATCCTTTGATAGTGATGCATTCTCAGAGAGCAGTCAAAAGCTTATAGAAGAGAAT32631 A_95_P106972 EB678624

33508 395 18 643 GCACGATGAGAGAATTTCCTTTTAGAAGGTTTTCCCTACCTACTTTTACCATATAGCTTC 32643 A_95_P162302 EH621253

33514 395 24 784 ATAGATGTTGGAGAAGCAAAATGTCGTCAAGTGGTTAGCGGCCTGGCAAAGTTTTGCAGT32655 A_95_P200907 EB679375

33516 395 26 1064 GAACAGTGTTCCTCTAGATATGGAGTACACTATTCATCTCACTCATTACTATTCATGCAA 32658 A_95_P024511 TC65064

33521 395 31 187 TTATTGCTTACTCTTTCACTTTCATTTCTAAATCCGGCTCGCTCCCGGCTACGGTTTGGA 32668 A_95_P143862 EB447050

33528 395 38 914 AGCATTGTTTTATTCTGTAGACAGTCTGCGGAGCGTGTGAATATAAGAGATGATTAGAGC32682 A_95_P208857 TA19061_4097

33532 395 42 441 ACTCATTACACTTGCAATTGGTGAAGTGGTTTTTCTCCATCTTTTCTGATTTTTACCGTG 32690 A_95_P260426 BP128766

33533 395 43 742 CTTGGATTTACCATTGAGTCAAAGGATTTCTCTAACAAAATGTTTGCGCTGTTCTACCCC 32692 A_95_P190302 DV160394



33538 395 48 495 CGTTCCTCTTTCATATTTTCACCTCGAAACTTAACTAGGAGCTTTCACCTCAAAAAATAA 32702 A_95_P231519 FG644421

33542 395 52 852 GACAGTTGCGCCATTTGTAACTATGTTATCTTGCCATATATTCTTGGAAAGAAATCTACT32710 A_95_P272821 EB678607

33545 395 55 268 TTGGAGAGATCACAACCAAGCCACTGTCGACTATTAGAAGATAGTACGTGACACATGCAG32716 A_95_P004741 EH663814

33548 395 58 898 TTAAATTTAGTCTTTGGATCTACTATGCCGGTTGCCTCTTGTTTTTGGCCTTTTGGGCTG 32722 A_95_P237019 DW001784

33550 395 60 923 TAAGATTTGTATCTAGATTGTGAGAGAACACCATCATTCTGTACAACTGGGTTTGCCCGT32726 A_95_P207942 TA18857_4097

33551 395 61 734 CAAAAACAGGGCTAAGAATGCAGGAATAAGCAATGATCCTTCCCCAACAACTTTTGATAA32728 A_95_P152962 EB683281

33552 395 62 1308 TAGAGTTTGTAGGATTTTACTGGGCCATCATTGTTGTTGGCGTTCTCGTAGAGTTGTGCG32730 A_95_P026671 TA14564_4097

33555 395 65 510 GGTTATTTCGGTCCTACACGACCCCAACTCGTATAAAAGGGGTTCTAAATCTAATTTGGA32736 A_95_P028211 EB434870

33557 395 67 850 CCTTTCAGTTTCATTTTGTATGTATATGTCACTGGTCCATATTGTTGTTGACACTCGGCA 32740 A_95_P206787 TA18594_4097

33558 395 68 0 CTTTGTTGAACTTTTGCTACAAATGGAAGTGAAGAAAGTCTATCTATTACCTAGCGGCCG32742 A_95_P243282 A_95_P243282

33560 395 70 882 ATTGCATTGTTTGCCCTAATGATGGCCTTTTTGATCTTATTCGTATTCTAAGTCCGTTAG 32746 A_95_P207852 TA18834_4097

33562 395 72 706 AACCCTGGTTGCTTTCGTCTTCGTTGAACTAACGAGTGTCTCTATAGCATTTCGAGCAAA32750 A_95_P123467 DW003324

33566 395 76 391 ATTATTTAGGAGGCTGGCATGTTGACCGACTTTAGCATAAATCAGTTGAACAAATATAGA32756 A_95_P094308 BP532663

33568 395 78 550 GTTTCTCCTGCTCATGTGAGGGGTACTTATGGGAGTTCGATCCAAATAGCAACATGTCTT32760 A_95_P145712 FG145527

33572 395 82 793 GAGCATCCTTTGTACTGTGGATAATCTGAACATGATTACTATTCTATCAAGGAACTGTTT32768 A_95_P010561 TA12867_4097

33574 395 84 456 GATTCATTTAGTGGTTCTGTTGCTTCATGAATACTTCTCCACAATCCCACATTCTATGAA 32772 A_95_P275633 AM794030

33577 396 2 801 GGTGAGTGATTCCACTTGTCATTCTTCACCTATGAATCCATGTCATTATTTATATTTGCA 32613 A_95_P244332 EB681743

33578 396 3 631 GCCTACACCAGTGTGTAATTCGTCTATCCTGGGAGGAAATAATCTATAACCTTGGGTACT32615 A_95_P261536 BP132658

33581 396 6 675 TTGACCTGTGTGAGACTTTGGAGAATATGGTCGCCCATTGATATCCAGAATGGGCTTCAA32621 A_95_P061635 BP135311

33582 396 7 740 CATCTTTGAAGGAAGGTTCGTTATGGACTTTTTGACAGTATAGATATTAAAAGTCTCGAG32622 A_95_P188857 TA14662_4097

33584 396 9 796 CTCGCAGAGTTTAATCCAAAAGGTGGACCTGTATCCAATTTACTCAAGTTCTTGTGTGCT32626 A_95_P137277 EB440987

33585 396 10 176 GAGGTTCATCCCTTGTAAATATCACCATCTAAAAAGGTGAAAGACCAATTCTTTGCTATT32628 A_95_P045361 BP131117

33588 396 13 927 CATTTCTCGGGATCATCCTATTTTCACAAAAATGTTGAATGCAACTGCGCGGGATTATAT32634 A_95_P186582 Y16644

33590 396 15 1103 GAGAGAAATTTTGACGTTCACCTGAAACTGTTACATCAAGTGAATATCCATCATCTGATC32638 A_95_P030831 TA13620_4097

33597 396 22 93 ATAAACACTGCGGTTTATGGTGTCAACATCTGTATGAATACGCACAACAGCAACTCGGGG32652 A_95_P106122 CV017766

33598 396 23 333 CGCCCCCCTTGGATTCATTTTTAAGCATGCTTTTATGGAGTTTTTGGGCTGGAATTTTTT 32654 A_95_P062525 BP135537

33605 396 30 558 TAGTGTTACAGCTTTGCTGAGAATATGATTGGAGAACTGAAAATGACTGAGATACCATTA32667 A_95_P024791 TC65629

33606 396 31 314 GTAACCCCTGCACTTGTTCTAAAATGAACAAATTACATCTTATTTAAGCAGAGATGGATG32669 A_95_P109182 TA11726_4097

33610 396 35 129 CTGTCTGTAGTTATCAAGAGGATTGCAAATTTGACATTCTGTAGCTTAAGTGCGAATAAA32677 A_95_P004681 EH623011

33611 396 36 555 TATAGACACATTCTAAGTCAGTTACCAGTATTATTGATTGTCACATCTGACATTTCCCCT 32679 A_95_P055586 BP133737

33613 396 38 427 GCTCACCATAAGTTTGAGCATGCTTGACACCTTTAGATGTTGGTTTGGTCAAGGGATGTC32683 A_95_P078685 BP527577

33617 396 42 557 CCATATGTTGCAAGTGTACAGATGGGCGGAACATACGTATTGCATGCGAGAGATGTTACA32691 A_95_P220522 TA21625_4097

33619 396 44 680 CGCTGCTTGAGCACACAGATGTTGCAATTCTTCTTGACAATGAGGCCATTTATGACATTT32695 A_95_P259691 EB441978

33621 396 46 775 TGGAGTCGTTGCGAAGTACTTTGGAGAAAGTAACCCAAGAAAACAAACAAGCTAAGAAGC32699 A_95_P287633 DV162026



33625 396 50 471 GAATTGATTTAAGCCTTACATTAGGTCAATAAAAGCGACCGTGCTAGAACCACGGGACTC32707 A_95_P212432 TA19835_4097

33629 396 54 1629 AATCTGCACCGTATTTGTTATTGTTTTCAGCAGTTGAGATTGAAGTTTCTTGCATATTCC 32715 A_95_P026006 TC63890

33634 396 59 373 TAATCCAGAAATTTTAATAGCTGAGAATCTGGTTCCATCAACAGTTGTAGACCTAGAAGA32725 A_95_P219072 EB429767

33636 396 61 444 CATGTTGCACTCAATAAGCTCCCATCTTTCAGACTGTCATGTAGCAAATGTTCATCGATT 32729 A_95_P081805 BP528356

33643 396 68 430 CTCGAATCTAAAGCTTGTTTTCAGTTTAAGTGGGCGTTTGGACATAAGAGTTGTAAAATT32743 A_95_P021206 TA16556_4097

33647 396 72 641 GTGTTGTAGAGCTTATGATTCGGTATTACCAGTTCTAGGGAGTTGTATTATGATTTGATA32751 A_95_P216587 TA20739_4097

33652 396 77 311 GACCCCCTTTTGTTCGAGGAGTATTTGGAGTTGCTTTATTAAAAGTGTGCTAAAACTGCC32759 A_95_P142507 EB445957

33653 396 78 513 AAGTATAGTTAAGCGAGCTGCTGCTCCTGCCCCTATGAAGAAACAAAAATCTAAGAACTT32761 A_95_P085385 BP529267

33655 396 80 875 TAATCAGTGATGATTCACGATACATGACCGGAACTTCCATCTTTGTCGATGGTGCCCAGT32765 A_95_P227899 EB425854

33659 396 84 479 CTTCAAGTTCTGACGATGATGATAGAGAATCCAGAAAATCAAGGTCTAAGTCCAAGAGAA32773 A_95_P055926 FG638526

33663 397 3 169 ATAGTTAGTTGAATGTGTTGCTGATGGTGGCAAGAGAGGGTTTATACTTTTGGTTGTGTT32780 A_95_P034384 AJ718656

33664 397 4 127 AGTCTTTTCCATTTCTTGATTTTTTGATGTAATAACGGGACTGCGGACCGGAACCTCGGC32782 A_95_P132642 EB433192

33666 397 6 806 TTATCAGGAAATGAAGAAACTACTAACATCGAGAGGTTTGTTGCTGGTGCCGCAGCTGGA32786 A_95_P271561 EB680569

33667 397 7 933 CCTTGTAGGAAGTCATGCACAGATAGGTCGATGATTTGTGTTCTTGAAATTACATTAATT32788 A_95_P210552 TA19421_4097

33669 397 9 255 CAAATCTTTGCACTTTTGCCCAGTTAAATGGAGAAAACGAGATTAACCATCTTGTAGTTT32791 A_95_P183887 TA13558_4097

33671 397 11 459 AACGATATGAAGTTTCTATTCATATCTTTTGAATGTGGACCTCTATCAGTTCGGATGGAC32795 A_95_P114012 CV021400

33675 397 15 403 GCACTAAGATCATTGAGGACGAAGATTAAGCTATCTATCAGTAGTGGAGAATGATTAAAA32803 A_95_P001426 FS435766

33678 397 18 1123 AAATCCCCTTGTTTGGATTCCTGGCTCCGCCTCTGTTAATTGTACTTTGTATCCATAGTG 32809 A_95_P223477 TA22259_4097

33680 397 20 552 ATAAAGTTGGTTGTCTTTGTCTTGTACCACATTGTGTACAAGTCTCCTATTGGAAAACGG32813 A_95_P006086 BP129770

33686 397 26 491 CGGCTACTTTGAGCAGTCGCTTTGATAGTAACTGTTTTGACTATGTTTGTTAGTTGTCTA 32825 A_95_P121557 FG639297

33692 397 32 589 ATTGTTGGTTTACTTCTTTTTTAACATTCATATTTTGGTCAACCCGTAACACGGGAGTTG 32837 A_95_P153362 EB683645

33693 397 33 409 AAGAAAAACATTCTTGGATGGAAATTTTTCACAAGGCAGCCAACTGCATCAGGGGATATT32839 A_95_P213922 TA20151_4097

33695 397 35 622 GACAACGATAATCACGGCATCAGGATTATTGGAACAGTTTTAACATTAGTTGAACAATTC32843 A_95_P203637 TA17895_4097

33696 397 36 717 ATAGTTGGGTCAATCCCTAATATGCATCCTCTATCCCTATTCTCTTCTATCCAAGTTGAT 32845 A_95_P246102 DV999520

33697 397 37 950 ATATAATGCAGCCCGACCATTGGATCAAGACTTGCTGTTGAGTTGAGCCATCTTGCTTTT32847 A_95_P212512 TA19852_4097

33703 397 43 316 ATGTGTGGGTATCGGTGGTTGGATGTTCATTCCATCTGTTAGTGAAGCAGTTCAATTGAA32859 A_95_P143467 EB446762

33704 397 44 0 AAATGTGCTAAAGTGCCTCTATCTTAAACAGGGGACTCAAGCCCTGTTAGTGAGCATGCT32861 A_95_P303643 A_95_P303643

33707 397 47 659 TCAACTTCTTCGTGTTGAGCATGTTCTTGGATACTCTTGTTCCAAATCACCGTTTGTCGC 32867 A_95_P221787 TA21893_4097

33712 397 52 462 ATTGCATTTAGTGAATTCCTCCAGTGAGGTGGTTTGTGAATATGTCTCTGGCCAGAGTTC32876 A_95_P078755 BP527595

33713 397 53 755 TGTACGGAGTGAGGGTTGTAACTGTTTTCATATGTAGCATCTTTGCTGTTGCATTCTCAG32878 A_95_P179737 TA12574_4097

33714 397 54 728 GGACCAGTCGGATCATTTTTCAAAGACCCAAAAATTTCTTTCTTGAACACATTCGAGCTT32880 A_95_P273586 EH623052

33717 397 57 504 GCAGCTTTTGAGGAGCATTTTGCTTTAGTTGATTATATCCGACTTCATTCCCCATTCTAT 32884 A_95_P290948 DW001994

33719 397 59 495 TACCTCGGGGCTTACTAATAATTTGACATTAGAGTTTGGCCCCGGCTTTATTTCCCTGTA 32888 A_95_P031521 EB428123

33726 397 66 579 CTTTAATTTTAGTTTGTTGGAACTGTGTTGAATTAGAACTAATAATGGACTGTTCCGGGC32902 A_95_P303368 FG635441



33731 397 71 618 CAACTTACCCTATTGTCTGACTTTAGGGGCAGTTTGTTTGAAATGTTACTTAGCTTCTTT 32912 A_95_P005096 EB438050

33735 397 75 586 TTCTCTATCCCAACAATGTGGAGAAGCGTGGGTCTTAAAGTCAATAGGAAAGAAATGGAC32920 A_95_P064550 BP136082

33737 397 77 640 TTACAGACCTGGATCTTGTGGGGCTTCGTCTCCAAATCTGGTGGTATGTCAAATGAATTA32924 A_95_P160697 TA13067_4097

33741 397 81 135 CTAGATTTGCAATATGTCTGGTTAAGGAAGATACTTGGTTATCAGTGCTTATAGAACTGT32931 A_95_P130212 EB430248

33743 397 83 554 TGGATGTTGAAGCACTTAACCCTTAGCTTTTTGTAATTTGTTGCTTCAGAATGAAAATGG32935 A_95_P303523 FG639260

33744 397 84 936 CTTCTGCATCTTGTAAAAATTGTAACATTTGACACTCTAAGGAGAAGGCAATATCAAACG32937 A_95_P015126 DQ676843

33745 397 85 437 GCATGAGGGACTCAAGTCTAAGATCCACGCTTATGATATAAAAATACCACATAAATGCTA32939 A_95_P074160 BP526396

33746 398 1 565 GTCCAGTTAGGGTTGCATTTGAAATTTGTGGTATGTAATGGACATCTATATCAAGAAGGA32777 A_95_P026886 FG636167

33747 398 2 786 GCTTGTTTGTACCAGAGTTTAGTTCTGAGGACAATTGAAATGTCTCTGTATTTCAAGAAT32779 A_95_P232829 EB681870

33749 398 4 704 CAACTTGTATCTAAGGCAGCTAATCATATAGTCATGGATTCTATATATCCTCTTGCAATG32783 A_95_P121262 TA14088_4097

33757 398 12 786 TGATAAGCATGTTAGCCTCCGCTTTCTACCATATCTGTTTGACATGTCATTAAATTATTG 32798 A_95_P227299 EB425838

33759 398 14 841 TATGATTATCACTGATAAAAGTCCCGTTCTTCTGCATGATCGTGAATATCATCGTAGAGA32802 A_95_P250272 FG146441

33762 398 17 464 ATATTACCGTGCACAGTCTGATGTAGATGGTCGTAAGAAATGTCATAACGTGCAAACTCG32808 A_95_P114277 CV021525

33763 398 18 859 ATCATTTGTATTGCTGGGCTGTCGGCTCGACTATGACCTTTGTGAAAAATCCTGCGTCTT32810 A_95_P272101 EB447618

33764 398 19 189 ATATTTGGATATGGCACCCCGGAGAGGGAATTGCAATACCCAGTTTGTGGATCAAGATGA32812 A_95_P098603 BP534568

33769 398 24 374 AAGTCTCATGATGGGTCTCAGATACCAGGTAGCTTCTTTGAACCGAATGCACAAGAGGAA32822 A_95_P081960 BP528395

33771 398 26 817 GCTGCAGTTCCTGTTGTTTTGGTTGAGAATAGTGGGAGATGCAACAAGAATGAAAGTGAC32826 A_95_P200122 DV161462

33773 398 28 1166 TGCAATCTATTGCATCAAATTAATTTGGACCTGCAGTAGAAGTTGACTTTGCATATGAGT32830 A_95_P026061 TA12472_4097

33774 398 29 370 TGGCTAATGGTTGGTGTGCTGGCACTTGGGCTTGTTCATCTGACTAACTTAAGGACAAAT32832 A_95_P110772 CV019890

33776 398 31 796 TCTCTGGAGATGATTGTATTGCTGTTAAGAGTGGCTGGGACGAGTATGGAGTTGCATTTG32836 A_95_P138702 TA14953_4097

33779 398 34 687 TTGTACTAATCAAAAGCCTTGGTGCAGAAAAAGTTCATAGAATGAAAAATCAGCACAAGG32842 A_95_P037706 BP129074

33781 398 36 436 GCAAGAAAACAAGCAAATTGCTTGGCCGCCTTCACTATTTACATTTACTCTATTTTGAAT 32846 A_95_P001781 TA17156_4097

33785 398 40 315 ATACAAGCAGAGTGTTATTGAACAATAGAAGCGCGGCATACAGATGTTATCATCTGTTTT32854 A_95_P027531 EB431655

33786 398 41 702 AGCTAGTCGAGATGCCACCCTATCCATGTCATTTTGCATTGGCGTGTTTGAATTGGTCAT32856 A_95_P268386 EB677398

33788 398 43 668 ATCTGAAATGAGTCCGGATACTCGTGTTAACTGTGTAGCACCGGGTTTTGTACCTACACA32860 A_95_P252294 EH616432

33792 398 47 850 ACAAAATAGTGATCCGCTCCTATCATGCCACCTCAGTGTGTTATGCTGCTCTCATCACAT 32868 A_95_P300513 FG159785

33794 398 49 800 GATGTGATGCCTTCCTTGTACTTGGTTCATCTATGATGACCATGTCTGCTTTCCGGCTTA 32872 A_95_P117017 DV159809

33797 398 52 328 TGGGAAGCATTTGTGTGAACCCTTTCTTTGGAGAAATCTTGTGAGGTTATTCTCTTAGGG32877 A_95_P040866 BP129944

33800 398 55 719 CTCAAATTCCTTTAATAAGGTATGGCATCATTTTTGTAGGCCTTCCATTTTTGTGGTTCT 32882 A_95_P117797 DV160754

33804 398 59 875 ATTTGGTAATAAAATCCACCTAGATGTTTGACGGTCTGTATAAGAAGTGTTAGTGATGAC32889 A_95_P207052 EB425446

33806 398 61 973 TCAGGTTTGCCCAAAAGGGTCATGACTGTAACTTTAGAGTGTTAAACAGAAAGTATCTTT32893 A_95_P027431 TA16517_4097

33807 398 62 861 AAGAGACCGAATTCAAGAACAGATGAGGACCAAGAGTATAAAAGGGCTTCTATATGACAG32895 A_95_P013466 DV157572

33808 398 63 714 GGATGGATGTATTAGAACATTTCTCAATTATGGGTTGCCAATTCGTTTTTGAAATCTGGA32897 A_95_P117112 DV159902

33812 398 67 719 TAGCATTGAGCAATGCCTGTGGAGGAATGCTGATGCTTTGAATTTGTTTATATAGATACT32905 A_95_P231199 EH624190



33813 398 68 454 CCAACATAGTATAGGTAAACTATGTATATAGTTTTCTAGCCTTCCACGCAGCTTTTTTCT 32907 A_95_P265901 BP532057

33816 398 71 599 TGATGGGTTCTGATCCATCATTTCTTGGAATGAGGAATGTGGAAAATGATCTAGTTACCA32913 A_95_P044291 BP130840

33819 398 74 218 CATTTGGATGTTGTACATATTCCCACTTTATTGTCTCACAGAATTGTAGCTTGATCTGAA 32919 A_95_P031811 CV020968

33820 398 75 0 CCGATGGATTTGTATCTGATCTGCTCCTGCTCACGTGACGTTCCTTTAACTGATTGTATA 32921 A_95_P242542 A_95_P242542

33822 398 77 937 CTTCAAGGATACAAAAGAATGTAACTGAGATAATAATAGAGACCAATGAACGGAGCTCTA32925 A_95_P026196 TA18849_4097

33824 398 79 398 TCTGCAGCTTCAGGTTGCTATGCAATGATCAAAGAGCAAAGTTCAAGATTCTATATTATT32928 A_95_P104612 CV017094

33825 398 80 1197 ACGCATTCACAGGTGAAAATGAACCACGCCGGCTATTGCCAAATAAATTGCTTAATTCGA32930 A_95_P030001 TA14249_4097

33826 398 81 429 GGAATTTTGAACACTTCCTTTCAGCCTACAAGCACTTATTTCGTAGCTTTACTTTTCTGG 32932 A_95_P113447 TA13685_4097

33831 399 1 362 TAGGTTCCAGTTTTCATTGCTGAGAGTAAAGATGTTACTCTGATTTTCTGATTGTCTGCT 32941 A_95_P219672 TA21444_4097

33838 399 8 572 AGAGTTGAATGGTGAAGTGGAGCGCTTAAAATCCGAGATCAAGTTGCAGGAAAATGCTAT32955 A_95_P122212 DW002241

33839 399 9 277 CCCGGTTACATTAATATGAACCCTTTTCGTGTCAAATGAATTTTGATTGTTAGATGCCAA32957 A_95_P022556 AM812473

33841 399 11 2103 GTCTGTTGTAGCTTTCAGTAAATTTATCCTCTTTCTATTTGACTGCATGGTAAGGAGAAA32961 A_95_P032446 AB084669

33842 399 12 536 TGAAGGAACAATAGCAATATGATTACCATTAGAAGAAACAGGGATTTGCATTGATTGGAC32963 A_95_P088143 FG637946

33845 399 15 958 ACATTCTGACAGATTTGGGAAATAACTGTATCATTATCATTCTGACTTATTTGGGGTTGG32969 A_95_P205717 TA18349_4097

33849 399 19 457 CATGTAGAAAGATACTTAGCTCTGTGATCTTGAATCAGATCCGTGACATGATGTATGTTT32977 A_95_P197442 TA16562_4097

33850 399 20 152 GAAAACAGAGTCCGCGGCTTGGCTATGCCTGAGTTTTGTACTAGTATATATTGATTTTTT32979 A_95_P162057 EH620807

33851 399 21 437 GAATTGGATTGCTGGTTCCTTGATTTTTGCCAAAGCACCAGCTGCTTTCCCAATTTAGTA32981 A_95_P156777 EH614792

33857 399 27 728 TGTTGCTGTTGCTTGATAGGAAAATTCTCCCCTCCACTGGAGGCATATGTCGTTTACTTC32992 A_95_P144817 EB448343

33864 399 34 826 ACTTTGCAGTCTATGAATCACTAAAAGACTGGTTGGTCAAAACAAAACCACTTGGTCTCG33006 A_95_P128722 EB428457

33865 399 35 386 GGTCTTAAATTATTTATCGTTGTCGGGAAAAATAAACTAGTACTAATCGTTCAGAGCAGC33008 A_95_P098438 BP534475

33867 399 37 823 GCACCGGTCAATTGGTTCCGTTTCACGTCATAATTGATTTTGGGTATAAATAAAAAATAG33012 A_95_P028821 TA19898_4097

33871 399 41 764 ATATTTACTGTATGTATCTGTGCTGTTAGAATGTGTTCGATCGTTCTTCGGGGATGACAA33020 A_95_P237194 EB447792

33876 399 46 728 TGTTTCGTTTGTAAGTTGACACCTAGGCCCTTTCATCAAGTTTCTACTTTGTGAGCTATT 33029 A_95_P012366 EB683912

33877 399 47 875 GATTCATTTAAAGAATAAGATCATCCCGATCTTTGAGTGATGTATCGAGTATGCTTTTGG33031 A_95_P022941 DV159900

33879 399 49 842 AGCATGTATTGTTGGAGTACACTTTCTTGAGTTCACATGATAATTGTGATGTCAATTTGC33035 A_95_P025271 EB678939

33881 399 51 784 CCTTCGCCATATGAATACTAAGTAATAATAGCATGGCACTTCGAATTCGATATGAGAAAT33039 A_95_P241764 clpP

33886 399 56 166 GGTTCTTTTTTAGAGAATCGATGAAACTTGGTAATACCACCCTTGTCTAAGGAGATTTCC33049 A_95_P259796 EG649566

33888 399 58 459 TATCACTCGAAGTGGAAGCTTGATTGTCTATGCAGGAGCTGTGATCTTGAAATGAAATAT33053 A_95_P124782 DW004581

33893 399 63 293 TAATTAGGGTTGGGGTGCTATTTTGTGGTAGACAATCTCCTGGAGGACACAATGTGCTAT33063 A_95_P166822 EH664045

33894 399 64 842 TCATTCTGGTCAGGTTGGTAGTTTCAAGATGGTATCTGCTCTGAGCTCATTATCGTCTGG33065 A_95_P294653 FG167397

33895 399 65 1510 CTATATTGAGTTTAGCAGAGCTATTTTTCTCTGGAAGGAAAGCTTTTTGCTGGTGAAAAA33067 A_95_P189107 X79136

33898 399 68 611 CTGGAAAATCTCTTGGTGTGATTGGATTAGGTGGTCTAGGTCACTTAGCAGTGAAGTTTG33073 A_95_P131577 FG642025

33900 399 70 587 CTTTCTTCTAGGAATGAATGATTTCCTGGGAGTTTCTGGTATGGTGGAAATTTCATCTTT33077 A_95_P194582 TA15926_4097

33902 399 72 138 CAATGAATGCAGAGCAAAGAGCCATGTTGGATAAGAGAAGGGAAAATGGGGGGAATTTTC33081 A_95_P064900 BP136185



33905 399 75 647 CTCACCCATCCAAACCCAATACTTTTAGGGGTCATTTGTTTTGCAGTATAAGAAAATATA33087 A_95_P215652 TA20535_4097

33907 399 77 824 CGGAGGTGTAAATTTATGTTGTAATACAGAGAAGCATACAGATGTTGGAGTTGGGCGGCG33091 A_95_P219187 EB424825

33909 399 79 879 TGTCTCTGTTAAATTTGTAGATGGTGGTCAAGCTGGAATGTATCCTGCAAGTGTAAGGTT33095 A_95_P227484 FG148811

33910 399 80 516 TGGATTCAGATGCAACTACACGCTCAGCTAATGATTGTGAAGAAGGCACAGGTTTATTGG33097 A_95_P088193 BP529983

33911 399 81 1802 TCAGCCTCTCCATCAAATCAACAATTGTAATGAGTTGGAATAGCAATGATGATTAAATCG33099 A_95_P013046 TA12291_4097

33912 399 82 736 GTCCATAGTGTAGTGGCTGATGATATTAGATGGAACCTACAAGTTGTAAATATATGAATG33101 A_95_P144427 EB447794

33916 400 1 259 CTGGATTCTAGAGGCTCAGATTCGTGACACCGGGTCCTAGTGAGATTATATTGTGTACTT32942 A_95_P095023 BP532982

33917 400 2 818 GCCACATCTCCAGCCTTAGCTAGTGTGTATAGTAATAGGTTTTTTCTTCTCGTTCTTTTT 32944 A_95_P117822 DV160789

33919 400 4 553 CATGTATACAGTCAATGAACATCAAATCAAGTGCTCCTGGACTGATAAAATAACATGCTA32948 A_95_P067645 BP136931

33924 400 9 751 AGATAGATGATATGGGTCTTCTTCCTCGTGTGAAGGGTCCTTCATTGTTAAGAGCAATGA32958 A_95_P272511 EB450536

33926 400 11 253 ATTGCACGGACTCACATGATGCCTCCTTGGTTTTCCTATGTTGATGCAAAAACAGGAACG32962 A_95_P034474 EG036055

33933 400 18 831 TTGGGTTAGCATTAAGGTGTCATCTTGATGATTTTAGGTTGAGGTCTACTCCTCCTGCCG32976 A_95_P118817 DV161889

33937 400 22 576 AAGATGCTCCCTATACGGATTCATTTGATTGACAATTGCTAACGCTCATATTAAATAGCC32984 A_95_P029716 DW002421

33944 400 29 747 AGCATCGGATATTTGGGTGGAAATGCTGATAGATGGTTGCTGGTTTCCTTGAGATGTTGA32997 A_95_P292033 FG163963

33945 400 30 551 CCAAGGCAAAGGATTTATATGTTCTATTGACTTTGCAAATCTATTTTCGCGACAATTTGC32999 A_95_P261376 FG644419

33947 400 32 1450 CTCTTATTGATTTCTGTTGGTGATTCACAAATCTCAAGTATAGGTGTAGTTCAGCCAAAA33003 A_95_P233929 AJ438613

33952 400 37 944 GCCTCACATTGTTTAAGTTGAGTTTTGTTGTGACGATCTCAAAATTTTGCTTCTTGTTCT 33013 A_95_P012756 TA11902_4097

33953 400 38 477 TTATCCCAAGCCCAGACGTGCAGTGGAAATATAAATGTGATTTGTGCAATACATTGATCA33015 A_95_P125192 DW004988

33956 400 41 773 ATGTTCAGTTTTGCCCTTCCAGTGCACAGAGTTTGCATGTGGAGATGATCTGCTTATACT33021 A_95_P262681 FG144321

33957 400 42 1980 TGTAGCCGAGACCAACTAGCTATTTGTGTTATAGTGGCAATATCAGCAAGTCTTAAAATT33023 A_95_P192562 AJ289864

33959 400 44 426 GGATGCAGTTCTTACATCTTGTTATCTTATTAATCGTATGCCATCTTCAGCTATCCAAAA 33026 A_95_P084300 BP528983

33964 400 49 199 GTTTATGCTTCCATAGATGCTATCTCTCTATCTATAAATACTGCTGCTCTTTTGAAGCCG 33036 A_95_P140242 EB444197

33965 400 50 1065 GACCTTATCATTCACTTACACTCGCTGTTTGCAGAAATTATGGTTTTTGTTGGAATAAGT 33038 A_95_P305248 EU700060

33977 400 62 907 GTGCTGTCAAGATGTATTAATATCTGTGTTAAGAATGACCACCAGTACTTTCGCAATATT33062 A_95_P012226 TA15480_4097

33978 400 63 409 ATACGTATCATTGGACGATGATCTGCCTCTTGCTCAATTCGCTGTTGCATTTAAGTGGAG33064 A_95_P001881 AJ719181

33979 400 64 802 GTCAAATGAAGAATATGCCACATCTCCAGCCTTAGCTAGTGTGTATAGTAATAGTTTTTT33066 A_95_P151582 DV160789

33980 400 65 1110 GAGCCGTTTAGCCCTAAGAAATTTTTCACTTTTTTCAGAATCAGTGATTAGCCAAGAAAA33068 A_95_P197967 TA16677_4097

33981 400 66 596 CTCATTTGTTGGGACGTACAAAAAGTTAAGGAAACATGTAAGGCGGGAGCATCCATCAGC33070 A_95_P146107 FG148780

33984 400 69 800 GAGTAGCACCACAGCTATTGCATGTGGATTTTAATTTCTTAAGAGTTTTTTGCTTGATGA33076 A_95_P259136 TA11961_4097

33990 400 75 690 TCAAATAAACATGTCTGTTGTGTGTATTTCTTGCCCCACGGAGAATTGTGATGTGTTTGT33088 A_95_P009046 DW002310

33991 400 76 390 TGACAAGGTTATGTACATGCACAGAAATGTAAGGTCACTTATGCTTCAACTCTGAATATA33090 A_95_P131502 EB431801

33995 400 80 353 CTCCCATTCGACCAACCTCAATGGAGTGTGCAATAAAATTTTCCTTTTATTGAGAGTGTA33098 A_95_P096193 BP533515

33996 400 81 705 TCTTAGTCCAAGAATTTGAACGCCGAATTGCATTCAACAAATTCCAGATTGCTAGTTTTA33100 A_95_P296618 EB678339

33997 400 82 567 TTATAAAACTGTATTTTGCTCTGCAGTCCATGCTAGTTTGCATGTGCTCGGCAGATTATT 33102 A_95_P054171 BP133370



34001 401 1 1704 GATGAATAAAGATACAATTTTAGCCACCCTTGGTCTTCTTATTTTGTTTGTCTTCCTCAC 33109 A_95_P013881 TA14503_4097

34013 401 13 665 GCTTACAGATTGCGTTTATTGGCTTCTTATCTACCCGTTCCTCACACCCAATGATTACAG 33133 A_95_P287003 FG195865

34017 401 17 727 GATGATTTTTCAGGAAGATGAAGGACTACGATAATGAATTCTCTAAAGTCTTGAGAACGA33141 A_95_P122882 DW002824

34019 401 19 751 AGCAATCAGTTGTTTTGTGACCTTGACCTCATGCTTTGGATCAATGTAATGGGATTTTTT 33145 A_95_P014351 TA12865_4097

34020 401 20 784 AACCAGCAGTAATAGGGGATTATAAAACCGAAACAGATGAATTTGAAGTCCGTGTGAATA33147 A_95_P125642 EB424735

34021 401 21 876 GAACTCACTTCTGTGTGTATGACATCAAGTTCACCGCGAGAATCAGTTCAATCTTAAAGG33149 A_95_P247437 DW001848

34022 401 22 759 GCCAAAATGTTGATATTCATAGGTAAAGGGAATAGGTAATCAGTTCAACCTTCTGAAGAA33151 A_95_P158862 EH616753

34027 401 27 542 GCTGGGGTTATTGAGAGAACATGTAGAGAATATAATACTGCACTTATTCTTAGGTTCGGA33161 A_95_P021246 EB436513

34029 401 29 119 TTCGGATTCTTTGTTCAAGACCATTGTTACCGGAAAGGGCCCATTAGAGAACCTTGCTGA33165 A_95_P103857 TA11655_4097

34030 401 30 468 GAGAAGTGTATCAGGTTTTGTTTCCGCTTCAAATGTGAAACTACTGTGTAGTTATATCTT33167 A_95_P124622 DW004407

34031 401 31 422 TCGGGACAAGTTTAGGTGGTTGTACATGATTTTCGCCAATATTAAACAATCGGTAATCTA33169 A_95_P304488 FG644345

34034 401 34 423 CCATTTTTGCCCATTTTGAATAAGTGTATTCCATCTTTCAGAGGTCCAACAACCCTCAAT 33175 A_95_P094898 BP532926

34039 401 39 658 GTCCTTAAAAGTCACCCTTGATGTCCATCCAATTTGAAACAATTGTTTTTTCCAGAAACA 33184 A_95_P200697 EH623399

34044 401 44 39 AAAGGCGATTTAGAAGAAGCACTATATCAAGCAGGTGGTGTGCCTGAGCATGACAAGTGT33194 A_95_P101268 CB337264

34050 401 50 463 TCTGTAGTCTTGAGTAAGAAAGAACCAAGGGTTTTGAATCTGCAATGATTGATGATGTTT33206 A_95_P000876 TA13391_4097

34052 401 52 158 TGATTGAACACTTGTTGTTACTCTTTGTTGCGGATCTGCCAGTCTACTATCCAGAAATTT 33210 A_95_P062915 BP135643

34056 401 56 650 TCTGATATGCATAGTCATCTAAAACCTAGAAGTACTTGAGGCATACAGTTGCTTTGTATA33218 A_95_P187762 EB683945

34057 401 57 403 TTTCTGATTCTCGGAGGAAGAAAAAGGACAAAAATCTAATTTTGGGTTCAGAAGCTAAAG33220 A_95_P099123 FG146828

34058 401 58 400 ATGTTGTGGGAGTTGGCAATCATGTCTTTGGGTTATAGAACTGGCATCTGGAAAATCTAC33221 A_95_P080280 BP527966

34061 401 61 1220 TTCATCTTTGGTAATGCTGCAGTTGTGTTCCAAAACTCGAAAATCGCAGCACGAAAGCCC33227 A_95_P034638 TA14654_4097

34064 401 64 538 GTGAAGGTGGATCAAGGGAAGAGAGAAATCTCTCAGTATTTCATGTAGAGACATTTGAAC33232 A_95_P071400 BP525694

34067 401 67 755 CCTGAATTCGGTATTGTGAACCTATGACGTGTTGAACTTTTTTGTTTTGTATTCCAAGTG 6784 A_95_P000061 DW000215

34069 401 69 836 TGTTGATGATGGTATACGGCCAATGCCTCTGTTCAGACTGCAAGTTAAGCAGTGTTCAGA33240 A_95_P247557 FG160487

34070 401 70 918 GTTGTCATGTACTTCATTGTTCCCTAGCCAAGAAGAACAATTTTGTTTGTTAGTGTAATG33242 A_95_P208917 TA19076_4097

34073 401 73 514 AGAATGTCTACTTTTACTTTCACTGTCCCGATTCTATTGCCTGGGAGAAATACGAAGAGG33248 A_95_P278948 AM802231

34075 401 75 71 CATAGGAAGGATGCATTTAATTTCTGGTGTTAAATCTTGTTGGTCTATTATGTCACATGC33252 A_95_P103962 CV016775

34076 401 76 2263 GTCTCCAGGTTCTTCCTCCCTTTGAAATTCTAATGTTATGTCATTATAAATATGCCATCA 33254 A_95_P195052 AY971376

34084 401 84 1153 GACCTCATGATTTGTAACTATTGAGGTTTCCTGGTGTATCAAATATTGGAAATATATGGC33270 A_95_P030126 TA12717_4097

34086 402 1 584 GAATGTACTAATCAATTAATCTGTTCTTTGAGTTGTAACATGGGTAGATGGAGTCCATGT33110 A_95_P241280 FG634671

34089 402 4 680 TGTGCTTGGATGAAAGTAAATGTGGGTAAGGAATTCACTTACTTCTCTTCTTCGTTCATG33116 A_95_P164672 EH623932

34091 402 6 797 GCCGAGTAGATTATCATCTGGTACCAAGGGAGGCCATCTCTCTTTTCTTATGGATGGAAA33120 A_95_P269391 DV999189

34094 402 9 748 TGTTATAGTTGATGAGTCAAATTGGTGAATTATTTAGGTGGTAGTGGACTTGCTATGCCT33126 A_95_P254419 EH624379

34097 402 12 936 AGATTTCAACGTTTTGTGAAACTGATTATGTAGTATAATGATACACCATTGACTCTCGGC33132 A_95_P001646 TA21639_4097

34098 402 13 527 CAACTGTTCGTTGTCTATGTGGAGCTGCAAACTGTTCTATATTTCTGGGTGCCAAGTCTC33134 A_95_P086345 FG158351



34101 402 16 745 GCTGGGTGATTCCATGTGTATCATTGTTGCTTTGCTGAGTTCTCATATCTATTTTCCTTA 33140 A_95_P011631 EB683371

34103 402 18 698 ATGAGACTTTGGTCTCAACATCATTATATCTTGATCATGGCATCGATCACTTGGTGATTC33144 A_95_P137857 FG640721

34105 402 20 526 GGCCTTGCTTCTCAATTTGAAGTATAGTTTATTGAGAAAATGGCAAATGCCAATTGTCCC33148 A_95_P023571 DW004204

34112 402 27 1060 GTGATTGTCATCTATGGGATCGCGACTATAATCGTTTATAATAAACAAAGACTTGTCCAC33162 A_95_P032271 A16119

34115 402 30 499 GGTATTGGAAGACAACATTATTTGTGTGGGTTAGCATGATGTTGTTTACCATGGAATTTC33168 A_95_P262086 BP134553

34116 402 31 813 ATTTCTATGACTCATGAAAAACTGGCACCCTTTCCTATAAGGCAGTATGTATTTGGAGTA33170 A_95_P117742 DV160694

34118 402 33 994 CAGTAGGAGGTTGTTTCTCAAAATAATGTATGCACAGATTGTATTTTTCTCTGTGAGATC33174 A_95_P010936 TA13191_4097

34119 402 34 902 ACTTCGGGAAGCACTGAAAATGGCAATCTTTTGCCAACTGATAGCAACATACCATTTTTT33176 A_95_P247317 TA13860_4097

34121 402 36 512 ATGTAACATGATTTTCTACTGTTAAGAAATTTTTTGGAGATGGCGGACCATTTGGCTGGT33180 A_95_P185437 TA13912_4097

34123 402 38 659 TCTACATGTTAGAGTATCCAACCATGGTGCATGCTTTCTACATTTTCCCAGAGCTACCTG 33183 A_95_P150987 EB449923

34126 402 41 855 ACCGGCTCAGAAAGTCGAGTTATAGTTTCTCACAAGTTTCTCTCTTCTTCTTTTTTCTTC 33189 A_95_P261696 DW000285

34127 402 42 957 GTACTTGTCTTGGTTTTATGATGATGAAGTTACTATTGCTCTAGTACATTGCTGGTTTTC 33191 A_95_P194637 TA15939_4097

34134 402 49 477 GTGAAATCTCCTCCTCGATGCTTACTGCTTTTTAAAATTGTAAGCTTAATATTGTTCTCC 33205 A_95_P000971 EH617048

34136 402 51 680 TTCACTTTTGTTCCCGTCCCTCCAAACTACATCTAGCTTTGGTGATCTGAATCCTTATTT 33209 A_95_P171331 EH665116

34138 402 53 554 GATGCTCATGTAAATTTCTCACGTTTAGTAGTTGTGAGCTGCAAACCCAGAATTTCAAAA33213 A_95_P107962 EB678578

34139 402 54 899 AACTACTCTATCGTTTGAGCGCAACTCTTTGGATATCAGTTTATCCAAATAGTATCACTT 33215 A_95_P181667 TA13037_4097

34141 402 56 108 ATAAACATGGTTGTACTCTGGATGGATTAGTATAGTTAACCACGGATACATTAATCATGG33219 A_95_P138767 EB442495

34151 402 66 626 TTCCTGTCAGCATCTGTGTGTTCTTGTTTATCTATGGGTGACCTTTCTAATAAAGTTAAA 33237 A_95_P237654 EH617567

34153 402 68 231 ACAACAGTTCAAGGACTGAGGAAACAATTCACTTACAAAAAGATCCTCAAAGACCTGAAA33239 A_95_P158967 TA12804_4097

34164 402 79 642 GGCGACTTAGAATAATGCTTCTAGTTGAATTTGAGATAAGTTCACACTATATGGAAGATC33261 A_95_P244572 EH621211

34165 402 80 784 TGGCCAACCAATTGAGAAGGTGCAACAGTACACTGAAAGGGATCGTTTTTTGTCTGTCTC33263 A_95_P243447 EB681076

34174 403 4 729 TGTGCATGCGAATACATGCATGGCTTTATCATCTTTCAGTGTTGCAAAGAACATAAAAAA33280 A_95_P248557 EH623509

34178 403 8 631 CTCTCTTTAACCGGTTATGCCCGCTGAATAAAGAAGGTAAACGGAAGTTCTGTGACATAA33288 A_95_P121307 FG141428

34179 403 9 760 TTTGCCAAAGATTGTTGACAAAGTGGAAGCGATTGAGGCCATCGACACAAAAGGCTGTTG33290 A_95_P115512 DV157751

34180 403 10 726 TCCCATTGATATTCTCTAAATAAATAAGAACGTGCATAGGTTATGCCTTTCCGCACTTTC 33292 A_95_P115452 DV157667

34185 403 15 821 AGTCAGCACATCATAGTGGTACAAGAGTCATGGATATTTTCTATTAGTACTTCATAGTCA33302 A_95_P001031 DV999190

34187 403 17 817 TTTTTAATATGCAGTTGAACCCGCTGTTGGCTTAAGACGTATGGAGAGCCAAGTGAGACG33306 A_95_P296588 EB677957

34188 403 18 931 TCGAGATTCAGAAAATGGAAGAGAAATTTCATGGTGGTTTTTTCCCTCACATTTTGGAAG33308 A_95_P193322 TA15645_4097

34191 403 21 489 AGTTCTTTCTCCTGCCTTTTATGGCCATTAGAGCTTGGACTTTCTCGGCAATAAGATTGT 33314 A_95_P252899 BP525788

34192 403 22 412 AATTAGTCTGCTACATCCTTTCTCTGGTGTTGAGATCGAATTGCCGCATCAAATAGATTA33316 A_95_P076280 BP526945

34196 403 26 796 ATACCATTCCTGAGCAATTGTTGGAAAATGTCTCTGTTATTGTGGATCCGTCTGAAGCTG33324 A_95_P232509 DV162021

34199 403 29 571 GTTTATCTCCACTTGGACATCACTCTCTTCACGGACATGTTATATACTTCTCAAATTATC 33330 A_95_P028911 TA11814_4097

34200 403 30 748 GGCAATTTCTCTCCTCATGTGACTGTAAATAACAAGTATACCCTGTTAATATGTCTATGT 33332 A_95_P023856 EB426055

34203 403 33 636 GACAAAAGATGTTGATGCTTTTTGTGAACTGTGTGGTATGTCTAATGACATCCTGGTTTG33338 A_95_P243542 EB432106



34204 403 34 691 TATCTTTTGGTTCCTGTGCTGTCTAATTTGTGGTATATTATATTTCTGATTCGCGAGCTA 33340 A_95_P001716 TA13252_4097

34205 403 35 92 TGTACGTAAAAGATTGTATGGCTTTTTCGACCTATGTTCAGTATACGAGTGGTTATTTTG33342 A_95_P142217 EB445747

34210 403 40 525 GTATGTGTTCCCAGTTTGTGTAAGTATAATTGAAGACTTCCCACAAGTTATATCTTATGG33352 A_95_P178382 TA12233_4097

34211 403 41 63 CTCCAGCTTCTTTTTATTGTTAGTAGTAGTGTGAATTCTCGTGTTCTCAATTTGGATAGT 33354 A_95_P033264 AJ344593

34213 403 43 365 CTCTTCAACCATCCAACTCAAATATGAAAGCTCTGGAAGCGCGTATACTGTGGCTTCTCA33358 A_95_P081320 BP528224

34217 403 47 408 AACTGAGTGAAGTTGCAGACAATAGGAATGATTCCTCTGGTCCAACTGTGCTGGATCATT33365 A_95_P299383 AM793808

34221 403 51 603 GGACTGCCTCTCTTTTTTGTATCATCTTAATGTGCAACAAGTGGTTTAGTTGTTAAAGAT 33373 A_95_P286658 FG637905

34228 403 58 773 GGGTCATTGCTTAATAGAGCCTAAAGCCATCTTTTCTGGAGCTATCAAACAGAATTTTGA33387 A_95_P221952 TA21928_4097

34229 403 59 759 CCCATTTTAAATAAAAATTGCGGCTGATTGAGGTGGTTAATGGGGAAGGCAATGCAGCAG33389 A_95_P149512 EB679387

34230 403 60 683 GCTCAGAAGGAGTATGCCAGTGACATTGTTGTAATTTATACTCAGTACCATCAATATTGA33391 A_95_P316938 FG201409

34233 403 63 536 TTCATGTACTGCTTACGAGGCACAAAATTTGAGAGGAAGAACTAATCAATAAGTTTCCAA33397 A_95_P129547 EB429518

34235 403 65 662 AGAGATCCATGGAATGAACAAGAAAACCAAACAACACGGCGCAACATAATACAACGATGT33401 A_95_P316118 FG201375

34236 403 66 757 GTACTAAGTGATTCAGCTGTAAAGAGGTGTGAGAATGTATTCAAATGAATTATTGCTTGG33403 A_95_P180097 DV162548

34237 403 67 714 GAAGAGAGTTGCAAAGAAAGCCTTGACGTTTGGGCAACAAGTGACCCTAAATATTGATGA33405 A_95_P150897 EB681051

34243 403 73 165 CTCTCGCATCGATGAAGAACGTAGCGAAATGCGATACTTTCATATTTTTCTTATCTTTTT 33417 A_95_P031906 TC76829

34246 403 76 542 TCTCCGTAGTTTGAAGTCTGATATTTTCTGTGCTCTCTCTAAAATTGTACTGAACTATCT 33423 A_95_P017721 EB678067

34252 403 82 323 TTCTGTGTCTCTGGTAGGTGAGTTCTCCAGTTTCTTCCTCCCGTTTGTAAATTCTAAATG 33435 A_95_P102552 CV016071

34256 404 1 836 CCTGACTGGCTAGAGTAACATGAATTTTGCTTGCATCTGGCTTTGTGTAAACTTATCTAC33275 A_95_P277918 EB683280

34264 404 9 1215 CTGGTATCCTGTAAGAGACAATTTTGTTGCTAGACTCTGATTTTCAAATATTTTAGCACG33291 A_95_P212107 TA19758_4097

34268 404 13 864 GTCCCTCTCTGCCATGTTATTACTGTTGGTGATGAAAGCGATTTACAATTTATTTTAACT 33299 A_95_P007711 EB424607

34269 404 14 183 CCACTTGCATAAAGAGCAGAGGGTATCTATTTAGTCATCTTTGTCCTGATGGGCACATTT33301 A_95_P166772 EH664032

34271 404 16 403 CTGAAATCTCCGGTATTTTGTGAATTATGGATTGTATTGGTCAATAACCTGCAGAGTTAA33305 A_95_P029886 FG645607

34276 404 21 243 AGCCCTACACTCTGTTCAGTCACAGAAGTGATTGTTTTGATTCGAAAAAAGGTGACTGCT33315 A_95_P088848 BP530243

34281 404 26 258 CGACTTCGTCAGGAAGAACTAGAAAGACTTGCAGAAGAGAAGAAACGTTTGAAAAAGGAG33325 A_95_P132212 EB432657

34282 404 27 775 TCAACAAAGAAAGAACCTGCCGAGAAAGCTAAGACCAAGAAACCTGCAGTCGCTAAACTG33327 A_95_P234344 EB450381

34284 404 29 1179 ATTTCAGGATGTACTATGCTTGAGACGCTGGACGTACGCTTTTGTCCCAAGATTTGTCCA33331 A_95_P018501 TA19010_4097

34285 404 30 1280 GGATGTTTATTTGCTGTATTTGCGTTTCTATGTACTGAATTATGATTGGCCTTAGATCCT 33333 A_95_P195657 TA16165_4097

34287 404 32 259 CTGGAATACCTGACAGCAGAGGTTCTTGAATTGGCTGGTAATGCAAGCAAGGATCTCAAA33337 A_95_P021426 DV158629

34290 404 35 1217 TTAAAAGTTTTGACAAACTTGTGAGTTCATACTGCAATCTGCAACTGCCTAAGCCTTTAT 33343 A_95_P015221 TA16816_4097

34293 404 38 854 GATACTTGAGATGTATTTTAAATGGGTATTAATCAACTTCCTCACCATCGCTGCTGTTTG 33349 A_95_P296123 EB450072

34295 404 40 391 CCTTCGTAGAATGAGAGCATCTATGATGCTTTTCTACCCTTTCTTATTTAGTTTGTGAAA 33353 A_95_P098403 FS433680

34296 404 41 302 CATTGGTGACTATTTCAGTATGTGCCTTCAACAACTTTGATATCAATGCATTTTGCTGTA 33355 A_95_P091608 BP531435

34309 404 54 788 ATATTGCACAATGCTGTTGGAGTCTTGGCAGTGTTTGGAATTGCTCTACTTGTTGGTGCG33380 A_95_P201137 EB450512

34310 404 55 433 ACCACCTTTGCTTGTTCCTTGACTCTTGAGTGGCTTCCTATCTTGAAATATAACAATTTA 33382 A_95_P219587 TA21427_4097



34311 404 56 748 CCTAATCCATCGGACTGAGGATGTTATGGTTATCACAGATTTATAAGATACTACATTAAC33384 A_95_P115927 EB439621

34313 404 58 815 TGAGGGGGTTCCAAAGTATTGTAAATTACTTGGTCACTCCATAGTACAATGCATGGCTAG33388 A_95_P119647 DV999105

34314 404 59 171 CCTTCTTTTTGTCATATACAAGCCACAAGGCATCAAGTTGCTGTATTGAATTATTGACTA 33390 A_95_P097338 BP533992

34315 404 60 1085 GCAGGAAGGCATTGTAGAACCTCTATATTTGTTCTGGTACAAAACAGTCTAACATGTACT33392 A_95_P137482 Z93770

34319 404 64 584 AGAGGGCACGTGGAAGAAGAAAGAGCAGGGGTTACAAAGTTTAAGTTGATTTTCATTTGT33400 A_95_P101003 TA12021_4097

34322 404 67 439 GGGGTAGAAATTTATGCTTGCATATTGTAAGTTATGTAGCTTCAGATTCCATATGGAAAC33406 A_95_P024581 BP525841

34323 404 68 867 CCCAGTTATCCTTCCTCGAAATTGAGACACGTGGATTGGGATAAATTAGAGGCTGAAGTG33408 A_95_P185232 TA13868_4097

34325 404 70 725 GCACCCTTCTGTATCTAGCCTTGTTCATAGTTGTAGTATCCCTTTGTTCAGTTTTTAAAC 33412 A_95_P235119 EH615107

34327 404 72 786 CGTGCTGTTACGTTAGAAACTTGTCACTCTTTCCACATCAAAGTTAATATATTGACTTAG 33416 A_95_P012176 EB438154

34328 404 73 768 GTGTCGTAGTTAGAAAGTTTTTAACGTTCCATGGGAGAAATTACGCATTTTTTGCTTTGA33418 A_95_P250587 EB677940

34342 405 2 781 AATTATGGATTTTGGAAATGCACGTCTGCAGAGGCAATTTGTTCTCGTCGAGCCCTACGT33445 A_95_P250417 FG140098

34347 405 7 854 TCTAGACTCGTGACACCAGATTGTTGGGACTTGTAGTTTATCATTATTTAGACTTCCGCA33455 A_95_P219547 EB681712

34351 405 11 300 TACTCTTGTTCCCATTATGAGAATTATTTTCCTTGCACCTTAGCTAACCCCAATTAAGTC 33461 A_95_P025831 EB446783

34359 405 19 688 AACTACGATGTACTTTGCTCCGCTTCCCAGCAATGCCTCGATTAGTTTGCTAACTTGATC 33477 A_95_P303828 FG200649

34367 405 27 764 GGTCCTTGGTATGCACAGTTAGTAGATAGTATGTGAAGGTATTTTACATTCTTTTGTACA33492 A_95_P117587 DV160534

34368 405 28 1206 GTTGTAGGAGGGTAGACATAGAAATGTAACGTATTTTAGGGAGGTTATTGTAATTCTTAC33494 A_95_P014446 AB107692

34374 405 34 914 TTGTCCTTTTTATTTTGAGGAAGTTGCCTCCAAAGCGAGGGATCACACAGTACCACCCTA33505 A_95_P010151 AB193040

34375 405 35 323 TCAGGAGTTCAGATGGTGGGATCAAATTGATCAGTTTCTCCTCCTTGGAGCAGTTCCATT33507 A_95_P147177 FG159920

34380 405 40 361 TTGCTGAGGCAGACAGTGAAGTTATAGTGTTTATTTCAAGTATTCAGCTCTTTGTTCAAT33517 A_95_P068100 BP137050

34381 405 41 350 GTGGTTAGTCCGAGTACATACATGGTTATTATGCTCCCATGGATATAAATATTGTACCAT33519 A_95_P026851 TC69357

34383 405 43 803 TGTTCCATACTTAGCAGAGAATGCATCAACCGACGGGAGCTCTTCAATTGTGGAAACTGT33523 A_95_P234399 EB425505

34386 405 46 627 TCTTGTGAACTTCTACAAGAGGACTACAGGGCTTGATCCTGTGATAGAAGTGAAGAAACA33529 A_95_P127282 FG157369

34389 405 49 777 TTTCCACTAACCACTCCTCATTTGTACAATGCCATAACAGATAATTGCATGTGCTGGCAT 33535 A_95_P143842 EB447026

34394 405 54 229 AGAGGCAAGTGTTGTAATTCTTCAGATCAAGTTTATCCCTTTTTCTCGCTGTTTACATTG 33545 A_95_P093303 BP532213

34395 405 55 565 AGCCCGTTATCTGCAGCCTTTCGAATACCTTACGTTCTGTTCTTTGTTTAGACCTACTTG 33547 A_95_P268756 DW002932

34399 405 59 510 AGATGCAGGGATTTGTATACGAATTTCGAGAGATGTATGATGCTTGTGTATATGAGATTT33555 A_95_P160617 FS435443

34403 405 63 790 CTCCAAGGTTGTGTTCTAGTTCCAATATTCTCTAATTAGTTTGTGTTGTATGCTAACCAT 33563 A_95_P028756 TA19504_4097

34405 405 65 605 GCTCGAGGTTGCTGTTATTTACACAAATTCTCAGTACATTATTACATCTCAACTAAGACT 33567 A_95_P027461 TA18771_4097

34406 405 66 769 ATAGTAGTAGGGCATCACGCCATTAAAAGTGTTGGGCATCATGGCGACACTCAAGTACTT33569 A_95_P316188 EB425136

34407 405 67 152 GATATCCCGGTTCCTTTTAGATGAATTGATGAAACTTGGTAATAGCACCCTTTATAAGGA33571 A_95_P154352 EG649542

34408 405 68 765 GGAATGAGTACTGTTGTGGATTGTTCTTTTATTTATTTGAAGCACTACAGAAGTGGACTA33573 A_95_P148492 EB677831

34409 405 69 1094 TATTGTTTAATCCACTCAGGTCAGTTACCGGCCTCTAGCGTTCCTTATATTTATAAATGG 33575 A_95_P192457 TA15455_4097

34410 405 70 656 ATTCCATTGGCAAAGGAAGGTGTTTTTCTGTTGTCTTTAGGCTATATAATCAGTCCGGCT33577 A_95_P302013 FG640485

34413 405 73 1029 GATGCTCCAGTGAAACTCTCTTATTTCGTGGAAATGAATTCTTGTTTTTACAGAGCAAAA33583 A_95_P251777 AB119466



34420 405 80 1773 AGCTGATCACTCTGTGATTCAAGTTATTGAGGAGTCTATGCGATATACTAATATTGCTCC33597 A_95_P290233 AB454418

34421 405 81 998 CAATTTTGGGTTAGTGTTAGCTTCTCCACCTGTGTATATATAGCTCACCATCACCTGTGA 33599 A_95_P209977 TA19303_4097

34425 405 85 621 ATCCTCCCCGTCTTTTTGTCCTGGTTGCTGGAGTTTGAATTAATACTAACAATGATTTTA 33607 A_95_P210997 TA19516_4097

34432 406 7 471 AGTTGAAGATTTTTGACTCTTTCTTCTTGTTCGGTTACTCACTGAATTCTTTGGCTTCTG 33456 A_95_P021626 TA13926_4097

34434 406 9 784 CGCAATATTGCAGTGTATCAATTAACGATAGCAGCTTTTAGAGGATTGTATGATTTGAAG33458 A_95_P200477 DW000158

34435 406 10 604 ATTCATATCGGCTGTGTAATATTGCAAGTTCTAATGGGTATGTACTTTGTCAACCATTGA33460 A_95_P182452 AF153278

34436 406 11 840 AGTTGTTCTGATTAAGCCTTTGTCCCGTCGTTGTAAAAGGTTTATACCTGATCAGCCCCC33462 A_95_P021386 DV160093

34451 406 26 1154 TGATGCTGTTGAAGTTGTACCGACATAATTTTGAGAAGTGAGCCTTTTTCCTTTTTTCTT 33491 A_95_P195792 TA16195_4097

34453 406 28 836 TTGAAGGTACTATCACTTATCTGTCCTCCTCATAGGCTCTGTGTATTGTCACTATCGCTG 33495 A_95_P273271 FG135498

34456 406 31 1374 CCAGCTCCGTCATATGCCACACCATAAAATATGAATCTTTTCTCGAATTTTGATTTTGTA 33500 A_95_P199967 TA17109_4097

34457 406 32 750 TTGCTGAGTGACAGAAACCAGAAAATGTCAATTCCAATGTCTCCCAGGAGGCATCATGAC33502 A_95_P129917 EB429852

34463 406 38 841 GCGAGATTTTCTTTTGCAGTGTCTTTTTGTCTACCTGTTTATACGTTTAGCATCGTTTGT 33514 A_95_P021901 EB446106

34464 406 39 1578 CCAGGAAATGAAGATTTCCCGAATTGGGGACAGTTTCCGCATCCAAACAATTTCGTTCTT33516 A_95_P237479 U66401

34469 406 44 420 GTTTATCGCTTCCGAGTAATACTGAAGATTCAAATCTAATTAGATGTGGCTAGTTTTGCT33526 A_95_P180657 TA12797_4097

34470 406 45 125 GATTATTGACTATATAATCAATGTCCTCGCCGATAAAATTTTCCCGAATACTCTTGCGAA 33528 A_95_P167266 EH664155

34471 406 46 1631 GGGGGATATTTTGATGTGTATTTATGCATGTCCTTTTATGGCAGTGTTTGCTTAATTTGC33530 A_95_P194142 TA15830_4097

34478 406 53 476 AGAACAATAATGGCAGGATTGAAGATATAGAGAAGACAACATGGGGTGCCTTCGTTAGGG33544 A_95_P282868 AM831732

34479 406 54 697 CATTGGATGAAAGTGGAGAGGATCTCTGGAAGCTCACAATATCTTCTACTGCATCTGTGT33546 A_95_P219987 TA21512_4097

34480 406 55 392 ATGAACGTCCTGCTTAACTGGAGTTTGTTACGTCCAAATTTCTAGTTTCTCAATACCTTT 33548 A_95_P309248 FG645376

34482 406 57 593 AGTTTGGTGTTTGAGGTTCTGTCAATTCCCTGTTGCAAAAACATTTAATATGTGATCAGT33552 A_95_P109387 TA12024_4097

34487 406 62 759 GAGTTTGGTATTTTGTTTGCTTGGACAGTTGGAATCCTAGTTATACATCTCAATGTCTTT 33562 A_95_P182427 TA13214_4097

34489 406 64 818 AAGAGAGCATTTGGGAAAAGATTACACTCAGGTTCCATACATTTTTGCAACTCGGATAAA33566 A_95_P147272 EB451579

34490 406 65 575 GGAGAAACTGGTGATTGTAATATGGTACTCTTTCTTATTCAAGTTTAGGTTCTCTCCTTT 33568 A_95_P004091 EB451750

34493 406 68 677 GGGGATCTTTAGGGCCAAAGTGGCTGAATTAGAGGTAGATGAAGATTGTGTTTTTAAGGC33574 A_95_P118922 DV161997

34494 406 69 786 AGCACCTTAAAGTTTTGATACGTTATTCGCATTGTACCTGAGCTATTCCTATTTCGGTTA 33576 A_95_P145772 TA11948_4097

34503 406 78 341 CAAAATGTTCCTGGAAATGGATGCTGAACTGTTCGAAGATTGCCAGAAACAGTATGCCGA33594 A_95_P111967 CV020454

34504 406 79 720 TGATGTCATAACTGTGATAAAATTCACTTATCTTTCGTGCTCACCACCAGTGATGACTTT 33596 A_95_P223652 TA22299_4097

34506 406 81 741 ATTCCTCTTACAGTAGAAGTGGTGGAGGTGGTGTGAGTTACTATGAAGGAGGTAACAGCA33600 A_95_P148537 EB677889

34508 406 83 725 TGGAGATTAGTCCCGTGTGACTGGAGAGTGCCACCGATACTCAAAGGTAAGTTTTATAGA33604 A_95_P136497 EB440258

34513 407 3 777 CTGAAGTTGCTGATTGCTGAAACACTAATTATGCTGAGATTAGTTATGATGTGACTTTTG33612 A_95_P204577 EB438260

34515 407 5 512 AATTTGCTAAGATTCTGTCCAGAATTTCCTCTCGATCCCTGTCTACGGAAACGGGAAATG33615 A_95_P282638 AM835801

34516 407 6 648 TTCTGCAAGATTGGGCCTCTATTCCTTTTACTATTCAGTCGAAAGAATTGTGGTGAAAAT33617 A_95_P052111 BP132834

34518 407 8 727 CAGTTTGAAGTATTTGACGTGGAACTGCTAGGCATTCAAGACTGCAAACGGAGGACAATA33621 A_95_P293683 FG645494

34520 407 10 356 TTAGCTAGAGTTGTTGCTGTATGAAGTTACTGGAGGACACTGATGTTCCCTTTCAACCCT33625 A_95_P004961 EH665674



34526 407 16 305 AATTGATGAGTTATGTGAAGAATGGGCCCCAGAACCACTTATCCCTTCCATCACTGATGA33637 A_95_P087248 DV162026

34528 407 18 730 GGGCCTTATCTTGTCGGATATTGGCTTAATAGTGGAGCCCCATTAACTGTTGTATCTGCT33641 A_95_P015236 EB680043

34532 407 22 839 TGGGAGGATGGCAGTTATAAGCATGAGAATTCTACATTCGAGCTCACCATTAATCATCTC33649 A_95_P126122 EB425359

34535 407 25 657 TCCCGTCGGAAAATTGAGGCGAATTATGAAAGAGAGTGGCCATGATGTGGAATCTGATGA33655 A_95_P024086 EB449027

34540 407 30 779 AGTACTCAACTCAGAAGGAGAATCAGTTGATACCAATTAGAAGACCTGGTTCAAACAGTC33665 A_95_P125812 EB424907

34543 407 33 783 ATGTGCCAACTGTTATTGGAGATGACATTGAGATGCCAAGACAGTGGGTATGTGCAACCA33671 A_95_P284088 EB679092

34546 407 36 660 GAAGTTATTGTTCTTGTTTGCGATTCACTTCAGTTCCTCGTCGCTGAACTTTTCTTGTCC 33677 A_95_P285638 FG634274

34547 407 37 1864 TAGTGACTAGCCTGAACGCCATACCAAATGTTAGGGCAAGCTCTCTTTGGTCTTACATCT33679 A_95_P113127 AF223573

34552 407 42 891 CCTCTTAGTTTCAAAGACAATCTGCAGTATTGTAATTGTACTTGTTTCTGTTGGTTGTGT 33689 A_95_P016741 TA15939_4097

34554 407 44 823 TGCAGAGCTAGATTCGGGTGGATTTTTATTGTATTTTATTCCTTGTTAAGGAGCCAGTTC33693 A_95_P291573 EB426455

34559 407 49 594 ACCCCCTTTATCTAATGCTGAATCGACGACCTATTCTAAGTAAGAAGAGCTTTTTGGATT33703 A_95_P191082 EB429462

34561 407 51 840 TATGCATTGGTGCGTTGACAGTTTTGGCAGACTTAATGGGAGCAATTGGATCAGGAACTG33707 A_95_P288338 DW002516

34562 407 52 158 ATTCTAGGAGAAACCTCCTTTTATTATCACCACGTCTGTGTGGTAATATTGATTAAAGGT33709 A_95_P288518 BP533050

34564 407 54 410 CTTACCCCTACCTTATGACGGTAGAGTAGGTTGTTTCTGGAATGATCCTCTTCTGTAGAG33713 A_95_P056831 BP134057

34568 407 58 760 GAGGCTGGATTTATCGAACAGGTTTCAAGATGCAATTAAGGAAGTAAGCAATAAGCTGGA33721 A_95_P128647 EB428386

34575 407 65 94 CATGGGGATCACCTATCACATTACTTTTGAGCTTTAACTTACTGCATTACTAGATGTTAA 33735 A_95_P134757 EB437526

34576 407 66 517 CCCTTCACCAGATTTTTGTTTCAATAATGTTGTCACAGCACATAGCAGACCATTATCTAT 33737 A_95_P078160 BP527443

34581 407 71 798 GTTGATAAACTATAATGGGATTCAATGACCAAGTGGAGTGCCTCATGAAACTTGCATCTG33747 A_95_P272811 EB679048

34582 407 72 789 CTTGGATCTCATGAATGCATAGTAGAATACTGTTGTCTTTGCTTATGTTATCGCTATGTT 33749 A_95_P231674 DV159157

34583 407 73 1557 TTTTATCAGTTTGCTAAAAGAAGCCCCTCTTCATTAACTTCTGCTTTCTTTTGGTGGTTC 33751 A_95_P180777 TA12824_4097

34584 407 74 505 AATTGTAAATGTTGATTGTAGTCCAGATATGTTATTCCACCGTGGGGGTTTTCCCCTGCA33753 A_95_P024546 BP530731

34586 407 76 474 ATTTGCCTAGTGTGTATCTCCCTGTCGCCAAATGAGAAAAGGAACTTGTTCTTTTGATTT33757 A_95_P041556 BP130120

34599 408 4 521 TTAGCATAGTTGAAGAACCTAGATTTTGCTTTTAAAATCTTGCTTGAGGCAGACATTGGA33614 A_95_P123972 FG645200

34600 408 5 611 CAAGCAGCATGAGACATTTTTCTCTGTTAGAATTTGCTATTTCCCATTTTGCTCTAAAAG 33616 A_95_P016436 EB429008

34602 408 7 326 CCTGGGAAAGGTTCTCTTTTACAACTTGTGGAACCCTACTTTAAAATGGATTCATGTATG33620 A_95_P099498 BP534952

34603 408 8 369 GACTGAAAATTCCATTATGTGGTACTGCAAGTTCCTGACGTTGAACAACAACACAAAAAA33622 A_95_P099703 BP535033

34606 408 11 733 GAAGCTGAGGGCTGTAGTTTCAGTTTGTTTGCTTGAATTAAGTAGTATTAATTTCGTTTG33628 A_95_P150592 EB680711

34609 408 14 708 GTGACCGTGTACGCCCGTGCTTGCATGTGTATATGTATTATTTATCAACTTAATTTTTAT 33634 A_95_P296803 EB679782

34610 408 15 491 TTTAAGATGATGATGACGAAAATGAGTGAATGAGGGGGCTTTATAAGCATGCACCTGGGA33636 A_95_P156102 EG650409

34616 408 21 841 AGTCATCAGATGTCTGATAAATATTGCTACTACTTAAACCAGATGGCTGCACAAATCTAC33648 A_95_P254084 EB447452

34617 408 22 952 CGTTTTTGCTTTCACCTAAATGTATTTAGGAATTAGGTGCTTTTGATCATCATCTAGGTG 33650 A_95_P221457 TA21823_4097

34619 408 24 802 TTGTCTCTGCACAAATAGAACGATCTTTTGTATTTCTACGGCACAAGATGATGTGATATA33654 A_95_P126147 EB425394

34626 408 31 797 CCTGTTCCAATAACTATACCAGCATCTGTTACGATGCATGATTTTGCTATTACTGAAAAT 33668 A_95_P009231 TA14042_4097

34627 408 32 280 GCTTCTAAGACAATCTGCAGTATTGTAATAGTACTTGTTTCTGTTGGTTGTGTTTAATCG 33670 A_95_P176312 U91562



34628 408 33 827 AAGAGTGCGTTGAGGATTGCTTCCTTAGCAATCAATCCAAAGGACTTGAAATCTCATCCC33672 A_95_P127847 EB427398

34640 408 45 623 TGGGGGAATTTTTGTTTGTAATGTATCTTCTTTAAGCTTTCTACGGTGCATGGTCCAGTT 33696 A_95_P017031 BP530168

34646 408 51 795 ATGGCAAGCAGATCAAGTCCATAAAATGAAAAGTTAGCCATGACTATACAACGTCTTATG33708 A_95_P239629 FG172966

34647 408 52 563 CCAATGGTTTTGTGTTATGTTTCCGGTGGATTCCTTTTCCCCTGATTCTTTTAGCATTCT 33710 A_95_P095938 BP533405

34652 408 57 741 CATTGATACATGGCTGTTGAGACATGGATCTTGTCATTGTGCAAACGGACTTGTTATTGA33720 A_95_P161407 EH620156

34653 408 58 709 AAATATCGCCAAGTACTTTGGCAAGGGAGAGTTCTTAACTCCCAGTTCACAGATGAGAGT33722 A_95_P305318 FG151267

34661 408 66 358 ACGTACAAATCAATCTTTTCCCTCTCAGCGAGGTTAACAACCGAAGCAGGAAATGGTGGT33738 A_95_P080175 BP527942

34664 408 69 846 ATGAGCTTGAAGGAAAGTTTGCAATGCTGGAGACCTCTTCCGTTGATGATGATCTTGCCA33744 A_95_P268301 DW000560

34665 408 70 853 GGTGATTGAAGGCAAAACTCCCGAAGAAATACGTGAAACTTTCCATTTGCCTGATGATCT33746 A_95_P119782 DV999342

34671 408 76 1050 CAGTTGCCTGCAATACAGCAGTTGTATATGGTGTTTCATTGCATCATTAGTAAGTAATAT33758 A_95_P178702 TA12323_4097

34672 408 77 600 TCTAGCTGAGTCTGTCGAGTCTTTTGTCATCGTACTTCCCATTTGTATTTGAAAACCAAA 33760 A_95_P214682 TA20315_4097

34673 408 78 801 GGCTATCCTGGAACACCTCCAGTTGTTAGACCGATGGGTATTGGCTTAAAGGATAATTTG33762 A_95_P150022 EB680067

34674 408 79 911 CTTCCTCCTATCCCCTGTCTGGGCTAGAAATACATGAGCAGTCAAAAAGTAATACATGTA33764 A_95_P272741 EB677789

34678 408 83 748 TAATTCGGATAGGCCTTAGTTCTTTCTTGGCCAGTATATGGAAATCATGTGTTTTGCCCA33772 A_95_P028201 TA12622_4097

34687 409 7 428 GTTTCTTAGAGGATGCACTTGAGGAGGAAGAGGATACAGATTACTATGACTCTCGACGGT33789 A_95_P122542 DW002519

34690 409 10 407 TGTATTCTTTTCTCATTGAAAGGACACTGTAGATTCAATTGTGACCGATATGCTAGAATG33795 A_95_P281898 AM802407

34693 409 13 1851 CAGCAGTCAGATCAATTCTTTGGTTTTCTAACTCATTATGTATTGAGGTCACTTTTGTCA 33801 A_95_P033379 AJ577852

34700 409 20 425 TTGGTGAATATGACAGCAGCAGTTGTATCTTCGAATAATGAAATATAGATCCCGGTCACT33815 A_95_P130187 EB430226

34702 409 22 554 CTCCTGGTAATCAAGGAAACTCCAGTTTATGTTGAAGATACAACAGAAAGTAGAATCTCT33818 A_95_P051766 BP132737

34703 409 23 511 TGATAGGTTTTCCGTTCGAGCTTCGATGGTGGTTTGGCCTTTATATCTAGGCTTTCGAAT33820 A_95_P048031 BP131803

34704 409 24 791 GGGGTTAAGACGAGCTTGTGATGAATAAGTGAAATAGATTATAGCCATACTTGTACAATA33822 A_95_P296503 EB677464

34705 409 25 706 AACATCCTCTGGGTTAACCCTGATTGTGGCCTCAAGACGCGCAAGTATACTGAAGTTAAT33824 A_95_P199347 TA16975_4097

34711 409 31 786 ATTAAGAACATGGATCTTGAGATCAGACGCCGAGAATCAACAGGTTCTGGGGCAAATACC33835 A_95_P217957 TA21062_4097

34714 409 34 738 TGGGAGGTTCATGGTTACTAAGCAAGCGCTAACCAGCTCAGAGGCTATCTTTTCTATTTC33841 A_95_P149632 EB679531

34715 409 35 856 CTATGGACCTATGGGAGATATATAAACTATCTTTGAAGTAAATAAGCATGTAACCAGCAC33843 A_95_P008566 DV157490

34717 409 37 378 AGAAGATGACAACTGGAGTTCCACATTAAAAGGAGTCACGATTTATAACAGGTACGAGCA33846 A_95_P068485 BP137140

34719 409 39 854 TCAATGTCTGTTGATGCAGTTGACGCTAGCACCTGTGATGTGAAAAGTAAGAGTGAGGAC33850 A_95_P118882 DV161964

34720 409 40 721 TAGACATGATCTATGCAAGAAGAAAGGAGCGTGAATATTTTGCTACCAGTCCGGACTATG33852 A_95_P150817 EB680938

34721 409 41 904 GACTGGATATAGGATATTTCGATGACTCTTCGTATCACTGCTGAAATGGTTTGATATAAA33854 A_95_P009346 TC40810

34725 409 45 402 TCTGGATCTGTTGCTACCCCAGCCAAATCTGTGGTGTCCAAAATTGTGGACTTAATGTCT33861 A_95_P027191 BP531259

34727 409 47 438 TGACTTTTATAGAGAGGTCTGACTGTACTAACATATTTGTGGAATCAATGCCCTTAACTT33865 A_95_P098483 BP534494

34732 409 52 758 AACTATGAAGCCAGTGGAATGTATGACTGGGTTGACAGGAAATCCTGTTCATACCGTGTG33875 A_95_P138352 EB442107

34734 409 54 879 GAGTGACGGGTCTCTTTGCTGTGACCAAAAATTTTCATACATTCTTGTACATATTATATG33878 A_95_P190547 EB425754

34741 409 61 588 GCATGTTTTGTGTTAGTTTCGTCTGTTAAGATGTACAATTGTCTGAAACTCATGATGTGT33892 A_95_P186437 TA14128_4097



34742 409 62 720 CTGCTACGTGATCTCTCATATATGTGAAGCAGTCCAAAGCTTTAAAACTTGAGTATTTTT33894 A_95_P000471 EH619487

34744 409 64 443 TGCCCCGCATGATTGTTGTTACGACAACACATTGGCTAAAGAAAGAATCTGTTTTTAAAA33898 A_95_P025541 TA13897_4097

34753 409 73 752 AGAAATTTCAATCCTAAAAGGGTTTTAAGGGGGGCCTTGGGACAATTTGGGTTTAACTTG33914 A_95_P099958 BP535146

34754 409 74 403 TACGAGGAATTTACGGCGTTATGATGGTTAATTCCAGATTGAGGGATGGAACATGCGGGT33916 A_95_P060055 BP134901

34756 409 76 612 CTTGTAATGACAATACTCAGTAGGTAAGCTGTACAAATCTTGGGTTGTGTATTATCATCT33920 A_95_P236914 BP128992

34757 409 77 688 GCTTCCTTAGGTTTTTTGCATTATCTGGTTTTAGCCCTTTTATTTTGAGACTAGTTCAGC 33922 A_95_P101013 DV160879

34759 409 79 773 GTAGATATTCTGGAATCTCACTTTAAGGATCTTCTTAAATATTGGAACTCTGATCCTCAC 33926 A_95_P117532 DV160450

34760 409 80 385 GGTGGAATGAAGCTGTACATTGCACAAGGGGAATTAATCTTTCTGCTACTACCTCTTTCC33928 A_95_P132702 EB433334

34761 409 81 367 TTTCGCGGCTGAGGAATTGGCTCCTAGCGGATCCTAATAATAGAGAATTTTGAATAAGCA33930 A_95_P161142 EH619888

34762 409 82 679 GTAGTTTGGATTTGCTTTTTCTCGATGAAGTGCTAAAGCAATGCTTTTTGCGTTTTGCTG 33932 A_95_P182602 TA13257_4097

34765 409 85 710 GTTCGTCGAGGTTCGAAAGTTCCTGTTCTTCGCCCTTTGTTTCATTTCATGTATTTCTTA 33938 A_95_P207992 TA18868_4097

34768 410 3 779 AGCTCTTTAAAACCAGCCTCCCCACTGTTGAGACAGAGGAGTCAAAATTTGTACAGGAGT33782 A_95_P141402 EB445134

34775 410 10 435 GACCTCAGATTTTCTGGACACTATTTAATTTTCAGCCATAGTCATATATCTCAGTCCACT 33796 A_95_P202352 TA17615_4097

34776 410 11 445 CGTAGATTACTGGATGGTCTTAGAATTTGTGGTTACATCAATGGTAATGCATTGCTTTTT33798 A_95_P012881 GO944065

34777 410 12 76 CCAAGTTGCTGACTCTGAGTTAACTGATAAAGTGGAAAAGAAAGATAAAATAGAGTCTGA33800 A_95_P130362 EB430388

34782 410 17 139 GATTGTACCTCTGGTTTATATCTGTTTTGATTTTTGCCATCAGTTTTCATGCAACCTCAA 33810 A_95_P109847 CV019475

34785 410 20 366 TTGAGAAGCTGTCTATTATTAACTGAAACCCGTGTTTGTTTGCTGGTCCTGCTTATCTTG 33816 A_95_P107192 CV018252

34789 410 24 856 TCTTGATGCAGCATATTGATGATTAATCATAGTATCCGTCTCCTCAAAGTCCACGCAATC33823 A_95_P125652 EB424738

34794 410 29 486 TCACCAACACCCTTGTACCTCAAATCTTGTATACAAATAGGATAAGTTGTAACGAGGTTA33832 A_95_P213792 TA20124_4097

34798 410 33 116 GGGAAATAGTTTCCTTAATGTACCCTTTGTCTACTTCTTAGTACTAAAGAACCCTTTATC 33840 A_95_P100743 BP535504

34799 410 34 352 CCACCTAAGATATATGGAGATTATCCTGAACCTATTCTCTTTTAAGCTGACTTTCTTGAA 33842 A_95_P189317 TA14763_4097

34800 410 35 409 CAGTGGCACTTCCTGATTGTAATACCCAGATGCAGCAGTTTGCTATAAGATCTATCTCTG33844 A_95_P075045 BP526624

34801 410 36 839 CCTTTATTATCACAGAGCCTATGTTTGGGCAAGAATGGATTTTGAAATCACTGTATTCTA33845 A_95_P001126 DV158629

34802 410 37 849 ATAACGACGCTGCTTTGTAGTCTTGCTAGATTTCCTGGAATATATTTTTCTTCGCAAGGT 33847 A_95_P186687 TA14179_4097

34803 410 38 658 TGCCCTTGTGAATGTATAAACACATACCATATATAAAAGCGGGAATAGCGCAGAAAGTGT33849 A_95_P203287 TA17822_4097

34804 410 39 867 GTCCTGTCAGATAGAAAGAAAATTAGACCCCAAAGAGCCCTTCTTTACTTTACTACTTTA33851 A_95_P214792 TA20338_4097

34805 410 40 839 CTGGGGTCAAAATTAGTCAGATAAGCTAAAGATTGATGTACCATCTACTATGTACTGTAA33853 A_95_P231264 TA18923_4097

34808 410 43 1276 CTGGATATGTTCTCTCTTGTTTTGTTTTGCTATCAGTGTATAATTATATGTTGGACCCTC 33859 A_95_P010946 TA13063_4097

34811 410 46 336 TCGCTGTAACAGCTGATTAAAGGCAGAGTTACTGAAAATAAATGCTCGAACGCAATAAAA33864 A_95_P161612 EH620282

34812 410 47 543 TTGCAGATGAGTATGGGATTAAGTTTTTTGAAACTAGTGCAAAGACAAATCTTAACGTGG33866 A_95_P248317 DV999323

34815 410 50 551 GCATTTGTCGTGTTTAGCTGTGGTTAAAGATGTAATTTTTCTTTTGGTCTATCGACGATT 33872 A_95_P213312 BP534527

34816 410 51 869 CTCATTTGTAATGTGAAAACACTAGTACAATATTGGCTTTTGTATCCTAGTGGAGCTACT33874 A_95_P009656 TC41004

34821 410 56 465 AACCCTGGCATCAACTATGAGTTAAATTGTTCTTCAGTAGATTGTTCAGTATTGAGTTAC33883 A_95_P140122 EB444081

34825 410 60 656 AACCTGTGGCCAATACTCATTGTGCAGTAGCATGAAAGCACTCCAGGATCAAATCACAGT33891 A_95_P161462 EH620204



34831 410 66 796 GCACTCAGATTTGACACTTCTTAATTGAGGATGAGTTGCTTTATCATCCAATAGTTTACA33902 A_95_P031716 EB430603

34835 410 70 785 GTGCTTGCCTGGCGTTCCTGATGTATGGAACGAGCTGCTATTTCAATTTTTGTGAAAAAA33909 A_95_P216172 TA20647_4097

34837 410 72 723 CAAAGGAAGCAGAATTGTTGAAGGGAAACCCTCTATTAAACCAGCCAACATCTTTCACTG33913 A_95_P115857 DV158249

34838 410 73 753 ATTGCTGTTGTTAAAAGAAGAATTACTTAACAGGTGGATTTCCTTTCCCCCACTCTTTAT 33915 A_95_P192652 EB429570

34845 410 80 855 AACTTGTGGATGGGGGAGAATCACAAGACGTCATTTTATAAAGATGCTATGAGCTGTTCT33929 A_95_P226169 FG164977

34848 410 83 243 AGGACTAAGACACAGGCATGGCGTTACCCAAGATGCTTAAAGTGTGTATCACCAATCTTG33935 A_95_P091408 BP531341

34850 410 85 642 GTGCAACAGATGCTTTTCAGTGTCAAATGGAATATGAGTGCTATGCAGTTAAACATTTTA33939 A_95_P293253 FG641774

34851 411 1 340 AATCAATGAAACCCCTTGTTTCTACCTACGGTGTTTTCAATCTATACTCTGTTTTACATC 33940 A_95_P089853 BP530686

34852 411 2 285 TGTGGTGCTCAAACGAGTTTGAATGTTAAGACTTCTATTAATCGATAAAGGGCCTGAAAA33942 A_95_P096788 BP533762

34856 411 6 1359 GCAGTGGTAGAATTAGAGTTTATGGTTTGATTTGATGTGAAGATACTTCCACTTATTGGT33950 A_95_P194042 TA15807_4097

34857 411 7 562 AACAGAGGCTCTGAAAGTGATAACTGATGTCAGAAAATCACCCAGTTCTCATCCACTGCA33952 A_95_P160407 FG642013

34858 411 8 793 CTAACAACTTGGGCAAGATGGGTTGATCAAAATGTTGATTCTTCCAAAACCAAAGTTTTT33954 A_95_P126712 EB426048

34861 411 11 845 ATATTCAGAATATCAAGCGTCTGGAGCTTGCATCTTGAGCCAGCAGTGATGTCGTTCCAA33960 A_95_P258566 DV999762

34863 411 13 836 GATGTGAGTTCAGAAAGAAAGAAATGTCTGTAAATTGAGAGGATCCCAATTTTTCCCTTA33963 A_95_P217462 TA20937_4097

34865 411 15 911 ATGGAACTGAGGTAGTGCAATTAAGGCGGAAATATGGTAACTGGAATGTAAATGATACTG33967 A_95_P231739 DV161448

34866 411 16 396 AGCGAAATTTTTGCCTTGCAATATGCATTCGCTACCAGTTTTTGAAGAAGCGATGTTATC33969 A_95_P309073 FG644639

34868 411 18 92 CCCCTGGGAAGTCCTCGTGTTGCATCCTTTATGTCTTATATAATATTATAAATAGTAATG 33973 A_95_P202282 TA17601_4097

34869 411 19 764 TCGAGAATATGGACCTGAAGCTGATATTTGGAGTGCTGGGAGTATCCTGTACATTCTACT33975 A_95_P285493 FJ026805

34870 411 20 827 GTGTTCCTTTCGTACTGTGCACTTATTTCAAGTGCGATGTTTGTTTTGATTGTCATTTAA 33977 A_95_P217927 EB438730

34872 411 22 603 ACAGAAAGTTTGAGTTAGCTTTAATGTGTAGTTCACATGTAACTTTAGGAGTGAGACTTC33981 A_95_P025586 FG635985

34876 411 26 781 CAAATACTTAATCCAGAAACTGCCATTTTAACTTGTAAGGAAGGGAAAGGATTTCAAACG33989 A_95_P267081 DV158186

34881 411 31 739 TTGGATCCATTCTTAATAGCAGCAGGGGAGCGTACTGAGGTTGATGATCGTTTCTTGTTA33999 A_95_P147122 EB451368

34884 411 34 797 TATTGGTTAGCCGATTTGCCTCAGAGGGTCCAAATGGTGGTGCTGTAACCTTTAAATTTA34004 A_95_P295298 EB445287

34885 411 35 117 TGTAAAGGAAACTCCACCTCCCCCTCTAAATAATCCAAGATAATCGCATGCTGTGCATGG34006 A_95_P052506 BP132941

34892 411 42 380 TGGGATAGTGTACTTGATTATGAGAATGTTGTGTTGTATATGTCGAGCGACATTTTAACT34020 A_95_P092898 BP532038

34897 411 47 834 AGCTATTTACTATGGAGCAGCATGCATTGAAGCTGCAAGGAGGATCTCATGCACTGATGA34030 A_95_P248132 FG174240

34899 411 49 609 TGATGATCTTGGTCTAAAGGTAAAGCAGCTATATAATGCTGTTGTCAGAACTATGGTTAA34034 A_95_P195017 TA16027_4097

34903 411 53 297 TGGGCAGTTCATGACTTTTTCTCCATGAGGGAGAATTAGATTTAATGAATTCACATTTGT34042 A_95_P094268 BP532632

34908 411 58 831 AGAGAAACCTAGTTGTTGAGCTATAGGCATCTGCTATAGGGTCTCTGTAAGAAGGCAAAT34051 A_95_P119397 DV162575

34914 411 64 360 GGTTAAGCAAGCTTGCAAAGCAAATACATGCTTTCTATGGCTTCAGAGTCTGTCATCAAG34063 A_95_P114817 CV021769

34926 411 76 1194 CGGAGTTATGCGTAGATTCGATTTTGTAATCCATTACAAATGTTTTCTTATGTTACACGG34086 A_95_P195957 TA16232_4097

34927 411 77 823 TGCACTGGTCGTCCCTGTTTTGTGTATTTGGTTTGGCCATTTGTTGCTGTAATTTTATTT 34088 A_95_P223952 EB448995

34931 411 81 371 GTTTAGTGTAAGGACATTACGAGTTGCTTGAATCGAGTCTTAAAATCTTAAGCTGTTTTG34095 A_95_P207007 FG640440

34933 411 83 643 GGAGAAAAGAAGAGCTTCTGAAGTTGTACTCCCCTTTATCTCTCCTCCATCACCTACAAG34099 A_95_P295823 EB448367



34935 411 85 442 GGTTGTCTCGAATTATGATAGAATAATATTGAGTATTGGTACAGTGTGTGTGAAGTATCG34103 A_95_P147842 EB643469

34939 412 4 394 AGAGCACCAAAAGGGTAAAATGCGGTTTGGTTTGATTTCTGCCTGTGGCTACTTACTTTT33947 A_95_P074980 BP526609

34942 412 7 763 GAGAGAAACACACAATCTATTCAAGGCATCATACAAATGCTGCAGTGGTTAATTTTTAGT33953 A_95_P267981 FG638814

34945 412 10 474 AGTTAAGAAGCCTCTGATCCCCTTTGGACGTGGCATTACTGACCTTAAAACCATTGTTTC33959 A_95_P260341 BP128500

34948 412 13 482 AGGAATCTAGTCTAGAGGAAAGAGAGCACGCTGAGAAATTGATGGAATTCCAGAACAAGC33964 A_95_P003381 AY083924

34950 412 15 831 TCTACAGTTGGATTAGTTTTCTTTTGAACTTGAGTTACAAAGGGTGTCCGAGTCGGTTCA33968 A_95_P257896 EB425483

34955 412 20 580 TGAGTATTGAACCTTTTTTGCTATTAGCTTGAAGAAGCTTTCGCAATCATGGTTTTCTGG 33978 A_95_P222237 TA21989_4097

34957 412 22 806 GGTAGAGTTTAACAAATCATATCTGAATGACCAGATAATAGCAGTTGAAGGGTTGAAATG33982 A_95_P216937 EB426706

34959 412 24 839 GAAGGAGAATGACATTGATTACAGCTACTCAGAAGTGTCAAAGTTTGCTACTTTCCGGGC33986 A_95_P252509 EB445917

34961 412 26 355 AGCCTGAGAAGAGCTCCAAAAAGGTGTTGGTGAAAGTGCCTTGCAATGAACAATAAGCTG33990 A_95_P157697 EB451576

34962 412 27 313 ATTGGACCAGAATTTGGCTAAGAATTTTGGCCGGTTAACGTAATTGGGGAACCCAGGAAC33992 A_95_P107802 CV018537

34963 412 28 535 CCCGGCTTTATTTCCCTGTAACAATGGAATCGTATTATGGAACACTTTGAGTATTGTTTT 33994 A_95_P292693 TC56980

34968 412 33 0 TTAATAGCCCATGGTTATCCAGTTTCAGATTATGCCCAGCTTGTCTGATTAGTGCTCAGC34003 A_95_P311143 A_95_P311143

34970 412 35 322 GGGGTGCAAACGGCCATGTGTAAAGTACAGATGTATTACGATTTAGTAGTGTATTATTCT34007 A_95_P163212 EH622198

34973 412 38 771 AGTTGAGGTGTTAAAATGGAAAATGTGTAAGTTTGTTTACCGAGTTGGCAAACTGGTGCA34013 A_95_P145272 EB448879

34977 412 42 792 GGACTGCTAACACTGAAAGATACAGTAATGTGTTGTTGGACTTTAATGACATTATTGGAA34021 A_95_P163832 EH622877

34982 412 47 943 GGTTTTGTTACGCAGACCTTTATCACAGCAGAGTTTACAAATTCTCATAATCGATTTTGA34031 A_95_P014121 TA13331_4097

34983 412 48 321 GCCCTTTTGGCTCCTACATTTTGTTTGTCTCTTGCAATAAGTAGACATTGTAATTTTAGT 34033 A_95_P083860 BP528874

34989 412 54 407 GGAAGAAGAGGGTAGAGTAGAATTGTTGTATGCTTTATTTCCTACGAGCTTGAACTAAAT34045 A_95_P001956 BP132869

34990 412 55 1014 CAGAACTGAGCTTGTATTATGTCCTGATAAATGACATGGATTCTTTGAGATGTTCCTTTC34046 A_95_P193642 TA15715_4097

34993 412 58 744 TGGTATATAATGGCACGTGAGTTGTCCGTGCAGTATGTGATAAAGATCTATCCTCTTAGG34052 A_95_P215337 EH617089

35001 412 66 361 GAGTGTTAGCTAGCGCTAACACCAGCATTATATCAATTTGGTTAATTCTTGTGTATGTCT34068 A_95_P006701 TA19034_4097

35007 412 72 707 AAGCTCCCTAAACACCCTACATTGGAGAAAACATTTCTTTGTAGTATTACACTGTTATGA34079 A_95_P005141 DW004395

35009 412 74 441 ACACCCCTGTCAGGCAAGCCAACAATAAATACTTAATTAGGTTCTCATTTTGTTACTTTT 34083 A_95_P307333 FG638242

35010 412 75 1640 AGCAAGATGTGAAACTTGGGAATTCCCCTATTAGTTTTCATCTTGTCAATGTTGACATTC34085 A_95_P205422 TA18285_4097

35014 412 79 420 CTTTAATATCTATGTTCTGGTGGTGTTGCTGATGTTGATTATCGGAGCGGCCGCTCAACT34093 A_95_P276833 AM831626

35020 412 85 767 TTGCAAGTTTGATCACCCAATGACGGTATTCACTTATAGCATCTCAGCATCATCCTCCCA 34104 A_95_P196437 TA16338_4097

35024 413 4 2193 TTTGAGATATTCTTGGATATTGTTCTCTACTGATTGAATAAACTGGTCCCAGTATTTGCC 34110 A_95_P023156 TA14847_4097

35026 413 6 614 GCAGCTGTTCTTGATTAGTATGTACAACTTCACAGTAATCATACAAAAGAAGAGGAGTTA34114 A_95_P031541 EB445400

35027 413 7 2267 GTGAGATATGTAGATAGTTGAGATAACACCTTTTGTACAGCAGTTCGTTACACTAATACA34116 A_95_P192237 TA15408_4097

35029 413 9 1186 ATGACTGTAGTTACAATGACATTCGCTGTCCTCGGATTCTTATCCCCTTCAAATCGGGGA34120 A_95_P025491 TA17818_4097

35030 413 10 631 TTCAGTAAATTTACAATCAGAGGAAACATTCGGGATGCCAATTGAGGACACAGTACCTCA34122 A_95_P062070 BP135419

35040 413 20 872 AGGGGAAAGAATTGGTCATGACTATTGGCTAGCTAATAACAGTACTATTGGTAACAATTT34142 A_95_P206267 EB424670

35041 413 21 178 ATGTATGTATGGTTGCAGCTTTTCTATATTGTTTTCAGGTGAAATCCTTTTGCACAACGC 34144 A_95_P145687 EB449432



35042 413 22 354 AATGTCAGCTAAATTCAGGATCAGGAGTGGCATTCCTCCAGAACAGCAAGGTTGATCTTC34146 A_95_P170756 EH664976

35043 413 23 310 CATTATTGCTCCACGGTAGAATATGTTTACATTGGTATGCCGGTACACAATTGTATCTCG34148 A_95_P058011 BP134362

35047 413 27 1005 TTACTACCAACGAACTAACTGGGTATCGAGGAAGCAAAGAAACAATTTTGTCAAATGCAG34156 A_95_P015121 TA14613_4097

35049 413 29 825 CCCACACCATCACCACCAAGAAACAATGATGGATGTCAGCATGCTCATTTGAGATCATAT34160 A_95_P303938 FG153238

35050 413 30 706 GAGACTTTACGGGAGGGAAAGAATTCAAGGTTACGAAGTGCCTTTTATTTTATTTAAATG34162 A_95_P213912 TA20149_4097

35052 413 32 323 GCTATAATCGAAACCTTTAATAAGGTTGTTTACTATCCTGTCGCTCTAGGTTGTGTTACT 34166 A_95_P095678 FS436463

35053 413 33 842 GTGCCTTATTGTGTATAGTGTGTGAAATTGAAGTGCAAACTTCATCTCTTGTTTATATGC34167 A_95_P015691 EB439026

35056 413 36 616 AGCAAAGACAACGATAATCACGGCATCAGGATTATTGGAACAGTTTTAACATTAGTTGAA34173 A_95_P025256 TA17895_4097

35060 413 40 1332 ATATAGATCTGGACTTGTGCTAATGGAGCTAATACGATTGGTTTGGACTTACAATAGATA34181 A_95_P026301 TA15688_4097

35062 413 42 214 CATGCTAAATTTTGTTGGCATGTTTAGTAAGTTTTGTTTTCATGATCTTTCGGTGGTGCA 34185 A_95_P029811 DW000198

35065 413 45 895 TTTTCAGCCTGATAAAAACTCCCTTATAGTCACCATTGGAGATCTCTTACAGACATGGAG34191 A_95_P135267 EB438588

35066 413 46 370 CGAGAAACCGAGAAAATTTCATAAGCCTTTGAAATCCTTTCTCTTGGGTTCCACTAAAAT34193 A_95_P095423 BP533190

35068 413 48 812 TTTATTCTAGTGGTGAGCTGGACAGAGTGCAGTTGTATTGTGAGAGCTTTTCCACCACCT34197 A_95_P251472 EB678121

35071 413 51 716 GTAGGCAGCTCGCATCCAGCTTTCTTCGTCTTCAATTCATATATATTAGTATTAATTTAC 34203 A_95_P209612 TA19228_4097

35072 413 52 699 TAGGATATTTTGAATGTGTTTTTACCTCTAGCTTTGTCAATGCTATTGGCAAATTGGTCC 34205 A_95_P268766 DW002962

35086 413 66 829 CCTAAGTGTTGCAGCAGTTGTGATAGATTGTTTGCAATTGCAGAAGAATGATTACTAATT34233 A_95_P267046 DV157983

35089 413 69 0 GCGGAGTCATGTATCTCCTTTTTATTGCAGTTCATGCGAAGATAAAGAATACAATAAACA34239 A_95_P008766 A_95_P008766

35090 413 70 287 GGATCAGATAATGTTGCTCTTGTACTGGATCTATAAGGTGAAAGATTGATGTAATTTCCA34241 A_95_P041106 BP130008

35092 413 72 273 CTAGGGTTCTGGAGGTGATTCTTCTCATGTTTCCATTTTTCGTTAAAAATAGAGTAATAC34245 A_95_P156337 EH613699

35096 413 76 789 TTTGGGGGCGGGATGTTGATGACATAATTTGATGGTTATATAGAATTTTGATCTGTCGAA34253 A_95_P267436 DV160203

35104 413 84 353 CTGCGGTTCTTCTAATTTTCTTGATTGTTCTATTAGCATTCCATATTTGAGTGATGAGCC 34269 A_95_P077605 BP527294

35115 414 10 791 TTTCAAAGATGTTGCCCGTGTGGACTCTGTTTCTGCTTAAGATTTTAGATGACCATGTAC34123 A_95_P117897 DV160864

35116 414 11 837 GCCCTCACCAGTGGAACTTCCAGAATAGAAAAGATTTAATTTGTGCAAACCAAGGTGGAT34125 A_95_P196297 DV159106

35120 414 15 329 CAAATGGACTTGAGCATATTGTTGAAGTGATTGAGGGGTCAATGGAAGATATTACTCTGC34133 A_95_P085755 FG134245

35122 414 17 489 TCCTGACACTCCTTAAGTTTCTCTCCTGCACGTGTCTCCTGGCACAAAAAAGAAAAATTC34137 A_95_P035973 BP128611

35124 414 19 789 ACTGATCTCTCAAATCATATCATCCTTGACCACCTTCATTACGGTTTGAATGGGAGCCAT 34141 A_95_P162452 EH621397

35132 414 27 2084 AATAGATAGCAGGGCATATTTGCAGCTCCAAACTGGGTTTCGTTGAATATATTTACTCAT34157 A_95_P011311 X83524

35138 414 33 1419 CCTTGTTGAACTAGAACCTACATCATGTTATCCTTTTGATGGTTTTGCGGAGTTATTAAT 34168 A_95_P012552 TA13054_4097

35139 414 34 1009 GTGGGCAGCAAGTTGGCTATATCATGCAACTGGAGATCAATCATATTATGATTATGCGAC34170 A_95_P201147 TA17362_4097

35141 414 36 583 GAGACTACTAGTTCTTCTCGGCATCAGTTGCAAATTTGCATTTTAGTTCCAAATTTTGTT 34174 A_95_P034324 TA13389_4097

35143 414 38 818 GTGGATCGCACTGTCCCTGGAAGATTGAAAATAACTCTGTCTTTTTGGTGGCTGGTACTT34178 A_95_P205967 EB439676

35145 414 40 711 AATTCCCAAGTTTGTTATGGATGAATGCTATGACATGGAGCTCTATGAATGGAAGGAAGT34182 A_95_P257876 TA12452_4097

35149 414 44 655 ACGGCTATCCAACTGGTTTTCAGTCTAGGTTTAAGAGGAGTGCAGCTTTTGCTCCAGTTT34190 A_95_P284343 FG190019

35151 414 46 694 ATGTTCTTGCTCTCGTGCGATCCTCTCATGGACAGATAAGTTTGTTCAGTGAGTGTTTGC34194 A_95_P164922 EH624378



35152 414 47 845 TTTGGTGCTGCTGCTTCTATGTTGTTGGGTTTTGGTGCCTGGTATTGGTATTTCACCAAG34196 A_95_P150122 EB680202

35157 414 52 372 AGGTTACATACTATAGATAAATCAGCTCTATCAAGCTTTGATAAGCAGCATTTTGGCACA34206 A_95_P124812 DW004608

35159 414 54 417 ATGAAACACTTAGATTCTGGAATGTTTTCCCTTCTCCTAAATCTAAGAACACCGAGACTG34210 A_95_P059740 BP134816

35161 414 56 851 AAGGGCCAAGGATGGAGGTAAGAAGTTGATGGATTTGGGACTACAATTTATTGACATGGA34214 A_95_P231554 DV159738

35163 414 58 675 GCAGGTGATTTTTCATTGAGTTTGATACCTGACTGGATATTTTAATGGGTTATATCTGTC34218 A_95_P205342 TA18263_4097

35170 414 65 2517 GATTGGCATCCTTGTATTTACCTTTCGGGGATCACATTTATGTTAATCTTTTATTCCTGG 34232 A_95_P177082 TA11872_4097

35171 414 66 442 TTACTGCCGTATTTATGTTAATGCACTTTCTAATGATACGTAAACAAGGTATTTCTGGGC34234 A_95_P211867 ES659053

35176 414 71 518 CTTGGTTGGATGCTGGACCTCTCAATATTCGTTCAAAATTGCCCCTGGCTTTTATGTTGG34244 A_95_P049106 BP132084

35177 414 72 838 CAGGAAGTTTTAGTTATGTCCTAGTTTATGTTAGCTGGTCTGTATAGCAGCTTTTTGAAA34246 A_95_P289868 EB451794

35180 414 75 783 TTCAAGCTCCCTAAAGTGGTGGACAAGGATACTACAATGAGTTAACTTTGATCCTTGTAT34252 A_95_P135872 EB439421

35182 414 77 630 GGAGATGTGATTTCAATGCCTGCCTTGCAACATAGTGGAAGTTCTTCAAAACCATTAATG34256 A_95_P047651 BP131711

35190 414 85 823 TTGGATACCGAAATCATTGTTGCTGCTGCAAGGGACACAAATACAAATGCAACCGCTGTC34272 A_95_P027016 EB437209

35194 415 4 877 GCTAGACAATAATCCCCTCAGACAGATACCATCCTCTGCATTTCAAGTTGTATCCAAGCT34279 A_95_P260521 EB428364

35198 415 8 902 TTGGAGTAAAGCTCGCTCAATTAATGCACAGTTGAGAGTAAAGAATGTTGGGATGCGCTT34287 A_95_P115517 DV157766

35201 415 11 86 GCTTGAGGGTTACTTCTGTGTGATGTTTAAGTTCATTTCTACTGATATGTTCACATATGT 34293 A_95_P003726 EB434979

35202 415 12 670 AAACAAAAATTTGACAGGAACTGCTAGATACGCAAGCATGAATACTCATCTTGGCATTGA34295 A_95_P137352 EB428048

35207 415 17 1260 AATCTGTCTGCATAGATGGGTATTTTAAACAAGATGTACCAAGACAAATCGATTGCGTTT34305 A_95_P201527 TA17444_4097

35208 415 18 503 ACATAACAAGAAGCCCGAGATCGAGTGTTGAGGAGAGTAAAGAATCGATAACCTATGAGC34307 A_95_P124392 DW004227

35210 415 20 530 CACAATTAGAAGAGAGTTGAGACAAGCTGCGAGACCAAGAATTATGTTGGGCATTATCAA34311 A_95_P010181 BP133122

35215 415 25 677 GAGTCCTTTAACAGCAATTTTGGAGTTGTCATACACAGTAATGATTTGTCAGATGAATGA34321 A_95_P146852 EB451002

35217 415 27 469 AGTTCAGGGATCCTTCGAGGATGGTATTGGACCCGGAGGCAATATTATTCATGTCTTTGA34325 A_95_P031426 BP529158

35218 415 28 352 CTGTTAGCTGTTTGGAATGACAAAGCCTCCACAATCCCCATTTACACCAAAGGTCTATCC34327 A_95_P111627 EH617531

35219 415 29 796 TTGTTGCTAGAGAATGAAAGATTGGCGGGGTCTAAATGAAGGATTTTGTAGTTTTTGTTG34329 A_95_P124082 TA15549_4097

35222 415 32 541 TGCTTCTAGTATAACTAATGTCTTTCATGCTGCTTGTTTTTGCAACCATGGAGGACTTTA 34335 A_95_P139737 EB443648

35224 415 34 841 GTCTCAGCTTGAAATTAATGAAGGATGGTTCCTTACAAATGAACAATGAGACTAGATAAC34339 A_95_P267901 DV162604

35225 415 35 297 AATGGTTGCTAATGTATTAATGTAGGCTGAACCAAATCTTCAAACGTGAAGTTGTTGTAC34341 A_95_P080795 BP528099

35229 415 39 1247 ATGTGCTTTGTTTACTGAGGTCTCAAAGATGTTCTATTCTGTTTCTGTTCGCTGTTTCTT 34349 A_95_P001736 AB032546

35230 415 40 785 TTGTAATCCAGTATCATTTTTTGTGTGGATGTCTTTTGAAGCGTTTTGCTTGGAGTTGTC 34351 A_95_P271421 EB443290

35234 415 44 676 CTCAACAATCCAAGAGAGAATATAATTGTTGACTAGAATGATATATAGGTTGCCCAACGA34359 A_95_P183622 TA13500_4097

35235 415 45 842 TAATTCCTGAATGAGATATCTAATGAGTGCACGGAATTACTTCCCGAGCCCAGACTGCAG34361 A_95_P289213 DV158089

35236 415 46 1300 TGTCGAGACTCACCCATTGTCTAGTTTGGTTTGAATTTGGAGATGCACAAGAGAGAGGCT34363 A_95_P207152 TA18678_4097

35244 415 54 628 TAACACGAAGAGAATTATCCCACATGACCAAATATCCACTTTTTCTCCATCGTATCCTTT 34378 A_95_P316723 FG192477

35247 415 57 595 AGGACGTTGTAGGAGTGGATGTTGTTATGCACGTAAGGGCTAAAAAAGATGACGGAACTG34383 A_95_P137772 EB441552

35248 415 58 797 CCTTGGATGTCCATAGATAATGTGCCTCGTTAAAACCTTATTAGGAAAAAATCCTATGGC34385 A_95_P120152 DV999904



35255 415 65 323 GTTAGTAGGGGTGTGTATGGATATCTTTTCCCTAAAAAGTAATCAAACCAAATAAGTTGG34399 A_95_P214292 TA20231_4097

35261 415 71 837 TATGGAGGTTCTGTAAATGGAGCTAACTGCAAAGAGTTGGCAGCACAACCTGATGTGGAT34411 A_95_P217862 EB426276

35263 415 73 475 TGTCACCTGGTGTAGTCTTAGAGTTTGTAACTGAATGGCAAATTGGAGAACTTGTTGAAA34415 A_95_P257344 EH623258

35267 415 77 72 TAAAAGGCGACCTTGGATTGGACATCACCTTTTTGGAGTCCTTTTGGAGAAATGTGCTAG34423 A_95_P116807 EB681743

35268 415 78 811 TTTTATTGGTTCGTGACCTTAGAAAACGAACCATGGCAGTTCTCTTCCTTGTATCAATTC 34425 A_95_P126282 EB425543

35269 415 79 824 TCCATATAAGTTTCGGCTAGGCGACAAAGACATCATAGAGGGATGGAACCTTGGTCTTGA34427 A_95_P272661 EB680239

35271 415 81 882 AGATGTACCCGCTTATACTTGCTTCAGGAAAATCAAACGTCTGTAGCTTCACCATAGATT34431 A_95_P271396 EB443151

35273 415 83 795 CATAGGAAAATACATGTAGATCCTTCTTTTTTGCTCTTCCCTTGTTAATATTAGTCCTCG 34435 A_95_P149832 EB679803

35277 416 2 428 CGAGTGAGATTGTATATGCAATCATCATTTACCAGATTAGATGGTTAGGCTTCTCGTTGG34276 A_95_P072945 BP526087

35278 416 3 540 AATTAAAGATGTAAAATGTCGATGGCCTATCGGAAACAGCTTCTCTACCCTTCTAGGGCT34278 A_95_P161147 TA15777_4097

35282 416 7 801 GTACACACAGGTTCAATGCATACTACGTGCTCAGAGTTCTAAATTTTTTGTCATATAGAT34286 A_95_P267536 DV160564

35283 416 8 334 GTTCATCTGTTTCATTCTAATTTTTTGCTTTACATTCCCTGAATGAATCAAGGTCTTGGG 34288 A_95_P103312 CV016454

35284 416 9 806 TTTCAGTTGGCATGCGGTTCTTTTGTGCTTGTGTCATTCTACTGCAACTCTCACTGTTGG 34290 A_95_P202842 EB426615

35287 416 12 879 GGACCCGGAAAATATATTACCAATAGATGGATCTGCACCGTCAGACCGATCATAACAGAG34296 A_95_P165392 EH663669

35292 416 17 631 CAACGTTTTAGCCTGGTAGTCGATATTGATGGATTGCATAGAGTTCTTTGTTTAATTTCA34306 A_95_P020286 DW001539

35295 416 20 794 TCTCAATTCCTGCCATCCTGAAGTTGGCTGATACCCTTTCACTTGAAGTACAAGCTGTGA34312 A_95_P185957 TA14025_4097

35297 416 22 721 TGTGAATGCTCTTAGGTGAAGGCAAAATGGTGCTTCACATGTCATAATTCTTTACACAGA34316 A_95_P209072 EB681340

35301 416 26 629 ACTATGTCCAATAAGTTTGATGCTGCAACTCATCCGCAATATTCAGTTTTCCTTTGGCAA 34324 A_95_P017701 EB436446

35302 416 27 1269 GTAGTTTTGGATTCTAGTTTAAGTTAAAGGATATGTGGTGTTTTGAGTGTGCTTCAAGTG34326 A_95_P012956 TA14617_4097

35304 416 29 0 TCTTCTTCTTATGTTTCTTCCTTTAGAGAAAAAATAAACCAACTCCCCCCGGCCGTAATG 34330 A_95_P009041 A_95_P009041

35307 416 32 798 ATCTGTGTAAGTTATCTCCTTCTGACAGCCAATTCTATGTCATATTCTACAAAGCAGAAA 34336 A_95_P021301 EB679795

35309 416 34 440 TATGGTATGTCTTTCACTGAGGCAGGTTAAAACAGAAGCTTTGGTTGAGTACAGGTCTGA34340 A_95_P092933 BP532056

35310 416 35 378 TTCATCCTGAATTTGCTGCAGATCCTCGAAATGTACGACTTGGCCTAGCTAGTGACAGTT34342 A_95_P097513 BP534081

35313 416 38 515 GTCAGCTTCTATTTTCTAGCACTTTGATAATACTATTGTATCAGTGTTGATCTTCTCAGC 34348 A_95_P157672 FS433102

35319 416 44 602 GATGGCTGATGTTTCAGCCAATTTCGTTAAATCTTATAGCCACCTTTCCTGTGTTATGCC 34360 A_95_P213522 EB443490

35321 416 46 873 TTAATTTCTAGTGATTGATGGTGTGGGAATGCCTGTAATGGTAGCGAGGCGTGTGTGTAC34364 A_95_P200802 EB449689

35325 416 50 829 TTGGCCAGGCTTTTAACACTTTGCAACAACTTCCTGTCCCCATTAAAGATGCTGTTTCCA 34371 A_95_P235354 EB681365

35327 416 52 701 TAAAAAGGCAAAATTTGCAACACCTCAAAAGGCTGATGGTGAGAAAGGTGCTGTCCATGT34375 A_95_P269041 EB428281

35328 416 53 608 TGGACAAGATTATCAGTACTATTAACTTACATCCAATAGAGGTTGCTGTTTGACTATCTG34377 A_95_P179477 TA12516_4097

35331 416 56 844 TTAGTATGCAATGTATATGTGAATGAGCTTGCTGTAACTTAAGCGTGATACCTATCTCCT34382 A_95_P270721 EB443132

35335 416 60 824 GAGCTAGAATTGAAGACGTACATGTGTTCCAGTTGTAGCTGCATCTTATTCATGGTAGCC34390 A_95_P120112 DV999849

35336 416 61 506 TCCCCTGAGAAGCTGTCGTAGATTTACTTAGTTCAAAATATAGGATCTATGTCCAAGTTA34392 A_95_P269116 DW004091

35344 416 69 1054 GATTTATCTACCATGATACGTCGTCAAAGGCAGGCAATTGATGAAAAGATAAGGGAGCTA34408 A_95_P219347 TA21376_4097

35349 416 74 544 ATGTGTGAAATCAACACTTAATGTACTCGATAAGGTTCGTGCTTCACATTATTGTTTCTG34418 A_95_P024916 TA20830_4097



35350 416 75 420 ACTTGAGTTGATTAATAAAAGAAAACTGATTAGGCGCAGCTTTATCTGTTGGGTCATGCC34420 A_95_P097178 BP533913

35351 416 76 652 GCTGGTGGAAGAAGATTTATTTTTTGGGTTACTATTAGAATAGAACTTAAGGACCTTGGA34422 A_95_P257861 DV158996

35360 416 85 818 TCCTTTCGCACATCCATTATTTGGTGTACGCTAGATAGTCCTTCTCTGGTTGTATTTTTT 34440 A_95_P025081 DV159714

35373 417 13 859 GATGCTAATTTGATTTTCTGCTGATCTTCATTCTTTTTGGGAGCATAGTAGGTATAGGAA34465 A_95_P182217 EB448209

35375 417 15 382 ATCCAGTCAATAAGCTCAGCAAGATTATGGTACTTTTATGCTTTGCAAACATCTTTACGA34469 A_95_P064090 BP135954

35378 417 18 160 CACCCCTATCCCCTGTCCTTTTATTATGAGTCAAATTTTGTAACTGAAATTTGACATTTC 34475 A_95_P181772 EH613905

35383 417 23 315 GGAATTGATCGTTGGTTATGTTTGGTCTGAGTCTAAGAGTCTTAAGTATGTATTATGGAT34485 A_95_P133202 EB434505

35384 417 24 679 CAGGAACTTCAGGTTTAATATGACTGATATTCTTTTAGAAGGTGAAGCATGCAACCCATA34487 A_95_P013241 EB682934

35386 417 26 880 GCAAAACGTTTTCTGCATCCTGACATTGTAGCACCTTATGACTATATATTCATCTGGGAT34491 A_95_P227529 EB428349

35388 417 28 669 ATGTCTGGAATTCAGATGTAAACAGAGTTCCGGTGGAAGTTTTGAAGCTTGGGGCAAGTG34495 A_95_P284843 FG199640

35391 417 31 1397 TTTCAAGTTAATGCTCTACTTCCAAGACTGAACCACCAAAACGACTGTCTCAAATACCCG34501 A_95_P007806 TA13797_4097

35392 417 32 566 TGTTTGTAAGAACAGTGCTCATTTTGTTTGCCTACACTGTATGTTATTGTCCGAACTGTC 34503 A_95_P212307 TA19805_4097

35393 417 33 1223 CTTGTGTTTTGTATGTAATGTTTGTTCTTGATGTGATTGTGATGGCCATTGTTGTTCGTC 34505 A_95_P023056 TA15890_4097

35396 417 36 682 CTTCGGAAAGCTAGCAGGATCCTCATTCTGATGTCAGAAGGGTAATTAATTGATGCATTT34511 A_95_P141887 EB445505

35397 417 37 320 TTGCTCTGGTGTTGTATTCAGACAATTTTCAAGTTCTTCAGATGATGTTCCAGTTTTATC 34513 A_95_P307638 FG638976

35401 417 41 616 TCTGTTTTTGTATCTTGTCTGTAGTCGAGTCTGTTAAAGGCGTGTTTGATGTGAATTTTT 34521 A_95_P015871 TA12007_4097

35402 417 42 754 TGAATCACATCAAGAGAGCACCGAGAAGGTTATGGATGATCCCTGGGGATCTGTTAAAAA34523 A_95_P268546 DW002999

35403 417 43 145 CCCTCCGAGCAGGCAGATTATATAGCTTAGATATACAGTAATAAGGATGTATGCTTTTGG34525 A_95_P141997 EB445585

35404 417 44 742 TTGCATCAGATGGCTTATGGGAACATCTCAGCAATCAAGAGGCCGTTGACATTGTGAACA34527 A_95_P146552 EB450614

35405 417 45 575 AAGGCTTACTTTATTAGCCCTCTGTTTCTGTCGTCTATTCGTTCTGTTCTGGAGAAGTTT 34529 A_95_P023296 TA15396_4097

35408 417 48 771 GCTTTTCTCTTAGTAGCAATATGTACTTATTTTTGTCTTGATGGGTAAGTAGCTCCTGAA 34535 A_95_P010401 TA13834_4097

35409 417 49 1017 GACCATGGAATTGATGTTGATGTATAATATGACATGGGAATGCTCGTTAAATGGTTGTTT34537 A_95_P181422 TA12976_4097

35411 417 51 686 CTTCATGTGGTCCAGTTTCAAGTAATTGAGCTTTATCATTTGTTAGCTTCACTATCTGTC 34541 A_95_P000411 EH618900

35413 417 53 641 CAAGAACGGACAGTCCTGATGCCTATGATTGTATTAATTTGATTACTAACAGCTTGAATA34545 A_95_P124572 DW004363

35416 417 56 761 CCCAAGGCTAGGATTCGTTAGATCATGTTATGTGTACACAAGTTATATTTGTATGTAATG34551 A_95_P128342 X51426

35418 417 58 680 GGTTCTTTTGGAACTTTTGTCTTTTTGGTGTTTGATGAATGACTTTTAGACAGCTCTGTT 34555 A_95_P148832 EB678367

35422 417 62 238 CCTTATTCCTATTATTCCCTTCCTTACGGCAAAACCGGAACAAATGGTTGACAGTGCAAA34563 A_95_P070190 BP192547

35426 417 66 413 ATTCAAATTTCAAGGTCATTTGGTCTTACTACCTAACTACAAATAGGGATCGATAGTGAC34571 A_95_P132202 EB432654

35428 417 68 304 AATGGACAAGTATCCACCGGTACCATTTCATTAAACAAGTCGAATGGTTCCTTCGACGGG34575 A_95_P162153 FG642918

35430 417 70 856 CTGCAGCAAATATTTATCTGCATTATTAAGGGTTAATCATGTTCTGATTTCCAACTGCTG 34579 A_95_P183632 TA13502_4097

35433 417 73 831 CCCTCTCTGGATTTCATATATCTGTGCATTGTGATGTAATACTATGTACTTTACAGTGAA 34585 A_95_P021291 EB426312

35438 417 78 660 GCCACTACCTATTGGCATGGGTTTTTTATGATGTTCATCGATTGTATCAGTTAGTTAGCA34595 A_95_P153597 EB683838

35441 417 81 897 TCTTCGCCATCTGATGGCAAGCTTGATGTGTCAAAGGCTTTTCTACTGTCGTTGTGAATC34601 A_95_P011651 AB079023

35443 417 83 395 AAATATTTCCTTCCTTTGTCTCATATCTGAAGAGCAAGGATGCTAGTGACGGTACTGAGC34605 A_95_P109977 AY074787



35449 418 4 734 GTGATTTACTTCTTCTTGCTGAAACTGTCTTCTAACATAGTTTCTCATGCATGTCAGATT 34448 A_95_P117472 DV160392

35452 418 7 1337 GATTGTCTGTCTTCTGTTGATTAAAGCTGCTGTCTATCCCAATGAACATGTTAAATTTGC 34454 A_95_P074840 TA15200_4097

35453 418 8 811 GTCAACAATTACTGCGCGAGCTACATTTGATGTTTGATAGTTCTTGCAGGATAAATTTTT34456 A_95_P126997 EB426416

35454 418 9 372 TGAATTTCTAAGAGTCAAATGGTTTACACAGATCAGACATCCAGTCCAAAAGGCATGTCA34458 A_95_P154607 EG649670

35456 418 11 538 TGATAGAGAAAAGGGTGACGACGACAGTGATGTTATAGTCTGCCCATGTATGTATTGAAA34462 A_95_P035183 BP128398

35459 418 14 717 AACACTTTCTTGATGCTCTTGACCAGATTATGAGCCCAAAGGCCAACAGAACAAGCCTCT34468 A_95_P164417 EH623650

35461 418 16 191 GCACGGGGACAAGAATTTGCTTGTCATAATAATATGCTGATTTATGCTTTTTTGAAAGCT34472 A_95_P032171 EB436705

35463 418 18 1111 ATGTAAAAGAAATTGAAAACAAGGGAATTACTATGTATTGTGTGGGAGGTGTCATGGCTA34476 A_95_P141752 TA13567_4097

35464 418 19 557 AAATTAAATACTCCTTTCTTTTCTAAATCGCCCGCGAAGACCAGACGTCGGAAAAGGTTC34478 A_95_P038141 BP129188

35466 418 21 634 TTTGAGGCGCGCATACACAAGGGGAATTCCTTTCTTGTCCAATACAAAATTTAATATAAA34482 A_95_P134777 EB437551

35467 418 22 832 TATCCTCCTCCTGGCTATCAGAAGTGATCTTTCGAAGGATTTGGTGCGTCATTCTATTAT 34484 A_95_P147202 TA15797_4097

35470 418 25 472 TGTGCACTTTGCAGTTTTGCTGTATGTGTCGACTTAATTTTATCCATGTTGATAATGAGT 34490 A_95_P125337 DW005129

35476 418 31 598 ATAATTAGGTTGGAGCTGAATTTCTACTAATTTGCATTCTGAATGCCTTGATGCATGACC34502 A_95_P019976 DV162200

35480 418 35 691 CCAGTTATTGGTAGTGCTGTGAAGGGCACAAAGGTTAAGTTATTGGACATAACAGCTATT34510 A_95_P280038 FG194561

35482 418 37 106 AAGGATGTTGAAGTGAAAGGATTCAACCCAGGATTAATATGTCTATAACTAGTTGTATGG34514 A_95_P107057 CV018193

35484 418 39 491 TGAGTTTGGTCGAGACAATAAATGATAATGAGTGGCGGCCCTCTGTACTTTGGCCATGTT34518 A_95_P010846 DW004048

35488 418 43 395 GATTTGTTTCTTGGTGGAGAAACCATGTAAGAGGGGAGTTGCCCTTTCTGATTTGAATTT34526 A_95_P102997 FS417555

35490 418 45 857 GGTCTTCATTGCGTTGGTTGTTATAAACTCTCATGATCAAATCTTGTATCTATCTCTTCT 34530 A_95_P008091 DV162582

35491 418 46 355 TTCTTGGTTTTGGGGAATATATAGAAGAAGTATATGCTGCATATGAACAACACAAGCTAG34532 A_95_P146258 FG643952

35495 418 50 833 TCTCCAGACTTTGGATAAGAGAAAACACAAAGTGGATGGACCAATCTTTATTATTCTTTC34540 A_95_P252444 EH615331

35497 418 52 798 GATGAGGCTAGGCAAAGGAGTGAACAATTAAATATGCAGGCAGATGGGACTTCTTCTGAA34544 A_95_P209187 AB379974

35498 418 53 406 TTGACACCAGGGGGAAATTATGTGTCTATTCCTCTGTAGTAAGGAAGAGTAATGGAGTCT34546 A_95_P105447 CV017464

35502 418 57 1233 CATTACTCAAACGTTTGATTTGCTGGGATATACCCCAAAATTGTCAACTTTTGTGATCAT 34554 A_95_P207332 TA18717_4097

35505 418 60 494 ATGCTCAATGAGCTTCTTAGTTTGTAGCTACGAGTATTGAGTAAAAAGTTGTAACAGTTC34560 A_95_P142397 EB445877

35507 418 62 124 ACGATGTTTGGCTCAACTGCATATTATCATGTGAGCGGAGTCAAAATTGGATCCAAGGGC34564 A_95_P042886 BP130471

35509 418 64 498 GCTGTGTGAGACATTATTTACAATTTTGTCTGCTGAAATCAAATCTTTGCACTTTTGCCC 34568 A_95_P233784 FG640626

35510 418 65 1525 GTTGTTCTTCAGTTGCTGCATTTTAGACATTCCAGTACTAGTTTATACTTTGATGGTGTC 34570 A_95_P257911 AB052822

35511 418 66 1031 TCGCAGTTGTTCGTCTTTCATAAATCCAAGAATTTCACCTCTGACTATGAAATACGAATG34572 A_95_P193342 TA15649_4097

35513 418 68 353 GGATGGAAAATTTGGAGAGGAAAATTAGGGTTCTAGGAAATGTTCTTCTTCTTCCTTTTT34576 A_95_P088638 BP530162

35514 418 69 1125 CACTATTATGTAGAAGACTGATGAATGTGTTTGTCAATAATGCAGCAGTATACCACTGCT34578 A_95_P222922 TA22136_4097

35516 418 71 847 AGCAGTAGTTTGTCATCTTTTTCTATTTCAGCTCTCTGCGTGCTGTACCACTGTGGGAAA 34582 A_95_P298508 FG160952

35517 418 72 508 TATGGAGGATTTGCTGCAGCACTGAAAGACTTGAAAGTCTGGGTTATGAATGTAGTTCCA34584 A_95_P034059 TA15455_4097

35519 418 74 853 TTTGGTTGTATGTGTTCTTTTGTGTCTCTTGAATGAAAGAGCAAGGCAAATCGCGTTATG34588 A_95_P196737 DV157807

35524 418 79 401 GTTCGGTTCTACATTTAACGAGTTGTTGTATAAGTTGGAGGGTGATTGTTGTCATCATAT34598 A_95_P023566 CV019069



35525 418 80 312 CTGGGATAAGGTCAAACTACAAAAGGATACATATATAACTACATACACTGTAGAAAGGGA34600 A_95_P089208 BP530399

35531 419 1 553 TTGGGTGTAACTTGTGAATTTTGGATGTGATTTGAGTCTAGAAGTTTGTTGTTTGAGGTT34611 A_95_P073145 EH618900

35535 419 5 1035 TGAAATCAAGGGTGTACCAGAGACGTCAAATGTAAAGAGAAATTACCAGTTTTGTTTCAC34619 A_95_P217892 AY141105

35538 419 8 838 TGCATCTATGTTTCTGGTTTAGTTTAGTTTAAAACCTGGTGACTTGCACTGTTTTTTGGA 34625 A_95_P217282 TA20899_4097

35539 419 9 563 AAAGGAAAATGTTATTGAAAAGCTGGAAACAAGAATTGGGTTTCTGATTTCTGACCCGAA34627 A_95_P121297 DW001304

35542 419 12 471 GGTCTGCATATGATGTTTTCAGGGTGGTAGAGTTGACTAATGTTATCATAGGTTTTTCTT34633 A_95_P101838 CN824878

35544 419 14 836 TAGGTAACCTTTCAGAGTTAGCAGAAGACGAGGCTTTGTAATGAAGTGATGAACAAAAAG34637 A_95_P149337 EB679186

35553 419 23 636 AAGATGGGAAGGTTAACCACAGGGGTGCAGTATGAATCACAGTTTGGAAACACAAATGGC34654 A_95_P129202 EB428919

35557 419 27 151 TCGGGGGTATGGTACGTTGATGCTGCAGAATTAGAAGATAAAATTATTGGAGAGAAGAAA34662 A_95_P031221 EB444185

35560 419 30 527 TTGGAAATGCTCTGATATGCCTCACAAAAGAATAAGTTGTAATGATGCTGAAGAAAGAGA34668 A_95_P063560 BP135813

35562 419 32 764 GGACACTGCTTCGCCCCTGATTGAAATCTGTATATAATTTCCGGTATGCTGTAATTGGGA34672 A_95_P144797 EB677519

35563 419 33 764 ACTTTCCCCAAAGACGCTCTTGAGATAACTGCATGGACAGAAGATGGTCTTATAATGGCT34674 A_95_P246002 EB426543

35568 419 38 356 ATGATACAAGATGTTGACGATATGCTTGGTTATGACATCCCTGAACTTCTCAAGAATTTC34684 A_95_P269886 TA19780_4097

35573 419 43 244 GCTCATGTACTCTGTGACACCCGAATTTTAGGGGAATATTGTATTGAGTCGCGGTATTTC34694 A_95_P222272 TA21997_4097

35582 419 52 658 CTTGTATGAATAATCTAGGGCTGAAATTGCCATTGGTGTGTTTTGATATCGTATGTGGAG34712 A_95_P262896 FG638854

35586 419 56 775 TTCTTTGAACTGATGTCGATGTCTGCAGCTGATATGTAAATCCTCAAAGCCAGCCTCGGT34720 A_95_P284893 FG134869

35587 419 57 848 ATACTGAAACAAACATCTAGTGTCCCACCCAGTCTTGGACCAATTGTAGTCCACTGCAGT34722 A_95_P013311 TA16511_4097

35589 419 59 968 TTGCTTGCCTTTCTGTCTTTTGGGTGCAATGTAAACTTAAGAAGCGTCTGGTTCTCTTGC 34726 A_95_P187617 TA14386_4097

35591 419 61 157 ATGACATCTCTGTTGAGGATTACATCACAGCAACTGCTTCCAAGCCATCCGGTTTCACAT34730 A_95_P104967 CV017244

35593 419 63 454 GGAGTATCCACCTTTCTCTTCTGTTGCTTCATCTTGTGCCTTCTCCTATTCTGATTATAG 34734 A_95_P279898 AM818654

35595 419 65 203 GCCTCAAGGTCCAACACATCCACCGAGGACAAAGCTTTCCATGTTTTCTCTCTGATTAAA34738 A_95_P103562 CV016579

35596 419 66 642 TTGGACAATATGTATCTTCAGCGGGCGAGTTTGGATAAGCTTATTATTTATAACTTAGGT34740 A_95_P115592 DV157844

35597 419 67 1670 CACAAGGAGCATATTCCACTTGTAGTATCTTTTTCCCTATGCGATTTTTAGGTCTATTAT 34742 A_95_P283429 AY639146

35602 419 72 236 CGCAGTTAACCAAGTTCTTTATCTCGGTGTCAATTCTCAAAATACTGTAAAGTTTGTTCA 34752 A_95_P164837 EH624205

35604 419 74 152 CTTTTCACTGGGATTGTCATACTTAGTGTAGAAATTTAGGTAGGACCTTCAACTTTTTCA 34756 A_95_P077395 FG623741

35607 419 77 1180 GGAGACCGTTAATTCCCCTTGATAATTTGGTTTCAGATTGGCATTGTATTTATTAGTAGA34762 A_95_P193112 TA15601_4097

35616 420 1 424 GATTGCCTTTAGGTATTTGTGGTGCGATCTAAACTTTTTTATAATGTGTCGACTATATGC 34612 A_95_P189847 TA14875_4097

35617 420 2 428 CTTTCAGTGAGGTTGCACTTTTACTACGGGCATCAGACTCTCTAATCCATGATCTGTGTC34614 A_95_P068220 FG154845

35625 420 10 790 CTCAAGATCATCGGGCAGCAACGTAGTAAGGTTGTTGGTTCATGATATAATGCCCAACCT34630 A_95_P292068 EB426307

35628 420 13 659 AAGGAATCCTTAATTTCTGTTCCTCTTATTCTCCACCAATAAAGTTCTGCTTTGGCAACG 34636 A_95_P235729 BP136083

35632 420 17 885 TCTTATGCATGAGAAAGTCTTTGTTCAGTATATGGAGATACAACCTGAAAGTCTTTCCTC34644 A_95_P250792 EB678124

35633 420 18 242 ATTCTTAATATCATGAAACTGCCCCCCAAAGCCACACTTTCTGGGGAGGCTTCTCTTCTT 34646 A_95_P097648 BP534136

35640 420 25 473 AGAGCTGCAGTGATTGAGTTGCTAGAAATTGATCTTTGGAAACATTAATTTCAGTCAGTC34659 A_95_P204242 TA18024_4097

35646 420 31 638 TCATGACGAAGAAAAGTGGAATCTCAACATGAAAACTGCTTCGAGCTTCAGCTCTCTTTG34671 A_95_P244497 FG640490



35648 420 33 953 GGTGTATGGTGTGTTTAAAACAGCCTTGGATTTAATACCATGTAATCAAGTCCTGACTTC34675 A_95_P181977 TA13107_4097

35652 420 37 401 GCTCAATTCTTTTGAATACTGGAGCTGTTGTATCTCATTTGTTTATGAGAGTTTGTTCTG 34683 A_95_P256774 AM817228

35653 420 38 551 ATGCTTGAGGTTTTCCAGTCACATTGACATTGCTCAGCTTGTAATAGTTTAATTTACACG 34685 A_95_P020716 DW005235

35654 420 39 179 TCATGGGGCCTGCTGTGCTAGGTAGGCTTTGTTAAAAACATAAAGGTGTCCCTTTGTATC34687 A_95_P103222 CV016404

35655 420 40 282 TTCCCTTGTGCTTGTATATAATCAAATTTTTTGGCATCCCTCAAGTGAAAAGAGTTGCCT 34689 A_95_P125542 EB102913

35659 420 44 738 ATGCAGTCAAGAAAAATAACTTCCCCTGAGGAATAGGGGAAGATTACTGAATGTGGCAAT34697 A_95_P187472 EB449629

35660 420 45 405 GAGCCCTTATATGGTGTTAACAGAATTTTGATGGTAGGATGCCAAATTTGGTTTATTTGG34699 A_95_P000931 EH619918

35661 420 46 368 CTTTGTGCATACCACAACACAAAGGGCATCAGCATTATCGTCTATGATTTGAGGCTGCAT34701 A_95_P061250 BP135214

35662 420 47 199 TCTGCCGTTCAAGCCACAAAGAGCAATGTAGTGAACTTGTTGGCTTCTTATGGATAGATA34703 A_95_P114477 CV021619

35663 420 48 376 ACCAGAAACTAGGTTCAGGCTTGGAATGAAAACTTTTCTTATGAAGTTGAAGATGTTTTG34705 A_95_P055131 BP133617

35664 420 49 563 AGTCTGCTTGCTTTCATATACGTGTGGTTTGTAAAGCAACTTTCAACCGTAATTTTTTCT 34707 A_95_P001241 EH617784

35668 420 53 520 GCGTGGATGGCAGACTTGTGAGAATCTTATGCCTATTAATGATGTTTTGAATTGAAAATG34715 A_95_P202677 FG644444

35671 420 56 344 GGCATGTTGCTCTTCATCTTGATGGTCATTAGATTTTGAAGCCCCTATATTGTTCCTTTT 34721 A_95_P132787 EB433498

35674 420 59 493 CCAGCGGAAAAGAGATCAATCTCATGCAACAATTTATTCTGGATCTTTAAAATCAGAGCA34727 A_95_P291118 FS418200

35676 420 61 853 TAAGAAGATGGTGATTATGGTAGCAGTGCACGCGACATTTTATTGCGATTATATTCTTTC34731 A_95_P247862 DV999990

35679 420 64 661 CTCTTTCGCGTGTCCAATTTTGGTGCTTGGATATTTGTTCTTGTTAGCTAATATTATACT 34737 A_95_P024251 EB445181

35680 420 65 404 GCGCACTGCACATTAGATCCCTGAACTAAGCTACTTATCAACACGGACAATCATTAGTGT34739 A_95_P092303 TA15396_4097

35682 420 67 163 TCAAAGGTTTATGCCATAAAAGGTCCTCGGGTTATGCCAGGGAGGGTCATTAGGTTATGT34743 A_95_P159062 EH617013

35684 420 69 847 TTTTCTGCTGATAGGAAACTGCTGCTATGCACAAATCAAGACTTACATTATCCAAGCTTA34747 A_95_P272181 EB448123

35687 420 72 401 TTAGGAAGCTTTCTAAGTTGCCCATATCAAAATGAGGAATATTTTCTTCCTTGAGAACTG34753 A_95_P148557 DW002260

35701 421 1 1008 CCTGGTCAACCCACATGTCAATACTACATGAAAACTGGCGATTGTAAATTTGGATCATCC34780 A_95_P018201 TA22281_4097

35703 421 3 732 CAGGCATGCAGCTGCTGTTTCGGAGCTAAAACTGTGAATTTCGAGTTAGAAGATCTTCAT34784 A_95_P162692 EH621679

35704 421 4 388 TTTAAAACTGCAAACATTTCAGTGGAGACTCCAAAGGTTATGACATCACTAGGACCTGTT34786 A_95_P187812 TA14431_4097

35705 421 5 781 GTTTGCTGCTTTGCCCTTCATATTGTGGCTATCCTTTACAATTACAAATGCTATCATTAA 34788 A_95_P181252 EB429556

35706 421 6 506 TAACCATTGAGAATACAAGGTTATAGATCCATGATTGTCATCGAGCGAGTTTTTAGAGTA34790 A_95_P212602 FG634406

35710 421 10 1229 GTGAACAGTACATCTGTTATCTGTATGTAATCACAACGTGGAGTGACCATGAACAGCTTC34798 A_95_P220397 TA21598_4097

35713 421 13 428 GTGAGTGTAGCCGACATGAGATTTACAGATTGGTTATTATGTATTCTTTTCTTCCTTTTC 34804 A_95_P143342 EB446673

35719 421 19 999 GGGGTTGGTTAATGTTGTAACACCAATAAGTTTCGGCCTTTTTGTGTGGAGATGTTTAGT34815 A_95_P007261 TA14332_4097

35726 421 26 325 AAGCATTGCTGCTTTTGTCCCCAAACGCATGGTTGTTTGAACTACATTGAGGAAAATGAT34828 A_95_P114744 CV021739

35732 421 32 768 ATTATAACCAGCGTGGTTTGCTGCTTTTGGAGGGGCAAGGTATTTATCGACTGGGTGATA34840 A_95_P262366 EB678611

35733 421 33 894 AAATGCGGAGTTTGATATAAAAAAGGAGGCTGCATGGGCAATCTCAAATGCCACATCTGG34842 A_95_P290063 DV161885

35737 421 37 5062 GCAAAGTGCAGTTTAAGGTTGTGTTGTATATGAACTATGAAGTGTTAAAATTGTCAACGC34850 A_95_P205872 AB180675

35738 421 38 781 ATTCTTGCTGAGAGCACACTCAAAGAATTGTTCCAGTTTTGGCCCAGAAAGATGAGGCGA34852 A_95_P292728 FG157460

35743 421 43 1640 TACAGCACGTTTTTGCCTGTAAAATGCCGTTACCTGTTGATTTCCTCTCTAATGAAAAAA 34862 A_95_P239749 AJ133453



35748 421 48 1455 GATCACGAAAGCATTTCTGCTGTGTTTATATGTACATTTTATTGGCGTCAGTTCTATGTA 34872 A_95_P200242 TA17167_4097

35757 421 57 1150 AATTTCAGAGCCTCGGGGAGCTTTCTATCTATTTATTGATTTAAGCTCTTATTATGGAGT 34888 A_95_P147472 TA15308_4097

35759 421 59 855 GTATGGCAGTATCAAATGCGAATAGCTGGTTGCTTTCAAGAACATCCTTTGCTTGTTTGG34892 A_95_P267116 DV158456

35763 421 63 789 TGAGTTGGGATGGTTTTCCTTGTTCTATCACGTTTATTTCGCATTTAAGATTATATTGCC 34900 A_95_P011206 DW000282

35766 421 66 547 TTCCAGTCAGATACTGTAAAGCAGAGCCCCTATGACTGCGATGGAATATTCACAGGGAAA34906 A_95_P044146 BP130798

35771 421 71 1042 CCTTCAAGATCATTATATTGCGATAGGAAATTGTTATCGAGCTACTAGGAGTCTAGATCC34916 A_95_P008486 TA13784_4097

35772 421 72 839 TGCTGTCATGTGCTGAGCTTTAATATGGTGTGCTGATGCAATATATAGTTTTCTTTGACC34918 A_95_P183847 TA13550_4097

35774 421 74 1754 TAAAGAAATCAACATCATTTGGTTATCGCGTTGGAGAAAATTTACCCCTATTCCTGGGAT34922 A_95_P026211 TA14910_4097

35778 421 78 794 TAACATTTTCTTGATTTTGGTTGCCGATTCGAGTTCCCGTCCAAGGTTCGTCACATTTTT 34930 A_95_P147002 EB451245

35779 421 79 474 GATACTGATAGGGTCGATCATTTTAGCTTATAAGCTAGTTTTCGTAGCTTAATGCATGTA34932 A_95_P028861 BP530047

35780 421 80 322 CTCTTTGCCTTCTGTGAGTGAAGATTAAATGTCTTATACAATGTGGTTGTTGAAGATATG34934 A_95_P134867 EB437747

35781 421 81 729 TCATGGTTAATCTATTTGGTATGGTTGTGGATCTCTTTTAGAGAACCTGCTCAAGAGACT34936 A_95_P137102 EB440833

35784 421 84 693 TAAGAAAATTTAATGACAAAAACTTTAATGCCCGGGAAATGGTGGCGCTAGCCGGTGCTC34942 A_95_P004536 FG164960

35786 422 1 557 TTTCACTAGCCAGGCCCCAAATGTTTATTACAAGCTTATTACAATGCAGAATGCTAAATA34781 A_95_P062550 BP135544

35791 422 6 1149 GGAACTTCCTCTTTAGGTTGGATGTAATCACTATTTGGGCTTTCTCTTAATTTCATTATC 34791 A_95_P181007 TA12876_4097

35795 422 10 536 GTGAACCAACTTTTAATTGCTGTATGTTTGCAGCAGCAGCTATTAATATAAATTGGTCCT34799 A_95_P211432 TA19609_4097

35808 422 23 403 CAAATTCCATCATTGTACAGAACCAACATTTTCCTCAATGGTGAGAACTTGCATTAAAGT34823 A_95_P026601 TA21385_4097

35810 422 25 755 GAGTATTGTCTCAGATCGTTACCGAATTCAATTCAAAGTTGTCACTCATTAAAACTAGCT34827 A_95_P013761 DV157504

35812 422 27 656 GGAGCAAGTCAAAATCAGTGAAGTGCGAGGATTATGTGGCTTTTCAATTTTCTCATATTT34831 A_95_P183452 TA13460_4097

35820 422 35 596 GGTTGAGTTGCCGTTGATCCACAAAAAATCTTGATGAATCTATGATTCACAAAATGATTG34847 A_95_P032131 DW005237

35823 422 38 157 TTTCTTATTGTTGATATTGTTGCTTGCTTCCTTGTCACTGTTCGTTGAGCGAGGGTCTAT 34853 A_95_P128902 FG134537

35829 422 44 624 TCTTTATGTCGTTCCCTTGAATTCTACTCCTCAAGCTTATCCGGAGCCTGATGCAGCAAA 34865 A_95_P233479 FG641901

35830 422 45 743 TGTACGTTTTGTCTCTGTTGTAACCTCTCTCAAGAGCGATTGAGAATCTCGAGAACTTTT 34867 A_95_P222792 TA22110_4097

35840 422 55 854 ATCATGTCGTGAGACTTGAGAAAATTGCAGTTGTGAATCTACTTCAACACAGGATCAATC34886 A_95_P278618 FG155234

35845 422 60 225 GGGTCGTTCCAACGATGTACCTACCAAATGTCTATTTCATTTTTCTCCTGATTTGTCTCT 34895 A_95_P208467 TA18975_4097

35848 422 63 565 AGGCTCTTTTGCTCCATGATTTGCTCTGATCCCAAATAGATTCACACCGTTCAAGATTTC 34901 A_95_P004881 EH665149

35851 422 66 786 GCAGGGAGTAAAGTTACTTTGATTCCGATATTGATTGGAAAAGACCAAGTAAAATCGAAT34907 A_95_P122277 DW002296

35855 422 70 515 TATGACTGAGGCATAGTTGTTGTTGTTGCTGTTGTATCTTGAAGTTTCAAATGACCATAT34915 A_95_P278308 FG638668

35859 422 74 455 CAATCAGCACTAGTGTTGATCCTGCTTCTGCACTTATAGCTTCATACTAAGACTATGTAC 34923 A_95_P029981 BP129737

35861 422 76 692 ACTGGTGTCGAACAATGTTCAGTACTTTCATCTAATGGCTAGTTTCAAGTTGTTGCGGGT34927 A_95_P177902 TA12100_4097

35863 422 78 739 GGGGTATGGGGAGTAGGAAATAATGTAATCTAAGAAGTTGTGCAAAATGAGGTGAGTCAT34931 A_95_P135542 EB439036

35864 422 79 313 TTATGGAGCATCAAGTGAGGACAATTGCTCGTAACTTGCCCTGCACATCCAACAATGAGT34933 A_95_P111397 CV020187

35867 422 82 1038 GATGAGCTGCTCTGATTTGCCTGTCATACCAATGTAAATTGGTCATCATATAAAGAGCGG34939 A_95_P248992 Y09109

35868 422 83 758 ACTTGATGCTTTGATTCCGAGCACATCAAAGAAAGACGACAAATCAAAGGGGAAGAGGGT34941 A_95_P116262 DV158884



35881 423 11 570 TCATCAACTCTTCTTTCTTGGTATGTACGATGGTACAATGTGGCATCACCATTCGAAGTT 34965 A_95_P117407 DV160328

35884 423 14 457 GGGGATTAAAGTGCAGAAAGAGCTGGATTAAATGAAACTATTGAACGGTATTTTTGCTAT34971 A_95_P130167 TA17452_4097

35886 423 16 857 CCTCGGATAATTTTAATCTTTGCCTCAATATATTCTGCCTGGTTGATTTTGTTGGTGATC 34975 A_95_P011001 TA15296_4097

35887 423 17 698 GACGTTCGCAGACCCGATTTCTCCTTCTATCTCCACTTATTATTCCGCATTTTAGACATA 34977 A_95_P223282 EB679603

35889 423 19 935 CCAGAGGGGAACGTACTTGTTGATGGTCAAAGATATACTGTCGTTGCTCTTCTTTCTCTT34981 A_95_P020316 TC56111

35892 423 22 969 GTAGATAGATGTATGTGAGCTTGGTAAATCTTGACTTGCAATGTGGACTAAATGTTAGAG34987 A_95_P012811 TA16106_4097

35894 423 24 498 TATAGCATTTGGCCTGTGGTACTTATTCCTTATAATTTACCACCTTGGCTATGCATGAAA 34991 A_95_P055881 BP133816

35900 423 30 479 CTGCTGCAGAGATGAACTAACTGATTAGCAGTAACAGTTTGCTGTGTTTGTATTTGTAAT35003 A_95_P021866 BP526432

35907 423 37 579 TTGCAAGTCTGGTTAGCTTTAGCTTTTGCCCCATATATACCCTCATTTATGAAGTAAGTA 35017 A_95_P031476 BP134683

35909 423 39 798 CTCAGTTTAGTAATGGTGGTGTATTATCGTGGAGTATATCACTTATGTCAACTTCTCTAT 35021 A_95_P116072 DV158614

35912 423 42 88 TTATCAGTTCTGTCAATGGCGAAAGCCGGTCTCGTAATTGTGCCTTCTTCTCTTCCTCTA 35027 A_95_P206377 EG649505

35913 423 43 692 CGCATATATGCGCTATTCCGTCTATTGTAGTTGTTGGAATTTTTCGTCAATTAAAAGCTA 35029 A_95_P254479 EB447363

35914 423 44 275 TGCAACCATCATCAGCTATCTACAACCCTTAAAGCAATGGAAGTGTTGAAATTCCATAGC35031 A_95_P026611 BP535378

35919 423 49 355 TCAAATGTATTCATCGTTCAGTTTCTGATGCCTTGTTCACCTGTAACGAGTCCCCTCTGC 35041 A_95_P155952 EG650341

35920 423 50 862 GTGTCCCAATTTTCTCATCCCTTTAGTTATAGGGAAAATTGAATTTGTTCTGTTGTACGT 35043 A_95_P008941 EB683385

35924 423 54 726 ATGTGCACTTATTTCTTTGCCGGTTATGCTTGTGTACTGTAATTTAGATGCGTTGCTACA 35051 A_95_P148162 FG645393

35926 423 56 933 GTGATGATTCCCTTGAATTTGCATCTACTATGTGTTGTTAAAATGTAACCGAACATACTG35055 A_95_P184887 U64924

35930 423 60 598 TGTTTGAGATCGATGTTCTGAGTTTCCTGATACAAGTACATGCTAGCTGCTATGTTTATG35063 A_95_P181447 TA12982_4097

35932 423 62 596 GAGTCAAACGGCTATGCAAGTGCTGAATGCATTCCATTATTTCTATATCGTTGGAGTAAA35067 A_95_P027621 TA13998_4097

35933 423 63 248 TATTTTGTTTTAATCAAGAAGTGAAAAGGTTGTGGCTGGATAGGCCAGCTGGATAAAAAA35069 A_95_P235824 BP135456

35936 423 66 796 GATGATGGTCTAAGCTTTATTGTTCATCTGTAGTTTTAGCATAGATGGTTGTCTTTTGGC35075 A_95_P020446 DV162700

35940 423 70 672 GCAGTCGAAAGAACTTGGTTCAATTGGGCATAAACTTCTTTATTGGATTTTTAGAGAACT35083 A_95_P001266 FG176960

35955 423 85 201 GACAATCGGTCCATGAAGTTATAGAACTCGTGCTTGTTTTCAGTACTTTCTTTGTTTTGA 35113 A_95_P219227 TA21352_4097

35956 424 1 416 TTACGCTTTACTTCGCAGGGTTGGCTCTTTATGTTTGGTTAATAAGGCGATAATAAGAAG34947 A_95_P143027 EB446412

35972 424 17 691 AGGTAAAAGAGCAAGAGACGTGCAATCATCGTATAAGAAGAGGGAGGAACTCTTTACTAA34978 A_95_P219027 DW001900

35975 424 20 1257 GTGGAACTGTCTCTCTGCAGGTATTCTTTTTGAGGGGTAAATAAATAACTAATCAACTAT34984 A_95_P013626 TA16452_4097

35977 424 22 308 GCTGGCACTGTATTTTGATATTGGGATCTTTATCTTGGTTGTTTTGAAGTTTTGGCAGAT34988 A_95_P006097 FG623522

35978 424 23 812 ATGGTCCAGAAGAAGTATCCCCCAGAATCCATCCACAATTCACGGATTGTTCCACTGAAA34990 A_95_P012316 EB448393

35981 424 26 375 GGCCTTGAGTTTCAAGAGCTATCATCATCTGGCCTACTATTTCAACATCCTCCTTTTGGC 34996 A_95_P098308 BP534409

35993 424 38 550 CCAAGATCATGTAAACATTGGTGCAGTGGACCGAAAGCTTGAAGTTGGTCATTGTTCCTG35020 A_95_P036238 BP128679

35994 424 39 443 GAATCCTTGTCTATGTGTTTGCTTGGTCTTCTGTTGATGCCATGAGTATAGGATTTCTTC 35022 A_95_P084585 BP529058

35995 424 40 419 CTGGTGAGAACTTCTGCGTTTCTGAATTATATTTTAGAAGCAGCGTCTGTAATAATATTG35024 A_95_P028491 TA12914_4097

35996 424 41 757 CTAGGAGCCGACTGCATAAATTATCCTTCACAATGTGCTTAAGAATATAAAAAGGTACTT35026 A_95_P146517 EB450574

36002 424 47 202 AGAAGCTGCTGCTTTGAGTGCTAAGTATTGCTGACACTTAAATGGGGCAAGCTGCTTGTT35038 A_95_P032296 AB001548



36011 424 56 778 ACAATTTTGTGCTATATTGCCCGGCTGTCACAACAGAAGTTCTGAGTCCATGGGAGACAA35056 A_95_P256149 FG172775

36019 424 64 528 GGACAATGTAGCTTTGGTTTCTTACTAGTCAGGTTACCTTTAGCTAATATTGGTACCTCA35072 A_95_P301648 FG635137

36021 424 66 459 CTCTCAATTCCACTAGGTCGAGAGTTCAAGGCTGGTAAGAGAAGGAGAAAGAGAAGAAAA35076 A_95_P059640 BP134791

36024 424 69 313 TCTCCTTCTGACCTTGGCTCTTGAATATCAACACATTTGGTTCCACAACTACTGAGATTC 35082 A_95_P066435 AM791244

36025 424 70 911 GCCTCCTTTATGACTTACATAGCCGTGATTTAAGCAGTAAATCACTAAATCTTGATTGAA35084 A_95_P015756 TA14117_4097

36029 424 74 2459 GGAGGTTGGAGCTTGAAAACATGTTCGTTCATTTTCTTTTTGGGTAGAACTAATCAAAAA35092 A_95_P032651 AF022727

36031 424 76 1603 GCACGATCGATGAGGTGGGGTACTTCGAGTTGGTTGTCAAGATATACTTCAAAGGAATTC35096 A_95_P247817 X06134

36046 425 6 551 ATATAGCCAAGCATATGAGGCAACACTTACTGTAGCTTCGTGCCTCCTTAATTGTACTCT35125 A_95_P233719 BP134784

36048 425 8 731 GTGTGCTTTCTATGGATTGATTGAAGCATCAAGACATATACCTAAGATGGTTAGCAAATT35129 A_95_P107867 TA11779_4097

36051 425 11 558 GGAGGCTTCTACATTGTTTCATGTTTATCATCTTAATCGAAGCTTAGCGAGTTAACTTGT 35135 A_95_P026291 TA19839_4097

36052 425 12 104 TTCTGGTAATTGTCAAAATGCCTATCGGTAATGGGGAGGATGTAATCCTGTTTATCTGTC35137 A_95_P117627 DV160551

36054 425 14 1075 ATTTTGAGTGCAACTACCACAGATACAGGGAACTGGCATTAGAGTGGCTTATTATTATAA35141 A_95_P198112 TA16709_4097

36055 425 15 230 TTTACTTTGCTCACCTTCGCAGGTCAGATAATTTCAGTTTTTTCACATCAGTTCTTTTGG 35143 A_95_P154627 EG649678

36059 425 19 3048 GAGTAGTGACGAGTTATACTTGTAAAGGCATTTTGAACTATACGAACTCCAACAAAATGA35151 A_95_P009241 AB095098

36065 425 25 709 CTGCTGTTGCTTAGGTAAATCCCGATGTTAAACCAACCGAAGAGATTAAAAAGAAGAGAT35162 A_95_P270871 EB450283

36067 425 27 611 CAAAATCAGCGCGGACTTGATGCATTGCCTGGAATGACTCTTTTATCCGCATGTTTGGAA35166 A_95_P157172 EH615204

36069 425 29 190 TGTATTGATTTGCCAGTAACTGTACTGTCATTGTGTAATGACATATTCTCGCTAAGGCCA35170 A_95_P109872 CV019482

36074 425 34 1725 GAAAAGAGACTTGCTGAAATGGGGATTGAATTGGAAGATGATGGACCGGTTTGTCATTGA35180 A_95_P007426 AB102808

36077 425 37 704 GTGTTTAACTGTGCGTCTGCGCGCAGAGTTTAAAAAAGAAAGAAAGAAAGACCATGGTCT35186 A_95_P215542 TA20509_4097

36079 425 39 215 TGATCGCATGTTGCAGTAACATTTAGTTTTCCAAACACACGCCATTGAGGAATCTTCCTT35190 A_95_P112852 CV020882

36080 425 40 2222 CGTCAGTATGATGCTTCAGTGAAGATATGGTTGTAACTTGTAACCAAACAAAAGAAATGA35192 A_95_P239839 AJ627182

36086 425 46 1344 AAGTCTTAAATGTATCCGAGAATGCTTTTCTAAGAGTAATTCGAAGATGTATTCGACTGC35204 A_95_P208957 TA19085_4097

36088 425 48 75 TACTTGCTGGGTCAGCTGATTTCAAGACAGAGCTGAGCCAGTCTGATATGTTTGATCAAC35208 A_95_P138607 TA13824_4097

36092 425 52 414 CGACTGAAATTAAATATTATCATGTATCATACTTCAGTGGATTGGATTTTGGGCATGCGT35216 A_95_P132217 EB432660

36094 425 54 873 GCTGACCCTGCAGATTTGTTGGATGCTCCAGAAAAGATGGATACAGCTTCTTATCATGAG35220 A_95_P010761 TA14812_4097

36098 425 58 785 GTAGGTTCCAATGTTGTAAATAGACAGGTTTGACTTGCTAAAGCTCCATTCGACAATTGT35228 A_95_P219022 TA21308_4097

36099 425 59 1573 CTATTGCCTTATATGTCGAAAAGTGTGCTGCAAAATCAATCTCTTGCCAATACAATTTTC 35230 A_95_P224137 AY433959

36104 425 64 836 CGATGTTCTAATAATGTAAGATACACGGAGATATTTCTTTTCATAGCAACTCTGATCCTC35240 A_95_P143632 TA16928_4097

36106 425 66 477 ACCGTTAAGAATTGGGGTTTGATTGTTCTACTTCTATCTAATGTATTTCTCTCTACTTCC 35244 A_95_P018181 FG641597

36108 425 68 499 ATGAGCTTTCTTCTTATTATACAAACGACCAGATAGCTTCTAAGCTACTAAATGGTGGGC35248 A_95_P111372 EB437086

36110 425 70 546 TTAACGATTGTAAATCAACTGAGGTCCTTGAAAGCAATAAACTCCTCTTATCTCAGTACT35252 A_95_P180762 TA12821_4097

36111 425 71 276 TAAGGTAAGGTTTAGCCCGGTTTGTGTTATATGGGTAACAATACCGGTGCTATTGTCCCC35254 A_95_P123662 DW003532

36113 425 73 143 CCATTCCCTATCTTGGAATTTGTTGGAATCAGATGTATTTGGTGAATTTGGTTGATTTAG35258 A_95_P129247 EB428957

36116 425 76 121 GGGACCCCTATTGTATCGACTTCTGCATTCCCTATGGTCAAATGATGAAATTTGTTGCTT35264 A_95_P100548 BP535422



36122 425 82 663 GCCTACCAAATGAGGTAGTGATCAATTCAAAAATTTGGGGAGCTAATTAGTTTTTCAAGA35274 A_95_P288388 FG186056

36126 426 1 1537 GCTTTGGAAGACTACATGCTATGCTTATACAAGTATTATGTTGCTTGTCTGTTTGATAGT35116 A_95_P006356 TA15030_4097

36137 426 12 273 CACTGTTAGTGTTGAAAGACACCTTACTCCAACTAGATTACCTGATTATGAATCTTATTC 35138 A_95_P216987 TA20828_4097

36138 426 13 810 CATGCATTGGAATGGTCAGAACCAAAGGCAGCAGCTGGGGAAAACAATTTGCTACAAATG35140 A_95_P291993 EB425909

36147 426 22 1534 CAGCTTGTAATTCTCTTGTATGCCATAAGAATGCAAGGATTTGCTAATTGTGATTTTCTC 35157 A_95_P007446 TA13801_4097

36148 426 23 156 CAACTGAGTCTTGAGATAGTGACGAATGTCGGACTTATATTTCAATTACAAGTGTTAATC35159 A_95_P004556 EH620851

36152 426 27 821 TCCATTGCATACCTTCCCTACGGGAACTGGATATACGTGGTTGGTTATTGGAGTACTTGA35167 A_95_P269981 EB428526

36153 426 28 992 CTACTTCAAGATAAAATGACGTTCCGTTTGGTACAAGAATTGCTGATTAAAGTTGAAGCA35169 A_95_P021161 TA20789_4097

36156 426 31 617 TCTTCATGTTGTGCTACTCGACCATGAGACATTGTACATATTATCTCTTGTATCCAAATT 35175 A_95_P159142 FG163977

36158 426 33 1232 AGAACCGGCTAAACTTTCTTTTCCATGTTTGCTTTAGTTTTTGCTTTGGATTTCTAATGC 35179 A_95_P013636 TA14494_4097

36160 426 35 807 TCCATCAGACATGGCCAAGTCTCAAATATGTGCTGGATGCTGACTATTGTGATATTGATT35183 A_95_P281708 TC50226

36161 426 36 1375 ACTCTTATGTTTTGAACGGCTTAAGTATGATTTCCATGTTATATTATGCTATTCCGCTGC 35185 A_95_P026456 TA14848_4097

36163 426 38 440 ATTTTAATATAGGTATTTGAAGCTATTCAGTTGAGAGTTTCCGGCGATGGCGTCAGATCC35189 A_95_P190042 FG144865

36167 426 42 378 GTGTACGTAGAAGCACGAGATGAATGGCATAGGATGTTGAATGAGGATAGAACTTCGGGA35197 A_95_P114182 CV021486

36171 426 46 1369 GGGTAAGGAGTTGATTGTTGGGTCATCTTATTCTCTTATTTCTCTATTTGACTTTCAAGT 35205 A_95_P110472 TA12248_4097

36177 426 52 809 GAAAACTCCTACGAAAGAAATGTTCAGCCACCTCCACTATCTGACAAGACCAGAGAGAAG35217 A_95_P191697 TA15294_4097

36178 426 53 699 ATAAATGCTCAAGCCTTATCTGCATACCTGCAGTTTCAGTCTGTATCTAGGGGTGTTCAT35219 A_95_P296038 EB449538

36183 426 58 360 GAGGCACCATTTACTCTACCCATGTCATTCTATACTTTCACTAGTTTCAACACATCGTTT 35229 A_95_P078150 BP527440

36184 426 59 443 GTGGCTTTGTGTTGTCAGCATGGATCGAAAAGGCATGATGGCGAATGTTACTTCAGCATT35231 A_95_P155612 EG650166

36186 426 61 940 TTTGAGGATGGCTGCTATGTTCTGGATAAGATATTTGGAATGTAGAAAAATGGAGAAAAG35235 A_95_P223127 TA22184_4097

36187 426 62 404 CTTTGCTACGTTATAATTCTGTGTGATGGTAATAAGAAGCTTTCTGAGCTGCTACTTGCT35237 A_95_P018061 TA13981_4097

36189 426 64 1049 TATATAGAGGGATTCCTCTTAAACACTTTCTGCAATATGCTGGCTTACAACTTTTGCTCC 35241 A_95_P197242 TA16519_4097

36191 426 66 430 CCTTTCCCTCTACTTTTGTGTTGATTTGAGTATGATGAGAGTTTGGGATACAAAATAGAA35245 A_95_P143997 EB447197

36193 426 68 285 AGTGAGTTTTTATTCGGAAGGTTCGACGATGCAGCTCAAGTTAATACCTGGAAATTCTGC35249 A_95_P167971 EB439337

36195 426 70 759 TTTATTGCTACAAACCGTGATGCTGTTACCCATCTTACAGATGCTCAGGAATGGGCAGGT35253 A_95_P126552 DV999727

36199 426 74 713 CCAAAGCCCCGTTGTTCGAGCTTTCGTATGTTTGTTTCAGTTATGGCTTCTGCGTTTTGT 35261 A_95_P222102 EB439875

36205 426 80 877 TTACCAATATATGTCGGGATTTACTGCCCGGTGGAAATATTATTTTATCTGGTCAATCTC 35271 A_95_P201057 EB427795

36206 426 81 527 TGTTCTCAACGATTCCCTTTTGTAACCGGTTCCTAGCTCCATTTGAGTTCAAATTTGGCT 35273 A_95_P108367 BP530524

36207 426 82 401 TACCTATAGTTCAGATATAGCCAGTTATGGTGTTATTTTGATGGACTTTCAGCCATTGTA35275 A_95_P024986 EB433044

36214 427 4 694 TGGCTTGTTTTGCTAAAGGGATATAATTTGAACTATGTCTAAATAAGATAGCACCCCTTG35288 A_95_P121612 DW001701

36219 427 9 903 TCTGACTTGCATTGCATCATTTGGCGATAACTGTGTTTTTGAGGATGGCTGCTATGTTCT35298 A_95_P269026 EB438854

36221 427 11 788 TATATATGAATTGCTATTGCCCAGGTTGGGTGAGACTGCAATGACGAGTGGGCTGACATA35302 A_95_P294713 FG166045

36225 427 15 237 TAAATTTGGACTGTATGAATGATGACACAGTTGATGAGACCTCGATGATTGCTATAACCT35310 A_95_P158987 EH616877

36234 427 24 750 TAAAGGTAATATTTGCCACAAGGGATATTTGTATAAACTATGTTCAATTCGCTTGCCCCC35327 A_95_P028616 TA16788_4097



36237 427 27 860 TAGCCTGGAATTTAGGCACACATAACAACTTTAATTCTTTTTACTTTCTTCAGCGAGTTG 35333 A_95_P020221 TA17157_4097

36241 427 31 239 AGTCGACCTTGAATCTCGCTTGGGAAAGACTCAGGTTAGCAACTCTATTATCCTCTCCAT35341 A_95_P079810 BP527852

36244 427 34 772 CCTATAAAGATAGCACCCTTATCACGCAGTTATTGAGGGACAATCTCACTCTCTGGACTT35347 A_95_P290508 DV999880

36247 427 37 1210 TAAGCATAGTATCAGTAGGTCATTATTCCGATTTTCCCCTCATTGGGGAAGGGAGGAGGT35352 A_95_P219412 TA21389_4097

36250 427 40 577 TATATTTAGAATTTCTTGTTGAGTTGGTATTTCGAGATCTTCTGGATTTTGGCTTCGGTG 35358 A_95_P253964 TC53391

36252 427 42 432 TTTCTGTGAATTATCGCCTTGCCCCAGAAACATGACCTGCCCACACTTTTATCAAGACTG 35362 A_95_P158797 TA13475_4097

36253 427 43 333 CCTCGACAAGTTTTGTATTTTAAGTGGTATGCAGAGTCTAATTCTGGTAATGACAAGTTT35364 A_95_P132012 EB432445

36258 427 48 703 TTCAACAGAAGGAAGAGAAATGGCTATGGTCTTGGTAGGAGAAAGATGAATGTCCGGACA35374 A_95_P127762 EB427332

36266 427 56 832 GTAACTTAAAACGGAAGGAACTGGATTGAGGCAATAAGTGATTCTGGAGAACAATTTGAC35390 A_95_P010351 TC41609

36271 427 61 242 CACGGGTGCATGATTCAGTCTGTGACATTACTTAATTACTTAAGTTGCTTGAACATTTGC35400 A_95_P027411 EB450337

36282 427 72 835 GATGGGCAGCATTTTGAGATTTTAAGCGTATGTTTAATATGGCTGAGATAGTGAGATATA35422 A_95_P224352 EB450269

36284 427 74 835 ATGTACACTTATTATTACAAGGCCTCCCCCTGGAAACAGAAAATTGAGCCAAACCTGCGC35426 A_95_P230274 DV158655

36287 427 77 397 TGGGTCTTGGCAAAACTATTTTGTATATGCCGAGTGGTACTACTCTTGGCTATTTATAAT35431 A_95_P065195 BP136266

36297 428 2 786 ATACCAGATTGGATTGTTATGTAAGAGGGAAGGTTTAACTTATGCTGCACCTTTCTGTCT35285 A_95_P180442 TA12746_4097

36304 428 9 842 AAATGATGAGGACAAGCTTCTAAAAGCTGTGGCAAAGCAACCCGTGAGTGTTGGGATATG35299 A_95_P220062 TA21528_4097

36307 428 12 254 AATTTGTCTGAGGAACATAGGTTTTTGTTAGTCTACCATCTCTCTCTCAGTATAGCAAGT 35305 A_95_P034259 AJ718327

36308 428 13 829 TTCCAGCATTCTACAAGACATGTAAACTGCAAGGACATGATGTCGAAAGGTGCAAGGTCG35307 A_95_P125802 EB424899

36311 428 16 755 TATTTTTATACACTAGACATGGCTTGGTTCTACTGGGAAATATTGAACCCAGGTTTTCTT 35313 A_95_P161112 EH619844

36313 428 18 507 CTGACAGTACCAAAAAATATGAAGCCGCCAATTTATGTGTATTATCAGCTTGACAACTTC35316 A_95_P127307 EB426825

36315 428 20 641 GGTGAGACTTGGATTGTAAGTTCGTTAGATAGGATTATGCAATTGTTTGTTGATCATCAT35320 A_95_P271066 EB439373

36316 428 21 494 GTAGTAAATCTGTAGCACAAATAACAGGGTGAAATTGCCTACGAGTATGGTTACAGTTAC35322 A_95_P263196 AM819871

36320 428 25 91 ATGATAACAACTCATAAAATCTAAAGCTTGCTTCCAGTTCTAATAACGTGTCTTCCCTGC 35330 A_95_P091138 BP531223

36327 428 32 107 CTGATACATTGCAACAGACCAGTTATTTGTGCTTATCTAGAGGTTTGTTCCATTTGATTT 35344 A_95_P178632 TA12300_4097

36328 428 33 743 TCATCGTTTGTCTTATATTTGAAACTACTAACCATCTCTTGGAAATATCAGGTGGCTTGG 35346 A_95_P223847 AJ250174

36347 428 52 466 AAGCTTAGGACCTAGATAAGTCTTCATCTTTGATGGGTGATAATGTGGAGGTTGCAACTT35383 A_95_P154017 EB684179

36349 428 54 751 ATATAACCCTCGAATTGCTCCATCAGTCTATGAAAGCTGGGCAGATCTCTGGTGAATCAG35387 A_95_P297873 FG132806

36352 428 57 808 AAAGAGAGAACTTGTCGTAGTACTCTGAATCTCCTCTCGTGCACGTTGTCCTTTTCTTTT 35393 A_95_P126447 EB425766

36353 428 58 288 CTTGTCGAAAACTATCTATCAGTGTATGGATTCACAGGATTATCAAATGGAGTAAAGGAT35395 A_95_P026276 AM799412

36355 428 60 475 GTTGTACTCACTTGAGGTGATTTCGAGCAGAAATAATTAAGAACTCTTATTCAGGTCCTA35399 A_95_P299813 FG633507

36358 428 63 366 TCAGGGTTTATGTTAGCGTGTGAATACAAATTAAGGGATGAATGAGAACATCATTTTCGA35405 A_95_P133842 EB435538

36360 428 65 326 CTCGTATGTCATTACAACAGACTTTGGTTTGTAATAGTCAGAGCAATAATCTTCTGGCAT35409 A_95_P075720 TA19140_4097

36364 428 69 829 CACCGTCATTGGTTCGGATGGAAACAATATTCAGCCTCGATTCCTAATACATTGTTAGGT35417 A_95_P017111 DV157821

36365 428 70 612 TCATAGAGGTTGAAGTGTCTCTCTCCCTCCTCATTTTCCCCTTTCATGAATCCGAAAAAA 35419 A_95_P253019 EH618843

36366 428 71 818 AAATAACAAATCTTTGGATTTGTGCCCTCATCTTTTTCTCCCCCTGGATTACTTTGAATT 35421 A_95_P117402 DV160325



36369 428 74 1012 GAGGGAACTCTTAAAAGTCCTACTTATGTGTATATTAATTAAAGACTACGTTCGTTTCCC35427 A_95_P191692 TA15293_4097

36371 428 76 1580 GAAAAAGATAGGTTGTAAAATTGCATTGGTTTTGCAGTTGTCGGCTGGATTGGCCTTGGT35430 A_95_P009401 TA14843_4097

36375 428 80 528 TTTACTCCTTTATTCTTCAGCAATTTGAAAACCCTGCAAACCCCAAGGTACACTATGAGA 35438 A_95_P170391 EH664892

36377 428 82 397 CCTCTGGTTTTAAGTACTATTTCTTATAATGGGTAATCAGTGCTGGCAGGCAATTTTTGC35442 A_95_P098258 BP534390

36378 428 83 890 CGCTCTGGTCATCCCAATGTATACACAATTTAGTTTGTGGGATGGTTTATGTTATGTTTG35444 A_95_P221022 TA21732_4097

36384 429 4 672 AATTGACTACTATGCGAAAAAGAATATGGTAGTGAACCTTCCTGCAGAGGAACCACCTCA35455 A_95_P127012 EB678753

36386 429 6 715 GGTTTACTAGCATCGGCCTATGTAATGGAATTTTGTTATCTGTTTTTGGAATTGTTTGGT 35459 A_95_P191317 DV159804

36389 429 9 630 AATTTTGTTCAGTTCCACAGGAATTCTCAGTTGCTCCTTGTTGGTGGGTTGGATAAAAAA35464 A_95_P118507 DV161596

36391 429 11 839 TTTCATTCACAGGGCACTGCTGCTGTTGCATTGGCTTCATATTTCTGCTGCTGTTACTCT 35468 A_95_P225652 FG166616

36397 429 17 583 TTGTCTGGTTTTTGGTAATACCTCAAGTTTTCACTTTGGCTTTTTGGCCATGGAATTGCA 35480 A_95_P263251 FG643630

36399 429 19 675 TTTAATGGGCTTTCTGTGTCAATGTCATTGCCAAAATCATCTTGTTCTTGGTCGGCAAAG35484 A_95_P261336 FG645254

36400 429 20 727 TGGTTGTACCCACTTTTTCTTGTTTCCTCTTATTTATCCGAGCGAAATTCATTGGAAAAA 35486 A_95_P149107 DV158658

36402 429 22 0 TCTAGGAAATTTTTCCTAGAAATGCCTATACATCATCTAGCATGCCTTTTTTGCGGCCGC 35490 A_95_P259766 A_95_P259766

36411 429 31 482 TTTTGCTTCAGGGCTTGAACTTATTCGGCAGAAGCTTCAGATGGAAACACTGCAAAGTCG35508 A_95_P072460 BP525966

36413 429 33 872 AAGCAGGACTGGCGAATTCAGTGGTTATACAAAAATTTTGATGAGGTGCAAAATCAATTT35512 A_95_P215417 DV159723

36423 429 43 0 GCTCTGACAATTGGTCTCGAACTCGAAATAGACTTGCTAGTATTGCGTATTCTGTTTTGA35532 A_95_P027241 A_95_P027241

36428 429 48 707 CTGTAGGACCATTTCCAGATGTAATGTTGCATGATGGTAGTAAAGGTTATTCCAATTTGA35542 A_95_P119607 DV999054

36429 429 49 521 GGAGTGTACAGTTGAATAAGCTGGGTTTCATCAATAACTTTTCTTGTAGCCATGTAAGAT35544 A_95_P152812 EB683154

36431 429 51 727 CCAGGCTTTGGAATTATAGAACTATGGCATATTGATTGATAATGGAAAGAATATGCAGGT35548 A_95_P182167 TA13147_4097

36432 429 52 597 TGACGACGTTAACAGTATACGTAGTGGAATCTGATTCACTACTTGATCTGTGTATGAAAT35550 A_95_P159127 EH617079

36439 429 59 524 CTGGGAACATAAGTGACTATTTGGCTGCTGATACATGTATTTGCTCAACCTTCGATATAT35564 A_95_P018606 TA16671_4097

36442 429 62 115 GTGTTAGTACAATGTACTCTTGTGAAGGTGTTAGTGCTATCTTTTCTAGCCACTTCAATT 35570 A_95_P031556 DW001061

36444 429 64 839 GTCACGAATGGTGGTTGATTTACATATCTCATACTAATATACGATATAGTAGTACTGCTC35574 A_95_P226589 EB451471

36448 429 68 455 CGATCATTCAGTGGATTTCATTTGGTGTTACTTGTCAAAGGATACATGGAATAGGTACTC35582 A_95_P040316 BP129793

36449 429 69 616 ATGCTGATATTCTGGAATTTCTGGTGGGAGATGGGAAGTGGAAAAGTTGACCGGTTTTCT35584 A_95_P057861 BP134324

36456 429 76 736 AAAGTATTGGAAGTGAATGTTGAGAAAGGGATGCAACACGGTCAGAAGATTGTTTTCGAC35598 A_95_P138602 EB442337

36458 429 78 287 TTGTTTATGATTGGGAGAGGGATCTACAATATGTCTCATGGGCATAGGTAAGAAGGAATA35602 A_95_P085545 FG637879

36464 429 84 605 TTACTACGTCTTTCTTGGGTTGCATAATTGTCAAAGTTGTTGATTTTAGCCCTTGAATGA 35614 A_95_P234724 FG638771

36467 430 2 505 ACAAAAAGCTGTATTTCTTCCTTTCTCTCAATCAAGTTTCATGTGCATAGGTGTGATTGT 35452 A_95_P052336 BP132898

36468 430 3 685 CTGGTACCTTTTGTTGTTTTTATTGTGGATGTTTTGGTAACAATGGAACTGTTCCCTGCT 35454 A_95_P120327 DW000159

36470 430 5 551 GCTTGTGTAATCCTTGTTGGCTTTTGGTTACATGATGCTTGCAACGGATTAGAACCGGCA35458 A_95_P004346 EH617829

36471 430 6 168 ATGTCCTGTACGATTGTTGATACATGGAACGATAGTTGCTGGACTATTAAATTCCTGTTG35460 A_95_P145597 EB449365

36478 430 13 481 AAACATTGTCGATCTTAGGATCACGTTGTATGTGAACTATTTGAAATTCCAGTTGCTGTT35473 A_95_P160752 EH619425

36483 430 18 779 CAACTATAGTGAGCTGTAGCTTCAGCAGAGTTCCATTTCGTCAGTTCTGCAAATTTGCTG35483 A_95_P012281 TC48787



36484 430 19 610 CGTACTTGAAGCTCCAAAATTTGTCCTTTCTCCACCACCGGAGTTTAAAGGGTCCTAATC35485 A_95_P037348 BP128980

36485 430 20 750 TTGCCTTTGGAGTTTTACTATTGGAGCTTATTACTGGTCGTCGTGCAGTTGATTCGTATA35487 A_95_P211592 DW000813

36492 430 27 322 GCCAGTGTACCAGTTACTCAATGGCAGTGTATTTGTTTTATAAAAAGATTTGCTCGGGAT35501 A_95_P212583 TA19867_4097

36495 430 30 260 GGAGGTTGCACCTAATTGATTTGCTGTTAAACATGTTTGAATCGGTGTAAAATGTTGTAA35507 A_95_P028181 TA15647_4097

36500 430 35 382 TTCGGGGGGTTGAAAGATTTCTGGGTATAAAAATTTAGGAGAGATAGAGTTTTCCGGGCA35517 A_95_P308853 FG643714

36501 430 36 2 GAAAACTGGATACGTGAAGTTGTCAAGCTTCTCTCAGTCTGCTGCTATGGACATGGAAAA35519 A_95_P045706 TA16788_4097

36509 430 44 840 GGCATAATTTACCTTCATATTTCAAGTCACTTCTCTTATTAATGCATCTCGGGAGAATAC 35535 A_95_P017711 DV160640

36510 430 45 576 GGTGTGATCATGTGGATTCGTTGATATGTGACTATCGAATGGCTGCTTTGTTCCAAAAAA35537 A_95_P307558 FG638728

36511 430 46 207 AAAGCAAGACTTGGGTATTGTTCCTCCCAATTCAACTGTGTATTATGAGGTTGAGCTTGT35539 A_95_P211978 FG197884

36513 430 48 1303 GAAAAAATGTACAACTGTGGGGAAGTAACAGTAATATGTACACCAATGGAGCTTTTCCAT35543 A_95_P008496 AB031321

36520 430 55 882 AAGCCTCTTTCTTTTTCCCTTTTCTGTGCTGGTGCTATCTCATTAAACTGAGTAAGTCCC 35557 A_95_P024416 DW000175

36522 430 57 810 AGGCTCAATCTTTATGTGTAAGTCTTTCCTTCAGAGTTACTGTCCTTTCAATTTGGTCTG 35561 A_95_P015351 TA15727_4097

36530 430 65 709 TTATAGTGAGGTGGTTCCGGATAGGATTGATCGGGAGATGTTCTGGAGCCGATACTTTTA35577 A_95_P150287 EB680392

36532 430 67 384 TTAACCATTTCAACATTTGATCTGTGAAACTGAAGAAGCTGTTTTACGTCTTTCCTCTGC 35581 A_95_P105657 CV017557

36533 430 68 584 CCGTCTTTTGTCTAGTTTATTGGTACTACTTCTTGTAGTAGGACGTAGATTTTAGTTTTC 35583 A_95_P002516 FG170570

36534 430 69 670 TTCTCCATTTTGTGTGTGACTTGTTGCAGGCTCGTGGTTAATTATTGCGCAATGGATACA35585 A_95_P019881 TA13383_4097

36536 430 71 848 AGTAGTCACACGAACTGAGATCGATATGCAGTATATAAAAGCAGAGTACCAGAAAAAACA35589 A_95_P196347 EB426369

36537 430 72 211 AGTATGCTACAAAACCATACGATGCTAGCTCCGGTTTGCTAGGAGAGGTGGTGATTGTAT35591 A_95_P131797 EB432206

36542 430 77 812 GAGAACTTTGATATGCCCTTTTATCACCCAGAGACCACTGAAAGTCAGTGTCAGCATGTG35601 A_95_P305933 FG147814

36546 430 81 635 ACCTCTGCTGTTGTCACAATAGTTCCAAGTTTATCAGCAATGCATATTCATTCTCTTTGC 35609 A_95_P219152 TA21337_4097

36548 430 83 340 AAACTAGTCGAGGCATTTTTTGATTACAGATGGAAATTCTAGTTGATCATTTGGTGATGC35613 A_95_P094723 BP532846

36557 431 7 633 AGTGGCACAATGAAGGATTTTGGGGTCGTTGGTTCAAAAGAGATCATTCTGGTCAAGTGT35629 A_95_P252594 FG185511

36560 431 10 1153 GGTTGTAAGCGTTTTTGGCTTCTTGTAGTTCTTTATCATGTGCTATGTAAGTTATGTGAA 35635 A_95_P010226 TA14416_4097

36561 431 11 774 GTTGCCATTACATTCTGCTTTAGTATCCTCCAATTTGGCTGAAATATAATAGTAGAGCAT35637 A_95_P185687 TA13967_4097

36562 431 12 471 TATCCGAACGTGGAATTATTGCTTTTCGTAGTCGCTTTGGTTGTGATTCCTGGGAGGGAT35639 A_95_P160802 EH619499

36564 431 14 481 TATGGTCACTTGCTTTTAGTGGTGAAGGTTCACTTCTTGCATCTGGCTCTGCTGATTGCA35643 A_95_P034568 EB679195

36567 431 17 180 AACTGAGACAGCACAGTTGTTTTTGAGCGCACCTAAAGATGAGGACATTTGTTCGCCAAG35649 A_95_P106082 CV017751

36568 431 18 500 CCACATCATCAATCTAAAGGGATGTCATCCCTACGGAGATAGTAGACTATTTGATCTAAC35650 A_95_P036813 BP128829

36569 431 19 515 TCGAGCTCTTGTCAGCTACTTCTCAAACATGACCAGAGGACTGTTAGGACAAATTTGCTC35652 A_95_P264351 BP529347

36570 431 20 561 TCTACCATAACGATTTTGTGGGATCCTTTACAACTGGAATGCTTGTATCTGCAGTTTTGG35654 A_95_P047361 BP131638

36571 431 21 1084 GATCTCTAGTCTTTTCTTCCCCTATATTAATAAAATCAGCGGGGCAGAGACTTTCAATTT 35655 A_95_P206017 AF081794

36573 431 23 321 TGCAGGGAGTTCTCTTTTCTTTGGCTATTAATTGCACGTAATCTGAAAGGGTGGGGAAAT35659 A_95_P160877 EH619576

36575 431 25 664 CCTTGCTCTAAATCCCATTTGTGTACTAGTTGATTGTAAAACTGTAACCATTCATGATTC 35663 A_95_P288008 EB437505

36576 431 26 590 TTGCGGAATGTAGCCTTTCTTGTCACGTTTAGTAATGATTAACACGTGGATTAACTTAAA35665 A_95_P314228 FG166441



36579 431 29 725 CTCTGTATTGTGGACAATAGCACTATCGTATCTTTACTCAAAAATGAATGTCAGTAAGCT35671 A_95_P144652 EB448124

36580 431 30 722 CCGATCTTCACAGGAAGATTTTCCAATGCAAGATTAGTAGCAAGTGGGTTGTCAATCTTA35673 A_95_P149907 TA13110_4097

36581 431 31 510 TTAGAGGAGACTAATTAAGTTACCAGTGTACAATTTTCGACTGTACAGAAGCTTGGATGC35675 A_95_P266906 AM840784

36582 431 32 414 TCGAAGAAAGATAATCTTTACAAAGACGCAATGGAAACAGCCTCGCAATCTGGGGATCGC35677 A_95_P032521 AB120536

36584 431 34 290 CGGTCTGTAAATACACTATTTGCTGCAGTTAGATATCGTGGTGAGATAATTTGTGCCCAC35681 A_95_P080255 AM830869

36585 431 35 647 ACTTAACAAATTGGCTGGTTTCTTGGCCCCTTTCTCTTAATGTACATATGTGTCAAAAAA 35683 A_95_P160377 EH619077

36589 431 39 118 CTTGAGAAAGAATAGAGCCGTTGTAGCTTATTCAAGGATCATTACTTTCAAAACAACAAC35690 A_95_P112887 CV020905

36591 431 41 532 TGTGGCTCTCCACACGCTAATAAATGGATTAGGAGTTCATATGAATACTTGTTTGTTAAA35694 A_95_P255949 FG635710

36595 431 45 831 ACAGTGACACAAACAGTGATCGATATGATGAGCAGCTTATCAGATTACTTTAACAATCTC35702 A_95_P208137 EB679127

36598 431 48 630 AATTCTTGTTTGTTGCACCGATGCATCACTTGGGAGCAACTTTTTCAGTGTAGCTGTTAG35708 A_95_P007376 DW003514

36602 431 52 956 GCCCGACTTGTTTATAAGGTTTAACTCCTTTTTGTTGTACTTGATCATATCAGAAGTTTG 35716 A_95_P015996 TA19056_4097

36603 431 53 400 GTGGTCTGTTGCTCATTTTAAGTTAACATACTCATTCATGGGGATTCATTTTAACCAGAA35718 A_95_P089008 BP530299

36605 431 55 1493 AGTAGCTTCATCGAGAATCTGAAATGACAGACAGCGGCTTGAGACGTAATTCTGGCACTT35722 A_95_P191987 TA15356_4097

36614 431 64 714 TGGGATTGTTGGAGATGTATTCCCTTAACTATCTAAGGAGAAATACTCATAGATATATGC35739 A_95_P218617 EH615151

36615 431 65 564 GAAAAGTTGGTGGTTTTGTTTGACGTTTGCCCACTCTTTGGATTATGAATTTTATTGGGA35741 A_95_P142077 EB445642

36617 431 67 622 GTTTGTAATCATAACAATACTTGGGTTCTACTATCTCTCAATTAGTAGGGATGATCGTCT35744 A_95_P027511 TA13972_4097

36618 431 68 386 CAACCCTACTTTGAACTCATGGACAATACCATTTTGGTGATTGGTTGACTATATATTAGT35746 A_95_P100753 BP535507

36621 431 71 1670 CTTCTCTGTAAATACAGCTGAAAAGCACACATATATTGTCTGGAATATATTGAGAGCACA35752 A_95_P009776 AB075950

36622 431 72 851 GTTTTGATTATATATTCAACTTAGTTGTTTTGCGTCGCATGGAATGTAGTGAGTTGAGCA35754 A_95_P177312 TA11946_4097

36628 431 78 1168 TATGTTTGTATGGTGTTCATGTATGCGGTCCTCTTTCTTGGCCTAAATGCATGCTTTTTT 35764 A_95_P203177 TA17798_4097

36630 431 80 326 TTTCAGAGGCAATATCAACTGCTGTCATTCAATGTTAGTTGGTTGGGCAACCAGCTGGCT35768 A_95_P094238 BP532614

36632 431 82 265 TCAATATTACCAAGTTGCCTTTGCTGCCGCAAGAGGTTTGAAGATGCTGTTGTAGATCTC35772 A_95_P099253 BP534854

36636 432 1 839 ACGTATATGTGGTTAGATGTCATATCATCCTTACCTCTGTACTGCAGTGATGAGAAGTAT35618 A_95_P245367 EB449740

36642 432 7 454 CACAGATTGCTTTTTCTACATTAAGTTTTGCATGTATGCCACATCTGCTTATGTATGGAT 35630 A_95_P221007 TA21729_4097

36644 432 9 792 AACTGGTCCTGATGAGCAGAAAGGAGTTTGCATGATGCGTTGTGTGTTGTAGATGTTGGT35634 A_95_P272461 FG135963

36645 432 10 1194 GGTTTCTTGTAATGATGAAAGACAATGCATCAAGGCACTTAATAAACTAAGCTTTCTTCC35636 A_95_P013771 TA13849_4097

36646 432 11 860 ACCTACAAATTTTGTGTTTTTGATTCGCATGCTTGAGCGATGTTAGAGATCCTACGTGGA35638 A_95_P227709 EB677603

36647 432 12 821 CAAAATGGTTCAGACAACACTGTACGCTGTTGATTAATTGGTTTAAGACCATCTCGTTTT35640 A_95_P017176 TA13237_4097

36648 432 13 379 GTACAAGAAATTCGAGTTGTCTTTAGGTCTTGCGGTATAATCTCTTCAAGAGAACAAAGT35642 A_95_P037478 BP129016

36650 432 15 718 CTCTAGGACAGTAGAGTTCCATCTCCTTTTAACTATTCTGGACAGATTTGCAACGAACGA35646 A_95_P273651 FG635928

36658 432 23 440 GATGGACCTTCTGTACAATGTTAAAACTTTAGTATTTCTGACGTTGATATGAGCTACCGT35660 A_95_P067335 BP136841

36660 432 25 335 TTAGCAGTAGACCCTCTTTCATTGTATTTGGTGATGGAATCAAATTTCATGCTTTTAGCC 35664 A_95_P116457 FG629295

36665 432 30 281 CGGGGACCCTAGATGATGCTGATAAGGTTTTGGTAGATGTTGGCACTGGATATTTTATTG35674 A_95_P121912 EB679221

36666 432 31 174 CAACCTCCAAAAGCAAATGAAGAGGATCCCCAAACACATGTAAAAGAGAATATTCAAATA35676 A_95_P089453 BP530511



36668 432 33 771 GACCTAATTGATGTTATTGAGGGAAATCGTAAATACATGAAGTGCATATACGTCTACAAC35680 A_95_P128217 EB427742

36674 432 39 528 GATTTCTTCTTCTAGCCTTCAACCAGATATCTAACAACTGTGGTATGCTTCACTACACAT 35691 A_95_P127642 EB682835

36678 432 43 491 GTAGGACCAGCAGTTCATTTATCCTTCTCTTGTTTTCCTCAAGAGGAGATAGCTCATGTG35699 A_95_P106657 CV017995

36681 432 46 279 TAGTCATGTTTTTCGATCCAACTAAGGGTACTACTATCCAAGTTAACTCGAAGACCAGAA35705 A_95_P043376 BP130599

36682 432 47 882 GATATCTATACAGTGAACTGTGGCATGGCATATGGTCAAGCAGCAATGCTTCTGTCACTG35707 A_95_P015746 EB427484

36683 432 48 832 TTATGTAGTCGCTGGTTGATGTACTGTGTGTAGAAACTGAATAAACTCTTTTGGTTACTA35709 A_95_P185332 EB677878

36684 432 49 743 CCTTGCAAAACTGTTTAGCTTCTGTTCTGAGATGCATAAAGATGTACTGAGACAATATTG35711 A_95_P121497 DW001581

36685 432 50 913 AAGGATGTTGGAGATGCATTTTGCATTCCATAATCGTTTGTCTGCTTGACTTTTAGTTCA35713 A_95_P193907 TA15772_4097

36688 432 53 1408 TGATGTTGGTGCTGCAAAAGAGCTTATGGCTCATTTAGTGAAGCTGCAATCTTCCCTGGA35719 A_95_P186857 TA14218_4097

36690 432 55 349 TTCACATTAAGCTTCGGGCATAAAAGGAGAGCAACAAGACTAAGACTCCTGGTCCTGAAT35723 A_95_P114887 CV021807

36694 432 59 755 GTGCTGGGATTGGTTAGAAGCCACCGCTATGGTCCTTCCAACTTTTTATGATTGTTTTTT 35731 A_95_P018126 DV159856

36696 432 61 1781 CCCCCTTCTCTCTTAATTTGGTAAACAAACAACCTACAAATTAATGTTTCTCTTCTGCAT 35735 A_95_P189512 TA14804_4097

36698 432 63 614 CTCTAACTAGCCAGGTCCCAAAGTTGTCTAGTCTCTTGAAGTCTATGGGGAAACATATTT35738 A_95_P042771 BP130441

36699 432 64 327 TGCTCTAGATTCTGCTGCTGCTCTTTAAGGAACATATATTTGTACCAAGTTATTCAGTAT 35740 A_95_P111742 FG638507

36709 432 74 153 GGCTCTGAAGCTCTTTTTGTCGTTAAATTTATCGGTTATTGATGAAAAACTTGAGCTTGT35758 A_95_P107902 FS383363

36711 432 76 520 GATTTTGATAAGCTTGAGGAAAGGGCTCTTGATTTCCGTCCTAAGATACTTATATGTGGG35761 A_95_P073540 DV161209

36713 432 78 579 GTCATTCGGTGGTTCCAAAATTAGTGTTTATACCAATGTTGATGCATTGCATCTAATTCT 35765 A_95_P025556 EB436800

36715 432 80 822 CTTCAAAATGTGTTTGACAGTGCACGTGCAAGGGAACGAGAGAGAGAACTGCATTATCCT35769 A_95_P150442 EB680516

36720 432 85 1309 GTTATTAAGTGTTTGTTATAATTAAGTTTTGGACCGTATGCTGCTTGATGGGTTCGTTGA35779 A_95_P009071 TA11879_4097

36724 433 4 443 GTGTCCCAGCTTCATTTGAATCATACGCAATTAAAAGAGAATCATGTACTGATAATGCAG35786 A_95_P113242 CV021072

36725 433 5 713 ATTGGGTTTAATTCCTCAACAATCTATGATATTGGGTGGTGAAAGGAACAATGGATGCTT35788 A_95_P142647 EB446082

36726 433 6 812 TCTAAATGCTGTCAGATCCTTATTGCAGAGTGCCAGTCGATTGACATTGACTGCATGGGT35790 A_95_P309453 FG149083

36733 433 13 621 GTAAATGGACCGACAGAGGGTCTCATGTGATATATTCTCAGCATTCTTACAGCTCTAGTG35804 A_95_P159102 EH617057

36739 433 19 527 TTGGCTCTGATGGAATTCATGTGGGAGCTTCATAGCCCCTCTCTAATTGTACTTTCTTTA 35816 A_95_P122272 DW002294

36741 433 21 357 AAACTAACTAGTCCTGAGAGTCAAGAAAAGAAACATGCACCAGACGATCAGAAACTAATC35820 A_95_P071800 BP525796

36747 433 27 703 AACTGTTTATGATCACGACACGTTCAGCATGGACGACAAAATGGGAGATGCAGAATTTGA35831 A_95_P304998 FG185820

36749 433 29 954 ATGTACAAGGAAGAGATGAAGAAATTGAGCTTGTGATTCCGCCAGTCTTTGACAACTGCA35835 A_95_P015536 TA18756_4097

36750 433 30 1356 ACCCTCAAGTTAGTGAGCCTGTAAAACAAGTTTTATTGCTAGGGACTGAATAAATGATAA35837 A_95_P106272 TA14079_4097

36752 433 32 80 CCCTTGAGATTCTATCTTTTGTGCCCTTGAGATTCTATCTTTTGTGCTTATGTACAACAT 35840 A_95_P140437 EB444343

36753 433 33 562 TTTGTTGCTTGGTTGTCATAATCACACATCGCTTTAGAAAAGAATTTCTCTGGTTGGTAT 35842 A_95_P195417 TA16110_4097

36754 433 34 668 GAACTGTTATGGTTCTCTTATAATTTTGCTAATTGTAATATGGTGCTTGTGCGGATGTAG35844 A_95_P293598 FG635844

36759 433 39 0 TTAGCTTCTGTGTTCGAACTTTGTACCTCTATATGTTTATGACTAGGTATAAAGCTGAAG35854 A_95_P273938 A_95_P273938

36760 433 40 921 AATTGTTTCTGCTCTTACAAGCTGCGTATCTTAAAAATACACAGGAGTACTTATTGTCCC 35856 A_95_P135512 EB438996

36763 433 43 669 AGATGTACTGGGATGTAACTATCTTTCAAATAGTGAATGGCCAAGATTTCTCTTTGGTTC35861 A_95_P254544 EB437757



36767 433 47 721 AACCAAATATGGAAATACCATCTCCATCGCTTTGTGTCCTTATTCCGACATGGTCCACCG35869 A_95_P283788 FG187360

36776 433 56 745 ATGCAGACATGCCTTTTTCCTCTTGATGTTCACATGTAATATGTTGAGTCTATTTGAGGT 35886 A_95_P245382 EB677364

36779 433 59 704 CTCAAATAGAACGATCTTTTGTATTTCTACGGCACAAGATGGTGTGATACATTTATTTCC35892 A_95_P131022 EB431153

36783 433 63 323 GCATTCTGCTTTCTCTTGTATGCTTTTGGATTGTGTTTTAGATCAAGAAAATTTGTGCCT 35900 A_95_P014726 FG622502

36787 433 67 780 TCATTCCAAGTGTTAGAAGGAGAGCGTGGTGTAACTGGTAAAGTTGATGCCATATGACTA35908 A_95_P145242 EB448829

36789 433 69 458 AGTATCCTTGCAATTATCTTGTATTGCCAGAATGCTTCAATGCATTAGGAAAGAAGAATG35912 A_95_P209877 FS405773

36791 433 71 757 GATCTGGTAGGCATTAGAAGCTACTTCTGATCAACATTTCATGCAGTTGTTTTCGAAAAA35916 A_95_P122322 DW002321

36793 433 73 0 ACGCTAATGTGATTTGCATTTTCTTATCGTCGAGGTAATTATCATTTGCACCAAACAACA35920 A_95_P315603 A_95_P315603

36796 433 76 403 GACACCAGTCTTGGGTAGATTTGTTATGGATTGGCATTAGCAGTATTATTAAAACTTTAC35926 A_95_P002276 BP533488

36799 433 79 1513 AAACGCTGTTCCCTCTCGAGGATGGGAATAACAAGCATATTTGGGGCTATATATAAAAAA35932 A_95_P178727 TA12329_4097

36800 433 80 701 CCTGTTTCCTTTAGTCTTTGTCGAATTGGTTCATTATGTAGACATGTTTTATGAATGTGG 35934 A_95_P116522 DV159284

36804 433 84 469 GACTCAAAAGTATGCCATGGGTTAGTTGCTGAAACACAAGTATTAGGAGGTGCTCCTTTA35942 A_95_P178067 EH619487

36806 434 1 822 TCTATGTGAGTTTGCGTCTTTTCTTAGGGTTTGTTGGTAATAAGACAAATTGGCAATTGT35781 A_95_P228709 EB443398

36807 434 2 512 TGTATTGAAGTATGTGGTGTATGCTGATAATGGATACTCAAAAATTGGGAAGTGGTAGAT35783 A_95_P107732 TA12078_4097

36808 434 3 1071 CTGTAAGTGTGCTTGGTCATTGAAACGGAACTGTATTCATTCATTTTTGACGATATACAA35785 A_95_P022026 TA15152_4097

36809 434 4 671 TGAGGTAGCAAGTATTTCGTTGAGTTGGATTCGTAAGTTGTCTTTGTTTTTGATGATTGA35787 A_95_P021461 TA14285_4097

36810 434 5 729 ATACCAAGATAGTGAGACCTGCACAGGTGTATACTGGTGTATGGATGCGTCACTATATGC35789 A_95_P209767 TA19260_4097

36812 434 7 788 CTCATATAGATGGTTAAGAGTGCTATGACAGTTGCTAAATGATCATTTGCTTTGCTGAAA35793 A_95_P016406 EB678695

36813 434 8 289 AAGTGTACTATGTGAATGGCGAGTTTCTTCATCCTATTGCGTTGAAGTATGTAGAATTTA35795 A_95_P145997 EB449808

36816 434 11 495 CGTGGAAGAACATTCCATGCACCATGTGAAATCTCGTATTAGTTTTGATTTGATTTCATT35801 A_95_P032036 BP530801

36818 434 13 922 GCCAGTAAGGACCTTGAATCAATTATAGTACTTTTGTGTAGCACTTGAGACCCTAATAAG35805 A_95_P185872 TA14008_4097

36819 434 14 236 TTACCAGGCTGATCAACAGGAATACCACCATACCTACAAAGAAAAGCCAGGTGTTCTCGA35807 A_95_P241385 AJ718290

36820 434 15 0 AAGATGATGGAAAGGCTGTGGGGTGAGAACTTCTTGACCTGCACAAAAGTGACACAAAAC35809 A_95_P311248 A_95_P311248

36821 434 16 788 GAAAGTATGCAAGAAGCAATGCATCGATCAAATTTGGAGATGAGTGGTGCAGAATATGTC35811 A_95_P121067 DW001078

36823 434 18 258 GCTTTTCGTCCGGGGACTAATAAATATGTTGTGGATTAAACTTTTGTTGAGATTTCTAAG35815 A_95_P069945 BP192481

36830 434 25 1172 AAGTTCAAAGAATAAGACTGTCGCAGATGGACTCACTTGGACCCACGTACATCAGACATG35829 A_95_P034808 AY729656

36834 434 29 428 TACTAACAATGTTGGTTGGTTTCCCTGTTTCCTTCAGATGTACAATAGCTAATTGACATA 35836 A_95_P002146 TA15963_4097

36841 434 36 1819 TTTTGTATTTGCAGTGTTCAATACAATGTGCAGATATACATCTCACTTCCCATTCTGATG 35849 A_95_P239384 AY220479

36843 434 38 197 TGTCTGACATTCGTCTTGGAGCTGGTGTATTAATCTTGAAGTGGAACAGTTTGATCTTGG35853 A_95_P133807 EB435495

36846 434 41 3187 CTTTTTCCTAGTGAAAGTGTAAGACGATGGCCTATATTATTTCCTGTTGCTTATCATGTT 35859 A_95_P007901 X79794

36847 434 42 836 TGAGTCAATTTTGGAACTCGTTTGTGAGATCTGCTCGGAGCCAGTTGTTGAAGTCTTGAG35860 A_95_P149227 EB678942

36848 434 43 818 AAAGTTGAGACAACTCCTGTCAAGGAGAAGTCTAAGGAAACTTCACCACCTCCTCCTAAG35862 A_95_P245297 DV159622

36849 434 44 87 CCCTTGAAGAAGGAAGGGAGCTCGCATTCATGTATAAATTTTGTAAATTTTCTACAGATA35864 A_95_P142942 EB446355

36850 434 45 627 CGTTCGCAGACTCGGAGTCACCCTCTGTCCTTGTTTTTCTATTGCATACTCTTTATTTAA 35866 A_95_P065750 BP136415



36851 434 46 326 GGTTGTTGGATATTTGGTTTAAGGCATAGCAATGCATTTGCATGGTGCATTTTCTTTTCT35868 A_95_P002216 BP531361

36858 434 53 568 ACCACTCTGTACTTTCTGACAAATAACCCATGTTTACACTGCTGTGCTGAGACGAACAAT35882 A_95_P049406 BP132154

36861 434 56 307 ACTGATGGGGAATCAAATCTGAATATCATTGCCATCCAAGCCCAAGTGGTTCCACTTTCC35887 A_95_P106602 CV017969

36863 434 58 617 CTCTTGACACTAAAAAGAGAGTATTTTTCAAGCTTGGGTTCTCTATTGATGAATCTGGAT35891 A_95_P047386 BP131645

36864 434 59 589 GGTGAGCCTCGCTTATCCATATGCTATCAAATTTTGTCCATGTTTGAGATATTTCTTTGT 35893 A_95_P140037 EB443965

36866 434 61 851 AAATTCAAAAACTGGAGGAGAGCACAATCTGGTTGCATGGGCAAGACCCTTGTTCAAAGA35897 A_95_P290018 DV161730

36867 434 62 898 GTTATGGTGGCATTGCACCTTGTTTACTGCATCTTTCATTTTGGTACAGAATGTTAAATA 35899 A_95_P007881 EB446591

36869 434 64 297 GCTGGTGGATATCTGGAATTAGAGTTTTTAAATTTTCATCTCCCTTCAGCTAAATGATGT35903 A_95_P111382 DW003761

36870 434 65 442 AGTAGCTACTAGCTAATGAGAGTTGAGATGGAGTTGGAGTAGTACTTATCAATAAGATTT35905 A_95_P029096 TA14334_4097

36873 434 68 1033 GTTTCTAGGGGTACAAATTCGTTTACCTCTAAGTTATGGTGACTGTTTGGATTTTTGTAT 35911 A_95_P193172 TA15614_4097

36874 434 69 699 ATGTACATTGCTAACATGGACCCATGATTTGGTGAGGTAGGTTTCAAAGGTTAGTGTAAC35913 A_95_P291123 DW002771

36876 434 71 576 AAACTGGGTGTCATTGTGGTGTACTCATGCTACTCTTCTGCACATGTTTTCGTATGCAGG35917 A_95_P288198 FG634947

36877 434 72 813 AAGGTCTTCTTTCACAAGGAGCATTTTATGGTGTGTTTGATGGCCATGGTGGCGTTGATG35919 A_95_P119552 DV998906

36880 434 75 549 TTTGTCATCTCCTGTTCCAAAGATATTGCTGTTAGCTGGGACAGACAGACTTGACAGAGC35925 A_95_P146152 FG164293

36882 434 77 591 ATGCTTGTGTAGAGAGGGGGGAAGAACTCATTTGCAATGTGGATTGTGACCTCAAAAAAT35929 A_95_P020471 BP133283

36885 434 80 1266 ATTCCAGATTCTCCTGGTCCGCAAGTTGCCTCACATATGCCTCAAGATTGTTTGGTATTG35935 A_95_P286393 EU700061

36887 434 82 847 TCCTTCTGGAGTAGTGTAACTGATGATTGTGCTAGTCATGGACAGAAATTTCACATACGT35939 A_95_P266291 EB424707

36890 434 85 460 TATTGTTTCGCAACTTCAACAAATCTTCGATGCTGACTGGACTTCGCCATATGCAGTGCC35945 A_95_P260966 AM811421

36893 435 3 793 TTTTTCACTTGTTTGGGTCAAGATTAATCCATTTGTCTCCAAAGATGATCCTGCAGCTAT 35950 A_95_P118012 DV161028

36895 435 5 422 GTATGAAAGGAAGCTGATTTGGGCTGTAACACGAACTTATCAATATATATCTCCTCTTTT 1861 A_95_P000051 FG625247

36900 435 10 680 CTTCCCGTCATTGGAAATTTCACCATTCCTCTCTCTTATAGCGGCGAGTATAAGCTTCCT 35963 A_95_P136547 EB440322

36901 435 11 523 GCAAGCATCCAATTGTTTGAAATTTAACTTAGTTAATGAATCAGTTTGCCTGGCTTATGG35965 A_95_P124372 DW004214

36909 435 19 672 ATTAGAAATCCATAAAGGTGGAAGCTTGGCTCGCCCCCACTAGCAATTATACCCCAGTAA35981 A_95_P316278 FG195029

36910 435 20 1318 ACGGGTCAGGTCTGATGAGTGTACCTGATTATTTACACTTACATGTGGCTTTATAAATCA35983 A_95_P217572 AJ271748

36913 435 23 1231 TCGAGGACTCCACGAAATACATGTACCTTTTGGCCTGTGCAGATTAATGTATCTGTTTCC35989 A_95_P190452 TA15018_4097

36917 435 27 269 AAAGGATTAGATACAACGGATAATGATGCTGAGGAAAATGAGGATTTTCATGGGCGGGGG35997 A_95_P159122 EH617074

36922 435 32 1243 GATTGGGAATCGTAATGTGTACAAAGGATGTTGCCTTTCTTGATTGTCTATCATGTAATT36006 A_95_P114002 TA13144_4097

36924 435 34 971 TTGGTGGAATCTACTGCGTATCATGCCATGGAAATGGATCAAAATTGTGAATGAAAGCGG36010 A_95_P018156 TA16444_4097

36928 435 38 482 AAGGGCTGATGTTGCTCCATCTATTTCTCCACAAGATCAATAATATCTCTCTCTCTTCTC 36018 A_95_P306423 FG635180

36931 435 41 184 ACGAGAATGGGGTGAAGAAAGTAGTGGAATACAAGTTTCAACGCTGACAGGAAACAAGGT36024 A_95_P106432 EB450504

36932 435 42 757 ACGGCCGAAATAAATGGAGCTGATGTTGTAATTAGTCTCTCGTTATTCAAGAAACTTTAA36026 A_95_P190937 EB677483

36933 435 43 757 CTGCAGAACTTACTCTGTCATATTCTTGTAGTATATGAAAGCTTCACAATTGTACTTGTG 36028 A_95_P211537 TA19634_4097

36936 435 46 429 TTAATGAAGGTGCATGCGGCAATGAGTGCAATGAAGTAGTCTCCTGTGTATGGGTTCTCA36033 A_95_P187672 TA14398_4097

36937 435 47 724 GTTCTCTCCTGATTTCCCAGCACACTCAAGTCTTTTCTTGATTTCTTAACAGTTAAAATG 36035 A_95_P273841 TA12752_4097



36939 435 49 473 GACCAGCTCGGCTGAACTTTAATCGCCACTGCAACTTGATATGAAAGTCATTACTTCCTT36039 A_95_P234814 FG640961

36941 435 51 572 GAAGATAGGTACTGTAGGCGGAGTGATGCCTTATGTTGCCTGGTTGAAGATATATATTCT36043 A_95_P059421 BP134736

36944 435 54 819 ATAGGAAGATGAGTTGCAATAGATTCATTTCCTTGTAGACTGATACAGATATTAGTCCAC36049 A_95_P125027 DW004831

36946 435 56 469 CGTGATCAATAGTCGGTTTGTACAAGCAATTTGAACAGGGTTTTCTGTGTTGTTTAAAAT36053 A_95_P030061 BP526699

36947 435 57 455 CTAGTTTTGTGTAAGTTACATTTGGTACATAGTCTTCCAGTTATGCTCTACTTTTGTCCC 36055 A_95_P097638 BP534127

36950 435 60 528 GTTTTTATGTCAGCAACAGAAGCCCAAGCTTATGGAATTGTTGATCTTGTAGCGGTTGAA36061 A_95_P006906 U32397

36953 435 63 523 AGGCATGACCTGTCATCATCAAAGCTGAAATATGATTTCTAATGTATAGGTTAAACACCA36066 A_95_P047661 BP131713

36955 435 65 240 TGTTCGCATGTTTCGTTTTATGTTATCTGTTGTGAATAAAGATTCCGAATTCTGTTCTGG 36070 A_95_P105417 CV017455

36957 435 67 507 CAAGTCAGTGCCTTCGTAAATTTTGGGTTCTAGTACTAGTACAACTAGTTCTTGTTATTT 36074 A_95_P038766 BP129365

36966 435 76 790 TTTTACTGTTCAGCAGACGATTGGATGGGAAACTCTGAAACAGCACTCCACCTGTTTCCA36092 A_95_P234404 FG172576

36967 435 77 636 TTCTAGTAACTCATGTTTCTTCTTTCACATCTGTCTTCTGGTTGGCCTTCCAATCCATGG 36094 A_95_P159677 EH618121

36968 435 78 379 GAGAAACAATAAGTCACCAAGGTACTACGATGGTAGATACTGGAACCATGTGGAAGTTGC36096 A_95_P110452 CV019738

36973 435 83 156 CACAAGAAGGAGAACATGAACAAAAGAGCTATGACCACTGGAAAAATTGAGCAGATCATG36106 A_95_P033844 AJ717804

36976 436 1 813 GGATGACTGTTGAACTCCTCATTAGCTCTTTAATTTATCCCTTCTTCCAAACTTTGCTCA 35947 A_95_P010331 EB439699

36981 436 6 571 GAAAAATCATCTTATGCTGTATAATCTGTTCTTGATATACAAACTCGTAGACCTAGCCAG35956 A_95_P025816 TA20291_4097

36982 436 7 875 CGGAGATCCCAATTCTTTACTCCGTTTTGCCTTTATTGAATTTATTGATGAAGAAGGAGC35958 A_95_P126052 TA15544_4097

36989 436 14 697 GGGGGATCCATCATTCTTTGTCTCAATTACTGCATAGTTATTAGATATTATGATGAGCAT35972 A_95_P143987 EB447187

36993 436 18 1726 GATTGCCAAGAATTTGCTCTGTTGCAGCAACTTCCCTAATTGAATGGTAGTACTTATGTG35980 A_95_P176512 Z93768

36998 436 23 675 CAGGTTTTATTGGTGTTTCCAAGTACACGTCCAAGGAACATAATTTTGCTTTACCTTTTC 35990 A_95_P019056 EB429308

36999 436 24 451 AATGCCTCTTCCTTCCGCCATTAATCCATCTCCTCTTCTTCAATCTTGAAAATAATGTAA 35992 A_95_P280563 AM820707

37000 436 25 396 GGATTGGCCAGATGATTTGATCACCGTGATGAATCAATTTAGATGGGTTAAATGATTTTT35994 A_95_P133407 EB434850

37001 436 26 653 CCTGTGACCTCTACAGCTATACAAATGGTATTTGGTGATACAGTGGCGATTGCTTTAATG35996 A_95_P275013 FG201694

37004 436 29 797 CTGAATCAAGCTGATGGAATGTGTCCATTGTAACAAGATTATATCCATTGAAACTTGTGT36002 A_95_P012256 TA16431_4097

37007 436 32 622 AGGCATGGAGCACAATTTTCTGATATTAGTGTCTTTTGTTATCTGACATTGTGTCCTCTT 36007 A_95_P186157 EH618496

37009 436 34 809 AAAGAATATAAAGGATGCACGGTCAGCTGCGAAGCACCTTAACGAACAAGCCCTTGCAAA36011 A_95_P228479 EB679608

37010 436 35 377 ATGCAAAAACTCTTGGCGAATGGGCTGGTTTATGCCAAAATTGATTCTGAAGGGAAAGCA36013 A_95_P004996 EH666031

37011 436 36 935 CATACTCTTAGGTTTTGGAGAGGATTCATGGCAGCTTATTTCTTATGTTAACATCATGTT 36015 A_95_P025391 TA13263_4097

37015 436 40 401 TGTGAGACTGGCAAGTTGTGTTAGTGGATGGTTTTAATTCTGATTTGTGTAAATAATTGG36023 A_95_P188872 TA14666_4097

37018 436 43 688 TTTGTGGCAGTACAGGGCAAGGGTACTCTGCTTTTTGATAATAATACAGATCTTTCCAGT36029 A_95_P269056 DW003891

37020 436 45 1120 TCAGTTGAGGATCTTACAAAGCCATTTGTTTCCATGTACTTTGGCGCGGGCTATTTGGCT36032 A_95_P208552 TA18993_4097

37030 436 55 293 GAATGTTTAGCTTGATATTTCATCTTACCTAGGAGGTGGGGATATTCTTTCTCAAATGAC36052 A_95_P114082 CV021434

37034 436 59 205 ACATACTCTTCAGCGTTTGGGAGAGGATTCGTGGGGGCTTATTTCTTATGTTAACATCAT36060 A_95_P104827 CV017187

37036 436 61 654 GTGTTTGCAACTCTACTGAGTTTGCACTTATTATACATTAATCTTGAGATGGAGAGTAGT36064 A_95_P250282 FG644533

37037 436 62 1836 GCTGCAGAGAAGTCCACTTTCCTTTCTGTTTTTATCTGAAGGAAAGAATTATATTTTCTG 36065 A_95_P022346 TA15836_4097



37038 436 63 696 CTGAATATATCTGTATCATATTTAGTGGGGAGAATGGCCTCCTTCAGGGTGTGAAAGAAC36067 A_95_P234949 EB446680

37040 436 65 1739 TCTTGTTTCTGTGCCATGGGGGCTATAAATAACATCACAATTGTTTCACTGGGCCAAAAA36071 A_95_P187652 TA14394_4097

37041 436 66 852 CTGACGACATGCAAAGGAGCTCAAAGAGACAGTCGGTGCATGTATGATGAAAAGTGATGA36073 A_95_P268031 FG139523

37044 436 69 873 TTGGGGTCTTGCTTCTCAAATGGTATATATAGATAGATCTTTCTCTTCCCTCTGCATTGT 36079 A_95_P228499 EB449516

37053 436 78 766 GCTTCTTTTGGTTTTGAAAAGCAAATGCAGTTTTTGGTTGTTGGATTCTTTAGGGATAAG36097 A_95_P116492 DV159243

37055 436 80 1521 CACTTCAATATAGAAAGATGGATTTTGAAGAATTCTGCGCAGCTGCCTCAAGTGTTCATC36101 A_95_P024196 TA17300_4097

37056 436 81 868 CTCTCTGAGTGACGGGTCTCTTTGTTGTGACCAAAAAACTTATACATTGTTGTACATGAT36103 A_95_P269586 EB425527

37058 436 83 883 ACTTCGAGATGTGCTATAGTTTTCCTCTAGTATATTATTCGAAGCCGTCATCTTCTTGTT 36107 A_95_P115522 DV157776

37059 436 84 869 TAAGATGAGTTCTATGTTCTCGTCCCTGATTAGCAAATATGGGTGGGGATCCATCTGCTG36109 A_95_P272761 EB677959

37062 437 2 721 GTTGTACTAAGTTTTTGCCAACACAACATTAACCGTAATAAAACATACTCCCGTTAGCCA36114 A_95_P159722 EH618175

37063 437 3 431 TACTGTGTGCTTCTGGTTCACTGCATCGCCGAGATCCAAATTCATTTCTTATCATTGTCT 36116 A_95_P030201 TA18314_4097

37065 437 5 858 ATGCTGCTCTTTTGCACTACGAACATGGAGGGAGGAGCTATCTCTGCATTATGATCTCTA36120 A_95_P269826 FG167698

37067 437 7 855 CAACAACCTTCTGTGGCTTCATCTTGAGAAATTTGCTGTACTATGTAAGCTAAAAGATAT36124 A_95_P213707 EB425095

37070 437 10 737 GTGAGGCTATTGGTTTTTTCTGCTGGTTTCTCCAGAGTTCTCCTTGTATGTATATTAAAT 36130 A_95_P216467 DV160776

37075 437 15 888 ATCCTAGGGGCATAACTGCTGCTCATAACTGTACAATGATGGCTGTAGCACTTATTGGTG36140 A_95_P144362 EB447728

37081 437 21 460 AAATGGGAGGTGCCTCTGCCTAAGGTAAAGTTGGAATAGTGGTCTTATTCTCATCTTTAC36152 A_95_P147752 EB643436

37084 437 24 248 CCGGTAATATTTGATAGCACTTCAACGTCGAACATGGAGCTAGTAACTTGCTCAGTTGGT36158 A_95_P036833 BP128838

37097 437 37 743 TGTTATAATCTCATTATGTGGGACAGCTAATGATCCTGGTTGAGTTGAAAGTCTCTTATC36184 A_95_P183232 TA13411_4097

37104 437 44 1565 CCTTTCGTGCACAGAACCAGGCATTATGAAATCATTTTCAACTCTTGGCATAAATATTTT 36198 A_95_P202292 TA17603_4097

37106 437 46 1649 GCGAGTATATCAGTTATAGATAGCTATCCTTTTGATGTCTTTCAACAAACTCTATCCTTG 36202 A_95_P246857 Z48977

37107 437 47 925 GCACTTGGAGTTTGTGAAACAGCTGCAACACCACTCTTATCTTCCTCATGTGTCAATAAA36204 A_95_P009061 EB425363

37111 437 51 129 TTGCAACCTTTGGCTTTAAAACCAGCGGATAGGGATTGATCCATGTAGGTAGAAATGGCA36212 A_95_P051371 BP132629

37112 437 52 795 GGACAGAGTTTACTATTGCAGTTAAAGACTCACCTGAGTTAGATGCCTCTGCCTTAGTCA36214 A_95_P272466 EB450354

37124 437 64 1593 GCACCTTGGATATTTACTAGCTTGAGTTGTTACTTTTTTCAGTGTAATTACTCACTGGTT 36238 A_95_P009126 TA16001_4097

37136 437 76 831 GATAGTGTTTATCGGGTTAGTTATTTACAACCATAGAACTATGGCAATTAGTGTTGCTCT36262 A_95_P212557 TA19861_4097

37139 437 79 223 TGGAACTACAGTGGCATCTTCGATCAACTTGTACTAGCTGTAAGGAAATAAAACTATTTG36268 A_95_P006466 BP530900

37140 437 80 499 GCTTCATTTAGTCCCTTGTAGTCATAAAACCATCATTGATATGAGTCGTATGTAAGATGT36270 A_95_P002761 TA18656_4097

37142 437 82 529 GCTCCTTTTTCTTGCTGTACAGATTCCAGAACCAACTCCTTGTTTATCTCCCTTCTAGTG 36274 A_95_P270171 EB683413

37143 437 83 256 AGTTGTGATCATTTTTTGGATTGTGTCTGCTCCTTAGTTTTAACATGGGTTTCTTTTGCT 36276 A_95_P144152 EB447311

37146 438 1 536 GCAGCTAAGCTTGAACGTGCTTTGGAGCTTGAAAGGATGTCAAACTTGGAACTGCAGAAA36113 A_95_P064730 BP136135

37150 438 5 1069 GGAGTTGGAGCAGCTGCCTTGTTGATTTGAATTATCTGAGTATAAGTTAATTGAGTTATT36121 A_95_P203257 TA17816_4097

37164 438 19 780 CAATATATAGTTTTCTTTGACCCGGCAGCTGAGCTCTCAAGTATCATTCTGCAATATCTT 36149 A_95_P011281 TA13548_4097

37165 438 20 445 TTCCTACAAGGGTGTATTATTAATAAAAGTGAATTGGCAAATTACATGCACCTTGCCACA36151 A_95_P068985 BP137263

37168 438 23 575 GTACCTTAGAATGGAAAGAAACGTGGTGGGAGAAAAGTGATTGGACCGGATACAAAGAAC36157 A_95_P137562 FG144128



37171 438 26 808 TTTGTGACATTGCTAGTGATTGTATCTATGAATGTGTTGCTATGTTCCGTCCATCTTGGA 36163 A_95_P220742 EB440189

37177 438 32 1573 TGCTCTGTAATGCATGATGATTTGGTGTTTCGAGTTAAATCTAAGAGACTGTAATCTCCG36175 A_95_P009076 TA14034_4097

37178 438 33 586 TTCCCCCTCCTCTGTAGTGAATATAATGGTGTGTAGTTATATGATTTTGTGTAGAATTAC 36177 A_95_P117762 DV160709

37180 438 35 460 CTTGAGGTCTCAAGTGCACGAAATACTTTATAGTGTGCAGTTAAGATCACTGCGTTCAAA36181 A_95_P073110 BP526131

37188 438 43 2095 GGGCATATTTGCAGCTCCAAACTGGGTTTCGTTGAATATATTTACTCATAAAAGCAAAAA36197 A_95_P240014 X83524

37194 438 49 368 GTCGGTGAAATCAAATATTTGCACTTTTGCCCAGTTAAATGGAGAAAAAGAGATTAGCCA36209 A_95_P183882 TA13557_4097

37197 438 52 1114 TGGTCTGATTATGTAATTTAGACCTAGGTTTGCTATGTACTGTGTACTTAGGCGGCCGCG36215 A_95_P238834 AJ414051

37198 438 53 1585 CAAGGGAGAGTGTACCAACAACTGAAATGCTTAATACATCAAGTACGAACTTAATTTAGT36217 A_95_P210082 AY570725

37199 438 54 730 TATTACGAAATGCTGGTTGTTGAACTTTCTTTTCGCAATGTAAGCATGTTGTTTCTCCAA 36219 A_95_P151607 EB681849

37202 438 57 837 AATTTTTGGTTGTTGTCTTGGTTCTCTCCACTCTCGGGGCACTATGCTGCTCAAGATCAT 36225 A_95_P219112 TA21329_4097

37204 438 59 486 GCACTGATATTATCGACCAAATAAACCGCACCTCAAATTTGTATAGTCAAGACCCTGATA36229 A_95_P124157 DW003998

37207 438 62 612 GTTACCAAATGAGAACACATCTCTGTTGGAACTCAGCATCAGTTGGATCCTTTGACCACT36235 A_95_P053496 BP133193

37215 438 70 689 CTGGGAAGTTCATCCTGGTCTAACATATTGAAAACATGACTTGTTCTTACTGTCAATTTA36251 A_95_P118127 DV161142

37216 438 71 1322 GAGTGATTTTGTGTGTGTATAAGAGCAAACGATTGAATAAAGGGAATTTTACCTCTCTGA36253 A_95_P239369 AF211536

37217 438 72 446 GTACCTCTAACGATAGTGTTAATGGTGCTTAAAGCTGTTCTTTTCTATGTACTCTGATAA 36255 A_95_P022966 DW003209

37223 438 78 234 CGGCTTGGCTCTTGCAGCATTTTTGGTAAGAAATTCAGAAATAGCTAGATTTACAAGTGG36267 A_95_P218427 TA21172_4097

37225 438 80 763 AAAGGTCCTCGCCATCTGAAAAAACTAAGCTTCAGAACGGAAGTACATCCTGGGAAGGAA36271 A_95_P215762 TA20559_4097

37226 438 81 1273 GATCTGATGTCATTGGAAGATATTGATGTGTAAGCTTCCTGTCATGATTCTGTAATAGTT36273 A_95_P210812 TA19475_4097

37227 438 82 521 GAGCCTTTACTTGTTTTCATCAGTTTACTGCAAAATCTTGACGACCAGTGCAGCAAAAAA36275 A_95_P288823 FG643580

37233 439 3 519 TGGTTTCAGTGTCTCATCAACTTTGTCAAAATATGCCTGAGGTTTTCCAGTTACATTGAA 36286 A_95_P103447 DW005235

37234 439 4 1618 GTAGAGGAGCAATATTGAGTTTTCTTCAGGTTATGGCTTGATTTGTATTTTTGTATCTGG36288 A_95_P018326 TA14549_4097

37248 439 18 854 AAGCAGTGGTGTCAGAACTTGCGCCTTTTCTTCTTCTATATGCGACTTTCATTCTCTCCT 36315 A_95_P296728 EB679151

37249 439 19 674 CCATGCGTATCAGAATCTGGTTCTGACATATACAGTAAGCGAGAAGTGATACAAAAGCTG36317 A_95_P136867 EB440575

37251 439 21 580 GTGCCATAATAATTCCACACAGGTTCCCTGTTTTGTTTGCAAGGAAATTCTCAAGAGGAG36321 A_95_P260726 BP129674

37254 439 24 267 AATGCATTAGGTGCATAAGTGCATGTATGCTTTAGACTTGGTAACGTGTATGTATAGTAT36326 A_95_P098998 BP534725

37256 439 26 398 TCTAGTGAAAAAGAAAAAGATGGGAGATATTGGCATTTTGAGGGGGAGGGGGCCCATTTT36330 A_95_P164982 EH624444

37259 439 29 918 CCTACCAGAAAAGTATGTCAAAATTGTTTTACGGTGAATTGCTCTATACTACGTTCCATT 36336 A_95_P148702 EB430421

37264 439 34 859 AATTTGGGGTTTCTGGAAAGGTGTTTTTCCGACGTTAATCATGGTAAGCAATCCTTCTAT36346 A_95_P232374 DW000853

37266 439 36 692 TATGTGGGGCTTGCGGTGAAAACTATGCATCTGACGAATTCTGGATCTGCTGTGACATAT36350 A_95_P275648 FG643795

37267 439 37 678 GAGTTTTCTAGTCGGAGCAGAGATTTATATGCTAGTAGAATATACAGAGACTTCTTGTAT36352 A_95_P014521 DV162558

37268 439 38 861 AATGCTGCTATGTTTGGTATGTACGAAGCACTAAAGCAGTACTTTGCAGGAGGCACAGAC36354 A_95_P150527 DW000396

37270 439 40 508 TTGTACTTAGAGGCTCATGACTAGTGACACCAGATTCGGGCTTTATTAGTGTATCTTCGT36358 A_95_P147757 EB643437

37271 439 41 467 GGGAGATGAAGATGAGTTTTACAAATTAGTTATAAGATCTCCGCAAATTGAGTGTCATGA36360 A_95_P274493 AM793040

37276 439 46 712 GGAGTCTACTTCGCATAATGTTGACTTTTCATGCCTTGATGTTTTTATATAAAGGGTATG36370 A_95_P271641 EB444516



37279 439 49 757 GAAAATATTTTTGCCAATCAAATGCTCTTTGGGAGTGATGGAGAATGTGCTGGGTTTGAC36376 A_95_P145457 EB449230

37281 439 51 278 GTGAACAAATTAAATCTTAATTAAGCAGAGATGGATGGGTGTTAGCCTTTTATGGCTAAG36380 A_95_P002471 EH620447

37286 439 56 480 GTGTACCAATGTATGTATGTCTGCATCTATATGAGAAAGGGAGTTGTATTTGACTAATCT36390 A_95_P122762 DW002723

37287 439 57 531 GAACAGGTGCCTAGTGACACCTTTTTAAGACTTTGTAATGTGATATGACTTTTGTGTTTG36392 A_95_P108357 TA13937_4097

37289 439 59 868 CGTAGAATTGAAGCTGTTTTCCGCCAGTACGGTTTCAAAAGATTTTATGCAATTTTCTTT 36396 A_95_P204797 DV999368

37295 439 65 475 ATATTCTGCTGGTTTCTCATATTTCTCTAGCTGTGCTAGTGAATCTTGAATCCGAGTTTT 36408 A_95_P047411 FG644329

37301 439 71 532 AGTTATCTAATGACATTGTGTTCTATGGTTCTTTGACTCACTTTGCTCTCATTTGGTATC 36420 A_95_P180857 TA12842_4097

37303 439 73 1729 CTCGATGAGAAGTAAGATTTTCGTCGGTATAGGAGAAATATATCTGCATGTAATAATGTC36424 A_95_P191672 AJ001769

37305 439 75 815 TTGGTTCTCTTTTAGTGGGTCTTTTCTGGGCATTTTTAATATTTGCTGGAAACCTGTTTT 36428 A_95_P018571 DW004647

37306 439 76 862 TTTACTCAGCACTACTACGGCTTCTGCTGTAGTATTGGGTCTAGTTCTCCCGTACTGATA 36430 A_95_P287508 FG169764

37307 439 77 932 TTCACAATTGCCCTTGATTTGGGATGAAGTTGGTTGTATTGTGTGATGCTGTTGGGGTGG36432 A_95_P023341 TA13320_4097

37308 439 78 457 CGAGTTTGAAATCGATATGGATTTTGGACTTCACCTCTGGCAATTCTTGTATAGTAGTAT36434 A_95_P261596 AM829948

37309 439 79 179 GCTCGTAATTTGTTGTTGTAGACGATTCACAGTGCAGCAATAAAGGTCAATTTCTGAGCT36436 A_95_P095393 BP533176

37310 439 80 99 ACTTCATTGATGATAGTGGTGTGGATCCAGCTGACAGGTATGGAAGTGACAATGAACCAC36438 A_95_P128732 EH665155

37312 439 82 745 CCAATTTAAGGAAAGGATTTTGGTTGTCCTCAACTTGGGAAAACATATTGACGTTGATTA36442 A_95_P115887 EB678058

37314 439 84 62 CAGAACATTAATTGCGAGTATCATTCTTTACATCAGACTTATTCACCAGGCCAAAAAGAA36446 A_95_P032136 CV020812

37325 440 10 1048 CACTTGCAATCATCATCATCATCTTTGTGTTAAGGGAGGAATGTTTAATTTAAGAACAGG36301 A_95_P211702 TA19672_4097

37330 440 15 490 TTCGCAATTCAACTATGGAGTTTGATCGAGTTTGCCGTGGAGTTGAAGCTGTCTTTCGAG36311 A_95_P084125 BP528938

37335 440 20 458 AATATGATTCTTGAACTGCAGAAGCTTGACAAAGATTTCCATGGGGTTTATTTAGAGTTC36320 A_95_P279118 AM793251

37337 440 22 756 TGTGGAATAATCTGGAAGTGGATGCTAATGTTCCAAAGTTTCAATAATGGAGTTCTGTTG36323 A_95_P019806 TA19050_4097

37338 440 23 728 AACTGTTTCTTAATGTTATAATCTCATTATGTGGGACAGCTAATGATCCTGGTTGAGTTG36325 A_95_P234659 EB439771

37339 440 24 91 GTTTTGCTGTGCACAGTTTGTAACTCTTAGGTCTGTCTTCTAAATTATGTGTTACTTAGT 36327 A_95_P140512 EB444408

37340 440 25 829 GACAACACCTTTTTCTGCTTTCTTCGTACCATGTTTCTTGCTTTTCTTGTTGGTGATGCA 36329 A_95_P200057 TA17127_4097

37344 440 29 596 TGGGCACTTAAGGTTCTGCTGTAGTGCGGCATTGTTAGGATTTAGTTGAGAGAAGATTTG36337 A_95_P058536 BP134498

37348 440 33 266 AAATTTGCTTCCTTGTTGATCTGCCATTGCGCTAGTTACAAGCTGAATCATGGTCGCTCA36345 A_95_P241865 AJ718686

37350 440 35 627 TTTTGAGGCAAAAAGCCGGAGTCAAATAGTTGAAAGAGGTGGATGTCATACTGGTTTCTT36349 A_95_P260676 BP129537

37351 440 36 773 CATGGTCAGGTTATGGAGAAAAAATTACTGACGATGGCTCGAGAGCTTGAAAAACTTCGA36351 A_95_P149417 TA16716_4097

37352 440 37 1338 GCCAGTGTTATCAGTTTGAAAAATGATGGATTTTTTGTATTGGGATCAAAAGAAGAGAGC36353 A_95_P190242 TA14968_4097

37355 440 40 663 GCTTTCTTTTCTTGACCGTGTTTATGGTTCTAGCACTAAATGATGTACCATTTGGAAATT 36359 A_95_P129862 EB429802

37356 440 41 769 TCTTAGCAATCAAGAAGCAGTTGATATCGTCCAAAATAGCTCTCACAGCGGAAGTGCTCG36361 A_95_P117857 DV160831

37357 440 42 675 GACCCGAATATCTGAGCTGCATATTGTTTTCCTTGTTATATTTGCAATTGGTTGGATTTT 36363 A_95_P190862 TA15105_4097

37369 440 54 762 CTTCAATGAGTTCGCACCTACAAAAGAAGTTGTTTTGGATCATCTCTTATTGAGTTATCA36387 A_95_P247262 EB679649

37372 440 57 890 TGTGTTATCATATATGACATTAGCAAGCCAGCTTCGAACCGAATCACGATTAAAGGAGCT36393 A_95_P013676 DV162033

37375 440 60 471 CAGCAGCTTTGTTCTAGTTCTTCTTCTTAAGGTCTTGATATTGTAATTTCTCATTGCAGA 36399 A_95_P002496 TA12411_4097



37390 440 75 837 ACTGTGTCCATTGGTGCTTGCCTGGTCCTATTGATTCTTGGGCTGATTTCTTGTTTCATC 36429 A_95_P146037 EB449864

37400 440 85 413 CTTGTCTAGCGGAATAGAATTCTAACTGTTTGTGCTAACAGAAAATAGATTCTTTGACGT36449 A_95_P207397 TA18732_4097

37403 441 3 796 GAGACTATAAAATGATATGAGTGGTGGCTCTCTGTACTTTGTTCATGTTTTAGTCTAAGA36453 A_95_P018426 TA13873_4097

37407 441 7 910 CGATTCTTGTTGATAGAACTGGCTATGCTGGAAAAAATGAAATTAGTCTAATGTCTCTCT36461 A_95_P017006 TC45123

37410 441 10 491 GGTACACACCAAAGATTGGTACCCCTACTTGTTGGAACGATCAAATTAATTGATTTATGA36467 A_95_P164442 EH623689

37412 441 12 764 CTTGTGCATGCTTTTATCGGTGATTGGGATTGTACTACTTGTTGCAGTTATATATATGTT 36471 A_95_P117197 DV160019

37414 441 14 833 CCTCTCTGAAAAGTGCTAAAAAACAGAGAGCAGCTTGATTTCTTGTATTATTGACTAATG36475 A_95_P195692 EB425651

37416 441 16 821 TCCATAGTTACAAGTAGGTCAATTTTGGATGAGTGTTCTTTCCAGTAAGTTTTGTCGCTA36479 A_95_P008246 EB679495

37421 441 21 529 TACCTACTGGTGATAGGGTTCTTTTGCACTAGTATTGCTCGCCTTTGTAAGCTGAATTTG36489 A_95_P193178 TA15615_4097

37422 441 22 183 AATATGGGAGAGTACGAGATGTGGATATGAAGCACGACTATGCATTCGTAGAATTTAGTG36491 A_95_P161817 TA13397_4097

37424 441 24 352 ACGGAAACTGTAAAAGCTACTACGAGGTTGATAGATGGATGTTCCGTTTATGAACTATTT36495 A_95_P043446 BP130617

37426 441 26 435 TGGCCCTTCGAGCTTGTGATATTGTTCATTGTTATTACATGTATGACCAATTTCTCTTCA 36498 A_95_P108337 TA13278_4097

37429 441 29 202 CTTTCTGTAAATATCCCAAAAGTAACCTATCCGTAGGGAGAAAGGAGTACAAAATTGTGG36504 A_95_P131362 EB431540

37440 441 40 412 GTTGAAGTTGTTATTGAGTTTGTAAGTCTAGATTCACATTGTAAACATTCACCGAGAGAG36526 A_95_P013151 TA15069_4097

37447 441 47 869 CCTTGATAAGTTGAAGGACTCAAAGAAGAGCGATGATGACTCCAAAAGCAGCATGCCTTC36540 A_95_P290053 DV161861

37448 441 48 589 GGACATCACTGTTTCCTTTTCTATGTTGGTGTGTTTATTGAGTAAAAGGAAAGAAGTTGA36542 A_95_P112367 EB437303

37449 441 49 317 ATATCCCTTTCCCCTCCTCTTGGTATTTAATGTAGAATTGGTTAGAGCAGGACCTTATTA 36544 A_95_P089893 BP530701

37453 441 53 163 CTGTTTACACTGACCAGAAGATAGCTGTTAGCTGTGACAACACGACTAAATCTGTCTCCG36552 A_95_P131897 EB432316

37459 441 59 341 GTACAATATAGCTGAAAATGCAGAGGTGGTGATGTCTAGATATTTTGTATGCACTAAAGT36564 A_95_P131687 EB432061

37461 441 61 905 TCAGGAAAATCAAACGTCTGTAGCTTCACCATAGATTTGTAATGTATATGGTTGCAGATT36568 A_95_P211382 TA19598_4097

37463 441 63 761 TAAGCAGCAGCTAAGGTCCATCTCTTTATTCTCTTATTACCTCTTCAATTTGGTGATATA 36572 A_95_P218992 EB678537

37464 441 64 848 TCTTGGTTCGTAAATTCAGTAGCGGTCAACCAATCAAAATCAATAGTGTTCCTTCAAGTC36574 A_95_P289658 DV160388

37466 441 66 1518 TTTTCAGATATTCTGTAGGCTGACCTTGAAATTGTGACGTTTACCGGTTTTTCTTGGCTT 36578 A_95_P031821 TA18075_4097

37467 441 67 948 GAGGCTGGATGGAACTGCAAATGATCAGTCTGTTTTGGATTGTAAAACTTAAATCTTTTA36580 A_95_P018616 TA16502_4097

37468 441 68 142 GTGACCAAGATCATATGTCACGACTGAAAAACATTACTGCAAAAATATATCACGATTCTG36582 A_95_P096108 BP533477

37478 441 78 563 GTCTAGCAGTTATAAGCGGAGAATTTTGTGAACTTTTTTCATTTGGATTGATTGTACAGC36602 A_95_P062785 BP135605

37482 441 82 143 GGTTGGTAGTGCTTGTATACCTATATGTATCTTCTTCATGTAACTCAAGTCTTTTCCTCT 36610 A_95_P033664 AJ632885

37488 442 3 0 TTTGTAGGCATATGGAACTCTTGTGCTAGTTGTAGAAATGTATTTTCAAAGTCTTGCGCT36454 A_95_P027056 A_95_P027056

37492 442 7 458 GTATACTTAAGTTGATCCTGCTGGGTTGAACTTTATTCTTACAGTAATCATGAAATGCGT36462 A_95_P103782 CV016686

37493 442 8 494 CTATGCCTCACAAGGAAAGACTTTCAGTCATTGCTGCTCTGCGATCCCAGAAAAGAGAAA36464 A_95_P146537 EB450598

37499 442 14 578 CTGTAAAGTAATAAATATCTATTAATGTGTGGTATGGTTGACAAGGGACCCTGCTGCAGT36476 A_95_P124582 DW004371

37506 442 21 825 TTAGGAGATAGCGGATTTATGTTGGTTAGACATGGATATGCCGCATTTAAATCCCCTGCA36490 A_95_P019666 TA20369_4097

37507 442 22 750 CCGTTGAGTTCTTTCATCAGATACATGCTGAAGATTTCTTGCTTTGTAAGAAATTCACAA36492 A_95_P013196 Y09109

37508 442 23 820 CCCACTTGTGAGAGTATACCGGGTTTATTACTGTTGTAATTGATGCTAGTTTATAGTAAT36494 A_95_P219772 TA21465_4097



37511 442 26 609 CACTTTGTAAAGTACCAGCTTCCAGCTTTGGGTGATTCTGGTTTAATTCTTTAAGAAAAA36499 A_95_P051141 AB195174

37513 442 28 462 CTTGCAACATTGTAGCTGCGTGGAAAATTTTGAGCCATGATCATTATGAACTTATTGAAT36503 A_95_P214777 BP131286

37514 442 29 1362 ACTGAAGCTGATCCAAGATGCCCCCAATGCAAGAGCACTACTACTAGGAAGATGACTTAA36505 A_95_P239544 AY776171

37515 442 30 577 AAGTAAGATGATTCTGGATGAGTGGAAGAGGCTTTACTCCAACACCAAGACCAACTTCCG36507 A_95_P144357 TA12453_4097

37517 442 32 838 AATTTCGACATGTGTGTCAAGATTTAATGAAGGATTGGAGTCCTAGGTTCAGACCATTAC36511 A_95_P313173 FG155239

37519 442 34 366 AAAGATTCAAAGAAGCAGCAATAACATGGCACATTGTGGTCTGTATTTGAAGTTTATCGT36515 A_95_P087153 BP529724

37520 442 35 823 CAGACTCCACTTGTGGTAATATACTGGGTTTGTTGTTGTTGTTGTAAATGTTAGTTCAAT36517 A_95_P194597 TA15929_4097

37521 442 36 493 GCATTGCACTGTAGCACCAGATTGATGAAAATTGAAACCGTGAAGTTTCTGATGATTATA36519 A_95_P099048 BP534747

37522 442 37 825 AATAGACGAACGCAGAAATTTGAGCCCTATTGAAGAAAATGGCCGCAGTCACAGCAATAG36521 A_95_P232239 EB677939

37531 442 46 674 TACAGGGAACTGGCATTAGAGTGGCTTATTATTATAAGAGATCTCCGAGTTCTGTGCTGC36539 A_95_P129592 EB429581

37533 442 48 944 CAATTTAGCAGTTCTCCTTTTGGGGAACAACTCTTCTAAGTGCATACTATCAGTTGATAC36543 A_95_P204432 TA18065_4097

37534 442 49 240 TTTGTTAGGGCTTCAGATTTGAGTGATGATGATCTTAAGACGTATGCTAAAAGAAGGTGA36545 A_95_P109997 FG635113

37538 442 53 867 GAAGTCACGAAAGATAATGAAGAGCCTTTGGATGAAGATGATCTGACCTAAACTTTCACT36553 A_95_P204252 DV999565

37554 442 69 391 TTGGGCACACAATGTTCAGCACTCAGTCAGTGTTCTTGTAAAGTGTATAAAGAATTCTAA36585 A_95_P141742 EB445392

37564 442 79 845 TGCAAAAAGGTCAAATGAGTGATTGGAGCCAGAAATGCTGATGGTTTGCTGCAGTTGCTC36605 A_95_P116002 EB643439

37565 442 80 717 GACTATTCAATTCTAGTTAGCGAGCACATTGTGGTCAATCACAATAGTTTGCATTTGTAT36607 A_95_P111302 TA15727_4097

37570 442 85 467 GTGGAAAATACAACATTTAGTATGTATCTGAAAAATGCGGCAACATATTGTGAGCTGGAG36617 A_95_P264526 AM800056

37577 443 7 703 CCTTTTCTCATGTAAAACATGAAAAGTTGGTTAAAGCTGACTAGCTGAGATTGGTTTCCG36630 A_95_P192577 TA15482_4097

37581 443 11 882 CCATGGAAATTGTAATTTGGCATTGTAAATTATTCGCATGGATCTTCTATCTGGCTTCAA36638 A_95_P011551 TA13838_4097

37587 443 17 1164 TTCGTCATGGTAGAATTGGGTAATGTAGAGTTAATGTCCACAATTGTTCTCATTGATGTA36650 A_95_P229649 TA14879_4097

37592 443 22 725 GTATGCAGTGTTATTCCTACCTTACGAAGGTAGAGAGGTTATATTTTTCTTTTAAACGTG36660 A_95_P152707 EB683051

37594 443 24 614 AGCCTGTTGTAGTTAAATACAGGCCCATCTGAATCTGTAGTTATAGAGTGATAATTCTAT36664 A_95_P262596 FG638898

37601 443 31 523 ACTTGTCCTATTTGTAGAAATTCTCCACCTTCCCTTCTCCTTTGGTTGAGGTATTTCCTC 36678 A_95_P035478 BP128480

37607 443 37 914 AACATGAATGCTCAGGTAGGTCTTACAAGTCCCGGCTTTATCGGTGCTGATGTTTGTCAT36690 A_95_P247197 EB680319

37608 443 38 762 CTGCCTTACTCCACCGTATATTTGGAAGTTGAGAAGCTTAAGAAGTCTTTTGGAATTTCA36692 A_95_P292143 EB426653

37609 443 39 816 GACAGTGGATGACATGGTCAAGCAGAATCAACGTCTCGTAGTCTTCACCTCTAAATCATC36694 A_95_P127407 EB426943

37610 443 40 663 GTTCTTGGTAACCATCTTGTTTACTTGGTAACATTTATTGGTCACTTCTGTGTTGAATGA 36696 A_95_P122202 DV162480

37613 443 43 823 GGAAGGGAACGATAACTTCTTGTAACAGAGATAGATTCAAGTTTCTTTTGCATATGGTTA36701 A_95_P187092 TA14270_4097

37618 443 48 900 GAGGCTGAGATGGCATATTAAAGAAAATGCATCTTACATGTAGCCTTAAACTGTTCTATA36710 A_95_P186902 TA14227_4097

37623 443 53 1420 CTTATTATGTCTGGAAAAGGACTGTATCTTGTTACAATTGAGGGATTCATTGAATCGTTC36720 A_95_P190887 TA15110_4097

37624 443 54 1800 CTCTACTTCTCTCAGTTCTGTTGTGCAGTGTCTGAATTATCTATCTGTTAGTTCCCTTTG 36722 A_95_P192843 TA15543_4097

37626 443 56 836 AGTGCTCAGCCTAGCTAGAAAATATCTTGTATTTATGGTGTTTGAACTGTATGATCTGGA36726 A_95_P251242 TC58481

37628 443 58 309 CCAAGTCCTGTTTTGACTTTCGCTTCCGGAATTTCTGTTCGGAATTTTGGTTAAACATTC 36730 A_95_P213167 EH613891

37630 443 60 1402 CCTTGTTCCTGATCGCCATGATTTATCCAAGAACTTATCAGAGTCTGCTGCTCCTCTTTG 36734 A_95_P192447 TA15453_4097



37636 443 66 1731 CGCTATCTGTCATGTCATTATATTTTTCCAGTTATGTTACCTAGTTCTAATGTGTGTACC 36745 A_95_P016256 TA14638_4097

37639 443 69 138 GACTTTGTTAGAGATTGGTGAATTCCAATACCATCTATGTTTATAATCGGATTGTGAGGT36751 A_95_P162662 EH621663

37645 443 75 518 TTAGTTCCCATGATGTGAAATTACAAAAGACTTTTGCTATGCAAGGTGACAGAAGATCAA36763 A_95_P027896 TC70724

37652 443 82 878 CTGCGAAATTGTGCCTTTTGTTTCATCAATTGTATGGTAATGTTGGGATATTTACTTTCG 36777 A_95_P115507 TA15437_4097

37655 443 85 543 GGTGTGTGAATGGAGAACAACTTTTTGCTACGCGCAACCAATGTTTTGATATGAAATATG36783 A_95_P252719 EB436472

37656 444 1 415 TGGGTTATCTTGCATTCATTTTTAAGCTGGCTCCTCAAATGTATGATTTTCCATGAAGTT 36619 A_95_P109497 CV019339

37659 444 4 261 TGCTTGTTAGACTTAGATGGCTCTGTAATCTCTGAAGTTTCTTTTTACCTGAAATGCTTG 36625 A_95_P099363 BP534899

37664 444 9 632 TTTGAATGATCGAATCATTAATTTCATGAATCTATGAGGCTGTGTTATTTGCCTCGGTTC 36635 A_95_P020696 TA13064_4097

37665 444 10 776 GGTCCAAGGTTGAGTGGAAACATGTAATACATGTGTACACCACCAAATCTTTCGTAATAT36637 A_95_P248637 FG163565

37666 444 11 488 ACCGCACAGAATCTGCAAATCATGTAGAGAAAGGTTTATCTTTTCCAGGCTTATGATTGT36639 A_95_P147787 EB643451

37668 444 13 661 GACCAACTTGTTCAAGAATATTCTTCAGGATTCTCGGACCATTGCAAGTTAGATTTTCGT36643 A_95_P005186 FG639256

37669 444 14 877 ACCATGCACGCTACGTAATGCATACTTTGAACAGCTCGTCAGCATACTATGGTACAGCTT36645 A_95_P232819 FG159402

37670 444 15 1399 GCTTGAGGGAGAAATGAGCAAGCCAAGGAACCAAAAATTTTGTAAATATATCATTCTTCA36647 A_95_P239129 AF520810

37677 444 22 816 CAAGCTACACAATAGTTTATCTGAATAGCAGATAACACCCTTTTGGAATCCTCCAATGAA36661 A_95_P010491 TA18174_4097

37679 444 24 431 TGATGTTAACGAGTTGAGAATTGGGTTGCAGAAACTTGGCCATCAAATTCCTGAAAGTGA36665 A_95_P034853 DV162604

37686 444 31 248 TTTATTCGCTATTCTTGTCGTTGAACTAGGAATTCTGAATTGCTGAGCTCGCCTAATGTA 36679 A_95_P006541 EB429322

37696 444 41 420 TCACAAACCCGATAACGGAACCAACAGGATTAAGCTGCCTTCAGGATCCAAGAAGATTGT36698 A_95_P022451 X62500

37707 444 52 778 CTAAAGCCATATGTTGTGGCAGACCCAGAGATTCAGGAAGAAGAAATTGATGGTGTAGAT36719 A_95_P157642 EH615696

37711 444 56 212 TAAGGCAATTGCTGCTGCATTATTGTTTTCCTATGGTAATTGACATCTGAATTGGTGCCC36727 A_95_P092373 BP531775

37714 444 59 819 TATTTCATAGCTATCTATTTGACAATCAGACCACCTATGAGCTCGTCGACGACGGCGCAT36733 A_95_P289178 FG136073

37717 444 62 430 GAGCAGGCCATGAAGAGAGATGTCAGGATGAAATACTTTCTGTAAACTACTTTTTTGTAT14301 A_95_P000096 EH619820

37721 444 66 418 GTATTTGTAAAGACCATTTTTGCGTTTTTACTTTATTCCCGTCTGTCCCATATATTGGAG 36746 A_95_P188142 TA14504_4097

37722 444 67 243 GTAACTGTTGATTGTAAGCCTTCTGCAAATCCTGTCAATTTGACTTCTATGTATTCTAGA 36748 A_95_P118897 DV161972

37723 444 68 99 TTGGTTTGTGAATACAAATGAAACAATGAACGAAGACCTGTGTCTATTTTCTTCTCGTTG36750 A_95_P103382 CV016480

37727 444 72 410 TTATTGGCATGATCACTCGAAAGATCTGATACTTAAGGATAATGATGATCCGGCGGCCTG36758 A_95_P035293 EB678111

37728 444 73 1216 TAAAACTTGAGAGAGTTTTAAGAGCTCGTGCAAGACGAGGAGTCAATTGCCATGGTCGCT36760 A_95_P017281 DQ213015

37730 444 75 827 TGTGACAGTTACCAAGACACATCATACATCTATGCCTTCTGCCAGTGATAAAATTCGTTT36764 A_95_P151782 EB682029

37735 444 80 786 GAGTTTGGTTAATGAAACTGGTCACCAGATAAATGAATGCAAGTTATGCATGTTGCATAT36774 A_95_P020561 TC56361

37736 444 81 841 TTACAGCCACTGTTCTTTTGGCTCGTGTAACTGTTGAACATTTGAGAGGTTGAAATATTC36776 A_95_P121977 DW002045

37737 444 82 432 ATAGTTTTCTGGCGAACTCCTTCCCGCTCGTTTTGTTACTGTCACTGTTTTCGTGATGAA 36778 A_95_P107967 EH617488

37738 444 83 569 AAGCAATTACCCTGGAAGCAAGCAAAAACCCTATGAGAAGGCAAGTCCAGACTCCTTCAA36780 A_95_P221522 FG140103

37740 444 85 767 GGCTGTGAAGTGCTTGTGCTTATTCATCATTGATGTATTATTGTTCTATTATAGCAAGAC36784 A_95_P135012 EB438104

37742 445 2 544 AAGTTATATGAAGGTTATGTGCCCATGAGATACAAAGTACTTGAGGAAATGAAGAGGTGG36787 A_95_P073855 BP526318

37744 445 4 1795 GTACTGGTAGTTGTTGCATAAGCTTGTTTTGTTCTCTGTTCATGATCTAGTTACTTGATT 36791 A_95_P115102 DQ340760



37745 445 5 637 TGTTCATGTAATCGATGACGAAAAACAGTTCAGCAGCAGTTTTGGCATCAACGTTATAAG36793 A_95_P132427 EB432888

37748 445 8 255 ATTGTACCCTTGGGATCACAATGATATATTACGGATCTTCCTAAGAGGCTGCTTTCCACA36799 A_95_P103637 CV016612

37750 445 10 351 AAGCTCTTGATAGATGGCATGACTGTTGGAAAGGTGACATTTCACCTGAGGAATTGTATG36803 A_95_P108322 CV018791

37751 445 11 310 ACCAAAGCCAAGTCTTTACTTCTCCTTCTGCTACTTATGTTGGTGTTTTATGATGGCCAT 36805 A_95_P163262 EH622349

37752 445 12 925 CAGATAGCATTCTGGATGAATAAGCGATGATTAAGAAAGCTCAAAGCAGTTACTGATTTT36807 A_95_P204892 TA18163_4097

37753 445 13 884 AGCGGATAGTCTGCCGGCACATTAAACTTGGAAGGCAACAAGAATTGCCCTAAAAAGAGT36809 A_95_P197287 TA16528_4097

37757 445 17 773 CAAGGTTGAGGTGGAAACATGTTAATACATGTGTACACCACCCAAATCTTTCGTAATAAT36817 A_95_P016016 TA12459_4097

37762 445 22 243 GACTAAGAGAAGTAGATGTCTGTCCATTGGTTGAATCTATGTATTCCTTTACTTCGAATA36826 A_95_P112782 CV020832

37765 445 25 424 ACACTGGTTAAGGCTAAGGCTTCATCGAATTATGTATGTAGAATAAGTTATGCTGTCTAA36832 A_95_P090053 BP530782

37768 445 28 125 CAGGGAATAAGAGTTTAATCCATGTAATGCTTCTTGCTGTTCAATTCATAATTTCTTGGC36838 A_95_P031141 CV021164

37776 445 36 809 CGGTTTATTTCACTGTGTAAGTTCGAATTCGTGCAAATTTCTTAAATTGTGGTTTTCGAC 36854 A_95_P180867 TA12844_4097

37782 445 42 888 GAGTATTCAGCTACACAACAATCTGGTAGTAAAGTAAGTAACATGCTAAATTTTGTTGGC36866 A_95_P100053 TA12097_4097

37790 445 50 317 AAGCTTGGGGTGGACAGTTTTTTGGATTTTGCTTTTACAAGATTAAGTGAGGCACATGTA36882 A_95_P077905 BP527378

37801 445 61 1620 AGACCATTTTCTCTTGAACAGCCTGCCACATAAGTTCATGTGTATAGCCAGTTGCGAAGC36903 A_95_P028961 TA12364_4097

37802 445 62 1046 TACTTGCCCACCAGTTCTGGGTAGATCATGGATTTTTGTGCGAATAATTTTGCTGGCTGC36905 A_95_P182587 TA13253_4097

37803 445 63 897 ATGTGCGGATAGCGGCTGAGACTTAATAAATTCCTGCATGTAGTTATAGTGATGTGTACA36907 A_95_P191122 EB678173

37805 445 65 469 ATTCATGGCGACTGGAGTCTTCTTCATTTTCATGGCATTTACTTTGTTCCTCCCAGTGAT 36911 A_95_P037821 EB438528

37810 445 70 707 GCAGCACTCTTGTATCTAGCCTTGTTCATAGTCTGATATCCTTTCTTTAGCTTTACTTGT 36921 A_95_P000576 EB446879

37811 445 71 696 AGAAAATCAGCAGTTGATGAGGTCCAAGGGGCTGTTACCTTTCTTTGACAGTGCTTTACC36923 A_95_P156982 EH615040

37816 445 76 400 ATAGCTGTGGTTTTTATTTAGCTGGAGGCCCGTTCGCACTGATTGCAGTTTTCAACAAGT36932 A_95_P132507 EB433000

37818 445 78 826 CTCTTGAATGAAAGAGCAAGGCAAAAACTGGAATCTTCGCGTTATGTTAAATATCATAGT36935 A_95_P014296 EB451505

37822 445 82 1360 GGCAAGGAGTTGATTGTTGGGTCATCGTATTCTTTTATTTCTCTATTTGACAAGTTTCTA 36943 A_95_P003696 AF154640

37823 445 83 828 AATTTTGGAAATTCAAACGTGAATTGTAGTGTCCATTTCTGCTGCCCCCGGCCGTAATGG36945 A_95_P117592 DV160535

37824 445 84 882 TGGTTTTGGTAACTTTGAGTGTTCCTGAGATTTTGAGTTGATCTGATACTTACTTTCAAG 36947 A_95_P177372 EB677529

37828 446 3 150 TTAGCTAAGCCAATCAGGCAAAGGGTGAATGGTTTGAGGATTAACTTAAGCTTGATTCCA36790 A_95_P043926 BP130747

37829 446 4 244 TTACTCACAGCATGGATGGGTGTTAGCCCTTTTATGGCCTAATATAAACAAATAAGCTAT36792 A_95_P032021 CV018753

37830 446 5 561 CTTTAACTGTAAGCCTTCTACATTTCGTAACTAATTATGCAACTCCTTCGGTTCTAGTTC 36794 A_95_P133417 EB434863

37838 446 13 0 ACTGACAGCTTTGTCCAACAGTTCAATGATGCCTTTGTTTTAATATATACTATTTCCCGA 36810 A_95_P015081 A_95_P015081

37839 446 14 878 AGAGGTCGAACAAGAGCAAAGATGTTGTTGAAGGAAATGTTTAGTGGTACAAGGCATCCA36812 A_95_P189247 TA14749_4097

37840 446 15 1155 GCTTATGGTCCTCTTTGTTTTATTGCGTTGAGTTGAGCTGGTTACAGTTTTTATCTATCT 36814 A_95_P012106 TA12528_4097

37841 446 16 1355 GGATGTCCCTAAATTGTACATTTTTAGGTATTTTGAGCCATGAACATAAGTATTGGAGCA36816 A_95_P101283 CK720588

37843 446 18 396 CCAACTAGTTGTATTCCTAAACCTCAAGAAATGAAAAGCAGCGAAATACTGAACATAACT36819 A_95_P014601 BP526418

37845 446 20 666 ACGCGTTGTCATGTGTCTTCCCTCCTCTTTGGCTGAAATAAATTTCTTGTTTGGGGCTAA 36823 A_95_P261621 FG639495

37846 446 21 1074 GTTGGATCCAAATCCAAATTCAGAATCACTACATCTAGATTATGGAGTCACTTGGTTTAA36825 A_95_P182417 TA13212_4097



37848 446 23 651 CAAAGGTTCTGTAAAGTGCCTTCATCATGTTTTCTCTTCAAAGGAGACAAATTTCTATGT36829 A_95_P216717 EH623168

37849 446 24 569 CTCCCAGTATTCATTTGCTATTGATGACTGGTTGTGTGTTTGGAATGATCATATTTCTCA 36831 A_95_P001696 FG641355

37850 446 25 118 GTTTTGGATTAGTACTTTTTGTGTTGTTTAAAGACAGCTTTTGCTGGGAGGTTACTGATT36833 A_95_P098373 BP534443

37853 446 28 725 TATGTCCTGAATAATAGTCTCACATCGGAGCTGTTCCTAGTAATTCCCTTTATTTCCAGT 36839 A_95_P234264 DV999602

37855 446 30 933 GACATATACTGTACTGTAGTCTGGAGCGCAGTTGTTACAAATTATCTATAAAATGGTAGA36843 A_95_P019011 TA21205_4097

37861 446 36 667 GAGCTGCAAACCCAGAATAACAAAAATAAATGTCAGACTTCGAGTCGAAATTGAAAAATG36855 A_95_P111222 TA12934_4097

37865 446 40 787 CCGTTTCACAAGACAGGTGGTGTAAAAACTAGAATGAACAATTTTCTCCAGAAATTAAGT36863 A_95_P224672 EB447540

37866 446 41 786 TAAGATTCCTATGTATGTGAAGTACACTAGTTGAAGGGAGTAAGGTTTTTGTTTGCTTCC36865 A_95_P216322 DV999287

37868 446 43 853 GGGCTATATTGTGGCAATTGTGGAAACGAGTTTATATTAACTGTAAATTTCTCATGGTTC36869 A_95_P121567 DW001655

37870 446 45 961 ACATCATGCATGCACCGCTTATGAATCAGACTTTTGGAAAAGAAGAAATAAGACACGCAG36873 A_95_P189597 TA14821_4097

37872 446 47 869 ATGTTGTGAGATTGGCATATTGGCATTTACCTTTTCAGAAAACAATTACTCCTATGTAGC36877 A_95_P249052 EB677619

37873 446 48 449 TAAGCCCTCCTGTTTATGAAGATTAGACTTGGTTTCATAGTAGCTGTTCTTTGTTTTAGA 36879 A_95_P213897 FG640780

37874 446 49 750 TCAACGAAATGTGGTCATATCTTCTGCAAGGGTTGCATCAAGGCTTCTATAGCTGCTCAG36881 A_95_P294103 EB439586

37884 446 59 541 GTACCCATTGGTAACATTGGCAGCATTCTGTAAATCTTTATCATATTTGCAGACTTCATC 36900 A_95_P210772 TA19467_4097

37888 446 63 541 TTGGGGGGCGCCAATTTTGGAAGCGGGAATACTTTAAAAAGAAGGAAAAATACAAAAGGG36908 A_95_P090593 BP531011

37889 446 64 198 GCTGCACATAGAAGGACCTTCTACTAATCTGTTACACATGACATAGATCATCAGTGCTAA36910 A_95_P108312 CV018789

37890 446 65 341 TGCCACCTAAAGTCTAATGGGATCTAAAGTTAAGGTTTTCATGTTACCCAAGCAATATAT36912 A_95_P110877 CV019945

37904 446 79 851 CCGAACCTTGCAGCTTTGCCAGCTACTGTTAGCTAGTATTATTTCTTTATATGTAATGTG 36938 A_95_P010826 TA14366_4097

37906 446 81 143 ACAGTAATTGAAATGTTTTAACCTGTGGATACTCTTTGAGGCGCTAGTTCGGTTATATGT36942 A_95_P091843 BP531525

37909 446 84 164 TATGTAAGAGAGAAGGTTTAAGTTGTGCTGCGCCTTTCTGTCTAACTAAATTTTGTCTTG36948 A_95_P011536 EB442973

37910 446 85 942 GCCAACTTTTTGATTTCTTTAGGATGCTCTCGTTCTTCTTCACAACAGTTGGTTATTATG 36950 A_95_P177997 TA12119_4097

37913 447 3 423 AAATTTTGTTAGAAAAATGGCCTTCGGGGCTTTGGTCAAGAAGTAAGAGCACATCGCATG36955 A_95_P096288 BP533557

37915 447 5 642 GCCGCCAAACAACCCTTTACTATGTCATCAATGTAGGTAAAGTCTCTAGCAACAGTCCCA36959 A_95_P307818 FG193417

37916 447 6 940 CTCATTTTTCTTGGATTTTTTCTTTCTGTTCCCAGTGGAAAGATCAGTTGGAATTATTGC 36961 A_95_P186517 TA14144_4097

37918 447 8 257 GTTAATAGTTTGGTACTAGCTTTAGCTTAGACCGTGATACAGTGTTGTGTGGCATGCCGA36965 A_95_P132237 EB432682

37920 447 10 333 GCTTTCAAGTTTAAGCACCAACTTAGCAAGCAAAAGCTAAATCTACCATATTCCCTTCAT36968 A_95_P220287 TA21576_4097

37932 447 22 1256 CGTTACACCCCATGTTTTTGTACGTGAAAGTACGTCGTAAGTCAATTGATGTAAGCTTGA36992 A_95_P017391 TA12092_4097

37946 447 36 790 CCTCAGACATGCGCTTTCGATGAATTGTCCTATGAACAGACATTGGTGCTTGTAATCTGA37018 A_95_P294753 EH621359

37948 447 38 710 CCTTATATCGACGATAATAGTGAGTAAGGCGCCAATAATCCTCTACGGTATCAGCACTTT37022 A_95_P316153 FG189707

37949 447 39 796 AAGTGTTTTGGAACTTCTCCAACGAGTTGATGCAGTTGATTCATGACACCTAGATTGAGC37024 A_95_P146127 EB450036

37951 447 41 717 TCAATGTCAAAGATGTCACCATAAAAGCAGTTGGCATTTGCTTGTATTTTCTGCATGTAA37028 A_95_P271471 EB452098

37953 447 43 342 TCAGATCTGTGTAAAATGGGGCAAAGAGAAGACGACAACACGCCATGGCTGCAATATAAC37032 A_95_P081610 BP528303

37954 447 44 462 CCCGAGAAGCAGGTTGGGTACATAGTCACATCATGTTTGCTCAATGAGAAACCACGATTT37034 A_95_P158397 FS382929

37960 447 50 809 AGTTCAAGTGACAACAAGTGCGTCAGATGCTGATAATGTGACCGGATCTACTGTTGAACC37046 A_95_P011176 EB427793



37961 447 51 360 TGGATCCAAAAGGGATTCCATTTGATGATTGAGCCAATAAGATAGGCGTAGAATACCAAA37048 A_95_P162192 EH621079

37965 447 55 713 TTGTCAACTCCACGCAATTGAGTAACAATGCCATTGACATTGTAGCTAAGATTTCATCTG37056 A_95_P315008 FG198981

37969 447 59 870 ATTGCTATTGGCATCAATCCAGAATACAAAGTTCTGGGCAGCACGTATCCATGGATTGCT37063 A_95_P116682 DV159444

37970 447 60 500 TAATAATACTTTGATTAATGTTCCACCACAAGAATCTGCGGGCGAAGAGCATGACGAGAC37065 A_95_P142767 FG171206

37972 447 62 695 CCGCAAAAATGCCAAGTGATGCACACTGTTTCGTTCTTGATATTTTATAGTGAACTTTCA37069 A_95_P148672 EB678096

37978 447 68 534 TGCGTTTGAGGTTTGCACCAGAACCTAGTGGTTATCTCCATATTGGTCACTCAAAAAGCA37080 A_95_P077600 BP527293

37981 447 71 542 TCTAATTGACTGTCATATGTCGCTTACGTTCTGCATGCAACACATACCTGCTGTAAGAAT37086 A_95_P111852 DV159141

37983 447 73 839 CCTTCATGTTCGCATACGTCGCAATTTTGCGTTTGTGCAGTTTGAAAATCAGGAGGATGC37090 A_95_P289728 EB677597

37985 447 75 295 TTTCTAGGCCGCATCTTGGAGGCTCTATTGTACCATCATCCCCATCCATTGATACATCTA 37094 A_95_P087618 BP529837

37986 447 76 851 TATTCTTGACCGGTTGATGTGGAGTACTCAGTTCGAAAACTTCTTGGCGACCAAGTGGAT37096 A_95_P120607 DW000571

37988 447 78 853 GTATGTGAAAACTGATACAGGAAGGAGATTTCTGATCCAAGCTTTTCTGATTCATTATCT37100 A_95_P008906 DV162712

37991 447 81 419 GCATCGTGCATTACGAGTGATTGGTCCTAATTATCCCTGGCAGTTTTAATTATGTAACCG37106 A_95_P112352 EB678288

37993 447 83 745 TATGTCAGCAAGATGTCACTGCAGGTTTATGGACCAATGGATAGATATCTGTCCAAAAAG37110 A_95_P236529 EB678502

37995 447 85 384 AACTATCAAGTTGGGAAACTGCTTGTATTGTATGTGTGTGCTACGTGTGTGAGACTCTCA37114 A_95_P106462 CV017912

37997 448 2 265 CCATGAATCTGTTGTAGTAAGCCTGGTTGTTGTTGTGCTTGAACTTATTTGGTAATATTT 36954 A_95_P140567 EB444457

37999 448 4 480 CATCCTCACAGCGCCCTGCTTTAATTCCATTCCATTCTGTGGAATTACGGTTGATTGATG 36958 A_95_P062220 DV160093

38002 448 7 228 GGTGTTCATCAGTCGGTTTGTACAACTTTGAAAGATTTTGGTTTGGTATTTTCGATTTTC 36964 A_95_P160412 EH619099

38005 448 10 396 AACTGTCTGAATCACTACCATTTCTTGGAAATGAAATCCTCTTCCTCTGCTTGGCTGAAA 36969 A_95_P308933 FG644095

38008 448 13 749 ATACCCTTGAAGTGACTGACAACTCACCTTCTGATGATTCTACTGCACTTATTCGCAAAA36975 A_95_P138327 EB442057

38010 448 15 297 TATAGGTAGAGAGTATATGCATTAGGCTCGTCACAACGATGTACCTACCAAATGTCTATC36979 A_95_P095758 BP533324

38011 448 16 466 GGTGCATCTATGTTGAACTTTTTGTTTATGGCATCACCGGAACTACTTCGATATCATGAT36981 A_95_P129717 EB429676

38019 448 24 367 TTGCTTTAATCTCGTCCGTCGAAGTATGATTTACCTATACGTAGGTTCTTTTTTACTATC 36996 A_95_P143542 EB446803

38029 448 34 843 GACACAATTAGAAGAGAGTTGAGACAAGCTGCGAGACCAAGAATTATTTTGGCATTATCC37016 A_95_P197352 TA16543_4097

38030 448 35 822 GGAAGAAGCTGCCAGGCCATTTTAGTTTCGATCACAACCAATGCCGACTATCTAGAATCA37017 A_95_P200262 DV160352

38034 448 39 467 AAGACGAATTCAAGGGCTTCTTCTCCAAGTATGGGAAGGTGGTTGATTGCGAGATCATAA37025 A_95_P161602 EB437757

38035 448 40 463 CTTTGACAATTGTTAGACTTGTTGGAGACTCTCTTGAAGGTTTTAGCAACATAGTTTGTA37027 A_95_P123237 DW003102

38038 448 43 292 TCTGTTCGCTGCTTTCTTTTATGTTATCTGTTGTGAATACAGATCCGAATACTGTACTAG 37033 A_95_P109652 CV019402

38039 448 44 883 TTGAGAAACGTGGAAAGAGTTTACTTTTCGAATTGGGCTCATGTAACCTATTCAGATTTC37035 A_95_P092873 TA21639_4097

38041 448 46 619 ATCCTATGCTATCTTCTTAATACAGGCTCAATGTTTTTAGTCTATTCAGTAACATCTCCC 37039 A_95_P216512 TA20722_4097

38043 448 48 744 GAGGTATCAATCTTCATCTGATTTAATTTCACTTGAAGGTTGACAAGAGCTCAATGTTTG37043 A_95_P149837 EB679804

38044 448 49 849 GCAGAATGTCAAAGGCTAAAGGTGAAAGTTCTGCTCAGAAGCTTGACGTGAATGCAGCAT37045 A_95_P180907 EB681339

38046 448 51 58 ATGCGATACTTGGTGTGAATTGCAGAATCCCGTGAACCATCGAGTCTTTGAACGCAAGTT37049 A_95_P200752 TA17274_4097

38047 448 52 808 TCTTCAGTTAAAGGGAAGCAGACAAAATCTGCAAATGCAAAAAGTGCGATGGCTTTACAG37051 A_95_P138247 EB441985

38054 448 59 801 AATGCAAGTTTTAATCTCCTTGTCCTGATTTCTTTGGGGATGCAATGCTAATAGGTTTCA 37064 A_95_P121757 DW001847



38063 448 68 753 GAGCAGAAAGATGTCGAGGCTATTATTTTATACTGTTGCTATTCATTATATGTCAACTCG37081 A_95_P006641 EH622482

38069 448 74 609 CGCGCCAAGCTGGTTGGCAAGGAGAATAAAGATTTAAAACAAAACTAGTGAATAAGTTCA37093 A_95_P266006 DV160091

38072 448 77 522 CTACTGTTACTTTTGAGAGAACATTATTGTCACTTCTTGGAGGCCATTTCTTGGCCACTG 37099 A_95_P220122 DW002840

38073 448 78 863 CTTTATTTATGTCTCCTTGTTTCTGGGCTGTACTTTTCTCAAATGAAGCTCTACAGAACC 37101 A_95_P246517 EB431617

38077 448 82 703 GATTTTAATTTCATATTGTTGCAGGTAGGGGTGTACATGGACCGGGTTGATTTGGTTTTT37109 A_95_P250762 DV158979

38085 449 5 471 TACTTCTGAGGTTTTATTGGTTGTAAGGCAACGCGCTTTCAGATATTGCCATGTACAAGA37124 A_95_P091088 BP531203

38088 449 8 745 TCCTATATTCCAACGATATGGAAATCTTGTACCTCTGAAGCGGCCTGTACTAACAGCTGA37130 A_95_P030961 EB428717

38091 449 11 454 ACGAAAAACAAAAATGCTGCGAGTTCTATTTCGCAGCTTGTCCACTGTTATAATAAGAAT37135 A_95_P155522 EG650116

38093 449 13 1254 TTTAAAACTGGAATTGGCACAATATCGCGAAGTGGCCGCCTTTGCTCAATTTGGCTCAGA37139 A_95_P147867 TA12737_4097

38094 449 14 202 CATGTAAACCCAAAATTTGGCCATAATAAATCTACGCGAACTCCTTTCCACTATTACTCG 37141 A_95_P030756 TA12193_4097

38096 449 16 571 GTTAGTGAAGATAAGAATCATTTCGGACATTAAGCATAAAAAAGTTTCCTCTCTTGGAGG37145 A_95_P050596 BP132431

38098 449 18 434 GCCATATTGGCCCCGATCTGTATGTACATACATATGTCGTCAAAACTCGACATACTACTA37149 A_95_P083585 BP528795

38102 449 22 283 GCATTCATAGACATAACTTTGCCTCATGGCCAAAGAAAGGAAAAGATGGTATGAAAATAA37157 A_95_P130492 EB430526

38104 449 24 345 GCTGGAAATGTTGATCAGTCTGATGGAAACTTTCTTGATGATGACCAAATGGCTGATGGA37161 A_95_P107637 EB442583

38105 449 25 331 ATACAGCTGCTGAAGGGCAGAATTCTCCTGTAAGATTAGATGTTTATTTCCATAATCTTA37163 A_95_P074395 BP526460

38108 449 28 740 AGATGAATCACGTATTATGCTGGTCTTTTTGATAGAGTCGGATGAGCACTGTCATTTTTT37169 A_95_P201167 EH620891

38109 449 29 0 CTGCATATTCATGTTTCTCTGCCTCCAGAGCTTTGTGCTTTTCCTCTACTTTGTGTAATA 37171 A_95_P271221 A_95_P271221

38110 449 30 637 GTAAGGAGTTTTGGCTTTGGTAGCAAAAACTGCCTAATAAAAAATTGCTAGGTCCTTGAT37173 A_95_P005311 TA13278_4097

38112 449 32 1178 GTTAGTACCTGTATCTAGTGGGCAAGAATGAATACCTCAGTATGATTAGTACTTGTAATT37177 A_95_P196912 TA16447_4097

38113 449 33 602 TTTGTTGGTTTTGTTGCTGACATCATATTCGAGGTATCATATTTGTACAGGGTGTTTTCT 37179 A_95_P121622 DW001740

38114 449 34 803 GGTTGTACTTCTATGTATTCTTGTCGGTTTCTGTACATTGTAGCATATTGAAGGTTGTTT 37181 A_95_P019501 AF197567

38122 449 42 0 AGGGTGGCTCCAATGTCATTTGCTTTTGCTGACTTATTGTTTAAGAAAAGACAGCTCCCT37196 A_95_P307653 A_95_P307653

38124 449 44 402 CCAAAGTGCAATAAATGACTTGAATGGGAAATGGCTTGGAAGCAGGCAAATCCGCTGCAA37200 A_95_P137732 FG148931

38125 449 45 610 TATTACAGGAGAGCAAATACATCAGCAAGTTTCGACAGCATCGCCGGTGAGACAGAATAT37202 A_95_P153017 EB683331

38126 449 46 724 GCTGGGATCTTGGTGCCACTTTTCTTTATGCTTTCTACAAAGTTTTCTAGCCTGGAATAA 37204 A_95_P164022 EH623128

38127 449 47 74 AATTAACAATGGCTTCCTCAGTTCTATTCCTACTAGCAGCAGTATGCCACCCGCAGCAAT37206 A_95_P176672 TA11710_4097

38133 449 53 760 CCTGCAACTTTTATTCAGGAGCATTCTCAGATCATTCAGAATACAAAGATGATTCTCTTT 37218 A_95_P303558 FG175635

38143 449 63 797 ATTGGGTTAATCTAACGGCTAGGATTGATCTATATTTGGAAGTTTTATCGAGCTGTCTAT37238 A_95_P000636 DV999134

38145 449 65 592 ACAGTGAATAGATGCAAGCAAATGCTTGGATAGGATAGTCCCTTTTTTCTTTCTTTTGAA37241 A_95_P308123 FG641059

38147 449 67 374 ATATCGCCAATATACTTTGGTCTTTTCTGTTGGATGGAAATGAGAAAATCTTTCTCGTGT37245 A_95_P186832 FS429988

38151 449 71 516 GCTTCATGTAAGTTTAGCCTCAGCCCTACAATGTAATTTTCCTGTAACATCATTCTTATA 37253 A_95_P217032 TA20839_4097

38152 449 72 718 TTGCTCAAAACAAGAGGCAAAACGCTTGGCAACAATTTCAATCAACTAAAGGTCAGACTA37255 A_95_P265096 EB679658

38156 449 76 1556 CTTTGAGAAAGTTCCTATACTCTGAAGTTGTTGATTTGTGTGCAAATTCTTGGTTGATGA37263 A_95_P191767 TA15308_4097

38163 449 83 565 CATCGGGATGGATCTTATAATTGTTTGTTGATACTTAGTTGGGATGTTTTCACAGAGGTA37277 A_95_P068605 BP137171



38170 450 5 109 GAAGATATGGGATTGCAATTAAAATTCTTTAGTTGCCATCAAGCGATGGCCAGTTTGCCG37125 A_95_P104957 CV017238

38172 450 7 474 TGGACTACAAAGTATGCTATGGGTTAGTTTGCTGAAACACAAGTATTAGGGTAATAATCC37129 A_95_P112027 CV020487

38176 450 11 504 ACGTGAATCACTCCAATAATCATTTGTACTCAAATATTGGACCCATTTTTCGTGAACATC 37136 A_95_P143347 EB446681

38179 450 14 278 GCCACAAGCAGTAAATAGTTGATACATTCGTTAAGGTTGATTTTACAAGTACTTGTTTGC37142 A_95_P219352 TA21377_4097

38180 450 15 938 GGAGTATTGGGGAGTTAGCAACTATCTTGATAGAATGAAGTTCAGCTTTCTTGCTTCTCG37144 A_95_P181107 TA12902_4097

38182 450 17 531 CAACGCCCTAGCCGGTGTATTTTTGTACTCAAGACTTGCGAGTATTTCCTAATTGAACGC37148 A_95_P153452 EB683715

38184 450 19 896 CATGCCCAGTTGTGCTGGTCCATTGTAATATTCTCAATTTTGGGATCTATTAATGCAACT 37152 A_95_P243937 EB678959

38186 450 21 744 CTCCCTTCCTAATCACTGTCCCTGTTAAATATGGTTTGTAAACTTTGATGGAATTTTAGT 37156 A_95_P262031 FG166722

38188 450 23 253 AAACGCAGAACATTTTTACAAGTATTAACTTGCAATTTGGCCGATGTGTTATTGTGTGCC37160 A_95_P015156 EB446995

38189 450 24 1208 CCCTTTGTGCTTTAAAGATGTAGTATGGGACTGGTTTATTATTTGGATTCAATGACTCTT 37162 A_95_P179647 TA12556_4097

38194 450 29 838 AGTTTACATGGAGGATGTGAAGTACTCTCAGGAGAGAAGTGGTCAGCTACTAAATGGATG37172 A_95_P145487 EB449248

38198 450 33 817 CGGTATTGTTTTGCTTCAACTTTGTCTTCTTTAAAGATGTTAGCAGTGATTACCATAGCA 37180 A_95_P180112 TA12662_4097

38208 450 43 662 TGATGAAAGGTCCTGTTTCTCTCTTTTCAGTTTGCCCTTTATTTATGTGGCTGTTTGTCC 37199 A_95_P203272 EB445782

38212 450 47 154 TATTTGTATCTGCTTTAAAGTGCCCATCTCTATTCCCTGTACGGCAACCAGGTGTCTGGT 37207 A_95_P160842 TA17380_4097

38216 450 51 276 GTTGTGTTGATAATTCCCTTAGGTATCTGCTTGTTGCTTATTTGATGTTGCCAATAAGCA 37215 A_95_P097133 BP533889

38218 450 53 866 ATGCGTGGCGTGATGTTTGTAGTCTGTGCATTATTACTTTTAACATAAATTTAACCATCC 37219 A_95_P130437 DV158046

38223 450 58 792 GCTCTGAGAATATGATCATTTGGCGGAAGATTTGGAGTGTTGATGACAATGGGTTGATTT37229 A_95_P225002 FG133315

38224 450 59 839 CTGGAGTTCTTTGAAACAGTTTTTATCTGTTTACTGTGTTGTGGATTGTTTGTTGTGTGT 37231 A_95_P184877 EB424704

38232 450 67 510 CTGACTCTTTGTATACACTTGAACCCACCTAAATATTCAGTGATCTCTCTATTAGGAATT 37246 A_95_P263611 EB436961

38235 450 70 185 ATATTAGAATTGGGGTGGTCGAAACATGGACAAGAATGAAAAGCAAGCTCTGTTAGGCCA37252 A_95_P051466 BP132651

38260 451 10 876 TGTTAGAGCCCTTTAGTTACTGGATTTGCTTTATTACGTGTACAATTAAATGAGTATGGC37301 A_95_P208367 DV157686

38263 451 13 803 AGTAATGCTGGTACCTGGTAGTAGGGATTGGCAAATCAATGGAACGCATCGTATAAACCA37307 A_95_P268966 DW003673

38266 451 16 1764 AGAGCTGTTGGCAGCTCCCTTAACTCAGAAACTATTCAGTAATTCCTTTTCTGGAAAAAA37312 A_95_P251697 X92967

38270 451 20 476 AATGCGTATGGTGAAGATGATGACTCATATAGAGACAATAATGATGATTCATGCTATGGA37320 A_95_P262891 AM783645

38279 451 29 560 CATATGTTCTATCATAGTGTTATCTAGATGCTTGTGGTGTTAATTTCTTTCCGATGCTTC 37336 A_95_P060885 BP135115

38283 451 33 494 TTCCCAATTTCGGATTCTGTTCCAAAAAATGGAGTCGGATTGAACGACCTTGTCGCTATT37344 A_95_P077885 FS406615

38284 451 34 796 TTCTTGAACTTTTGGATGGAAAATGTGGTTAGTGCTGTGCAAATTGAGAAGCACTTGCAG37346 A_95_P267416 DV160102

38287 451 37 686 GGGTAAATGGTGATCTTGTATATCTGATTTTCAAGTCTTTTTCGAGAATTTTGGATTCCC 37352 A_95_P123807 DW003714

38288 451 38 313 AATGAAGCATGAGCGGGCACGGTTGGAGGAAGAAAATTCAAAACAATTGGAATTACACAA37354 A_95_P147747 EB643433

38291 451 41 288 AAAGGTTTGAAAAAGAAGGTCCTCAAGTCGCTTCCGAAGCTCAGTTACACGACGGAACAT37360 A_95_P002131 FG642019

38293 451 43 910 ATCCAGCGATAACAATTTTCATTTGCCTTGTATGGATGTGCAGTGTGTCAACTGGTTTTT37363 A_95_P247907 EB430441

38297 451 47 814 ACAGTCCAATCCGATACCCATGTCACATACAGCACCTGTCTCTGATGTGAAAAAGAACAC37371 A_95_P285098 DW001320

38306 451 56 885 ATTCTAGAACCTTACTGCAGACTGCTATTGGCTGTGTCACAACCTTCCTTCTACAATGTG 37389 A_95_P268161 DV999672

38312 451 62 545 GAAGCCAACGACTGATTACCTTTTTCCCTTTCCTAAATGTGAAAAATGGAAATGTAAGAA37401 A_95_P134327 EB436553



38315 451 65 513 GATATAAAGTTGGAAAGGACAGAAGTTGGAAACCATTTGGAGGAATTCTAGTATCTAATG37406 A_95_P045511 BP131163

38318 451 68 758 GGGAAGCAAACGTGTAGAAGGTATCATATCACTCAGTGACATTTTCAAGTTCTTGCTTGG37412 A_95_P303513 FG194435

38327 451 77 896 TGGATTTGTACTTGCCCACCAGTTCTGGGTAGATCATGGATTTTTGTGCGAATAATTTTG37429 A_95_P250362 M77225

38328 451 78 416 CTCATCATAATTTCCCTAGTTGAACTATTTCCCTGTGAAATTCTCTACTAAGACGTAGTT 37430 A_95_P074065 BP526376

38330 451 80 740 CCGCATGGTTTAGTATTTTGCTTCTAGCAATATTTGAGCAGACTTAAATTGTTTCAACTG 37434 A_95_P017631 TA12941_4097

38337 452 2 175 ATGTTTGCCGTCACATTTTCGGGTTCTACAAAGAAGTTGAAAGATCTGCAGGTTCATGAA37286 A_95_P115653 TA17337_4097

38338 452 3 601 GTTTTCTTTCCTAGACTTCCCAGATTATTATGTAGAGGGGATGTATCCAATTTTAGTTCA 37288 A_95_P123677 DW003542

38345 452 10 875 TTTCTCAGATGCTGTCTCAGTTGTATGATATAGTAATTGATGTGGACGGCATTTCTGATG37302 A_95_P244812 DV161814

38346 452 11 640 GGTAAAAATGAAAAGCTACATGGTGGGGACTCTGAAAATGCGCTGGAAAGGGATTCTCGA37304 A_95_P144777 EB448318

38353 452 18 733 AAGGCCATCAGGAAGTGGCAGCAGCACAAGGGAGTAAACTGATTGTGTTTTAGACCAAAT37317 A_95_P117097 DV159885

38354 452 19 893 AATGTTTGAACCAGGGTTAAGCCCAGGATATGGGGGAAATGCAAGCTGCTGTTGAAGTTT37319 A_95_P201972 TA17534_4097

38361 452 26 827 GTGGAGATGTTTGCAAAGTAGCTTCACAAATCTTGTAGTAAGCTTGAGAAGTAATTATGA37332 A_95_P010736 TA13597_4097

38369 452 34 790 CAATAAAATGATGGCCAAGCAAAAGCGACGAGAAAGGGAATGGGCTGGCAAATCTCTTAC37347 A_95_P093403 EB444132

38372 452 37 145 GTTGGTATCTTCTCTCAAGTCGCTTTGAGCTATGTAAGGCAAATAATTTGGTTATTTTGA37353 A_95_P029266 TA19409_4097

38373 452 38 542 TTCATCTGGTGCCTTTATGTTGAATAGGCTGTTTGTTATTAGTGGTTCAATGCATTGAAA37355 A_95_P263266 FG635677

38375 452 40 509 ACCACTAACAATGATGCTGATGCTGCTGACCCCAAAGTTGCTGGACTGATTAAGATTGTC37359 A_95_P102352 CV015989

38379 452 44 169 TTAATGCAGCCTTAGAACAGTTGGACTTCCCTGGAGTTTGCAGCTTTCTACAGAGTTCAT37366 A_95_P078535 BP527538

38381 452 46 819 GACGAGTAATGCAGAAGTTTAAATCAGCTTTGAGCTGGTTGATGAATATACTTTATTTGG37370 A_95_P207502 TA18755_4097

38382 452 47 573 ATCCCTACCCCGACCATGTATTTCACTTTTTACTTAGTACGTGATAGAAAGTGTAATTAA 37372 A_95_P027876 TA17866_4097

38384 452 49 1451 TGAGGTTCACAGCAATGAAAGCAGCATCTCTGCCGCTGCAACTTTTAGATGGTATAATAA37376 A_95_P206392 TA18506_4097

38388 452 53 657 ATGCATTGTAGTCTACTAGGCATGCCTTCTTGTTTTTAACACTTGGATTGTATCCATATT 37384 A_95_P000446 EB432747

38389 452 54 404 ATGCCATAAAACAACTCTTAGGCCTATATATTAATTTTCTCTGAAACGGCAAAACGGCTT37386 A_95_P213612 TA20085_4097

38391 452 56 411 CTGCCAAATGCTACTCAAGTTTATCTCTAACCTCTTTCTTGTGAAACTAACTTAATGTGC 37390 A_95_P086798 BP529632

38393 452 58 645 ACTGTAGTGAGGTGAATGGAAACCTAGAGAATGTAGATATTTGCTGAAATAAGGCAACTG37394 A_95_P021096 EB432538

38395 452 60 610 GATGTTCAATTGGAAAGCACTCTGAGCCGTGTTTTGGTCGAGCAACTTAGAGAAAACCCT37398 A_95_P159432 EH617629

38410 452 75 750 CTGCCAAGAGTATTGGATTCCTTCATATGAACTTTGTGTATGTTTTTTCTCTAGTATCCA 37426 A_95_P162247 EH621149

38419 452 84 246 GTGGTTCAAAAGAAAGTCGATATGTATATCCCATTCGTTTTTTATCATCCTTGAGTCATG37443 A_95_P155027 EG649864

38426 453 6 1077 AGTGTCTCGAAAACTCTATCTAGTGGCACCATCTGAATGACTATGTAAATTGAAGGTTTT37456 A_95_P192552 TA15476_4097

38427 453 7 1181 TTTGATTTAAGCTGACAAAGATGCTAGCAAGATGAGTTACGTGGCAGTTCTTATCCCCCC37458 A_95_P210792 TA19471_4097

38428 453 8 367 AATTTGTGGGCTGTGATGGAAAAGAGACATATAGTCCCTGACCTTTACATACAGTTATAA37460 A_95_P071905 BP525820

38430 453 10 845 CATCTCTCCCTATCATTGTATAGGTTGCCTTCTTATACTTGTATGTCTCTCAGCGGTGGA 37464 A_95_P231309 EB439273

38433 453 13 889 GTGGAATAGTTGAATTGGCTCCAGGTTACTTGCCTGCTGTATACAACATTATACGAAAAG37470 A_95_P128302 EB427893

38442 453 22 871 TGCTATACACTCAGTTATGGTATTTGTCTGTGTAAAGTATCTTCCTGTTTACACAGTTCC 37487 A_95_P205072 DV161430

38445 453 25 723 CCAGACTGCTATTGTATTGTAAATTAAATTATCTCTCGATTGAAAGAGCAGCTCATGTGT37493 A_95_P013811 EB429285



38448 453 28 403 ACTGTTGTACTTCTTGGAACCAGTGACCCTTTTCAGCAACAAATGTTTTTGATTAATGAT 37499 A_95_P248142 FG645407

38449 453 29 914 GCGTTCAAACTTTTCTCCTGTTTGTTTTTGGGGTTGTGTTCGACTTTCTATCAAAATTTA 37501 A_95_P000306 TA11800_4097

38451 453 31 465 GTTCTTAGGGTTTACACCTTTTGGATATCTAAACTCTTGAATTTCTGTCTAAGCCACGAA 37505 A_95_P127392 EB426935

38455 453 35 873 AGTTCAATTCGATGTTAGAGTGTTTGAGCCAATACGGGATGTAAAGATAGATAACCCATT37513 A_95_P013406 DV999136

38460 453 40 1443 GGATCAAGCCTTGTCCTTTGTTATATTCTATTGTTTCTTCATTTACCTTCTTAGAGCTGG 37523 A_95_P205647 TA18334_4097

38462 453 42 1187 CCAGTTTCCTTGATGGCAGTGTAATGCTTAAAATGGTCATCTATTTATGCATTTCTACTT 37527 A_95_P201022 TA17336_4097

38463 453 43 657 GGACAAGGAATCATGGGATATGAATACTCAGGAGAAAATTGAGGCTGCTGGCAAGAAGAA37529 A_95_P102002 CN949739

38470 453 50 1148 AGCTTCTTTTGCACCTTGTGGTGACAGCTTTTTACTGTTTGTTTTGTTAATAATATCCTG 37542 A_95_P141307 TA14854_4097

38476 453 56 525 CGGACTGCCAGTGATGTATTTATATTTGCATGTATTATCCGAAATTCGGACTGGTTATTT37554 A_95_P121872 DW001963

38478 453 58 680 ATTTGCTAGTTTGATGACCAGAATGCTACAACAGCAGGGACAAGGCACTTAAATAATGGT37558 A_95_P151382 EB681594

38481 453 61 1529 AGCGGACTTCTTGACATTTGCCAAAAATGCTACTTCTGTTTCTGGTGTGATGATCAGCGT37564 A_95_P018211 AB120519

38487 453 67 772 GCACGGTGATGGTTTTTGACTTTGCAAACTGAAGCTGATTTGCTCCGAGTTGTTTTTCCG37575 A_95_P123862 DW003750

38488 453 68 333 CAATCAGGTGTTGAGGGAGTGAATTATTTGGAAGTCTTAAATCTGTAATCCAGTGAATTA37577 A_95_P093923 BP532482

38491 453 71 735 ACGAAAAATCCCATTTACTGACAAGGATAAAGAGGAATTGATGTTGCGCACTGTGGTGGC37583 A_95_P127412 EB426949

38495 453 75 92 TTGGGTGGTTCTTATATTGAACGTACACTTCCTTTATTAATGTTTGTGGTACTTCTTGGT 37591 A_95_P216277 TA20669_4097

38503 453 83 460 CTATATGGATTTGGTGGTTAAATTTCTGTATCTGGGTTTTGGGTGTTTTGTTTAGTCTAC 37607 A_95_P000976 CN949751

38505 453 85 250 CCCTTTGGCAAGTCTGCACTGTTTCGATACTTGAAAAGCAAAGAAAGATAAATATCTTCA37611 A_95_P088748 BP530198

38511 454 6 535 GTTCTGTATCTTTATTGGAAACGGATCATGAAGAGATCAATGGTAAATTGAAGTGTCCTA37457 A_95_P071355 BP525684

38513 454 8 1249 AGAACACTGTACACGTTCAAGAATGGAACATGGAGCTTACTCTAAAATCACGATAAAAAA37461 A_95_P228129 EB643449

38515 454 10 677 GTTTGTAGATTTGGTTTTACAACTGAATGGCTGCAATGTAGTGGGTGGCAATTTTTCACT37465 A_95_P187547 EB679266

38524 454 19 842 TAAACTTGTTGGAGAAGTTAGTAGGCTTGTAGTTGCAGAAGCTTGCATACAGGCGCTGGA37482 A_95_P217997 EB679873

38526 454 21 765 GAGCCTGTGACAGCACAATCAGGAATGTTACTTCTGTTATTTTAATTAATTGTTTGCCTT 37486 A_95_P011616 DV159148

38538 454 33 674 TCCACGTGCCTGGTATGATGAACTGAAAGCTTATCTTTTATCTTTTGGTTTTCATTACTC 37510 A_95_P128867 EB428602

38539 454 34 716 ATTTACTAAAGCTCAAGCATGAAAGACGCTCCAGGACCATCTAGTCAGGACCACTGCATT37512 A_95_P146142 EB450046

38540 454 35 447 TCATCTCGATCTCTTTGTGTAGTACTTATGCCTCATTGATTGCTTATTAAAGGGTTTCAT 37514 A_95_P062940 BP135650

38541 454 36 840 GAAAGGGAAGGATGCACAGATTCAACTGTGATATACGGAGCATGACAGATCTCATAACTT37516 A_95_P150302 EB680397

38545 454 40 278 CTTGGACAAAAATATCCTACCTGTTGATGCTAATTGTTTTGACGAAATTACATGGGTGCT37524 A_95_P074180 BP526400

38548 454 43 781 GAGTTTTTATCAAGTTGAAAATTTGAGCGCATCGAGAAGGATTGACTGCTCTTGATTAAT37530 A_95_P115477 DV157710

38549 454 44 1377 ATCACTGGATGTAGTGCTAGGATTTTTATCTAGGAACGACTTTCAAAATTATCTGTCTGC37532 A_95_P198137 TA16714_4097

38553 454 48 411 GCTATGGTTTTCCACTCACCCATCGGTCTTGTTTTTACATACAGAGACTGAAACTTCCGG 37540 A_95_P094558 BP532774

38554 454 49 279 TTGGGTACTTGGGGCTGAAAAATGTTAGGTTTCTAAGTTTTTGCTTGTTCAATGATGTAT8937 A_95_P000091 AJ717873

38555 454 50 894 GATATGTGATTTTCATCCGAGATAGCGAATGATCCATCCCTCAATTTGTAGCCTTAATCA37543 A_95_P250922 EB679010

38557 454 52 172 GCTGCATTGCATTGACAAGCTCCTGTAATATATGAATGTTCGTTTTGGTTTAAAAATGCA37547 A_95_P178567 TA12282_4097

38560 454 55 326 GCTATTTTGTGAAGGGAATCTGTGTGGTTCATTTTTGGCTTAGGTATTCAAATTTTTGAC37553 A_95_P088358 BP530024



38561 454 56 703 AAGACAGAAGCTGTGAATGAAGATGCCCCGACGGGCAATAAAGAAGAGAGTGATCCATTT37555 A_95_P124232 FG147854

38563 454 58 799 ATAAGCAGTTGAATGATAAAGAACGGGTAGCTGCAGCATTGGAAAACCCTAACCTTGTCG37559 A_95_P134447 EB678124

38565 454 60 828 GCAAAGCTTCCGAGACTGAGATCATGAGAGATTTTTTCATGTGTATTGTATGTTATCTTT37563 A_95_P030016 EB677612

38566 454 61 227 TTGGTACTACATTAGAGCTGCTTCTATGGCAAGGCAAGATTTATTTGCAGGGGCGGTCAT37565 A_95_P108422 CV018824

38569 454 64 1277 CAATAAGGATGATTCTTTAGTTTTCATGCTAAGAAAGTGGTTCAGGCTAATACTCTTGGA37570 A_95_P179482 TA12517_4097

38571 454 66 810 GAATCATCACGAGGATCTGACAATAGATGGAGGCACAATCAGCATTTCAAGTCCTTACTC37574 A_95_P264081 EB426755

38575 454 70 902 GGTTTGCAGTGTAAACTAAGGTGCTTCGTTGATGCTTTTGTTTTTCCAGAAAACATAATT37582 A_95_P214042 TA20176_4097

38576 454 71 0 CTCAGAAATTATTGGCGGGCACTTAAAGAAAGATAAGTTTCTCTGTAATTTGTAGTCTGT37584 A_95_P016896 A_95_P016896

38577 454 72 789 CTCGTTTGTAAACAGCTAAGCTAATATGGTCTCAAGTCAGTTTGGTCGATTACATAAATT37586 A_95_P020001 AF072519

38581 454 76 737 GAGTATGGATCACAGAAGATAAAGAGGATGGAGGAGTCATTGGGAGTTTGACAATGAATG37594 A_95_P160512 EH619204

38582 454 77 737 GAAAACGAAGTTTCGAGAGTAACATGAAGCATTTGAGTGAGCAGCCACCTGTAAACATCC37596 A_95_P156657 EH614430

38583 454 78 566 TGCTTGGAATTGGAGCTATATGGATGTGATTGTGAATTAAGACTGGTTTGCATTGAATCT37598 A_95_P023321 BP534049

38584 454 79 700 ATACTCTTGTCTCCTTCAGCCTTAGAACCGAGACTAACTACAGTTTCTCATCATTTTTCT 37600 A_95_P223667 TA22302_4097

38585 454 80 507 TAAATATGGGAAAGAATTCGTCGCTGCTGCTACAGAGCTCATGCCAGAATGTGGTGTCAA37602 A_95_P145127 EB448669

38586 454 81 854 AGTGTAAGGTTCAAAGTTGGTAGTCCTGGCTGACTATGATAGGAAAGCATGAATCTGCCT37604 A_95_P018386 TA13793_4097

38588 454 83 454 TTCCCAGTCAAGGTTTCTAGGATCAACATACCAAGTGTCCAAACATCAGTTTTCCTGTTG37608 A_95_P275328 AM827537

38590 454 85 700 GAATCAGATGTAGTTCAAGCATGCCGAAGATTGCTTGGTGAGCGACAGAGTCCAAATGTA37612 A_95_P202517 FG135146

38592 455 2 222 ATGATCGTTGCTTTGCCTCTGGGCGTTGTTCATATTGTATTGAAATCTTAATTTTCCATG 37615 A_95_P093348 BP532227

38601 455 11 300 TTACTTGAAAAGGAATAAGTGGGCTTCGTATTATGCAAGTCATTTCTGGGATGAGATTAT37633 A_95_P089393 BP530482

38604 455 14 441 TTTCGTTAGCTAAACCAGATACTAAGTACTATATTTGATATTGGGAAGAGGATTTGTCCG37639 A_95_P134462 EB436799

38608 455 18 488 GTGGTCTTGGATGTCTTTTGGGCTTGTAGTTACTGCATTGTGACAGTATAATCAACTGCT37647 A_95_P281078 AM811486

38609 455 19 799 CATTGCTTTTTTGTACTAATGAAAGAGCTATAAGCGAGGAGGGAATGCATTGTAATATAG37649 A_95_P139447 EB443206

38617 455 27 527 TACCGTATTGTGATGTAACGTAATACTGATGAGATTTGACTATGGTGGATCTCTTTGAAG37664 A_95_P121572 DW001658

38620 455 30 356 GACTCCATTAACATCCTATTCTTGCTTTTGGTGTGGATGGAACATGTAAATGAGGTTGAA37670 A_95_P078360 BP527496

38624 455 34 740 TATGTCACTGATATGGTGCACAAAGCTCAAGATATTGCAACCAAAAGGGGGAAGCTTTTG37678 A_95_P295573 FG197647

38626 455 36 930 GAGTTTGAATGTTTCGGTTTGTTTAGCAATACCTATTTTATTTTGCGAACTGCCCTTTGA 37682 A_95_P233984 DV157889

38629 455 39 469 GGACAAAAGTTTCTTGTAAATGTAAAATATCCTGCAGTAATCCCCTTCTCTTGAATTTCC 37688 A_95_P050001 BP132294

38630 455 40 620 TAACTACTTTCTTCCTTATTGTGACTGTTGGACGCTATAGCTATTCTATGAACTCGTTGT 37690 A_95_P016591 FG144478

38631 455 41 594 ATTGAAAAAGCTCTACATTGGGGGATCTGAGACAGAGCATTACGTGGAGGACCTAATCCT37692 A_95_P041586 BP130129

38633 455 43 882 CAAGCTTTCCTAACATATATGTGGTAGATGCCATATCATTTGTACCTCTGAACTGCAGTG37696 A_95_P189797 TA14864_4097

38644 455 54 848 TGCTTAGGGCATACAATGTTGATTTTTACATGAATGGACACGACCACTGCCTTGAACATA37718 A_95_P216917 EB425136

38645 455 55 630 TTGTGAAATGCTCATTGTTGGAGAGGTGTTAACGGGAGATAAAGTAAATACAATCTCCAA37720 A_95_P263831 FG636095

38648 455 58 338 GAATAAATTGACAGACCTGGCTTTGCCTATGTGAATGTATTGTTATCCCTATAGTTTGAA37726 A_95_P031401 EB435730

38652 455 62 455 AGGTTCCTGCTATGGTGAAGTGAAAGATCTTTCACTATAGTGGGAAGAAGACAGGTGGGA37734 A_95_P028346 BP525606



38656 455 66 890 CCTTTGATCAGACTGTTTGGTCAGCAATTTGGAACAGCATTTACTACACAGTTTTGGGCA37742 A_95_P008046 DV161189

38668 455 78 866 ACATAGTTGGGGTTCTCTCCTTATTTGTTCTTATTAGCTGTGATGATGTGATATGCATCT 37766 A_95_P233959 DV999223

38670 455 80 1317 CAATGTACCAGTTTTTTGAGTTCTGTAGTGAGTTATTTTCAGAATAGACAAGCAGCGAAT37770 A_95_P026896 TA14217_4097

38677 456 2 976 CTATTTCTGGACATTTTTCGCAATGGTCAATTTCATAGTGGAAGTGCTTGTTCAGCTTTG 37616 A_95_P178362 TA12229_4097

38681 456 6 749 TTTCATTGCTGTTGTTAAAAGAAGAATTACTTAACAGGTGGATTTCCTTTTCCCCACTCT 37624 A_95_P230384 EB429570

38683 456 8 412 AGTCTTTGGACTCTTGATTTTTAAGTGAAGTTCTCTTGTTGTTGACAGGTGCTTTGGTTT 37628 A_95_P214567 TA20289_4097

38684 456 9 392 AGTCTGTCATAGTGTAGTTGAGTCGTTCATGTCTTTCATTATCGTATTTCCCTTTGTATT 37630 A_95_P095763 BP533329

38687 456 12 844 GAGTGGCTCCTGAAAATTCGTCGAATAATGCAACTATGAGCATAGATATGGGCCAGACTT37636 A_95_P253024 FG142932

38690 456 15 617 TCCTTATGTTTGTAAGATTAAATGGTTTTGAAATTCTGTTGGATGGGTTCTAAGTGGGCC37642 A_95_P258186 TA12136_4097

38693 456 18 818 GTACCAGTTATGAAGTCTCCAGACTTTGGATAAGAGAAAACACAAAGTGGATGGACCAAT37648 A_95_P157277 EH615331

38697 456 22 232 AATATTTTGTACTAACATCACTTTCCCCACATCCACATGCTCTGCAAAGATAGAAAAGGA37655 A_95_P038341 BP129248

38698 456 23 492 ATTTTAAAAGAAAAGCACAACAAAATGAAATATCTGCTCGGTTCTACACACGCCGGGCCC37657 A_95_P284373 FG634129

38701 456 26 370 GAGATATTGTTGTGGTGTTTTGTTTTTGAACCTTGCTATTGGGTGCACTCTAATTCTATA 37663 A_95_P092713 BP531941

38705 456 30 239 GACCATTGGGTCTCAAGTCATCATTGCAGTTTTTTATGAAAACGTAGTAATTACAAGGGA37671 A_95_P163317 EH622329

38709 456 34 1445 GCTAGCTAATTATGCACTTTTAGCTTACTCGAGGGAAATTTCGATACAATGTTGATTCTT37679 A_95_P154222 EF051137

38710 456 35 193 ATCGATGAACTTGAACGAAGCATCAACGATTTGAGAGCTGAAATGGGTCAAGATGGTGCT37681 A_95_P109797 TA16250_4097

38711 456 36 856 AAGATGTTGGAGCAGCCATGCAATACCTTCAGTCCAAATCACTCTGCATCATGCCCATAT37683 A_95_P291058 EB680364

38712 456 37 821 GAGGGATCCGGAACTCAGAAAGAGACAAGGATGAACTCACTGCTATTACAGTTGCAAGTT37685 A_95_P115402 DV157585

38713 456 38 725 CAAGTGTTACTGTTTAGTTTGTAAGACTAGTGTTTTCCTGAAACATCAAAATGGATTCGG37687 A_95_P020891 DV158794

38715 456 40 484 TAGCAGGTTTATTTCCGTATCACTCTTCTTTATTTGAACTTGTTTGGGTGATTTGAGCTT 37691 A_95_P280228 AM822222

38718 456 43 961 TATGGGAGTCTCTCCTCTGTGATTATTAATATCAACTATGACGATATGATAGACAGATGA37697 A_95_P031601 TA16934_4097

38720 456 45 109 GCTCTACGATCGAGACTCATAAGATTGAAGTGGTTAGCAAAAGAAGAACAAAGAGAAAGT37701 A_95_P120312 EB449849

38721 456 46 136 AGGTTTGGCCTTTATTTGGTCATCTTTTCTTCTATTGTTCTTGCTGATAGGTATGTAATC 37703 A_95_P048611 BP131960

38722 456 47 777 CGTGATCCTAATGAGCACAGCTACTGCAGTCAATATGACCTCTACCTTTGTTTTTTGCCG 37705 A_95_P119772 DV999332

38728 456 53 822 CAGAGTGCAGCAATTGAAGCAGTTGATCGCTCAATATCAGAACAATTAAAACCGCTTGAA37717 A_95_P249727 FG155326

38729 456 54 840 GTTTTCACCAACAACAATCTCTCTGGTTGTGTTACAGACGAAATCGCTAAGCTCAAGAGC37719 A_95_P128677 EB428428

38733 456 58 210 GTACTATTATGAATGACGACGACGAAAATTTATACTATGACTAGATGCCACTTGTGTTTC37727 A_95_P114282 CV021526

38744 456 69 1004 GCCTTTGTGTGTATGAGTCTGCAAACTTTAATGAACATGTTTCTGTTGCATTCCTTATAT 37749 A_95_P186892 TA14225_4097

38747 456 72 418 GTGTGGTAATGTCTGGCATGGTTTTGTAAATTGTGACAAAATTTGAAGACGTAAAGTTTG37755 A_95_P309168 FG645001

38750 456 75 203 GAAGGTGTACATATATGATGTAGATGCCTGGGTGTGGATCTAGTTTGTAAAATTTAACAT37761 A_95_P147132 EB451376

38753 456 78 663 CTTTAAATATGTTTTGAGACATGGTGTTGTTTTTCCGCCGGAACAGCTGCAGATCTGACC37767 A_95_P202532 DV160679

38754 456 79 752 GGATAGGGATTGATGAATGGTTACGCATCCCATCAGTTCAGATGTCTCTCATGCCGAATT37769 A_95_P289823 FG177300

38759 456 84 519 TGGTGCTCCCATTATCTTCCAAAAGTTGTAGTTGACATACTTATATACATGTTCAGGTTT 37779 A_95_P274383 FG634502

38760 456 85 774 GAAGATGAAGAGGCTGTTGCAGTTCATCAGAAGAGGGGTAGAAAAGATTCTGTTTTAGCT37781 A_95_P244272 DV158739



38761 457 1 395 AGGGCTCCCTTTTGGGCACTTGACTTTATCAGAATTGACAGAGCTACTTTTTCATTTTTC 37782 A_95_P269861 FG625527

38762 457 2 699 AGTCCTGAACTTGATGCGAGCTCTCATATCTATCTCTAATAATATCTTAAATGCCTGTGT 37784 A_95_P185387 TA13901_4097

38765 457 5 1069 ATCCTTTCCCTTGGTGGATCATGCTTCCTTTGAGTTCTTTAGTTTGTATCAATAGAATTT 37790 A_95_P163012 AB281271

38767 457 7 211 GAAAAAGAAGTCCAGTAGTAGTTCCTTATTTTACGAAGCTCCCCTCGGCTACAGCATTGA37794 A_95_P004020 FG141290

38773 457 13 1060 TCAAACGCTAAGAAAGATGTTATTCTATTTTCAGTAGAGTGACGATCTTGTCAACAAGGC37806 A_95_P182247 TA13167_4097

38777 457 17 901 TATTTCCAGTCAATTCCTGGAATCCAAATGGTTGCCTGCTCAACCCCTTACAATGCCAAG37814 A_95_P187212 DV161194

38779 457 19 606 AAAGCATGTTTGCTGCTCTAAGAGTTCACTTTTACTCTCATTGAAGTTCTTTTGTTTCCT 37818 A_95_P157712 DV158956

38782 457 22 773 TTCCTGAAATTGCTGGACAATGTGGCTATCTCTTCCAGATTCTTTTCCAGATGGCTGCTG37824 A_95_P013101 FG134922

38793 457 33 2213 TCATTTTGAGGAATCAATGAAGTATGCTAGGAGGAGTGTTAGTGACGCAGATATTCGCAA37846 A_95_P101888 DQ515925

38796 457 36 763 AAAGATGGTTATGAATTCTTTGCCGAGAGGCAGCTTGTCACCATTTTTTCAGCGCCCAAC37852 A_95_P201437 Z93770

38801 457 41 383 TGATGTACTGGATAAATTGTCGGCGGCTTTATTTCCTTTTACTTTTATGACGTGAACTGA 37862 A_95_P108642 CV018933

38802 457 42 1095 ATAAATGAAGCGTTCTCTGTGGTGGCTCTTGCCAACAAAAGACTGCTCAATCTCAATTCC37863 A_95_P012216 AY748246

38804 457 44 398 CATGGAATTAAGCCAACAGGTGTTGCTGTGGTTCTACAGTGTTCACATATTCATTTCCCA37867 A_95_P138227 FG167397

38807 457 47 819 GTCATTTCTTGAGGCTTAGTTGTTGTCACTTGATTATTTTGAAACTCCATTGCATTCTTG 37873 A_95_P148477 EB677823

38808 457 48 323 AACTTGCTGCTGCTGCTGGTGATACTGTATCAATGGGGAGAGGAAGCTATAACTCTAAAG37875 A_95_P154207 FG163331

38809 457 49 612 GATTATGGCCTTTTTGCTCTGCGACTGTCATATATATTCGTATATGAATGTTGCAGTTCA 37877 A_95_P029206 TC72615

38811 457 51 406 TTGCTGACTCGTACGAAGTCATTTATTTACCATTACCTTCATGCTCATGTCTGAGTAGTT 37881 A_95_P094138 BP532581

38814 457 54 868 GAGTTGGTTAGTATGCCACCACTTTCCTGATGAACAGATTGTGGTATCGGTAAAGCTGAT37887 A_95_P008266 EB447962

38817 457 57 620 ATGGACAGTTTTTGTGATGTTGCTATCCAATAGAAATGAACCAAACTCAATTGTCTCCAC37893 A_95_P201782 TA17496_4097

38819 457 59 589 TGATGGTACAAGTGATTCCATACTAAAGCATAAACCTATATGGGCTACTTATAGCCAGAG37897 A_95_P118132 FG158775

38824 457 64 422 GTATGAAAGGAAGCTGATTTGGGCTGTAACACGAACTTATCAATATATATCTCCTCTTTT 1861 A_95_P000051 FG625247

38828 457 68 228 ATTGGTTCTGTGTGCCTAAAGTTGAATATGATTCTAACGGGTTTTGCTGCCATTTTTTCC 37914 A_95_P015826 CV021776

38829 457 69 846 TCTTTGGCTAGCTACGACCTCGAGTGTATGCATATTCTTGGATGAAAGAGATGTCACGTC37916 A_95_P274568 FG163833

38834 457 74 193 ACTTGATGACCAGCCGAGTATAAGAGATCCAGATTATCTACGAACAGGAGGACTGTGAAC37925 A_95_P107607 CV018461

38842 457 82 820 GTGTGATCTTGCTATATATATCAGCATGGCTCGCTGTATGTCTCTGTCGTGTATATGAAA37941 A_95_P268601 FG144509

38844 457 84 622 GATTTTGGAGCTTACTTACTCTAACAGTACTAATTAGGGGGGCTAGGGTTATTGGAAACA37945 A_95_P285108 FG148198

38845 457 85 357 TGGAGGGGTTCTGAGGAAGGGGTTTAAGTGCCAGTAGTGGTGTTATGCTTCCTTTTATTT37947 A_95_P065650 BP136391

38848 458 3 788 CAGTCAAGTTATATTAATGATACCGACTCTGTAAAACCCTGCTTTTCAGAGGGTTTTAAA37787 A_95_P186092 TA14052_4097

38850 458 5 290 GAAAACATATCCTGATGGTGCATTTGATGTTGATATTACAGTCCGGATTACTAATCCTTC37791 A_95_P070555 BP192664

38853 458 8 1004 CCTTTTTGCACTGAGAACTGTCCAAAATCATTAATGTATCGACATTTGTATCTCTTCTTC 37797 A_95_P117072 TA16244_4097

38856 458 11 743 GGTACGGTATTCGAAAATTTAGCATATCGGGAGATTTTATTATGCTCAAGAGTTGAAGAA37803 A_95_P219912 EH617181

38862 458 17 1113 CCTTGGAGGAATCGAGATTCATGGTTCATTAAATATCTTGTCTCACTATTCTTTATCTTC 37815 A_95_P016541 TA16072_4097

38867 458 22 685 CTGCGTTCTTTTCTTGACTGTGTTTATGGTTCTAGCACTAAATGTTTACCATTTGGAAAT 37825 A_95_P148482 EB677824

38873 458 28 303 CTATGCTGTGTGAACTCAATTCATTTTCGTTCATTCCATGGTTGATGGTACCTCTGACGT 37837 A_95_P092488 BP531833



38874 458 29 495 TTTTGGGTTTGATAAACCCTGGTGATGAGGTTATCCTGTTTGCTCCTTTCTATGATTCTT 37839 A_95_P127292 EB427335

38877 458 32 472 AGGTATAGCCAACAAAACTTAAATCTTCGGGAATCAGACGCTTCTTTCTATGAGGTCCTG37845 A_95_P264706 AM833236

38880 458 35 518 GACTCTACAAATCTTAGTTTTGCTGGTTATTGGGGATGTTTCACCAGTCTCTGAATAGTT37851 A_95_P215927 TA20593_4097

38885 458 40 865 TTGATCTCCTGTTACCCTTGAACATAAATTTTCTTATCCCTAAACGTGTAGTTGTACCAG 37861 A_95_P008841 EB427847

38889 458 44 246 TTTCAGCCATGTAGATATGCCGGGTATCCCAAAGGAAATCGCCATGCACAAACTGAAAAT37868 A_95_P192887 BP130642

38890 458 45 509 ACTCTGTATCCTATTCTATTCACGCTATACTTTACTTGGGGAGTTTTAACTCGTTTTTAG 37870 A_95_P133612 EB435249

38892 458 47 532 CAACTCTTTGGCGTGCTGCTGCGTCCATATTCAAAGATGAGAGTCTATGTAAATCTAACA37874 A_95_P039396 BP129535

38893 458 48 753 CCAAATTGGTACCTGCATTGCTTTGTAAGGTTAGATATCTTTCAGTTCTAACTTCTGTAA 37876 A_95_P190592 TA15048_4097

38894 458 49 233 GCAATTGAAGATCAGTTACCTTCTGTTAATATTAGTGCAACCCCTCATGTTATTGACAAA37878 A_95_P155282 EG649993

38898 458 53 649 GAAAAAATACATCAAACCGTGTCACTTGTGCAGATAATGAAAGTTGCTTTCAATACGTTC37886 A_95_P149457 EB679293

38905 458 60 309 ACAACCATAACTTTTTCTTCTGTGGAAAAAGTGGTGTTGGTGGTGTTGGCGGCGGAATTG37900 A_95_P038926 BP129406

38906 458 61 802 GCAGAACAGTGGATTAAGTCTATCATTAGCTGGATCTGATGGACGATTTCGGGGTTGTGT37902 A_95_P225892 FG143737

38910 458 65 1077 TGGCTGCAGCACACAGCTTATCATATTCAGACCAGACTTGATTATTGTGTAATTAACATG37909 A_95_P019406 TA14241_4097

38915 458 70 460 ATAGCAGAGGTTTGTGTATTAGCCAGCCTATTCATCCCATTTATTATTATGTGTACTTAG 37919 A_95_P089863 TA17504_4097

38919 458 74 270 TCGGACTTTCGATCATTGCTTAATTAACGGTCGTCTCGGGACAGTGATCTCATTTCATGA37926 A_95_P063210 BP135715

38920 458 75 805 CTGTTCTCCACAGCTTCCCTATTTGCTAACTTGGTTTAAATAATTTTCTGTGTCACTCAA 37928 A_95_P150842 EB680967

38921 458 76 310 TTTCCAGTCGAGGTCAGTGTCGAGTCTCAGATTCATGTAAGGTTTCATTTTTGGCCTCAC37930 A_95_P099133 BP534804

38925 458 80 835 ACCTCTCGGGAGCTATGCTTCTTTTCTCAAAGAGAAGAATGAGAAGAGAGTCTCAACTTC37938 A_95_P218002 TA21073_4097

38926 458 81 540 TTCCTTTTTTCTTGCCAATACGTGAAGCTGAAAATGAGTTTCTCTCGTCAAATGCATAAA 37940 A_95_P040806 BP129928

38932 459 2 357 AGTTTGTAATGCTTGTCCCGGTAATGTTCTCCAATTTTGAGTTTGTGCTACAAAAGCAGT37951 A_95_P143572 EB446834

38933 459 3 200 CTCGAGTTGTAACTGAATTATGCGGAATTTGTAGTTTTTATGTTTGTGTTTGATATGCGC37953 A_95_P128757 EB428492

38937 459 7 422 GAGCACTTACTAACTCACATACAAGTAGGCTTTGTTCTAGTCTTGTAGGAATTAGTTTAA37961 A_95_P266936 TC69181

38938 459 8 813 CGTAGTCTACATAGTGGTTGGTTTGTAATGAACAATGGCTGGTGATGCACAATGTTTTTC37963 A_95_P146362 EB450395

38941 459 11 449 TCAACAAATGTCGGTACAAGTTCTTCCATTTAGCAATTATCTTTACTCCTTTTAACCCTG 37969 A_95_P264551 AM830869

38944 459 14 765 CGGTTTTGCAACTGTCATATTTCCGTTGGCTGCTAATGTAATGTATTTCTAGCCAAAAAA37975 A_95_P115827 DV158198

38948 459 18 417 AATGGTCAATGGTACAAAAAGATGATACGTTGTTTGCACATTTCAGGTTTAGTTCCCAAA37983 A_95_P005656 BP133446

38950 459 20 0 AGTAGCATCTGCATCATCAGATGGATCATACGTGTTGGGATGTCGCATGACTAGAAGAGA37987 A_95_P260221 A_95_P260221

38951 459 21 935 TTTCTCTTTGCATATGCACTTGGAGCAAATTTGGAGTCTTAATGCAAGACTCGCCCATAC37989 A_95_P223152 TA22189_4097

38956 459 26 827 ACATCAATCACAAAGGACGCAACACTTACATCTGAACATCCAAAATTGATGGTAAATCAA37999 A_95_P120032 DV999704

38957 459 27 759 GCATTCAAGACTGGAGTTGTTGCTATTGTACGCTTTTAATAAGAGAGTAACGTGTCTTGA38001 A_95_P136142 DV157807

38958 459 28 302 ATGCTTCTGCATCTCAGTTCATTCTCGGGGCAACAAATAACTTTAGCACTATGGGCTGTC38003 A_95_P106492 CV017920

38961 459 31 1012 CCTTCGTTCTAAGTTCATACATTCTTATTAACCCTTTTCAAAAATGATGATGGGTACCCT 38009 A_95_P258571 AB286178

38962 459 32 886 TGAAACTGCAATTGAGGACTGGATTTGGTCAGTTGGATGCAACCCTCTATCCATCACTTC38011 A_95_P228824 DV161409

38963 459 33 453 AGTATGGTGGGACTGTGTTGCTAAGGAGGAAGAGATCATATATACATTGCTGTTTTTTCT38013 A_95_P032086 EB445389



38967 459 37 907 GCGACTTGTTTCAAATTTCAGTGGCTTTGTCTTTTCTCTCATGGGTTCCTTCTTGCTATC 38021 A_95_P222352 TA22015_4097

38974 459 44 455 CACCTTTGAACTCATTCACAGATCTGCAGCGTGTATTATATGCAGTTCGTTCTTCTTCAA 38034 A_95_P026296 BP528192

38979 459 49 772 ATGTGATCAGGAGAATGCTGCAGACTGGACATCCAACTATGCTCAGCTGATTGGAAATCT38044 A_95_P226204 EB450391

38980 459 50 113 GTGCTAGCCAAGGAGGAGCTCCAAAACATTATATTTATCTTTGTTCTTTTGTGCATTTCA 38046 A_95_P107602 AM800292

38984 459 54 776 CTGAAGGCAACTAACGACATCAGATTCAGATGTCACTATAACTTACAAGAATATTTGAGT38054 A_95_P123137 DW003043

38985 459 55 417 CAGGTGTGCAACGTGCAGTTATTCTATTCTGTACCAACGTTCAAAGTGGTCTCATCTCAG38056 A_95_P073955 BP526350

38987 459 57 768 CAAAATGGATAGAGGAAATGAACAAGGTTGATGGTTACAAGCAGACAAAAGTTGATCCCC38060 A_95_P249167 EB679935

38993 459 63 757 GGCTTGAGTGGGTAGGACTGCTAGATGAAATTACCTTTCATTATCAAATATCCAAATTAA38072 A_95_P216627 TA20747_4097

38994 459 64 1023 GGCATTGCTGTTGAATTATGTGTTCCAAAAGTTTCTAGCCGTTTAATGATCTTTGTTAGT 38074 A_95_P030936 TC74235

38995 459 65 778 TTAACTGCTGTTGGAACCAAGGGCACGTTACACCTTCACGACTTTATCATCCCTTTTGAG38076 A_95_P148707 EB678167

39003 459 73 919 CTCCTAAAGTGTAATTATGACGTTGCAAAATTTTTTCCCTCTCCTTGAATACTCATCTGT 38092 A_95_P245952 EB680458

39004 459 74 621 AGTTTTTTCCTAAAAAGACAAGGGTAAAGTGTGAAGGGCTTATTGGTCTCTTTGGATATT38094 A_95_P220152 BP133134

39006 459 76 458 GAGGTAAGGTATATGTCCCCTCCTTGTATTTGACATGTTAATATAATCTACAGGTCTGTA38098 A_95_P213272 TA20012_4097

39009 459 79 513 GGATAGGGGTAAGGTCTGCGCATACACTATCCTTAACCCAAATCCTACTTGTAGGAATTC38104 A_95_P105772 CV017611

39013 459 83 835 GTAAATATACTCGTCGCTCTTTATCTTGTATCACTTTCAAGGTCTTTTCCCCTGCTCCCT 38111 A_95_P313153 FG155155

39017 460 2 571 ACACAGGGCGTTTCCATTTTCTCTGACTTGAAACTCTATAGAGATAATCTTGCTAATGTT 37952 A_95_P046021 BP131287

39018 460 3 404 GTCTTTGAACAAAAAGACCACTTTGATTTCTTCCTTATAACAGATCCAATGAATGGAGCT37954 A_95_P036418 BP128726

39019 460 4 666 GCTGTGATGATTTTGTGCATAATCTTTTACAATGTGGCTCATAGGCTTCCGGTAATTAAA37956 A_95_P136807 FG157644

39023 460 8 808 ATAAAGCAATTGGAGAAAATGGTTTCAAAGTTGTTACCCTTCTCCGTTTGAGCCCTTTGC37964 A_95_P130617 TA17898_4097

39027 460 12 818 GCTGTTTGTTTTGTTGCCTAGTGTTTGTAAGTTAACATGGTCTACTCATGCTTGAAATAA 37972 A_95_P247472 EB426399

39029 460 14 0 CCGTTCAAGCCATATCTAAGCTTACCACCTACTTGGCTCATTGAGTTGAAGATCTTGATG37976 A_95_P315623 A_95_P315623

39031 460 16 577 TATTCAGAAGTTTTGTTAATTCAACTGTCCCTTAGTGTACCCTAAACCTGTTTCATTCTC 37980 A_95_P143602 EB446852

39035 460 20 213 GCATCTCTTGTTCCTCCGTATACACAGATTGCTCGTATAGTAATTGGAATGATTTTGCGA37988 A_95_P209392 TA19180_4097

39039 460 24 762 AGTGTCATAAGCCGGTTAGTTGAGGAGTTTGAGCAGAGGAGTCAAGTATTTGGTGACGAT37996 A_95_P135347 EB438738

39043 460 28 799 ACAACATACCCAGTAAATCACACTAGTGAGGTCTGAGTATTTTTCATAGCTTACTTTGTG38004 A_95_P119832 DV999443

39048 460 33 398 GCAATTTGCTCTTGAATTTGATGGAAAACTATTGCTGCGCCATGTTAGGCGCTTTCTGTT38014 A_95_P029056 EB443749

39051 460 36 781 ATGTGCAGATGGAGGGTCAAAGCATTTAGAAGATATGAGGGAATTAGGTTGGAAGGTTTT38020 A_95_P253059 EH621755

39054 460 39 345 TTTTGTGCATCAACTGGCTGAATTGATCAAGTTGGGATTCATCCTGGGAATTCGATGAGG38025 A_95_P083820 BP528864

39057 460 42 725 GAAAGAGCACACTTCTTGAGGCGTAAATCTTTGAATGCGATGTGTTAACTTTCCTCGCAT38031 A_95_P273656 FG186025

39069 460 54 446 TCTAGATTGAATACATAGCAGAGGTTTGTGTATTAGCCAGCCTATTCATCCCATTTATTA38055 A_95_P201822 TA17504_4097

39072 460 57 432 TGGCGGCTTGTAAATATTTGGCCTGTCTTGGTAATTTAAGTGCTATTAATAGCACTATGA38061 A_95_P162047 EH620787

39074 460 59 583 TGATTGATGCACTTGGCGACAGTTTGAATTTTATGGAATTGAATGAGTCCTATCTTGCTT38065 A_95_P141082 EB451357

39078 460 63 581 AGTGCCTTTGGATGGAGATTTTATTAGCTAGTGTACATCCCTGCGTCTTGTTCATTTTTT 38073 A_95_P201732 FG168935

39079 460 64 534 CCCCCTGCAAATTCCATCCAAGAGAAAGTGCAACAGAGAAATTTCCTCGAGATGAATATG38075 A_95_P140542 EB444438



39082 460 67 386 TTCTGAAATTGCAGAGGCATTGGTTCGATCAAGCCGCTGAGTATTGGAAACAGGCTATAG38081 A_95_P047176 BP131588

39084 460 69 365 TCACATGACGCTGAACATGATTTCACCGGAGACTCACTCAACAGTGCTTGAAGTTATAGA38085 A_95_P074185 BP526401

39087 460 72 589 ATGTCGGAAATCCATGTTTGGATCCTAACCGCGGTTTGTTGCCGTTTCAAGAGGATTGAT38091 A_95_P031711 BP133329

39103 461 3 179 GTCATATTTGACTCAGCTTATATGCGGACATTATGATGTATGTGCTACTGATATTTCCTT 38121 A_95_P132902 EB433714

39108 461 8 541 TAGCATGACACCCTGAGAAGTACTGGATTGTTTCTTTTATCACGAGAATCTTAATAAAGT38130 A_95_P029731 BP136973

39110 461 10 839 ATATAGACGATGTTCTGATTCACAGGCACATCTGCCACCTCGCAGGTCATTGTCTGATTT38134 A_95_P283048 FG152355

39112 461 12 647 GACATATATGTGACTGTTACCAAAATCTGGGGTGCTTTCTCAATATAGGCTAAATTGTTT38138 A_95_P026706 TA20202_4097

39113 461 13 600 CCGGGCTGCCCATGTCAATAAAATTATTTGTTGAGATTTGCATCTTCAGTATAGGTGCTA38140 A_95_P001226 FG644966

39114 461 14 660 GAAAGATTAGAAGTGCTTGCAGAGAAGCACAAACGTGGAGAAGCAGCAAGATTTATTAGA38142 A_95_P250227 EB680783

39115 461 15 737 GAACATCTCTAGACTACGATATTGTCTCTTTCTTTTAGGTGTGATTGTCATGATCTCTAA 38144 A_95_P014711 DV162480

39126 461 26 689 CGCTCTCTTGCTTTCTCTTATGCAGCTTTCATTCCAAAAGGTTTTAAAGAAAGAAACATT 38165 A_95_P307553 FG638693

39130 461 30 1427 AATAAGGAAAGAGAGTTAGAGAGAGAAATGCCTTAGCAACGCAACGCAACGCAACGCAAC38173 A_95_P189082 TA14714_4097

39131 461 31 280 CCACCTTGGGTTGCAGTGACTACATAAAGCAGCGATGCACATACTTATCCAAACAAAAAA38175 A_95_P039846 BP129666

39134 461 34 299 GCCCAAAGATGGGCAAGAATTTGGTTGTTTTCTCCTTTCATATGTAATGAATGTATTACA38181 A_95_P162702 EH621693

39137 461 37 423 GGTTTTACATTGCCATTGTTGTCTTATTTGGTGACAAGATATTACGGATCAATACCCCCC 38187 A_95_P033324 AJ344616

39143 461 43 465 GGAGATTGATACTTAACCTGTTATCACAATGGTAATACGTCCCAATTTCTTTTTAGACGT38198 A_95_P095983 BP533417

39147 461 47 778 CCTGTAATAAGATTTTTCGTTCACTTTTTCCTGCCAGTGTTATCAGTTTAAAGTTGGATG 38206 A_95_P190247 TA14969_4097

39148 461 48 1310 AGGGTGTTGTTCAGTGGTACCATTCAACAATAGCAATGCCATTTTTGTTTGTCGAAAAAA38208 A_95_P238099 AF191497

39152 461 52 529 GCTACTTCTCAAACATGACCCAGAGGACTGTTAGGGACAAATTTGCTCGTCTAACCCAAA38216 A_95_P222452 TA22036_4097

39153 461 53 573 TTCAAGTGGACTAACGTACAGAAGATCAGCCAGATCTATGCTGACTGGATTGAAACGGGT38218 A_95_P235734 BP131939

39160 461 60 852 GTTTTGCCACTACTTTGGTCAGCTGCTTGTACAATTTCAATATTCAATACATTTCCAGTG 38232 A_95_P110122 TA12996_4097

39162 461 62 861 ATTGGCAGTGTCTTTGATCCAAGTACGAGGGACCACATACAGAGGCTAAAAAAGATGGAC38236 A_95_P247687 EB441414

39163 461 63 753 CCATGACGTTAATGTTTCTTCACAATCTATTTACTTTCTCGAAGCTCCTACTATGTCTAA 38238 A_95_P187312 AB079020

39167 461 67 767 TTCCATCGCAGAGTGTTAACTCCAGATTTTGCTCGAGGTCATTGAGTTGATTATCTGTCT38246 A_95_P149332 EB679168

39168 461 68 735 CTCCCTCTGTTGTAATGTAAATGTGGTGAATTCTACATTCAGGTTTTCATCATTAGTGAT 38248 A_95_P117362 DV160260

39169 461 69 856 TTTACCAAGGTCATCATGGTGATCGTGGTGTATATCGTGCCAATGTGATTTTGCCGGCAT38250 A_95_P228909 DV161164

39170 461 70 339 ATAGTTGCTCTTCCTCTTTGGAATTCACTGTCAGGCTATCCTTCTGCTTGTATTTACTTC 38252 A_95_P081525 BP528277

39174 461 74 487 GTGGGGAGAAAGGAACAAGATAGATCTGATTGTGAACTGGTCACACCCTGGTTTAAGTTC38260 A_95_P087708 BP529862

39181 461 81 399 ACACCGTAGTAGCTTTAAATTTCTGATGAACTTGGGATGCTGTATTCAAATACCTTTGAA38271 A_95_P022811 TA18295_4097

39182 461 82 751 GTAACTAATAGAGATACAGTGAAACATACAAGTCTCTTCTTAGGAGCTTATGAAGAGAGA38273 A_95_P253449 EH621440

39183 461 83 711 CTCAACTGTATTACTAAACTTTGCCTTCCGTTGGAAGTTGGCAACAAAAATGTTAGCGCG38275 A_95_P211117 DV158613

39184 461 84 574 TTCCTGATAAGCAAGCCTACAGGTGCCTGCTTTGTTCTAATATCCATTCCGTAATCATCA 38277 A_95_P005331 BP130890

39189 462 4 346 TATCTCTGTAAGGTTCAGCGATGTTTTTGAAGGACTAAGCAGTGAAGGAAGCCTTTTATT38124 A_95_P098958 BP534709

39198 462 13 379 ACTCTGACTGTAGCTAGGACGTAAATCACATCTTCCTGACTCTCCCTCAGCTGATTTTTC 38141 A_95_P259791 EG649515



39203 462 18 460 GAGGGAGAGGAGATGAACAGATCAGTTCTTTGGGAGATACTGTGGATAAAGTACAATGAG38151 A_95_P073405 BP526206

39204 462 19 696 TATTGGTTGATCGGGAGTAATTTATCTTCGAGAAATGTTGAGCGCCTCTGCAATTTTAGC38152 A_95_P186842 TA14213_4097

39205 462 20 253 TTCATTTGTCGTAGTAGTCATTGGCTCATCTCTGTTCCAAATAATAAGGACCGCAACCAG38154 A_95_P114067 CV021429

39206 462 21 656 CTACCAAGACTCCGTGATTATTTAGAATCTTTAAAGGGTTCTGGTGAACTTGTGCAATTG38156 A_95_P284653 FG641345

39208 462 23 399 ACATTGAAGAAAACGCGTTCAGGCCTGGTGTAAACCAATTGGCTTGCACAAAGTGCTAGA38160 A_95_P091213 EH665799

39212 462 27 269 CATACTTTTAGGGATTCCACTGAGAAGCTTCATTCTGCAAAGAGGGAACTTGCAGCTAAG38168 A_95_P217787 TA21018_4097

39214 462 29 654 TCCTATGGCCTGTCCCCAGTTAATTCCTACCCTGCTCGGTGTATTGATGTTGCATATTAT 38172 A_95_P053931 BP133312

39218 462 33 134 GTTCTCGACTTCAAAATTTTGTAATACAGTCTACTATCAGGACAATCAGTAGTGCAATGT38180 A_95_P133077 EB434145

39219 462 34 919 AAGGATGCAACTGAGAGCTCACATGTGTATGAGCTATACGCAATAAGCAACCATTATGGC38182 A_95_P261411 DV161227

39223 462 38 776 TAACGGGGAAATTCCCGTCCAATTTCTTGCAACAAGGAAAAGGAAGTGACACGGATTTGG38190 A_95_P026161 EB425857

39224 462 39 988 GTTCTGGTAGATGCTGAGTCTGCAGTGTACTCGTTATAAATGTTTAATGATCTATTGGGG38192 A_95_P185057 TA13833_4097

39225 462 40 881 GATGCAAAGCTCAATTTTGACGATAATGCTGCTTACCGTCAAAAAGAAATCTTTTCTCTT38193 A_95_P008511 TA13724_4097

39227 462 42 387 ACAGGGGCGGTCTTTCTACTGTATGAATAAATAACATAGATATTTCACTATCATTGACCA38197 A_95_P134827 EB437665

39229 462 44 731 TCTCAGTCGAATATTTGGAGCAAAACACTGTATCCGTTGATTCCTCTACTCTATTAAAAA 38201 A_95_P313183 FG155257

39231 462 46 620 GCTGGGCCAACGTTTATTGTATTGACGTTTAGGCTTCTTATATCAGTTTGCTGTAGATTA38205 A_95_P222337 TA22012_4097

39235 462 50 450 CCTTTTGGTTCTATCGGAGACCCGTTCATGGACTCGCACATGACTGGATTTATAGAACAA38213 A_95_P123907 FG139259

39237 462 52 112 CTCGATCACAGCCATTAATCTATCAGATGGTGTTTTTCTCCAGCATTTTACTGATAATTT 38217 A_95_P164467 EH623707

39238 462 53 563 CTTCTTCTTCTTCTTCATATAGTTGGTTTTATTAGAATATGAATGGCTGTGGCATACTGG 38219 A_95_P016831 AB015760

39244 462 59 2122 GTGCGTGCTACCCAAACAAGATTAGTAGTTGAAATAGGTTTGATTCTTGTATATATCGAT38231 A_95_P017546 TC47444

39251 462 66 278 ACTTCAAAGGTCATAAGAATGGTATAAGGGGAAGATTGGATTAGTTTGGTAGATCGGTCG38245 A_95_P033959 AJ717944

39252 462 67 268 GTTAGTGTAATCTAACTTTCATGCGAATCCCAACATAGTGTAACAAAAGCTCGATCATTC38247 A_95_P141927 EB445533

39253 462 68 677 AGATTGCCAAAAAGGCAGGCTGCATTCTCTCTTACGACCCAAATCTAAGGTTGCCCTTAT38249 A_95_P292118 FG201107

39254 462 69 586 TTTGTTGACTTGACATTCCCTTTCCCCCTCTCTGCAATGATGTTCTTGAATTCTCTGATG 38251 A_95_P162232 EH621123

39259 462 74 1742 GGCCCTAAGTTGATTGTCACTGGATATTTAGTTTCTATAGAAAGATAAACGTTTCAGTTG38261 A_95_P013386 TA12466_4097

39260 462 75 533 TTTTGCTGGGTGAGGCTCAGAGCATTATTGCTCTCGATCTCTTTGACCAGTTGGAAAATC38263 A_95_P052801 FG199640

39263 462 78 390 AATTCATACAGATTGTGAAAAACTCTTATTACTGATCTTGAGCTTCCTGTATCTGACTGG38267 A_95_P105862 TA12574_4097

39269 462 84 766 GAATGACAGCGAGTGGGCTTTGTTTCTAGAGAAGTTTGAAGAGCTGCTTTACCCAGCTTT38278 A_95_P149567 EB679467

39270 462 85 704 GCTTCAATTGTATGAAAGCTGTCACGTTGGGTTACCAGTACAAGGGAATTTTATCCTTGC38280 A_95_P143717 EB446936

39271 463 1 620 AAGGAAACTAGAGCGTTTTTGCTGTTCTAATTTCACTATGGCATTATCTTTCCGCCTGAT 38281 A_95_P303388 FG134173

39273 463 3 209 GCTCATTCAAATCTTAAATGAGTCATCTGGGGATTCTTCAATCGAAAAATTGATAGGATG38285 A_95_P210392 TA19387_4097

39278 463 8 849 GTTATGTGTCATTCTTGTTCACATGGCTAACATCCATGGAAATTGTAATTTGGCATTGTA38295 A_95_P236239 DV160810

39280 463 10 1691 CTAATTAGCTTCACATTTCCTTAAGATTTGAGTAATCTACTTGGTTTTGTCGGGTTGAGT 38299 A_95_P192752 TA15522_4097

39283 463 13 551 GTTGTTCCTTTGTTGTTTGTAAATAACTTTGCATCCATGTGAGATGTAGTAGGAAGTGTT38305 A_95_P209772 TA19261_4097

39284 463 14 453 TTGCTCCTTGCTTTTTATAAGTGCCTCATGGATTTATGACAAGGTCAGGTATCAATAATA38307 A_95_P139812 BP534904



39293 463 23 855 GCCAAGTGTAAACTTTGCAATTTGTTTTTGGACAAGTTTATTGCGTTAGACCAATGGTGT38325 A_95_P248497 TA13181_4097

39294 463 24 648 CTGACTTGATAGCTCGAACGGCTTATGTATTTTTATTTTGGTGTGTTTATGAAATCAGCT 38327 A_95_P159347 EH617446

39298 463 28 561 CCAAAGATGCGAAACAGTATGCATCGAGGATGAAGATTGTGCATGCCCAATGTGCAAAAT38335 A_95_P060025 BP134894

39299 463 29 417 ATCCCAGACCTTCATCAGATCTAAAAAGGGTCTTAAGGTTCTTGTATATGTTATCATTTG38337 A_95_P033644 AJ632880

39301 463 31 839 ACTCGAAATGCATAGATTCAGTGAAAGCCATGATGATGCTGTGAACTCTTGTGGTTGACC38341 A_95_P313143 FG155134

39302 463 32 718 CGCACCAAATCTCAAGTTGCTTTCTTCTGAATTATTCTTGTGACAATCTGAGTCTTTTTT 38343 A_95_P217707 TA20994_4097

39306 463 36 833 CTTGTATTAGTAGAATGCAGTACACTCCAGGAAAGCTAATTAAGAATCTTGGGTCTTCGG38351 A_95_P141147 EB679902

39307 463 37 585 GAAGAAGAGGTGAAAAACACTTGGCAGACAATGCCAATTTTAATATCATTCTCTTATGAC38353 A_95_P244232 FS411833

39310 463 40 469 GACCGTGGATGGAGTTATTTAGCATGCAAAAATTGCGCAAAGAAAGTAGACAGAGGGGAA38359 A_95_P080650 BP528056

39322 463 52 780 AGGAAGCAAATAGGGTTTCAGAACTCCAATTTCTCCATGAGCTCGTGACTAGGTTAAACA38382 A_95_P136067 EB439639

39323 463 53 557 GTTTCATCTGAAGCCGTTCTTGAGTCTATGCTGTCGCAAAAGAGGTCGTTGTTATCTTGG38383 A_95_P042181 BP130292

39334 463 64 630 TATTTTCCAAGTTTCAGTGGGTTGGGTATAAATCAACCACAACACCCTTTTATCAGAAAA38405 A_95_P228379 FG638986

39337 463 67 856 ATGGTGCCTCAATAGAAGTTGCACAGTATAATCCACCATTTACTCTTCCGTTCACACGTC38411 A_95_P196732 DW000294

39340 463 70 866 GGTTGATGATGAAATGTGTCTCTCCTCCCCATCGTCAGATCTGAAATATGTGACTCTTCT38416 A_95_P254954 FG160502

39344 463 74 102 GGGAATCTGTCGTGTTAACCTAGTGTACTTGTTATACATTAGCCATTGACTCGCAAAAAA38424 A_95_P257359 EH623173

39349 463 79 387 AAAGAGATTGTTGGATCTTTGCTTGGATCGCATCCGCAAAGCTTGCAGACAACTGTACTG38434 A_95_P170366 AJ421413

39350 463 80 535 ATGGGCGATTATAGGAGCCTAACTAATTTCAGTTAAATTAGTTGTTGGTACTTGAGTTTG38436 A_95_P209562 TA19217_4097

39351 463 81 832 TCGGAGTTGGAATTCAAATACTTCAGCAGTTCTCTGGAATCAACGGTGTTCTCTATTACA38438 A_95_P282263 EB682554

39356 464 1 782 TAGGATGATTTTGAGATCTTTCAGTGTTGTACTCTTCCCTGCTTTAAAATGATTGGGTTG38282 A_95_P000616 TA12414_4097

39358 464 3 646 AGGAAGCTAAAAGTTTTGCGGTTGGGAACAGAGCTCTTGCTGCTCTGTTTGTACATACTC38286 A_95_P144917 EB448475

39362 464 7 267 CGAAGCAGTTGAACCATATCTAGAGCTATAGTTCCTATAGTATCTTGAATATATGGGTTT38294 A_95_P070585 BP192672

39363 464 8 714 CTCAGAGCAGCTTATTTTGACGACAGGCTTCCATTAATAATTCATTCTGCAGATTATGCT38296 A_95_P123612 DW003482

39364 464 9 215 TCAAGTGGTTCCTTGATGCCCAAACATGTCAACTGGTAAAGATCTCACTGCATCATTTTT38298 A_95_P089678 BP530599

39376 464 21 1026 ATTTATGAGGGGCAAATTGTACATTCGTTTCGTCGTTGAATTCCCAGATTCATTGAACAC38322 A_95_P093233 AJ299254

39379 464 24 1096 CAAGTTTATTATTTTCTTGGTAGATGGATTGGCCATTCTTATGGTCTTTGTTTGAGTTGG 38328 A_95_P014131 TA16725_4097

39380 464 25 1233 GAGAAATGAAAATTCACACCGTCGCCCCAACTTGTTTAAGACTGAGGCGCAATTGTAGTT38330 A_95_P018136 AF390556

39387 464 32 812 GGCTTCTGTATTGTTTTTAATGTAACTTGACACCAAAGTGGGAATAAAGATATGCAGGTT38344 A_95_P011406 EB425761

39388 464 33 315 GTTACTTGATTGAGAAACATCCTGTACTATTTCTAATGGTGATTCAGGAAGTTCCCTTGG38346 A_95_P142912 EB446307

39394 464 39 765 GGTCACTTAGTATTATTCTCTTCTAGGCACTAGTTTCAGGTCATATTTTAGTTTTATGGG 38358 A_95_P227334 EB451548

39397 464 42 787 AATGGATAGCATTCAACACTAATGACAATGCCATGATCAACACCCTGAGTGGCCGTACCT38364 A_95_P125952 EB425138

39398 464 43 890 GTTGCACTATTCCTGATCCTTCCTACTATCGAAGCTACCTTACTTTCCACAGAAAACAGG 38366 A_95_P009156 EB677644

39402 464 47 823 TAATAACTTGCTCTCTCTTCTAAATTCTCTGTAGAAAGTTCACTTACCCAAGTTGTGACA 38373 A_95_P151482 EB681683

39404 464 49 379 CAAGCAATGGATGAATTGTGTATATACAGACCTATACAGAAATATGCTATAATCGAGCGA38377 A_95_P136997 FG638503

39408 464 53 697 GCTGCTGTTATTATCGTTGAATCTCTTCTCCCATCTCAAGAGCTTTGCTTGATATTTTCA 38384 A_95_P301348 FG186234



39409 464 54 1523 GTGATTCCAAGATCTGGAGCTAATTTGCTAACCTCAAACTCATATTGATTCTTGTAAGTT38386 A_95_P196037 TA16252_4097

39413 464 58 604 TGCCTCTGCTGTAGTTGAATCTATGTTCATATATTTTGTTTAATCTGTCGAGAACATAGC 38394 A_95_P211257 TA19571_4097

39415 464 60 731 CGGGGTTTGTCCGTCGGTTTTGAAATACTTGGGTTCAGTATTTTCTGCATTTTTAAAAAA38398 A_95_P002721 EB678636

39417 464 62 572 GTACCTGTTGAAGCTGTTGACTTGCCAGGATACTTGGTTTTGGGTGAATTCGGAAAGAAA38402 A_95_P069750 BP137474

39419 464 64 838 TTCAAAACAGCAGGTTTGTAGAATCAGTGTTAGATGTTTACTGGGAGCTCCCTCCTGTGG38406 A_95_P296223 EB450843

39421 464 66 342 GCGGATCCATTTCACCTATGGGCGTAAGAGGATAATATGGTGATAGTAATCTTAATGAAA38410 A_95_P134142 EB436062

39440 464 85 462 CTTCTCTAATGTTCGCAAGTTTGGCAGAGAGTGTCACCTTTCAAGATATCATCCCATGGT38446 A_95_P209812 EH616377

39441 465 1 1890 AGATCAATAGGTGCGCTCCCAAACAGGATTAGTAGTTGAAATAGGTTTATTCTTGTGTAT38447 A_95_P019851 AJ002314

39443 465 3 500 ACCTGATTCCTTTAAAGGATATGTAGGCAGCCTCATAGTTTGGTCTAACCAAATAAGAAT38451 A_95_P308058 FG640649

39449 465 9 853 AAGCTGCTTACAGGGCCATTCACGACTTCTCTAAGCCATTGATCAACATGATGAAAGCTG38462 A_95_P226224 EB442821

39452 465 12 619 GGTTTCAGAGACCAACCCGTTGTTATTTACATTAAACTATACAAGGTTCTCTGTTTTTGT 38468 A_95_P194587 FG637891

39455 465 15 638 TCAAGAGCATGCTTGACAAAGATGAGAGAGTCATACGACATCTAGTGATGAAGCAGGACA38474 A_95_P145512 DV160165

39456 465 16 537 GTTTGGGTCTAGACTCTTGGTCAAATTTTGTTTCTAGATTTCGAAATCAGGAAAATACCA38476 A_95_P163337 FG643534

39458 465 18 328 GGGCTAGGTAGTGGTATTATCTTTGGACTTCCGCATGTTTAACTTACTGTTTTAGACCTT 38480 A_95_P222802 FS433138

39461 465 21 838 CAAACGGTGATGATCATGTGACTCTGGCTGCTGTAATATCTTCCATTGTTTTCCAAATAA38486 A_95_P269546 FG161244

39467 465 27 524 CTGCATTTGCTCTTGTTATTAAAAACTATCTGGATTTCTGCTTCAGTAGAGGCCTGCAAT 38498 A_95_P131652 EB432004

39468 465 28 682 GTTTAAAAAGATCATTTACGTTAATGTATGGTGTCTTGGACTTGGGGCATTATAAATGCC38500 A_95_P182257 TA13169_4097

39477 465 37 389 GGACATTTTCTTCTTCTTCTTGTCGGAGTGAAACTCCTTCTATGTGTTCTACTTCATCAT 38518 A_95_P159547 EB682721

39478 465 38 594 ATGGCGTTCGCAGACCCGTTTTCTCCCTTATCTTCTGCTATTTATGATATCTTCAGACTT 38520 A_95_P303343 FG644449

39480 465 40 210 ATAACTTTCCAGGCAGAGTTGGAACTGGTTGCTGATTAAGAGTCTTAACTGACCGGGTCT38524 A_95_P094803 BP532877

39486 465 46 408 CTTTTTATAAACAAGGTTGAAGGGGGGTGGGGGGTTTGAGTAAAGAGTCAGGTTTACTTC38536 A_95_P072205 BP525899

39491 465 51 815 GAGAAAGGATCTGCTTAACAGGTTTAATCCGTTCTCTTCCCCTATTGTTTGCGATGTTAT38546 A_95_P154007 EB684167

39495 465 55 388 ATACGTGTAAGATGGTATTGAATTGGTTTTGTATGCATGGGGTTGCTCGTGTACACTTTC38553 A_95_P142362 EB445845

39500 465 60 688 TAAAACGGGTAGCATATTCTGCTGTTGTGGTTGCTGCGTGTATCTGAGCATTGCATATGT38563 A_95_P301263 FG174837

39503 465 63 772 TCCACTGGTTTATGATATCAAACACCTGATGAAGTTCTGTAATAGCCTTCATGGTGGCTT38569 A_95_P117617 EB679871

39504 465 64 1779 AAATTTCATTGTATTCTTCGTTTCGAGGCCGATTTAATAGATGGTCGACAGTGATTTTCT 38571 A_95_P008811 TA15510_4097

39505 465 65 1141 CTGTGATAGCAGCTGTTATTCGATATGTTTATGTCATCTTAAGATGACTTCTGGCTTGTC 38573 A_95_P026306 TA14719_4097

39506 465 66 731 CTTGACAAGGTCTACGTTGTGAATGTCCTAGGATACATAGCATATAATTTTGTAATAGGT38575 A_95_P217262 TA20894_4097

39512 465 72 471 GTGGTTAAATCCGCCTTTAGGTGTGAGATACATTATGTTTACTTCCTACAAGGGTGTATT38587 A_95_P235479 FG644993

39514 465 74 189 GCAGCGACAACATCATAATTTAACACATACACACACACTTTCTACCGATTTCACAAAAAA38591 A_95_P097763 BP534188

39516 465 76 201 ATTGTATTCTAGGTTTAGCGTGAAGGTACCTAAATATTGCGAGGCAATTTGAAATTACAG38594 A_95_P109747 CV019433

39518 465 78 774 TATGCAAAGTTTGAGTTTGTCATATCCAAAAATGATGGACGTTGCAGTACCAGCTAACAT38598 A_95_P272496 EB450503

39520 465 80 744 GTATTGTAACATTTGCTGTGATCAAATCCAGTAGGATCAAAAGCAATGGCTAGATGGCAG38602 A_95_P263776 EB451244

39523 465 83 109 CTTCTCCTTCTTGCTCGTGATTGCTTCTTATAAAATTTAAGTAAAAATACATAGCCTGGC 38608 A_95_P098783 BP534638



39527 466 2 759 ATATCTCATGAGGTACCATTATTGTGATATTCGGATCGTTGCTGCTTGTCGGGCTGCACT38450 A_95_P273316 FG142451

39528 466 3 821 GCAGTTTCCAGTTAAAAATCTGAATGTCGACCATCATCATCATAGTATGGAGCTAATTAT38452 A_95_P242437 DV999851

39530 466 5 422 CATGGGATCCTGTAAGATTATACTGACAAGATCTCCATCGTGTCTACACCAACTGCTGCA38455 A_95_P098698 BP534604

39532 466 7 0 TTAGGCTCTTCATCTAGTGGTTTGTGCTATTAAGAAATTCTTGCATAACTTGTGGCTTTA 38459 A_95_P308298 A_95_P308298

39533 466 8 1689 TGTTTGCAGTTATCTCGCTGTTTCTGGCACTCACTTGGGATAACTTTTAACAGCATTATA 38461 A_95_P026606 TA13264_4097

39534 466 9 985 TGCGGTGCGATCTAGACTTTTTTATAACGTGTCGAGTATATGCTTGTGTTATTTATCCAA38463 A_95_P189852 TA14876_4097

39541 466 16 602 TCACGGGCTAGAAAGCAATGGTGTTGACAACTAATTATATGGTGTTAGTAACAAGAGGTA38477 A_95_P123172 DW003067

39543 466 18 491 AACTTTCTCATGGGTCTTGGCAGGAAGGCAAATCAGGTGTACATTATTGATTTTGGACTT38481 A_95_P122207 DW002236

39544 466 19 764 TTGAAACGCCTGAACTCTCATTGACATCTTTACTTTTGGGTCTGTGCTTCTGATGCAGTG 38483 A_95_P253939 EH622184

39546 466 21 436 ATGGGATGAGGCTTAAACCGTCCTCCTTTAACTTTAATGAATAGATGCTGTGAATCATTG38487 A_95_P023116 CV017227

39551 466 26 138 TAAAATGAAGATGTTTGTTGTTGCTGTCGTCATCATGATGATGGCTATCTCCGCCGTGAA38497 A_95_P000818 FG633313

39553 466 28 538 GGGAATGCAACCCTTTAAGTTGTACCAACGTAGAAAGTCTTTATGTTTTGTGGTTAAATA38501 A_95_P024796 EB431293

39554 466 29 256 TGGTCTTAGTTTCATGAAGACCTTAATGTACCTGTGATACAATGATACCTGTAATCCTAA38503 A_95_P027636 EB445660

39560 466 35 425 CTAGCATTTCGAAGGTTGATGATGCACGGGAAATCATAGGTCAAGTGAAGGAGAAGTTTT38515 A_95_P164347 EH623536

39567 466 42 835 AAAGCTCGAAAGCTATCAAGTGCATTATCTGCTGCTAGCTCAGCTTGTGATCATATACGT38529 A_95_P130787 EB430890

39571 466 46 587 CAGAGTGTCCTAAGATTGTGGAATGGGCATCTTAGTTTGCAGCTACTCTTGACAAGCATG38537 A_95_P161997 EH620702

39574 466 49 761 TAAAGCCACTTGATCTCTTACCGACAAACGGTCTGTTGATGAATCGGATATTAATATGGG38543 A_95_P159967 EH618564

39577 466 52 775 GACTATTGGAGACCAGCTGCTGTTTTCTTCTTGATCTTGCTCGACCCTTTATTTGGTCTG 38549 A_95_P001401 EH620962

39580 466 55 822 CAAGCTTTCCTTTTGCATCCCTATGTTTGTTGTCTTTGTGAGAAATAGAACAGAAGTATT 38554 A_95_P183872 AB049816

39582 466 57 490 GATCCCCCTGTAATAGTCTTTTAAGGTAAATTCGTGTTCCACAATTTATTTGTGGTGTGT 38558 A_95_P182972 TA13347_4097

39587 466 62 883 CTATTGTAAATTGAAGTATATGCGGGTGGCATAGAGGTGAACTACTGTTGATCACATTGG38568 A_95_P268106 DV999551

39588 466 63 510 GAGAGGAAAGAGTGAGGTATTTTATTTGTTCATGTCACAAGGGCCTTTGCCATGTTTGGG38570 A_95_P164017 EH623119

39591 466 66 319 GGGCCAGAGTTTTTGGTCTGACACATAGGCTTTTGAATTGATCGTTGAATTTACTGAAAT38576 A_95_P142887 EB446289

39592 466 67 502 ATCTTTTCGTTGAGGACCTTATCCCGTCGTTAATTTTTTCTTTTGGAGGGGATGGGGGTG38578 A_95_P282003 AM792648

39593 466 68 563 TAGAATTTCCTGTCAGATACCTGAAGGAGGACAAACCACATGGTTCAGCTGGAGGACTTT38580 A_95_P157567 EH615620

39597 466 72 457 TGTATGTCCGATTAGCTCTTTGGTTTTGGAAGCTTTGGATTATAAATTTTGCATACTCTG 38588 A_95_P212522 TA19854_4097

39598 466 73 797 ATGTTTTACGCATAAGTCATACAGGGAGATGTAGTTTCTTGGTAGCATTTTGGGTGCTTT38590 A_95_P297303 FG140103

39600 466 75 1478 ATCTTTCGAACTCTCCATGTGTCATTTCATGGAATGTTGATGTGGAATTGTTTCTAATAC 38593 A_95_P178327 TA12217_4097

39605 466 80 841 CTCATATTTTATATCATGGGATTTCATGTTGGATGGATGGACCAGTGTGTATGTCAAATT38603 A_95_P016766 DV160218

39609 466 84 593 GTTTGATTGGGATCTTACGCGTGCTTAATTTATGAATTTGAATATGGTCTCACACTTTTG 38611 A_95_P152852 EB683190

39610 466 85 1193 AACTAAGGGGTCTTATTCATGGTTGATTTGCTTCTTAAGTTATCTTTGCTGGTGTATCAT 38613 A_95_P153747 AF352797

39612 467 2 522 CATAACAACTCAGATACAATATGGCAGGTGTGGATACTACCCAGCTGCTTGAGAGGTTTC38616 A_95_P054631 BP133489

39617 467 7 657 GCCTATCCATGCTTTAGTGTTGTTAAGGGTTTTTATGTATTTTCATCTATGGCTTTAGCT 38626 A_95_P140022 TA17508_4097

39618 467 8 139 GAGACTCTATGGGAGCTTGATCGGTTTGTGACCAATTGGAAGAAGATGGTGAGCAAAACT38628 A_95_P034379 AJ718638



39619 467 9 1463 AGGCGCCTTGTGTTTGTTAGTTTATCTGTGCAGTATCTTATACTTGGCTATCCGAAAAAA38630 A_95_P117102 AB505625

39621 467 11 1391 TCGGTGCTTCTACTGAAAGACCGAGATGTAGTTGTATTTATCTACCGATAAATGTAATAC38634 A_95_P025821 TA15595_4097

39622 467 12 944 GCTCTCTTATGTAGAACTACTAGTTAGTAGAAAGGTGTGAACTGATAATGTGTAGTCAAT38636 A_95_P199712 TA17052_4097

39627 467 17 835 TTGTAATTCTGGCTTAACTGGGAAGAAAACTGGAAAGGCAATCATTCTTTGTTTAGTTCG38646 A_95_P230679 DV157898

39628 467 18 528 AGAACCATTTCCGTTGTCTACCAATAGCTGGTTTTGCTATATTTTCCATCTGCTGTCGAG 38648 A_95_P290518 TA13817_4097

39632 467 22 693 ATGAAACCACGCTCAAAGGAATTGAGAGTTTACATTTCGATGAGGAAGATAGGGGTCACT38656 A_95_P210717 TA19455_4097

39636 467 26 347 ATGAACGAAGTAGATCGCCATGTACCTTATTTACTGAAGCAGACGTCATGCCAAGCTCTG38664 A_95_P158407 FG645271

39638 467 28 311 AGAAAAGACAGTTCTGGGCATCGGCTGAAGGAAGCTTCACAATTTGATGAAATGGTGTTG38668 A_95_P131227 EB431373

39639 467 29 572 TAGGTTGTTTTTCGGATTGGGGTGGTGTTGGCTGGTATTGCTTCAAATACAGTGTAAGTT38670 A_95_P151417 EB681616

39641 467 31 690 TAAAACAGCCACTTTGGGTCATTTTTGAGACTTGGTCCAGTTGACCCCCACAGCCTAAAA38674 A_95_P159387 EH617554

39643 467 33 1065 TCGTTTGAGATTTGCACCGTCCTTTTCTTATTTTATAGATTTTTTGTGAGGGCAAAGTAG 38676 A_95_P180647 TA12795_4097

39644 467 34 1348 TTGGTGGACAGTGTTCGACTTGTTAAAGCCTTGCAACTTCTGCTGTAGTTGTGGATAGTT38677 A_95_P211582 TA19646_4097

39648 467 38 927 TGATCCTATGGTTCTTTGTTCTATTGAAGAGTCTGGAGAGCATATCATTGCTGGTGCTGG38685 A_95_P239779 EB442830

39650 467 40 271 AGATGTAATTTCTAAGATTCGGGGATACGGATCCTTGTACAGATACGGGTGCGGGTATTC38689 A_95_P088643 BP530163

39652 467 42 776 TTAAGAAAAATACTGCTGATAGTGTTCCACTGGAGCATGTTACGCGTATCTTCCCCATTC38693 A_95_P289343 DV158833

39657 467 47 893 TAGTGTGTGTTCACCATGGTAGTTTACCGACCCTTTCCTAGTTTCTACTTTTGTGGATTA 38703 A_95_P149347 EB679195

39658 467 48 866 CCTTGACTATAGAGTAGATTGAGGTACGTACATTTGTTAGCACTATTTTCTGAATGTCAT38705 A_95_P203982 DV158120

39660 467 50 209 CTCTTTTTGACATGTAGGTTTTATGTACAAAATTCGATATTTCTTCCCCCTTGTTCGAAG 38709 A_95_P130657 EB430725

39661 467 51 356 CGACTGGAATGGCAGTTTTATGCACTAGCTTGAATTCAAAATGGATTCAGATATAAAAGA38711 A_95_P232609 BP530829

39664 467 54 376 GTTGATGCTGCACGTAACTGTGTCAAGTTATTGGAAGAGAAAGGTATAAAAGTTTACAAG38717 A_95_P205822 TA18372_4097

39666 467 56 136 GCTTGATTGAGTCAGCATAATAGAGCTTAATAAATAAACAGCTGCCAAGTTGCAATGATA38721 A_95_P159757 EH618204

39671 467 61 727 AGCAGATGTACAGATGATAACGTGTTGTTTAGCAAATGAAATCAGAATTAGGGTGATAGA38731 A_95_P135662 EB439191

39674 467 64 814 TTGAGAGTTAACTATTGTGTATGCCGAGCGACACTTTTAAACATTGTTTTATCGTTCTCC 38737 A_95_P136007 EB439571

39677 467 67 969 CGAGAGATGATATTGACATGTGGTGCAACTTTGCTTATGAAGAGAGCTGATTTAGATTCG38743 A_95_P207147 TA18677_4097

39678 467 68 2086 TTATGGCGGCACAAACATGGTTGATGATTGATATACATGGTTGCAGTTGGTGTTAAAAAA38745 A_95_P237879 AF096299

39679 467 69 1188 TGGCACTGTTGATTTCATCTTTGGTAATGCAGCAGTCGTGTTCCAAAACTCAAAAATCGC38747 A_95_P019251 TA14653_4097

39680 467 70 443 GAAAATGTGTACTGCCGATCCTATAGAAATAAATGCTTTCCCAAGATACGAAAAAGCTTA38749 A_95_P130707 EB430778

39686 467 76 733 GGGTTTCTTTTTTGGGATGGTTCTGCAAATCAGTGTACCAAATATTCTGGACATATATAT38761 A_95_P122812 DW002768

39687 467 77 1037 ATTTGGCTATCATGCACCGGAATACGCTATGACTGGACAACTGACACAGAAGAGTGATGT38763 A_95_P019091 TA15002_4097

39689 467 79 1755 GTCCTTATGGAGCTTTCGTTTCAACCTTGTGCAAGCATATTGGATCAAATAATGTTTTAG38766 A_95_P010316 AJ344535

39691 467 81 351 TCCATGTAACTCCCTCAACCAATGATGTAATTCTTGACACGATAATGAATGAAGATTAGA38770 A_95_P306588 FG635682

39694 467 84 189 CCTGATCTTATTGCTTGATATAAGCATTATTATTAGGGGAAAGTGGCTGAACAACTTGGG38776 A_95_P097198 BP533925

39701 468 6 786 ATATTGAATAAAAAGAGAGTGACAAAAGAGGAGAGGGCCGTGGGTCAGATTTTTCTTGTT38625 A_95_P187597 TA14382_4097

39702 468 7 870 CAGTGACTGGGAAAAATCTGGAATTGCAAGAAGGGAAATTGATTGTGCAGAATTGGCGGT38627 A_95_P236289 EB678675



39704 468 9 413 AGAAGGGCCTAAAATTCTGTCCAGTTCTGCACAGGAAGTGCAGGCTGAAGAGTTTGTTAT38631 A_95_P075235 BP526673

39706 468 11 709 GGTGGCCAAATTTTATAGCAACAGATCGAAACTTGGGTTCAATGATTATTGTCTCTCTTG38635 A_95_P124322 FG137969

39709 468 14 338 AGAGTGCCGGCTTAAATAATTTTAGTGCTGTTGTAGCGAATTAACTTGATTCTACTGTTA38641 A_95_P140302 EB444262

39713 468 18 166 AAGCTCGAATGGTACTACCAATTCTCCTGATGATGAAAATGGGCATGAACTGGTGGGCTA38649 A_95_P154537 EG649632

39715 468 20 803 ATTGTGGAAAGCTTTCTGGCATGCCTAGTGTTCTTCACAATGGTGGCAGAACATTTGACC38653 A_95_P224042 TC50531

39716 468 21 855 ATTGAACCTGAACAGTGAGACACATATCTTGTTCAAGTTCTGGTGTACAATCTTTCAATA38655 A_95_P230469 DV158286

39720 468 25 899 CACCTGTCTTATCTTATGACAATCTGAAGACGGGTGCTGCTGCTGTTCTGTAATTCTGTT 38663 A_95_P186932 TA14233_4097

39722 468 27 850 CGTTTATACCTGCTTTGCGTTGGATATATAGATGTCTGGATTCAAAATTCTGCAAAGTAA38667 A_95_P211652 EB435434

39724 468 29 724 GGGTGAGCTTGATGACACTGCTGCTTTCAGAACTTCAAAATTGGGGAAATATTGAATTTC38671 A_95_P160997 EH619706

39725 468 30 727 GAGGATTGTAACCTCATGGTTTCTCAATGTTCCTATTTTCTTCCCTTCCCTGTTTCAACT 38673 A_95_P204957 EH619176

39729 468 34 984 TCTGAGGACTAAATCAGGCAACCTATTTATCCTGTTCATCTGGACCCTTGGACTAGACTT38678 A_95_P252024 AB195470

39730 468 35 256 TAGAGTTTGCACACCTATGGAACAAAGCTGTGGATCAGGCATTAGGACCTGTCATCAAGT38680 A_95_P111847 FS407121

39736 468 41 465 AGTCAGGTGTTAAGACGAAGAACAGGCAGGCTTCAGACTTCATGCTAAGAAATGCTATGG38692 A_95_P109502 TA13168_4097

39738 468 43 1117 CACTCCTGACTAGTAGTTTTCTTGAGATTGAATGTTTGATGAATTAATCGTTGTCTTTCC 38696 A_95_P198677 TA16830_4097

39741 468 46 828 CTGAGTGAAAAAGGCATGGTTTATGTTAAGGGCTTACTTGAAAGATGATATTACTTGGTT38702 A_95_P010786 EB425106

39742 468 47 855 CTGAACATCTGTTGCGTCTTTTTGTAAAGTTGCCTGAGTTACTTGCATATGTAAAAATTG38704 A_95_P220862 DV159376

39743 468 48 336 CAATACCAATCACTTCTTTCGGGTTGATAAGGGTTTTGTTGCCCAAGTGGCTGATGTTGT38706 A_95_P214442 DV162682

39746 468 51 725 CTTGGGATCATCATTTCTTCCACAAGAAGGAGAGAGACCCAAATCTGCAGGAAGTGACAA38712 A_95_P137567 EB441291

39747 468 52 193 CCTTTGATTTTCTCATGCTTATGTGGGAACTTGGTTCATTAATTGACTGATTCCAATCAT 38714 A_95_P271476 EB443565

39748 468 53 343 CGATTCCAATCCATTGCCGGATTCCTTTACTTGTATGTTCAAAGTTGAAATTATTGAAAC 38716 A_95_P093123 BP532151

39750 468 55 779 ATCTGGTGACATGTATTTTGTACAAACAGTATGCACACTGAAAATATGTCCTACTGAAGT38720 A_95_P027006 EB448130

39752 468 57 689 TTAAATTCAGTAGGAGTTTCCAAGCATAGAGCTACCCCTGGTGCCATAGCCATTAACTGG38724 A_95_P290768 DW001157

39753 468 58 643 GATTAGGCTGTATCTATATATTCTGGATGTAAACGTGTATATTCATCCAGCCCTACTATA38726 A_95_P265166 FG642019

39756 468 61 756 TTTGATACTTTTACGCGATCCTGATGAGGAGAATGTAGTGGATGCGTTAGCTATTGGATT38732 A_95_P160637 EH619303

39757 468 62 822 GCAACACATAGCATGCCCGATGCTTTCTGTTGATTCTTGAGTGTATTTGTATTATAATAC 38734 A_95_P027051 TA16619_4097

39758 468 63 666 ATTGTGATAGAGAGACGGTTTTCCCTTTTTGTTCTGATCAAAATGATGGTGGATATTAGA38736 A_95_P013891 TA14396_4097

39763 468 68 437 ATTGAGTTGAGGAGTGTTAATCCAGCTGATAGGTCGATCTGTGCTTTTGCTGTTGCTGGT38746 A_95_P076565 FG142037

39767 468 72 859 TTTATGGTGGCTGTTGGTGCTGCTCAAGGACTTGCTTACTTACATCATGATTGCAAGCCA38754 A_95_P118092 DV161102

39768 468 73 658 ATTAGATTTGAGCATTGCTTCTAATTTCAGCTGTTGTGAGAGCACCGCTTGCTAAAAGTT38756 A_95_P130457 EB430499

39771 468 76 597 CATGAACATGAGGCCAAATTTGTGTTTGCAGATTTGATTGATGTACTATGGAGGTTATAA38762 A_95_P002911 TA14681_4097

39776 468 81 813 GCATCTGTTTGGTTCGACTTGCATTTTGACCGGCTTCTAGAATAGCGAAAGAAAATCAAA38771 A_95_P117122 DV159907

39777 468 82 649 GTAATTAGTGTTTCAACTGATGGTACACCCCGCACTGCAACTATAAGATCTACGGCTCCA38773 A_95_P041636 BP130144

39778 468 83 712 TCAGGAACAAGTGAATTGATACCTTAGTACTTTCTGGCAGGATTAGAATTACACTTTCTG38775 A_95_P133802 EB435494

39781 469 1 661 GAAGTCTTGAGAAGCAACAACACTGTCCACTTTGAACCAATAACACCAGACCAGATCAAG38780 A_95_P131822 EB432235



39782 469 2 709 GCTATTCTATATGCAGTTGTCTCTGTTGTGTCATTTTAGGTTTCCGTGAACTAAATCGCG 38782 A_95_P117522 DV160446

39783 469 3 229 GTTGTAGATCGATGTTATTAACTCTGGGGCTCAAAATAAAACTGAAAGAAACATTCCCAG38784 A_95_P099758 BP535053

39784 469 4 774 GAAAGACAACGTTACCTGTACGAATTTGGAAGTTGGTTTAAAGTTTTGATACCTTGTTTC38786 A_95_P136402 TA11945_4097

39786 469 6 430 TGCCAGCATATGATCTTACAATATATTCAAGGGGCTGCCAAAATTTTGGCCTTTTATGCA38790 A_95_P080505 BP528020

39789 469 9 599 ATAAAGCAAACCCCTTAGCTACAGTGCTCAGTGCTGCTATGCTTTTGCAATATGGCCTAG38796 A_95_P201552 TA17449_4097

39790 469 10 741 GCTATCTCTGTGGGCGATGACCTGTTTGTATTTGTATATTTGAGCTGTTTATAAGATAAA38798 A_95_P013091 TA13965_4097

39791 469 11 807 TGATGTATGTATGATTGCACCTTCCAAATTACTGCACTTGGCAAAAGGTGGAGCGGACGT38800 A_95_P198617 TA16817_4097

39794 469 14 793 TAGTGTAGATAGGATCTAGATCTCTACTTGGGCTGCATAAGTTTCTACATTAACCGTTAT38806 A_95_P176928 EB448154

39795 469 15 1366 TTTAAGGCCCATGAGTTAAAGGGTGTCTCTGCAGAGACTCTATTGAAGTTGGTTCCAGAG38808 A_95_P200197 TA17158_4097

39816 469 36 2248 TGTGAAAGGCCCCAGTTACTGGTTTCTGTAGGTCTGAACTATTAGCATTGTGGCATCAAG38849 A_95_P024731 TA14441_4097

39819 469 39 459 TTGTCAAAAGCTCAGTGACCTTCAGTTCTTTGTAGGTGAGAGCATGGCTGATGATACTGG38855 A_95_P104027 CV016812

39828 469 48 955 CTGGATTTTTTCTTCCTTTATGAATATCATTGTCCGCTAGACGGTCTTTCTAGTTGGCTC 38873 A_95_P020911 TA13732_4097

39833 469 53 206 CCACTGACTTGTTTTCTTTTTGCAAACATTGTTATCCAGGTTTCAATTTTGCATTCTGGA 38882 A_95_P093038 BP532117

39837 469 57 904 ATCCCCTTCAAGTATCATTGCTCAATTATGAAATGTAACAGTTGATAACGTTAGAAGTGC38890 A_95_P198927 TA16884_4097

39839 469 59 0 GAATGACAAGGGTGATACCTTAGTGCTTTCCTACTACCACACTGTTAGCCGGTGACAAAT38894 A_95_P259486 A_95_P259486

39840 469 60 816 GGTCTCGAGTCAGTTTGGTCGATTACATAAATTATCAGTTATCACTATTCATTTTGCTTC 38896 A_95_P238034 AF072519

39845 469 65 57 GATTTTCAGAGAGTATCCAAAGCCATAACTTCTTCTCTTCTTCTTCTTCTTCCAAATAGA 38906 A_95_P001611 EH618769

39846 469 66 565 CAGCAGCTGGCTGTACTATTAGTATCTTAGATATGCTCTACTTGACTGTAATTTTAATGT 38908 A_95_P269201 FG639102

39847 469 67 411 GTAATATCTGTTGTATTGCCAGTGAGAGTGTTCTCACCAACTATATTGTCCAGTTCAATA38910 A_95_P196637 EH620951

39857 469 77 560 TATTGAGACGAACACTTTCGGATGACCGACGTCAGATTTTTCCCTTGGCTGAATGAATCT38930 A_95_P122237 DW002265

39860 469 80 730 TTCCTTCTGCTGGTTTCTCCAGACTGCTATTGTATTGTAAATTAAATTATCTCTCGATTG 38936 A_95_P190827 TA15098_4097

39865 469 85 790 TCTGATTATCCATTGAGTGCTGCATACTGCATATCCATGATCACAAATGCTGTGGAGCGC38946 A_95_P126077 AF154642

39866 470 1 795 CTATTCGAAGGTTCGATGTATACTTTCGTATTCCTGTGGACTCCTGCTCTGAGCCCTAAT 38781 A_95_P013446 DV161541

39867 470 2 855 GACACTGGATCACGTTGATTCTGTGCCATCAAAGTGTACTTTAATAGTCTACTTTATATT 38783 A_95_P017726 TA12593_4097

39869 470 4 676 GCTTCCTCCTCATCTGAGTTACAACGCAAAACTGAAAGTCGAAAATTCCAGTGTTCATTT38787 A_95_P018451 TA16251_4097

39870 470 5 563 CCCCATTGCTAATGTATTTCATTTTGTACCTTTTTTGTAACCAGGGAACGAATTGAGGTT 38789 A_95_P306478 FG635368

39872 470 7 109 GTTCATTTTTCGTTTGTTGTTATCAAATCAGAAGGTTCTTGGCATTACTTTGGGACGTTT 38793 A_95_P154737 EG649739

39873 470 8 739 GAATGTGAACTTTGAGGTCTTCCATAAAGATGATCTTGTTCTCTCTGGGGTTTTGGAAAT38795 A_95_P137432 EB441171

39876 470 11 823 ATACTGCAGCGTTTGCACCATTATTCTAGTTGTGTTATGGCATGTTTTTGGAACTTTGAT 38801 A_95_P009581 TA13726_4097

39883 470 18 169 CTCTGACTCGCCATGATGGCAGCCACTTGTCTTACCATATATTATTTTACTAGTTTCTGG 38814 A_95_P109417 CV019297

39899 470 34 255 TGTCTTCTTGTAGTTGGCTGAGACCCCGATTCTAGTCTTTAGTAGCTCTTTAAGGTATTA 38846 A_95_P210732 TA19458_4097

39901 470 36 702 ATTTTGTTTTCTGTTCTGAGGGATGTTTTCTGCAGACTTGCAAAAGATAATGCTTCCTTT 38850 A_95_P000941 TA13754_4097

39908 470 43 230 CAAATCGGAGAATGCCGACAGGTATTTCTTGGATCTCATTAACTTGTGAAGTGCAAAAAA38864 A_95_P100708 BP535491

39921 470 56 804 GTTGCTAACGGGACTCCATGTATAATAGGAAAAATGGTTACATCTTCAATCCTTATTCAA38889 A_95_P021766 DV162599



39925 470 60 379 GCCAATATACTTTGGTCTTTTCTGTTGGATGGAAATGAGAAAATCTTTCTCGTGTTTATG38897 A_95_P025266 FS429988

39929 470 64 388 AAATTCACATCACCATATAGACGGACAAATTCACATCACCATATAGACGGATCAATCCAT38905 A_95_P063460 BP135786

39930 470 65 805 GAGCAGTGTCAATGCTTGGACATGTAACCAGTTTTCTGCTTATCTTTCGTATTTATTTTT 38907 A_95_P235224 EB449888

39932 470 67 852 AAACATATCAGCATATAGATGCTCGTCCAAGCTAGGTTTGATGTGTTGCACCGAGCTCGA38911 A_95_P246627 FG167264

39933 470 68 813 AAACTCCTCCGAAAGAAATGTTCAGCCACCTCCATTATCTGACAAAGACCAGGAGGAGAA38913 A_95_P013266 EB437021

39936 470 71 587 AGGCTTTTCTGTGATGACTGTATAATACTACGACTGTACCATAGGTGTGAGGCTTTATGG38919 A_95_P141717 EB445374

39937 470 72 968 TTACTACCTATCCTTGTGAAGCAGAATAACGCCATTATGGTTTTATGCTCTTAGCTGAGG38921 A_95_P191072 TA15151_4097

39939 470 74 811 AATCACTAAGCGAGCAGGAGGACCTAATTGTTTGGATGCGTACTGCTACTCTTCCAACTT38925 A_95_P197962 TA16676_4097

39942 470 77 647 GAGTGATCAGATTTGTGTTACTTTGACCAACATTTGTGGTTCCAGCAGATTTTAAAGAAT38931 A_95_P123372 DW003223

39943 470 78 445 TTGCTGTGAAATTAGTTGAGCTTGTATTACATAGGCATTAGCTGTGTTCTGGATGGACAG38933 A_95_P006146 BP533450

39950 470 85 643 GGATGTGAAAGATACTACAATCAGTACTCTTGCAACTGAGGTACTGGGAAACTGCAGCTT38947 A_95_P158757 EH616613

39951 471 1 658 CCTCCGTCTCGACGTTTTGAGATCCGTTTAATTTAGTTGAGTGTTATATTTGATTTTGAT 38948 A_95_P248227 EB444101

39966 471 16 611 ACCAACTCTTCCAATTGGCATGCCATTGTTGACTAAACATAAACCAACACTGGGTTTTTG38978 A_95_P101023 BQ843094

39970 471 20 843 TATTAGTAGAATGCAGTACACTCCAGGAAAATTTATTTAGAATCTTGGGACTTGGGGCTT38985 A_95_P184442 TA13697_4097

39974 471 24 220 CTCTGCTTGTCTCAATCTTCTCTCTGTTGAGGCAATGATTTCGTTCCTGGTAATTTGGTA 38993 A_95_P158497 EH616430

39983 471 33 2080 GGCTTTTTATGGCGGCACAAACATGGTTGATGATTGATATACATGGTTGCAGTTGGTGTT39010 A_95_P023976 AF096299

39992 471 42 736 TTCAACATTTGACAGGCTGAGGACTTCTTGAATATTGGGTAGTCCATACGTTGGTTGTCT39028 A_95_P253579 DV160140

39995 471 45 1438 GGAGCTACTGCAAAATTTGGCGCAAGCAACAATTTGTATTTGAAAAAGTTATGGAGTTAT39034 A_95_P245137 TA13335_4097

39996 471 46 681 GCATATTCAGGTGCACAATAACCATATGTTCCCATGACCCTGGTGGAGACATGACTCTTA39036 A_95_P284813 FG194107

40003 471 53 847 CATCTGTTTTAGCACCTGTAACTCTGGAATACTTATAGGCAAAGAAAGAACTACTTAAGA39050 A_95_P117087 DV159878

40004 471 54 495 GCACAATTGGATTTAGTATTGGCAACATTTTGCTGGATTCGTTTGGAGGATTAACAAATT39052 A_95_P261266 BP131465

40006 471 56 586 GGAGCTAGTATTAAGTGTGAGCTATTTATTCTACGCTTGGATCAGATGTTAGAGGCCTGG39056 A_95_P084425 BP529013

40013 471 63 86 ACTGGAATACTCCACTCTGGTGTTTGGTTTTTGAGAAAAAGAATTTCCATGGTCTTTCTT 39070 A_95_P026561 EB443859

40022 471 72 378 ATGCTTTACATTCCCTGATGAATCAAGTCTTGGATATTTGTACCTCGAGTATTATCTCTC 39087 A_95_P112787 EB447241

40023 471 73 336 TTGAATGCACTAGATGGGTGAATGATGCTGTGGATACCAAGGAAGTAGAGGAAGTATCGG39089 A_95_P127667 TA16745_4097

40029 471 79 832 TCCTTCCAATGTGAAGAGCAATTGGATATATGTGTATCATTGATCAATGGTTACATTGTG39101 A_95_P225442 DV999954

40032 471 82 211 GACTGTTGCGATAAATACATAGCAAAGTTTTGTTACCCCAAGGTGGGCTATGGAAGCTCT39106 A_95_P050106 BP132317

40033 471 83 1469 GTTGCAATATTGCACTTAAAAATCCTATTCCAAGGGGCACACACAACATTGATTGAATAA39108 A_95_P185837 TA14001_4097

40039 472 4 82 TTTTTGCAGCAGCCCTGGGTTCTGGCACACAGTTGTTTACCTTGACAATTTTCATATTCA 38955 A_95_P199087 EB438068

40041 472 6 939 GCTTGTATTTTATCTGAAGTTGGGCTTCTGTCTCTAGTAAGGTTCTTTGGTCCATGCTTC 38959 A_95_P181547 TA13006_4097

40042 472 7 400 GTAGTGCATGAAAAAGGCCAGCCACTGTGCATTCTCTTATGTTTCTATTGAAACAGATTC38961 A_95_P160507 TA14660_4097

40044 472 9 892 CCATAGATAAACTTGTTGTTAAGCTGCATACTGATATATTAGGGTCGAGGGAAGCGCGGG38965 A_95_P272081 EB680173

40050 472 15 1468 GCTTCTCTCTAGCTGTGGTATCTTTGGCTGTTGCTTTAACAACTGTTTTTCTCTTTAACA 38977 A_95_P197672 EU375459

40051 472 16 623 GCTTCTGAAGGTGAACCTAACGTCTCATAATGGTCACTTTATTACTATTACTTAAACCTT 38979 A_95_P029371 BP530123



40053 472 18 559 GAGGTTTGCTCTATTGCAAGATTATCTTCATTGTCTTTGAGGAAAAGCATACGATTTGGT38982 A_95_P219322 TA21371_4097

40055 472 20 512 TTGTTGCTTTTTCTTGTTTCAATCTGGTGACAATGTTGCTGTGCCTGGTTCTATAATAAT 38986 A_95_P184257 TA13651_4097

40059 472 24 691 TCAAAGATTCTGAAACTCAACAACTTCATCATTGTTCAAACATATTGACAGGGTCCGTCA38994 A_95_P287403 FG636812

40062 472 27 328 AGGCAGCTCCCCTGGCTTCTAATTAGCACTGGAATTCATCGACTCAACTATGTTTATTGG38999 A_95_P070020 BP192499

40067 472 32 495 TTTGATGTCACGTATTCTGACCCTTTGTATATGGCGTGTTTGAGGTTCTTTCTACTAAAC 39009 A_95_P172031 EH665275

40068 472 33 407 GAGCGACAAGAATGCTAATATTGGCTGGCATGAGCTAGATATTCCTCTGATTCATGTTGA39011 A_95_P064345 BP136023

40069 472 34 458 TTTCTAGTGCTCCAACCCCGTCTGGGATCTATTTTTACAATTGCCTAACCAATCTCCAAA 39013 A_95_P039281 BP129507

40072 472 37 608 TTTTGTCCCATTTGAAGATGTTCCTGTGTAAAGTTGCAGATAGTTATTTATTCGGGTGAA39019 A_95_P064925 BP136190

40079 472 44 662 AGTTGGCCGTTGAATCTACACTCATTTGTTTCTTCTGATTCTGTTAAAAGTTATTCGTAC 39033 A_95_P211912 TA19718_4097

40087 472 52 949 GTTGTTTGCCTGTGAAACAAAATGTAAAGTTCCGAGATCTACTGATGACCATTCTAAATT39049 A_95_P018281 TA17065_4097

40088 472 53 343 ATCTCGTTGTATTTGCCTGGTGGATTGGTGATTAAAGTGGTGACTGGAGTATTCGTGATA39051 A_95_P103597 CV016595

40094 472 59 903 TTGACAGGTCATACAAGTGTTGTTATGTCTGTTCTATGCTGGGATCAGTTTCTTTTATCA 39063 A_95_P228869 EB678232

40099 472 64 691 GAGTTTGAGAAATAAAAATCAGCCCAACAACTTCTTACTTTACGGATACTTCGCATACAA39073 A_95_P301798 FG192435

40104 472 69 730 TTTTTAAAGATGTTTCAAGCGGTGGTAGTGGTGGTGGAGTACTAAAGAAGAGGGACTCCG39082 A_95_P210727 U64926

40110 472 75 358 GGTTCCGGCCCATAATTTTCAAAAAATCCAAAAGTATTTTCCTTTACTTCCTCTCTAGAA 39094 A_95_P004731 EH624481

40113 472 78 124 TTTCATCATGTATTTGGGACCTTGAGTCAAACTGAAAGTTGACTCATTGATTTGCATTTC 39100 A_95_P210647 TA19440_4097

40116 472 81 857 GTTATCAAACATTTGTTCGTGAACTGAGAGACATGAATCTAATTTCATGCTGCTTTCTAG39105 A_95_P131167 EB431296

40117 472 82 691 CAGGGAGACTGTTCTTGTCACAGTTTTGGTCCTGTCATCTTCTTGTTTTCATTATACATT 39107 A_95_P148712 EB678176

40119 472 84 1357 CCTTTAGGGTTGTCTTTAGCACGGAGTTCAGTTGTCTTGTACTGTAAGTATTTTTATTTA 39111 A_95_P203472 TA17860_4097

40124 473 4 837 CTTTTCTTATATATGCTTAGAAAGGGGATAAAGAGGTTTCTCTTCTATCCTTGATCCATG 39120 A_95_P217242 DW004715

40127 473 7 192 GGTGCGGAAGAACTTATTGTTGTATGAAGTATCAAAGTATGTTAGACTTGGTGAAATTTG39126 A_95_P128012 EB427574

40130 473 10 879 GAATTACTTTTCCGACACGAGAGAATCCAGAAAGTATTTATATGTAGGACCAAGGGACTG39132 A_95_P232789 DV159931

40135 473 15 1257 ATACCTGTGAGAAACACACATGTCTATGCATTTGCAGAACATGGAAATGATCTTGGGAGT39142 A_95_P188272 TA14533_4097

40137 473 17 496 CTCAAAAGTAGGGTTATCATATTTCTTTCGTCGACTTTAGCTATGAAACATGTAAGTGCA39146 A_95_P035083 BP128353

40148 473 28 711 CCCTCACGCCTTTGATGGTGAAACTTTTTGAAATGTGGCGCATTTTTCTTTCTTAGTTCC 39168 A_95_P204357 TA18048_4097

40150 473 30 1603 GGTTGGCCAAGAAAGTTATGTTATTTGTATTCTTGATTATAGAAAGATACTCTGTCCACC39172 A_95_P007501 TA17352_4097

40151 473 31 499 TGTTGCCTTCAGTTGCTAGTTGCAAATTTCATTGTTGTAATTGATCTGCTGCAAATTTTG 39174 A_95_P131477 EB431768

40153 473 33 927 CCAAGGCGTCAAACGAGCATGCGTTCATTGGATTCTCGCTTAAGCATTGGCTAATTTTTT39178 A_95_P209282 TA19155_4097

40156 473 36 440 TCATACCTTGTTGTCAATGCTGATGGAAGTGAACCCGGAACCTGTAAAGACAGGGAAATC39184 A_95_P138107 FG136993

40158 473 38 641 TCTGCTACGTACTGTTATCTATTTCAGGGGACCTTGTAAACAATGGATTTTAAAGTGGTT39188 A_95_P162617 TA15941_4097

40159 473 39 565 CTGGATCTATTTTCTGGATACTTTAGCAATGACAATGTGAAAGTTGGTGATCTTATTGTC39190 A_95_P004716 DQ648018

40168 473 48 214 CTACGCCACAAACTTTGTCCCCGGAAAATGAATATCATAAAACAATCTTAAAATTTGACC39208 A_95_P005136 TA11655_4097

40170 473 50 1802 GCTTGTTGATCTGTACCAGCACGAAGAAATCTAACACATACGTTCTTTTCATGAAGAGAG39212 A_95_P188852 TA14661_4097

40171 473 51 782 CAGAAAGCCAGAGCTAACTTTTTCTAGTCTATACACAATATCAAAGGAGTTTCTCTTTGT39214 A_95_P293903 EB438474



40172 473 52 542 AGACGCAATTGTCACTAGATACTATTCTTCTTTCTTCTCTACATGGTGTTTGAATCAATC 39216 A_95_P307823 FG639648

40174 473 54 93 TTTCATTAACTGGATTGAGATTTTTCACCGTTTACGGACCATGGGGTAGGCCAGACATGG39220 A_95_P088228 BP529991

40175 473 55 830 CATCAGAAATGGGCAAAGTCTCAAATATGTGCTGATGCTGAACTTGGTGTGATATTGATT39222 A_95_P310098 FG135000

40178 473 58 887 CAGGCATTGCCCTCAGACTCTTTCGGAAGTCTCCTGTTTTACTTTTCCTATTTATTTTGT 39228 A_95_P230239 DV162407

40179 473 59 393 TAAAAGGAAATCGGACTTGGAGTCTGATAGTGCCAGTGACACTGATAGTGGATATGACCG39230 A_95_P155112 FG139357

40180 473 60 916 GCAAAGCTTATTCATGAGAGAGGTGGCAAGGTAATTGCAGTGAGTGATATAACTGGAGCA39232 A_95_P194207 TA15843_4097

40184 473 64 390 ATGGTCCAATTCTGATCGGTAATAAATACCGGGACTTTGCAATATTTGATTGATCACAAT39240 A_95_P278918 AM842139

40188 473 68 192 CCCAGCTTTGGTTGTTAGCTTTAGTCACTTATAGTTGTTTTATAATATTCTTTCGAGGCT 39248 A_95_P097228 BP533941

40189 473 69 522 GTGGTGAGATGATTTTGATAGTTTGTTTTCTTGACTAATATTAAGTTGGCTGGTACTCTG39250 A_95_P019606 TA15061_4097

40192 473 72 637 TTACAATACCAGTTGAGGACTTCATTGAACTTGTTGGCTCTAAATGGAAGTGCAGAATTA39256 A_95_P186532 TA14147_4097

40200 473 80 511 AGTCAAAACCATCTTTTGCATGGAATTCTTTTTCTTGGCCATGCCTTGGGGAGTCCTTCC 39272 A_95_P031706 BP535041

40207 474 2 573 TCTCTCTCCTCTTCTCTAATTTGGTCTTTCATTTAGGCTAGAATGTACAACTTCTGTAAG 39117 A_95_P195662 TA16166_4097

40212 474 7 884 CGTGTGGCACAATGGGTAATATTTTCTGCTTGGATGTTTTATTATGCAATCATGCTGTAC39127 A_95_P011886 EB447549

40214 474 9 876 GTTAGCTGTTGCCAGCTTTTTGGAATTTCCTTGTTGGTTCCTGAGGAGTTTAATCTTATC 39131 A_95_P231869 DV162468

40217 474 12 559 CCATGGGCCACTGAAGAAGACTATGAAGTACAATAAATATAGCTATTAGAGAAGTCCATA39137 A_95_P119682 DV999152

40224 474 19 833 AATTTCTTATCTTGCAGTGATGACTCTGGGATGTTGTGACGATGAGAGCTGTGTCGATGG39151 A_95_P250427 FG157464

40226 474 21 751 CAGTAGTTTGATGTGAGATACTATATATTTTTCAGCCTTTTGCGAAAACCCATTCTTGCA 39155 A_95_P297573 FG171924

40227 474 22 825 AGTGTTTCCATACATACAGTGCCATGGTATGAGTGGCTGGAAAATGATTTTTGTAATGCA39157 A_95_P214662 DV998978

40230 474 25 479 ATGTCCAAGAGTTTTTGTCGTCTTTAGATATCAAATCATTCTTGTCTAGCATTTCTGGAC 39163 A_95_P122112 DW002152

40232 474 27 222 ATGGCACAAGTGTCCCACTTAGTAGTATACTGGCCCAAGTGCAGTTAGAGGCTATTTTGT39167 A_95_P174722 EH665915

40240 474 35 195 GTGAAACTTTCCAAAGAGCTTGTTGGTATTATGGAACTTTGAAGAGATTCTGTCATAATC39183 A_95_P140812 EB444643

40243 474 38 491 ATGTACAAACTCGCCCCTCCCCTGGGGTTGATGGAAGATAAGTAGATTAGTCTATGAAGT39189 A_95_P039511 BP129566

40249 474 44 963 GATTCTCTGGGATGCCTGGAGGTTGAAAAATACAGCCTTTTCGTTGAGTTGAACTCATGA39201 A_95_P198082 AY740530

40252 474 47 469 AATGCCCATTGAAAAGATTGATGTGCTTAAAGTTTTCAAAGTATGTATTCCAACTCGGCA39207 A_95_P224837 FS406426

40258 474 53 531 CCAAAAGATGCTGAGACAAGTTATAAGACCTGCTCTCGAGGAAATTGTTTGGTCTTGGCA39219 A_95_P266871 BP535412

40259 474 54 794 GTGCAGTTTTGTTTGTTTGCTCACGTTTGATTTATTAAAGCCTTTTGTTGTTGACCAGTA 39221 A_95_P190697 EB680692

40260 474 55 324 ATTGTGTTGCTATGGAGCTCAGGGTTGTAACTTAGTTTGTAAATGTAGGCAAAGCTAGTT39223 A_95_P139612 EB443417

40263 474 58 614 GATGTTGGTTTAACGGCTGTCCCTTCAGATGTCTGGAATTCACGAGACATCTCAAAATGT39229 A_95_P037686 BP129070

40264 474 59 1577 GTTGCCCTCCATTTTATCATTCTTCCTTCTGGAAGCATCTTGTATTATTCCACTGAGATT 39231 A_95_P016891 TA14279_4097

40265 474 60 623 GTGATTAGTCTTGAGACTAGTAATTTGCTGATACATTGCAACATACCAGTTATTTGTGCT39233 A_95_P105577 EB446038

40269 474 64 466 TCAGTTGCTTGTATGTTTTACATTTGGTGGAATTTAATTAACGGTTTGAATCGCTTGCTC 39241 A_95_P103502 TA11915_4097

40272 474 67 363 GCTCCAATGTAAGGTTTTGCAGGCTTGAACCAATGTTTAAGTAGTTTCAAAAGATTATAG39247 A_95_P092338 BP531754

40277 474 72 1098 TCTTTGAATTATGCCCCTGATTTGACGGGGGAACTAAAGGTGTGCTTTAAGTTTGACGGG39257 A_95_P188132 TA14501_4097

40281 474 76 491 GAAGTTTATGACAGGCTTGGATGCTAGACGAATAGCAAAGCTCCCTGAACACAGTGATGA39265 A_95_P047271 BP131613



40288 474 83 901 AGAAATGACAGGGCAAAATGTGACTGAATGCATTGGCGGATCACGAACAGTAACCTACGA39278 A_95_P259206 EB679951

40291 475 1 425 TGGCAGTGTGCTGAAGGTTAACTACTTCATGTTGTGGATTAAGGTTTATGTGGATATATT39283 A_95_P002201 DW002911

40293 475 3 374 GTGCAGTTAAACTGGAAGAAGTTGTAGGCCTAAAAGAACCAACATTGGTTGTGTACAGAG39287 A_95_P052566 BP132956

40298 475 8 1154 GCCAGTATGCATTCGTGCTATACCTGCATTTTATGCCAGTTTTAATATATGAATATCGAA39295 A_95_P201227 TA17378_4097

40300 475 10 154 GTTGTAGTGAATACTCAAAATCCCTATACTTTTCATGACAGATATAGTGTTTGTCACTCC 39299 A_95_P142082 EB445644

40305 475 15 606 GCTTGTTGTTACTTGTATTTGGGAATTGTGGTAGAGAACATTCTTGTAGTTTGTTGTATG39309 A_95_P189862 TA14878_4097

40307 475 17 947 GATAACCACTCCTGGTACAGAATTAAAAAATTTGAGCAATCATAGTGTACTACTTCCACA39313 A_95_P082255 TA13610_4097

40313 475 23 366 TGTTAGCCTTAGCACTTTACTAGCTCTATATCAGAATGGGCCTTCAGAGTTAGCTGGTAA39325 A_95_P080465 BP528009

40316 475 26 789 CTTTCATCGATAGGTAAGCTAGCCCCTGTATGTCATTATTCATTTTCTGAGCTCAGTCTA 39331 A_95_P135957 EB428177

40317 475 27 671 AGCTACGGGTTACCAATTGTAAACGTCCAGTTAACTGTTTCTTATTCTTCTTTGCCTAAC 39333 A_95_P182872 DV160305

40319 475 29 665 CTTCTTCCGGTGAATGTGATCCATTACGGGATGGTGAAAATTGTCCCCAGTCAATGTTTC39337 A_95_P019326 TA17466_4097

40320 475 30 705 TTGTTAATGATCTTGGGCACCATTTCTCTGAATCTCTGAATATTGAGGATGGTGAAGACT39339 A_95_P017861 EB440968

40321 475 31 859 ACATTGGCTCGAATAGTGTGATGTTCAAGCTGATATGCCAGGAGCTATGTTTCTACAAAA39341 A_95_P197342 DV157504

40322 475 32 838 GTAGCTTTGTAATTTATTTCATCTTTGTTTGGCTGCCAATCAAAGTAGAAACCGTATGGA39343 A_95_P179097 TA12426_4097

40326 475 36 1700 AGGCATCAAGAGGATTCATGTACTTTAAATGAATGAAAACCAAAGAATTGCCGTCCTCTG39351 A_95_P177577 TA12012_4097

40330 475 40 413 TTGTAGTTTTTATCTCATTCTAGCAGAGGTCTGCCCCAGGTGTCGGGGCAAATTTAGTAC39359 A_95_P082015 BP528409

40332 475 42 290 AAACGTTTGCCCGGACCTCATTTTGATCCTCCTACAAAAGATGAAGTTAGAGCCCTGATG39363 A_95_P108217 FG634551

40337 475 47 771 CAACCAAACATGTAGACTGGTTCTAAATCTTGAAAATCCTCCTAGGAGACCACCTTGTGT39373 A_95_P267306 DW000135

40339 475 49 1176 GTTGTCATATTCATCATACTGGCTATTATTCTTGCACAGCTATCTGGAAACCGATCTTAG 39377 A_95_P007126 U60057

40346 475 56 543 GTTCTCTGTTGCTGTTGCAATTCGAATCTGACTTGTAATTGCTTGTAAATCGAATCAATT 39391 A_95_P036093 FS433957

40347 475 57 1277 ACTGTTTGCCCCATTGTAATAAAGACTTGAGATGCTTTGTTATCAAAGAAAGCACGAGCC39393 A_95_P145117 TA14320_4097

40348 475 58 1020 CTTGCAATGACAAATCTTATAGCAGCATATCAACGAAATGAGATCTTGGAGTTTGAGAAA39395 A_95_P192737 TA15519_4097

40349 475 59 865 CTGTTTGCAACTATGCAGATTTACATCATTTGTGAGTGCAAGAACTGCTTAATTATCATC39397 A_95_P232614 DV999247

40352 475 62 523 TTTAAGTGGAGAACAGTAGAGCTGACCATTTATCTTCCAGATCTCGAACCATGCACCAAA39403 A_95_P073765 BP526296

40355 475 65 1099 ATTGCAAGGGCAAATTGTCACTCCTGACTAGTAGTTTTCTTGAGATTGAATGTTTGATGA39409 A_95_P245432 TA16830_4097

40360 475 70 391 TGCGGCTGTTCTATTTCCTCTCTACTGTTCGTGTGTGTGTGTGTATCTGGGTATTCTTGT 39419 A_95_P080460 BP528008

40363 475 73 874 TCAATTTGGGATAATTAGTCTAGTTCACATCTTATCATAAGCATTCTGGTCCAGGAACTG39425 A_95_P008716 DW005082

40368 475 78 685 CTCTCTTCTGTTGGTCCTATGAGACCGAATGAAAAATGGATAAACATCTGATATTTTTGT39434 A_95_P027596 FG163977

40380 476 5 434 GACTCCTGTCCAAATTTTGAACTTAAATGATTTATAGACCTGCTTGTTTTCCAGCGGCCG39291 A_95_P266796 AM828280

40383 476 8 891 CCATGGAAGAATGACTTGTATTTGCATGATAAAATCCATTTGTGAACTATTAGAGTGTCC39296 A_95_P249437 EB425035

40385 476 10 301 TGGACTTGTGAAGTTTTATCGCAGGATTAGCTAGTGGGTTATTATCCTTCATTTGTTATA39300 A_95_P129927 EB429857

40387 476 12 668 TCCACAACTCTTCCAAGTATTTCTTTTGCAGAAATTCATTGAAGCTGGTTTCGATTCCCT 39304 A_95_P220102 EB678030

40389 476 14 790 CTTCATAAGCACCTGTTTCTTGGTCAAAGGCTAGTTACTAAAGAGGAAAAGATTCTTCAT39308 A_95_P163352 EH622376

40396 476 21 811 AAGGCGAAAAAGGCGTTAGAAAAATACTATTCCGACGGGAATTATAGGCTTTTACATGAT39322 A_95_P139132 EB442824



40397 476 22 421 GCTCCAAAAAGTTCTCCTTGTTGACTTTTCAGTTTACACTACCAAATTTCTTGTATTGCC 39324 A_95_P088528 BP530110

40403 476 28 749 TTCTTATCCTGTTGCACCTTCTGTAATCCGTTTATGTGTTATGATGCTGGCTGGGTGCTG 39336 A_95_P017976 EB424751

40404 476 29 1975 CTCGTGTCTTAAGAGTACATTTTGTATGCAACTGTCCTATTGAGACATTATCATTTGAAC 39338 A_95_P011396 TA15759_4097

40407 476 32 716 GTGTTGCAGACTCATGGGAAGTTCCTTTTGTAACTCTTTACATGAATAAAACTTCCTTTA 39344 A_95_P013286 DV158510

40424 476 49 627 GCTCCAAATTTGGGTAAAAATGTGCAACCTTTATCCATGAATTTATCATGACAGTTCTCT 39378 A_95_P245342 DW002215

40425 476 50 304 AGAGGCAACACTACCGTAGGTAGCCCCCTTACTTGTACTTTTCCTTTATTGTTTCTTTTT 39380 A_95_P004651 EH622738

40427 476 52 841 CTGGCCATTGGATTGTCAACTGGTTTTCTAGGAAGCCTTACAACTTTTAGTGGTTGGAAC39384 A_95_P216127 EB681526

40430 476 55 521 ACATAGTTCTGCAAACATACTGTAAAGAGGTAGCTGGTAAGGAAAGTGTCTTACCTTTTA39390 A_95_P273963 AM793740

40431 476 56 701 TAGGGGAATGTAAGTGCATGTGTTTGTTATTGTCATGTTGAAGTTTTGCACTTGATTTGA39392 A_95_P208492 DV158298

40439 476 64 621 TTTATTTCTGACCAAAGATGATACATTTGTGACTTATTGATCAGTGTAGTGGTTCACCTG39408 A_95_P122837 DW002778

40441 476 66 700 AGGCGAAGTTTCACCTTTAGTAGATCCCAAGTTGAAGCTTTGTCCAATGAAACAAGTACC39412 A_95_P068570 BP137159

40442 476 67 848 AGATGGGAATTGGCTCGAGCATTTGACACCTTAAATGTATTGCAAGTGGTGAGGTTGCTG39414 A_95_P218077 EB439797

40443 476 68 661 GATATTTGTTTCTCCTCCTCATTCAATGCCAAGTGATGCGGCTAGCGGATCCATTTTGTA 39416 A_95_P270196 FG636806

40445 476 70 77 GTATGGAAGCATCTTGTATAATTTTGATTGACCTGCTGTTGGGGCTATAAAATTTTCCAA39420 A_95_P129232 EB428947

40447 476 72 497 AAGCCTCATTGGTTCGATAAATAAGCTCTATGTGACAGGTTTTCTTTGTTCAAATAGATG39424 A_95_P063955 BP135917

40450 476 75 451 ATGCCCCTTGAGATAGTTTTCTTTATTCGTTGATGTATTACACGAGGTTTACTCTTTGTT 39429 A_95_P088908 BP530268

40457 476 82 180 AAATATCCCTGACGTAGTTTGCTCACTTATTTCTGACTCCTCTACAGGCACCAGATCTAG 39443 A_95_P109712 CV019423

40464 477 4 718 CATCTTAGCCACTTGTTCCAGCTTCACCCCAGTCAGAGCAAAGTGTTCTTTTGCTACAAA 39455 A_95_P253199 EH619700

40465 477 5 1907 TTTCGAGGCATCTCAAAGTGTCATATCATGAGATTAAGTTTTCGTTTGGTGGCTAAAAAA39457 A_95_P069920 X70651

40468 477 8 732 CATGATCATTATGTTGGATACTTTGATGGAGCAGTAGGATAATGTCATTTGTAGTTGGTA39463 A_95_P116507 DV159272

40469 477 9 513 CTAGCTCTATCCCTATCTCTCTTTACTGAACAGCTAGTTAGCTGTGTTATTTGATCTTTC 39465 A_95_P074560 BP526504

40470 477 10 1289 AATATTGTACCAGAGCATTCACCAATTGTTAAGTTGCAATACAGCAATTGGTGGCCAATT39467 A_95_P028041 TA14403_4097

40473 477 13 739 TTCCTGATCTGTGTTACTACTTAAGACAAAGGGGTTGCTCTGATGGTAAGCAACCTCCAC39473 A_95_P147497 EB451962

40476 477 16 506 GTTCTTTCCTTATTTTCTCTAGCTATCTGCTGAAGTATCTGATGAGCCGGAACCCTTGAG 39477 A_95_P086435 BP529536

40480 477 20 312 ATCGAAAACTATTGATCAGTGTATGGCTTCACAGGATTATCGAATGGAGTAAAGGATTTA39485 A_95_P188102 TA14495_4097

40482 477 22 568 TCGTGTTCTGATCTGATTAATCGTCTTGTAACTGTTTACAAGCTGTGGCTATGTAAAAAA39489 A_95_P003611 FG642155

40486 477 26 857 GAAGTGTAAGTTCTCGCTTGTATCAACTTGTATCTGTAGAAAACTTAATTAATCTGCAGC39497 A_95_P190932 DV159857

40487 477 27 509 TACCTGCCTTTTATTTTATTAACGGTCAGCATTATGATGCGTACTTGTTCATCTACTATG 39499 A_95_P076315 BP526954

40490 477 30 741 ATGAGATGGTACGCTACTCAACACATGCTTGAGAACGGTAGCTTCATTCTTGTTGGAGGT39505 A_95_P292378 EB428451

40497 477 37 232 ATTGTGGTTGCATAACTGTGCTCATCTGTCAAGGAACCACATCATGGCATCTCTGTATTG39518 A_95_P102842 CV016229

40500 477 40 325 AGAGGAATGTCCAAAAGCATTCAGATAAGAAAGGTGTTGGACAAAACAGTGGTGTAACTA39524 A_95_P116362 FG634672

40504 477 44 864 CTAGTGACAATATGCAGTTGCTTTCATCTAATTCTTCTCAAACTTTTACTACCCTGTTCC 39532 A_95_P196382 TA16326_4097

40506 477 46 568 TTTTATCTCCGTGATATGCGTCAGCTGTCAGGGATGTTGCCAAGTATTTCCAACAGCATC39536 A_95_P039136 BP129464

40507 477 47 394 TTGGGGTCATAATATGGGAACTATTCACACTCAAAAAACCATGGGAAGGTGTTCCATCTA39538 A_95_P085820 BP529385



40510 477 50 813 AGTATACAGCCAGTGAGATAGATGTTTCTACGAAAGAGTCAGACAGCGAGCTCTCCTTGT39542 A_95_P310093 FG134997

40511 477 51 408 GCTTGTGTAGCAAATGTGGAATATTTGCCTATGGTATATCATATATTGCCAAGCGCTTGT39544 A_95_P006221 TA15867_4097

40518 477 58 286 TTGCGTATTAACAAGACTGTGTCATGTGCTGGAGCTGATAAGGCACCAAACAGGCATGAA39557 A_95_P106107 CV017757

40520 477 60 1064 GCGTGCCTATGCAATGTCCTGTCCATGCATAATGAAGTTTGAATTCTGCTAGTTCATTTG39561 A_95_P132737 TA12370_4097

40522 477 62 102 TAGTATGTTGATCGTATCCAGCCTTCAGGTGAAGCTCAATACCATGCTGCTCATTTCTGC39565 A_95_P137972 EB441688

40532 477 72 170 TGTAACCTATAGCAGAGATACTCAGGAGATATGGCTGAAGAAAACAAAGCATTGGAATTG39585 A_95_P128052 EB427609

40534 477 74 756 ATTGTACCAAGGGAGGACTTGAAAGATGAGGTGCTTGCATCAATTCCTAGAGGAACCCTT39589 A_95_P028541 EB444615

40535 477 75 420 TTTGAAATTTCAAAATTCAACATTCGATGCCGAAACCCATCAAATCACGTCCGATGTGAC39591 A_95_P038666 BP129332

40539 477 79 743 TTGAGAAATTTCTGAAGGGAGCTTCCAGTGTTGATCAGCATTTCTACTCAGCACCCTTTG39599 A_95_P151227 EB681454

40541 477 81 545 AAGCCAGGCTTAAGGCCTATTCAGCTAACCTGTCAGAGTCAACAGCAAAAAGAAGTATCA39603 A_95_P064390 BP136039

40545 477 85 132 AGCCATGATTTCTGGGACTTTCTCTATAATCCAGCAATCGCTCGCATTAAGATGCTTTCC 39611 A_95_P242507 DQ460155

40546 478 1 483 GTAGTAGTAGCATATATTTAGAACTGTTTGGTGATGCTTTTGACCATGAGGGTTGAGTAA39451 A_95_P001346 FG623263

40552 478 7 558 GTTAAGGCCATTCCTCCTGATAGTTATACCAAATTGACCGTCTTGTTGTAATAGTAATTT 39462 A_95_P124172 FG633796

40556 478 11 1640 GATGAGGATAGAAATAGGATTATGGATGCTCCTGACCATGTACACTTAAAACATATCTTT39470 A_95_P133287 TA12715_4097

40558 478 13 305 TGCAAGTGAGCTTGAGGTCTTAATGATGCATAACAAGAACTTACTGTGCAGAGATTGCAC39474 A_95_P109982 DW001669

40559 478 14 903 TGGGTTTGTGAAGTTGAGCCAACAATCACATGGCGAATGGATAATGAAGGCGCTAAAAAA39475 A_95_P016041 TC48562

40560 478 15 894 TTTTCAAAATTTCGCGGCCCTGTTTGTGTAAGGTCAACATAATCGCGCCCCCCTTTTGAA 39476 A_95_P099848 BP535091

40562 478 17 94 TTAGGGTTTAGAGAATCAGATCGGTGAAGAGAGACAGACATGTCGGATCAGAGATTGACC39480 A_95_P049811 FS419162

40565 478 20 929 CTGATTTGGAGGTCAGCTTTTTGGTTAAGTTATGTTGGTTGTTAAATATAGGAACGGATT39486 A_95_P217047 TA20843_4097

40569 478 24 469 TCAGACCTTTTTCCTAGCTGAGCGAGATAGCATTTTAATTGAGGACTCTTTATTTACTTT 39494 A_95_P123947 DW003808

40574 478 29 485 AGACATTGAATGCTTCTTATCTGATTCTCAAGAGAGCCATGTTCCGCGGAAAGATGATTA39504 A_95_P145252 EB448852

40578 478 33 512 GTAGAAACATTTTCTTCTTCTTCTTTTGTCGCCTGGCTTCTTCAAAGCCATTGTATGTCT 39511 A_95_P222722 TA22096_4097

40579 478 34 700 GTTAAAGCATTAGATGCTGTTTGAATGTAACAATAGACGTACTTGGGAAAATTGTGGGAA39513 A_95_P022581 TA19428_4097

40585 478 40 182 ACCAATACCAATCTTTTGTCCATCATCCAACAGATATATGACTTAAATTTGTGACTGCTC 39525 A_95_P100058 BP535194

40588 478 43 529 CTACTTAGTTTGGAACTCTTTGTGAAAAATGCTTATAATAACTGCCTCCTCTCATATTGC 39531 A_95_P162627 TA13077_4097

40591 478 46 309 AAATTATGTCGATCGAGCGGTGAAAGATGATGATAAGGTAAAGGAGAGCGTTTCACCGGC39537 A_95_P103042 FG143585

40596 478 51 675 GAAGTTCATACATTTCCGGGCTTCTCCTAGTGATAAAAAAGCTATTTAACACATTGTTTC39545 A_95_P134572 EB437111

40599 478 54 166 GAAGCTTTTGCCACACGCTCGCTCTCTTTCATCTCTAAAGAGTGCAGAGTGAAAAGATTG39550 A_95_P061425 BP135256

40602 478 57 303 ATTTCGCCTTTATTCGGCCCTTTAAATTAGTTCTTGCTTAACCAGGTATTCACTTGTGAA 39556 A_95_P190787 TA15089_4097

40603 478 58 788 TATACCAGATTGGATTGTTATGTAAGAGAGAAGGTTTAAGTTGTGCTGCGCCTTTCTGTC39558 A_95_P180437 TA12745_4097

40606 478 61 545 AGAAGAAGGTTTGTTGTATATTCTTGCATATTGAGGGACCTTTTAAGGGAAAGTACAAAG39564 A_95_P132052 EB432481

40608 478 63 741 TAAGCACTGATGATGTCTACAAAAGTGCTGAGGTTGTCAACCTTGTTACCCAAGAGCTCG39568 A_95_P182047 TA13121_4097

40609 478 64 151 CCAGACTATCAAATGGAATTTCACCAAGATTTCTGATTGATAAGGAAGGGAAAGTTATCA39570 A_95_P055691 BP133768

40611 478 66 732 TGCTTATGTTTACTCGTCTTTGTCAAGGATATTTGAGCTCTATCAACTTTGATACCAAAG 39574 A_95_P014306 TA12020_4097



40618 478 73 735 AATAACAGCTACCTGTTCTCTATTTTTACTGATTGCAACTGTCTGTTGATTTACAGATGC 39588 A_95_P183657 EH622517

40620 478 75 744 TTCATATTATTGTATCGTGTTATGCCATCAATTGATTGTGTGCGGCTGTTGACTTGTGTC 39592 A_95_P142597 EB446030

40624 478 79 813 AGATTTAGAGTTAGCTACGATGAGAGTATGACCTTCAGAGCAGCAGCTTCTGCTGCACAA39600 A_95_P275718 FG144926

40626 478 81 868 GATATACTCTAATATCTTAGAGCTGGTAACTTAGAGTTGTGTATATGTCGAGATACTCAG39604 A_95_P149452 EB679292

40629 478 84 624 CTTGGTATTGTTCCATTGAAATTGTGTTGCAAAAGGTCAGGATTGCATTGAAATCTATGT39610 A_95_P117872 DV160841

40631 479 1 837 GCCATTTTAGTTTCGATCACAACCAATGCCGACTATCTAGAATCAACATTTATTGTTTGG 39613 A_95_P233624 DV160352

40634 479 4 763 GCACAAGTATCATATGCATTTCATTCAGAAAGAAGATGCATCCAGAAAATTCAAAACAGC39619 A_95_P251427 FG147735

40635 479 5 462 GTTTGACAATTTGTACAACAATGATATTACTGCAATTGTGGTTCATGCAACAAGAGCTGG39621 A_95_P145817 EB449557

40636 479 6 284 AATTGTGTACAACTTGCCCCTCGTTAACCAAAGTTTACACTATTGATTCTGTTTTCTGTG 39623 A_95_P143242 EB446589

40637 479 7 892 AAGGTGTAAACGCTTCACTACAATAACAATGCTGTGTAAGATGTTTGGTGGATTGTCCCT39625 A_95_P025326 TA20015_4097

40639 479 9 352 ATGAGGGTTTGGATTTTGATTCCCATCTTGATTCTTCTTCATTCTGTTTTGGTTTGAGTT 39629 A_95_P001206 EH618849

40641 479 11 0 TGGTCAAGATAGTCGCTTAGTGCTATGGTGATTAAAATTTGACATGGTGGCATTAAAAAA39633 A_95_P239614 A_95_P239614

40642 479 12 1510 GGTGGTCTCAAGGCCAGAATAATTTTCCTCTGTATTTTCTTGGTGGGTCATTTATCTTAT 39635 A_95_P092018 Z93769

40647 479 17 689 CTGTTGCATTCCTTTGTTTAAGGGTAATATGGATTGTTGCCCAAAGACTCATGTACCATA39645 A_95_P151777 EB682025

40650 479 20 391 TACCATACCCGAGTTTGTAATCTTCGCACTATATTGAACATCTAGTTGTAGCAGTTTTTT 39651 A_95_P001851 AJ718707

40651 479 21 796 GCTGTGTAAGACGATGGTCGAATATATGTTTTAGTGCTGTCTGTTTTAGGTATATTTTCA39653 A_95_P010866 TA12119_4097

40652 479 22 0 AAGATATCTCTGTCACTCTGTGCACAAATACTCGCTTAGCAGACCGTTACATGCACTGAG39655 A_95_P294883 A_95_P294883

40660 479 30 1542 GAGTGACATCTGTAAATAACAGAATGTTGGATACAATGGCTTTGTGAAATACTCTTCTCC39670 A_95_P183327 TA13434_4097

40662 479 32 246 GGTGTTACCGGAAAAGGTGTACCTTATAGCATTTCCATTTGATTTTCATGACATGAATTT39673 A_95_P028656 EB430793

40663 479 33 699 GGAAGACTGGGTTGACTCTTGGTCTTTTCCTGGACTCTTTCAAATATTAGAGTGGAGATG39675 A_95_P298953 FG194724

40664 479 34 87 TATCATATTGGATGTACATCTCAACCCGTCAGTAACCCGTCAAGCAATAGGGCGTGCATT39677 A_95_P088553 BP530122

40669 479 39 581 TGGAATTATCACTAGTATTCATGGACCCACTTAAAAAGAGGGATTTGGCTGGAACTTCTT39687 A_95_P019526 TA17909_4097

40670 479 40 750 GCCTTACAAAGCAGGGATTTTGGGAACTATTTTAACATCTTTAACTCTTTTAACACTGCA39689 A_95_P264106 EB439549

40674 479 44 538 AATTAGGACGTTTGGGGGATTATTGTTTTCAACGGTGACGATGGTGTAAGTTTACGGAAA39697 A_95_P061075 BP135171

40678 479 48 293 GGTCCCAATTTGGTGGTGACCTTGGATTGTTTTGAATAGTTACTGAATATTTTGTTCTTT 39705 A_95_P151767 EB682017

40684 479 54 619 AGTTTAGATAGCTGGCCTCCGTTAGAATTCTCACGCTGTTTAGTTAAAAATATGGATTAT39717 A_95_P152832 EB683169

40685 479 55 792 TAGACATATGGACATGTGGAATCATCTTGTTTGTATTGAATGCTGGATATTTGCCATTCC39719 A_95_P128872 EB428605

40686 479 56 0 GATGAATGTTAGCAAGGGGGAAATGTAATGTAACTTGTACTTTGGTTGTCAACACAAAAA39721 A_95_P242762 A_95_P242762

40687 479 57 917 GGTATTTAAGTTCCTTCACTGTTACTCTCTATATCTTGCTGTCAAAGTTGTGTGGAATTG 39723 A_95_P249932 EB677695

40688 479 58 571 ATAGAACAAGACTTATCGCTCTCTTGATCCTGTCCCCCCTTCCTTTCTCTGATTAGGAAG 39725 A_95_P131597 EB431943

40694 479 64 185 ATACTCCAGATAACAGCTTTCTTGGTGCTCGTGATGCCATTGGAATTACTTCCCTTTATA 39737 A_95_P311148 FG167536

40702 479 72 516 ATTATACTGTGTACTTGGATTGCTATTAGTTTGGTTGAAGCAGCAGCCAGAGTTTTTATT39753 A_95_P018941 BP131365

40703 479 73 328 CTGATTTCATGTAACTGTACAATTCAGACGAAAATTGTGTGGATATAAATGTGGGCTTGC39755 A_95_P209532 TA19210_4097

40704 479 74 824 ATTTGTATCCTCAGCAAATTTATGGCACAAATGGCTGGTATGGCTATGGTATGCCCACCA39757 A_95_P241664 FG166039



40705 479 75 631 CAGTTAGACGTATATAATGCAGCCTCTTTTGGATGGTCTTATTGGACACTTAGTGTGAAA39759 A_95_P065735 BP136410

40712 479 82 284 CAGTGAACAAATTAAATCTTAAATTTAACAGAGATGGATGGGTGTCAGCCTTTTATGGCT39772 A_95_P114032 CV021413

40714 479 84 633 AACATGACATGGGTGACATGATCAACTCTCTATTTGCTATGGAGATTAACTAGTTTGGTT39776 A_95_P014791 FG637726

40715 479 85 895 ATATCAAGGACAGACGGTCGCACCTATTACCTTTCAGACCAAGTTTCAGCCACATCTCAT39778 A_95_P291693 EB680171

40720 480 5 738 AGCATTTGATGGTGTACAACTCTTGACTTGTATTTTCCTGCCATTGCTTTGCCTTCTTTT 39622 A_95_P195702 EB678808

40729 480 14 834 CCTAATCTCTACGAATCTGTGCAATACAGCAGCTGGTATTGCTGAGCACTGTGTTATGCT39640 A_95_P310728 FG149203

40733 480 18 660 GTTGTGTTCTCCTTATATGTCCTTTTGTTCTATTGTACTCAAATGACATATGCAGACATC 39648 A_95_P043456 BP130619

40735 480 20 268 AAATGTTCACAGCATGTTTTTGCTGACATATCTAATTATAAACCCAAAGTTTCCCTGCCC 39652 A_95_P160152 EH618800

40738 480 23 1043 GGTGGTGAGGGGTGGGTAGTACTTTTAAATTATAATGAGATTATTCAGTGCTTATTTTCA39658 A_95_P028166 TA17665_4097

40748 480 33 812 TATCTTCACAATGAGCCAAATGTTATAATCCACAGAGATCTAAAGCCCAGGAATGTTCTT39676 A_95_P138162 DV162248

40754 480 39 621 CATATCCTAGCAAAGTGTACAAAGAATCTTACTCCTACCCCTTGGCTTCTGGTGCTGGAA39688 A_95_P299108 FG635787

40758 480 43 151 GCTGAGTTCTGTCATTTTGTGCTCAGCACCGGTATATTAACATAGACAGATTGTCTTTAG39696 A_95_P104247 CV016907

40761 480 46 793 GCTGTATAATTCATTGACAGAGCTAGCTGGAGCAATTTTCGCAGCCATTATATAATATAT39702 A_95_P194952 EB446333

40762 480 47 714 AATGCAGGGCAGAGGCAGCAAGAAAAGGTGATTTGTCACCTATGCATAACGGAAAAAATA39704 A_95_P115737 DV158063

40764 480 49 358 CATTGGTTAAGTGAAGCAGCTTTATATCTCAGTAGATAGACCAGTTGCTATCTGTTTTAT39708 A_95_P089778 BP530650

40765 480 50 474 CGTTGTGTATACAAGTAGTTGTGTGGTTTGTAACATGAGCATCTCTGCTTCTGGTGTTAC39710 A_95_P106877 EH620447

40768 480 53 862 AGTCATTCCCTTTGGCCGTTTACTTATCTCTTATTCCCATCATCGGTGGCTGTGGTCTTT 39716 A_95_P199977 TA17111_4097

40770 480 55 499 TCCGCTTTGTAATGACCGAAAGATATTTCCTTTGCTGTTACTTAGAATGATACTGATAGT39720 A_95_P071600 FG641857

40774 480 59 599 CTGCATGCTGTGGTTGAGGGTTATACGCAACTGTAAGGTTGTTCAACTGTCTTGAACATT39728 A_95_P044041 BP130775

40775 480 60 802 TGTATCCTATGCGTGAGTGATCCAGCATCTAGTTACGTCTGTCAAACTGTTCCGAAACGA39730 A_95_P265821 FG148043

40777 480 62 877 CCGGTCCATGCGTGAAGACCCTCTTCCTGATATGGATCCAAATGAAAAATTTTATGCTGG39734 A_95_P224522 EB441919

40780 480 65 227 GGCCTTAACTTTTCGCAAGCTGTACAGTGCTTGTTTCTCTTTTCTCATTTAGTTGTTTCA 39740 A_95_P132862 EB433652

40782 480 67 371 TTGTATCTCAAAACATTGTCCATTGTACTTTCTGCTTGGTCGTGTTATACTGGAATTGGG 39744 A_95_P106072 FG625538

40787 480 72 822 GCAATTAGTGTAACCTACAGCGTCTACATGAAAGCAGGAAACTCTCACGTTAGATCTTCA39754 A_95_P273026 EB680914

40789 480 74 460 TGCCTTCTTTGCCAAAATACGTTTAAGCATGTAACAGGCTATTAGCTATTTTGAGTTTGT 39758 A_95_P124722 TA16894_4097

40797 480 82 890 AATATGATGGGAGGATTTACCAGTCCTTTTGTTGGGTTGAAATAAGAATATTGCGACTAA39773 A_95_P011196 TC42564

40800 480 85 1037 CTGCTGCTGGACAAAAACCCTTCATTCCATCTTATAGGTTATTTGAAGATCTTAATGTTT 39779 A_95_P023961 TA14913_4097

40801 481 1 349 CAAGTTCACCTAACATACTCTCTTATGCAGATTTCTATCAGTTGGCTAGAGTGGTTGCTG39780 A_95_P113642 CV021236

40809 481 9 823 CTATATCTTTACCCACTTCATGCACGCAGCATATGATATTGGACTTTTTGACTTTTTGCT 39795 A_95_P222497 DV158650

40811 481 11 478 GGTAGCAAAACTCTGTAGAGCTTATGACTTGTACTACCGGTTTTGGGAATTGTAAATTTT39799 A_95_P308903 FG643908

40813 481 13 1111 CTGCGGTGCGGGCTGCAATTAAGGTGAAAGCATCAGTAATTATTTGCTTCACTTCATCTG39803 A_95_P021596 TA17748_4097

40816 481 16 437 ACTTTGTTAGTTTGTTATGTCTTGAAAAACTTGTTAGTGGCAAATGCCTAGCTAGCTTGG39809 A_95_P076270 BP526941

40820 481 20 499 CGGCTCTTTCGCTTTGTACAGTAATTCAGATGCATCATGTTATAGAAGCAGTTAGTTTTA39817 A_95_P072770 BP526045

40821 481 21 780 AGAATTGAGAGCCTACAGAAACATAATTTTGGAGTTCCTTTTTGCTAACAGGCAATTGGC39819 A_95_P026736 TA17743_4097



40822 481 22 707 CATGGTAATGTACATGTATTGTGTAGGTGAGTTAATGTCAAAGCTTTGGTAGGATATACA39821 A_95_P013946 TA16897_4097

40825 481 25 231 AGTAAGGAGCATAGTCTGTCAAAATTGTGATGGAAATGGTGCAGTGTCGTGCTCACAGTG39827 A_95_P107842 CV018551

40832 481 32 601 TATCTCAGACGAGGCGAATTGATGATTCTAGTTCGGATGATGACACTCCTTGAGTACCAG39841 A_95_P043956 BP130755

40836 481 36 729 ATGATGCGTTATGAGATTCTGGGTTTAGTAAAAGGTCTGACGGCTGCACCTAAGAGTGTG39849 A_95_P145802 EB449549

40843 481 43 524 ACAGCTATGTCTCAATCCCAGGTATTTTGTATTGCGAGGATTCATCATAAACAGAATAGT39863 A_95_P070820 BP525545

40845 481 45 729 GAAGAACATTAAAGACTTGTCAGCATGCTTTCTCACATTCCACACCTTTCTTCTTCTTTC 39867 A_95_P300223 FG197293

40849 481 49 373 TTACTGGTTACAGTTAGGAATTTTATTGGTGCTTCTTCTTGTAAGTTCTGAAGAGAGTTG39875 A_95_P069700 BP137460

40853 481 53 468 TTGCCTCAGTTCGGATTGTTCTCTGCAACTCGGGAACATGAAGTTGGAATCGCTAGTAAT39883 A_95_P198567 TA16807_4097

40860 481 60 398 AGCTAGTAATGGGCATCGGTTATCAGCTGTTGTACTTTAAGAAATCCTCTCAGTTTACAT39896 A_95_P211202 TA19559_4097

40868 481 68 864 CATTTTTTGCCAGCAAATCAAGCCATTTTGTTGTTCCAGATCTGGCATTAATCCTTGCCA 39912 A_95_P020406 EB683273

40871 481 71 171 CAGGGAATGATATGACGGATTGTTCGATGGCGTCTTTGTACTTGCTTTGTTCGATGAGTA39918 A_95_P092888 FG624161

40872 481 72 432 GCGTGTAAAAGCTAGCTAAAGACATATTGTCTATAATTAGTTGAGCGTCAGTTGTTGGAA39920 A_95_P123977 DW003836

40876 481 76 550 CACCAGAAAGATTTCAAGCACACAGTTATGTATTTCACGGCTTGTTTGCATATATGACAA39928 A_95_P304663 FG643471

40878 481 78 620 CAAATTCCACAGCTGCACATTTCTGATCATTTTTACTTCTATGTTAATGATTAGTGGCCT 39932 A_95_P028786 EB445150

40880 481 80 261 GGTCTTAACCTTCAAGATGATAAAATTCTGACATATCGAATGGCACATCTTCGGTTAGAT39936 A_95_P109247 CV019208

40882 481 82 363 GCAGAATGGACAAGTATTTCTTTGTCATCAATTGAGCGCATGCCTGAGAAATCTGCTGCA39940 A_95_P082190 AM833236

40887 482 2 811 GAGATCCCATATAGCTTTGCGGATATTGAAGCACTGCAATTTATTGAAGTGATCAAATGC39783 A_95_P296288 EB451171

40896 482 11 422 GGAAGCTGATTTGGGCTGTAACACGAACTTATCAATATATAGAATACAAGTTGGCTTCTC39800 A_95_P003461 DW002887

40897 482 12 257 GTACTGGAAGAAATGCTTGGGTTACATGAGATCAATTGGATGTTATTTGAATGCTTATGT39802 A_95_P212692 TA19890_4097

40906 482 21 559 TGCTAACTCTGTATTTGGGCTTTCAAATGTGTGTACTAGATTGTCTAGATAATGATTCCA39820 A_95_P213862 TA20138_4097

40907 482 22 725 TCATCCTTCTAAAAGGTCCGCTAGGTAACTGTGTCTTTACCGGTGATTATGACCAGAAGG39822 A_95_P193022 TA15582_4097

40915 482 30 223 TTTCTTGTTGAAGATGATGGAGGTTTCAGTTGCTTTGAAACTGGAAGAAATTTGAATGAG39838 A_95_P213477 TA20057_4097

40916 482 31 591 CCAAGGAGTTTGAAGGCGTTTAGTGTTTTATTTTCTAGTCGTTATTATATGCGTACAATG39840 A_95_P306623 FG644296

40918 482 33 155 GTGGGATGTTACCTTTGGCTATGTAAAATAATAGAATTTGTGACTGAGCTTCCTTATACT39844 A_95_P114167 CV021477

40919 482 34 802 TATAATGATGAAACCTAAGCCAGCTAAGCCGGCAACTCCTGAAACAACTTCACATGCACC39846 A_95_P070315 FG132790

40920 482 35 408 TTGCTTTACTAGGAGAAACTAGTAGCAACAGTTAGCTGCTTTGAATAAAATCTGTCATGA39848 A_95_P214212 TA20212_4097

40927 482 42 890 GAGTACAACCTCAACCACAACCACAACCATTGTAATGGATCGAATCCTCCTCTTTGTTTA39862 A_95_P217437 EB428317

40931 482 46 684 CACCAGCATCAGCATCATCATCATCATCATCATCATCATCACTATTCAATTATAGATGTA 39870 A_95_P312863 FG163611

40935 482 50 85 GTTTGTCGGTATGTTAATTATAATGTGGCTTTTTGGTCATTTTCGATCTGACATGGTATC 39878 A_95_P108747 CV018987

40936 482 51 1421 GATTCTAAGTTTTGCAAGCTTTGGTTTTCCTTGCCCCGGCCTTTCACTTCATTTCGTTCT 39880 A_95_P259281 AB300776

40946 482 61 1538 CAAAGTAAATATGGATAGTTGAATCAAACCCTTTGGTTTCCAGTTAATGTTTATGAGCGG39899 A_95_P143907 TA14706_4097

40951 482 66 752 ATAGTGAAGTACTATCGTGCAAAGCAGCTTCAGAGGGATCAAAAGACTGTTGCGGGTGAA39909 A_95_P199782 EH622406

40952 482 67 559 CGTCGAAGGTGCGCACAGACCTATTTGTATTTATGTTTGAATTTTATGACAAAATTGTCG39911 A_95_P153382 EB683672

40953 482 68 451 GTCGTTCAAGCGTAATAAGTGGTTTCCTCTTAAGTTGGAGTTTTGGGATAAACCTATATT39913 A_95_P006131 BP530922



40956 482 71 765 CTTAGTAGAGGGCAAATTTCTCATGTAGATATTTCGGAAGCTATATGGAATATTTGCTTC39919 A_95_P154107 EB684261

40961 482 76 1137 CTTGTCATAGTTTGGTTCTATATATTCGGACTTCCTCAACCAGTGATCTTATTGTTTATC 39929 A_95_P189972 AF113545

40964 482 79 863 ATAAGTGTAGCCATCAGAGATATTGAAAAGGGAGCTTTTCCCAAATGTTGCTTGTTGCAT39935 A_95_P285798 DV161389

40967 482 82 224 ATGTATGACTATGTAACTTGTATTTCGTCTGGGAATGGCAAACTGAGTAGCTAATGGCAG39941 A_95_P104132 CV016863

40975 483 5 187 ACATGATCTACCAAGCTTCCTATTTGGGGAATCCATGGGTGGAGCTATAGCTTTGAAAGT39956 A_95_P087698 EB428319

40977 483 7 831 AGGGATTATTTCCGGTATTTGAATTCAGAATGCAATAACATGGGTTATCTACTACTTCCT39960 A_95_P125822 EB424909

40981 483 11 229 TTAGCATCAGTTTCACCTTTCTTATTTTAACTATGGGCATATGCTTATTTGCCAGTCAGC 39968 A_95_P111717 CV020345

40982 483 12 728 AGATCTATACAGTTCTGATATGGTGCAGGTCCTGGCATTCTTAGTCGGTTGTCAATTCCT39970 A_95_P252164 EH618097

40984 483 14 501 TATAAGTGTCGGATTTTGGACCTCAACCAAAGAAAGAGAAAGAGAACAAGAGTGGGCAAG39974 A_95_P111187 CV020089

40986 483 16 430 GAGCAGGCCATGAAGAGAGATGTCAGGATGAAATACTTTCTGTAAACTACTTTTTTGTAT14301 A_95_P000096 EH619820

40988 483 18 432 ACTTTCAAAGTTACCCACATTGTAGTTCCTTTCTCCTTACAGTAGACTATTTTCTTGCAA 39981 A_95_P213182 TA19994_4097

40989 483 19 353 GTTGTTCGGATGTCTACAATTCTTACGTCCCTCCGATAGGAGGATTATAATTAATTATTC 39983 A_95_P209382 EB428350

40994 483 24 2788 GTTCTATCCCCCTCCCTCCCTTCTGAAAAGAGATAGGAAAAAATTCTATTATTTTTAAAC 39991 A_95_P007291 AF115482

40997 483 27 694 TGACTCTTGCTCAAAGTGATGTCTATACTAATAGGTTAATCAAACTTATTGCCTAGCCAT 39997 A_95_P126002 EB425203

40999 483 29 856 GGACTTGTTGAAGTTCATCTTGAGAGGCTTCAGGTAAGTGACACTGGTCTTGCTGCTATT40001 A_95_P223367 TA22237_4097

41002 483 32 847 ATCTGACCTGATGACTGCTATGTACTGCTCATATGCTAGATTCTTGTGGGATGCTGAGAG40007 A_95_P242322 FG162154

41006 483 36 761 TTCAATTATGGGTATCTCGCTCTACTGCTATGCTGCACCACATATTTTTACACCTTTGCC 40015 A_95_P259581 EB449659

41010 483 40 596 GCTTGTTGGAATCATGTTTCGGGTGTAACTAAGATAACTGCTTAGTGACTTTAATTTACT40023 A_95_P026091 TA15357_4097

41011 483 41 1498 GTACAGGCATGCTATATGGTGTGCAAGTATTCTATTGTGAAACAGCAAATTATGATGTAT40025 A_95_P206977 TA18639_4097

41013 483 43 796 ATATACAGCGGGTTAGCCAGGAGATTTTCTGGAAAGATGCTATTGGAGGCTGCCAACTAT40029 A_95_P120877 DW000845

41016 483 46 585 TGATACTGAGAATAATAAGCTGCCCATGCTGCTGCATTAGCATCTGCTGCTGCTTTACCA40035 A_95_P315883 FG189354

41028 483 58 360 CCTTTATTGTCCGTCCCCCTACTGCTCTATATGTGTGTGTGTGTGTATTTCTGTGGATGA 40058 A_95_P049316 BP132133

41031 483 61 2838 GGTCTTTGCAAGTCTTCATAACAAGTGTATAGTTTTTGCAACTTTATCACCTGCTAAATC 40064 A_95_P019156 AB032535

41034 483 64 269 AACAAATAAGATCTTAGTTACTCAGAGATGGATGGGTGTCAGCCTTTAATGGCTAAGATA40070 A_95_P103317 CV016457

41042 483 72 480 CATTAGTAGACTTGACATTCGCGTTGGTCTCATAACGAAGGCACAAAAACATCCTAATGC40086 A_95_P074855 BP526578

41044 483 74 1298 CTGGATAGTGATTTAGAGCTTTCTTGTAGCTTCTCCAATTTGTGTATGTACTGTAAAAAC40090 A_95_P205357 TA18266_4097

41047 483 77 800 CTTTGTATAGAATGGAAGTACCTAGTAGAGTATGTCGTTCATACTGTAGTTTAACTTTCC40096 A_95_P021116 EB438023

41050 483 80 807 TGCCAAAGGTGAAGCTAGAGGTATGGCTATAAAAGCAAGAATAGCTGCTTACAAGATTTG40102 A_95_P120827 DW000794

41054 483 84 646 CCCCACGGTGGGCGCCAAACTATTTACATTGAAATATGAGTAACAATTAAACTTATAATG40110 A_95_P118402 DV161455

41055 483 85 741 GTTCTTTTATATGCGCCTTGCATTCTCTCCTATCTGTGATGGGCAATAATTTGATGTATG 40111 A_95_P198237 TA16734_4097

41056 484 1 506 TGAATTTGAAGTTGGGCCTAACTAATTGTCAGCCTAACAACAGAGTCCATACCCTCACTT39949 A_95_P112172 CV020555

41057 484 2 859 GTGTATACGAAAGACTGCTTCAGATGTAATATTGGGATGATTTCTGCCAGCTTGACCTCC39951 A_95_P216642 TA20750_4097

41060 484 5 1580 GTCCTACTGTTGTAACTTTTATGTGGTTAAGGGTGGACTGCTTTCTATATGAACTATTAT 39957 A_95_P012796 X77763

41062 484 7 498 GTCTGTCCTTCGGCGTCTGTTTCACTATATACATAAATTGTAAAATTTTACCCGTTTGCT 39961 A_95_P194832 TA15985_4097



41064 484 9 214 TGAGCTCTGTTAAATGATCGCATAGAATTGAAGCGACTAAGTACAGCATGTTTGATATTG39965 A_95_P154787 EG649759

41069 484 14 521 ACCCATTGTTCTGGGGTTGTGATTTAGCCATGAATATTGTTGTTTGATATTAGCTTGACA39975 A_95_P308783 FG643588

41071 484 16 417 AGAGTATGTAAACCATGAAACTAGGCAAGGGACTTTTAGCCACCAGATTCTGGTTATACC39978 A_95_P093673 BP532365

41075 484 20 490 GGATTTCAAGAAACATTTAGAAACAGATCACAGACTTGGTTTAACATTCAGTGCTTAGTG39985 A_95_P122547 DW002533

41088 484 33 636 GAGTCCAATTATACTGTAACTTTTGACTCTCCCGATTCATTTCTACTTTTAAGGTATTCC 40010 A_95_P207547 BP129575

41089 484 34 868 GTTTCTAAAGTTGAGATGGCTAATTATAATCCGATCAAGTTGGAGTTTTTGCCTCTCATT40012 A_95_P127887 EB427450

41095 484 40 220 GTATTCCGCCTCCACAGAAACTAAGTGTAGTATGGAGGTTTTCTTCATTTTACGTTCCAA40024 A_95_P063920 BP135907

41096 484 41 185 ATAAGAAACGCGTCGATTCTAAGCAAAAGCGTGCCGTTTCCTCTTCCGTTAAAGCAAAGC40026 A_95_P201292 FG136640

41101 484 46 324 GACTTATAAATGTGAACAACTACATCGAGTATGTAAAGGAGTAAGGATCTCCGAGTTGAT40036 A_95_P131707 EB432091

41102 484 47 801 CTCTACATCTTTTGACATGTTGGTTGGTTCTTTTTGGGATTATATCCTTATAACGCCCTT 40038 A_95_P020011 EB428986

41104 484 49 813 TCGTTTCTTAGTTAAAGTTATGCTTATGAAACTGATGAGCTACAGGTCAAGTTCATCAAC40042 A_95_P266841 EB451993

41105 484 50 2129 GATCGTGATAATTATGGATTTGTTCTTAGAATTGCTATTAGCGTGCTGTCTTTGGTGTTT 40044 A_95_P009436 Z28373

41107 484 52 605 TCACTTCTAAGGATAGGGTCTTGGGAATATGCATCTAGATATGAAGGTGATTTGGTGGCG40048 A_95_P127677 FG162856

41108 484 53 908 ATGATGAACAGTGCATGTATAGCTTGTCATGCTGGAAACTGGCTGTACTGCCGAAAGCTT40050 A_95_P008706 TA14965_4097

41113 484 58 774 GCAGGTTAATTTCGAGGACACATGCAAAGGTTTTTTAGAGGTTGCAAAGGAAGCTGTTCA40059 A_95_P262771 EB442083

41114 484 59 521 ATGTTGAAGGGAATGTTCCTGCAACATTTGGACACCCCTTTTGGTCTTTGTTATGTGATT40061 A_95_P134487 FG641157

41117 484 62 447 GTGTTCTAGAAGAACGAATATTGAGGTGTATCCATTTCATGAAGAAGTTTGTCTTCTCAA40067 A_95_P002151 EH620847

41118 484 63 479 GTCATACACAGACTAATAGGATGTAGTGGAAGATTGTCACGACTTGATTTTGCTTTTATT40069 A_95_P140287 EB444249

41120 484 65 842 ACGACTTCCAAAATTTGCTACCCTTTGCAAATTCAGTATGAAACTGGTCTTTCAGAATCT 40073 A_95_P190357 TA14998_4097

41123 484 68 189 GACTGTTGAAACTGCTCTCTTGAGCCAAATGGTTGTTGTTGTTTATTGATGAGTATTTAT40079 A_95_P204867 TA18158_4097

41125 484 70 712 GCATTTCTTCAATATCCCATTGAGCTCCTGCTTTGTTTGATAATAATATCCTTCCACAAT 40083 A_95_P315608 FG197573

41128 484 73 464 ATAATATTGCGGGGCGTAACATCATTCCCCCCTTTGGAACATTCGTCCTTGAATGTTGAC40089 A_95_P034993 BP128316

41132 484 77 836 CGCTTTGATATGTGTGTTGGACCGGATAAAGAGGACGGATACTATATATGAATAATATGA40097 A_95_P251147 EB424811

41137 484 82 630 GATGCAAAAGTGTTCTTACGGTTACTTTCTCCACATAATAGATTTTGTCCATCTTCTCTC 40107 A_95_P134087 EB435916

41141 485 1 660 TTAAGGGGTTCGCTTTCAACTAGATGTTATTCTCTGTTTCTTTTCCTTTGCTCTGCTAAA 40113 A_95_P186027 TA14039_4097

41146 485 6 869 AGTGTATTAACATGGTTCTCCCACATGACGGAGTCGTTCCTCGGTGAAAAGTATAGCTGT40123 A_95_P231549 DW003993

41148 485 8 758 GGAACAGTTGATCGCTTGTTTTGTAAGAATATTTGGGTACAACGATGTCATTTTGAAAGA40127 A_95_P229679 DV159989

41153 485 13 875 GGAGATATGATTCGCTAATGTGTTTTGAGAGGTACTTTCACTGATTAATTGAAGGAACTA40136 A_95_P153812 EB443735

41154 485 14 225 AAGACAATAACAATGCTTTGTACTGTGAGAGCTGGCGGTTCACCGTTGAGACTAATGACG40138 A_95_P111337 EB679494

41157 485 17 498 GTCTTCAAGGGTTCCTTGGTATTCAAATGCTGATAGGATGGTGGTAACTGGTTCAGGTCA40144 A_95_P111092 CV020051

41163 485 23 990 CTGAACAATGTGTGTCACACAAATAATATTAACCGGCTGTTTGAGCTTTGGGCTTATCTC40155 A_95_P027681 TA15280_4097

41166 485 26 795 AACTTCCATGAATCTGTGCACCTTGATAGTTTTGATGTGGACAGGACCCTGACTCTGGTT40161 A_95_P011746 TA16057_4097

41167 485 27 776 CTTGCAGGAGTAGGTAGTATTAGTTTAGTTTGATTGGGGATTTGACAATTGATGTTTGTT40163 A_95_P200307 EH613966

41170 485 30 1088 AAGAATAGCTGTATAAATGAAGGGCGGGTAGAATAAATGTGTTGGTACACATTTGTGCTC40169 A_95_P021141 TA19071_4097



41171 485 31 345 AGAGGACAAGTGCCAAATGGTGTTCCTCAACTCAATCATCGCAATGTGGGAGGTCAATTT40171 A_95_P033869 FG145583

41172 485 32 256 GACCATTTTGTTGGATTAGGAGGTGCAGTTAGCCAGTTTAATACTCCTAGATAGATGGGT40173 A_95_P154722 EG649733

41177 485 37 472 CTTTGTTAGACAAACACCCGTGAAGATAAAAAGTACCCCTACTGTTACTGTTTTGGCGTC40183 A_95_P025141 TA19964_4097

41178 485 38 333 TGTAACATAGATGTGTCACTGTTGAATCTAAACAAACTAGCTTCTTGCCTTTTGCTTGGG40185 A_95_P029876 TA13556_4097

41182 485 42 183 CCAAGGGAACCTTTATCCCATCCTCTGGTATCAAAAGAATTAAGACTTTTTTGTATGTTT 40193 A_95_P142872 EB446286

41185 485 45 642 GAGGGGGAATCCGAAGATGAGTGATTTTATGTTAACTTTGAATGTTACATTTTGGTGTTT40199 A_95_P121492 DW001579

41188 485 48 439 GTATCGAGATGTAAAGGAGAGTTCTTTGGATGCTAAACCTAGGGATGGTCTTGGTTTGCT40205 A_95_P040791 BP129923

41203 485 63 1705 CTACTTCCTTATTTTCAGGGAATTTGATATACGTCAATCAGCCAAATTTCAACTGATTGC 40235 A_95_P181462 TA12987_4097

41205 485 65 347 GATGGAATATTGTCGGATCTTCATCACCGATCTAACTCCTCATCTCTCTAACTTTGTCTC 40239 A_95_P103212 CV016396

41206 485 66 512 CATTAATAGCTCTAATTCTGAAATATGTGTGCATATGCTTATCGTCAGCTTCCCTTGTTT 40241 A_95_P035413 BP128466

41207 485 67 744 ATCGATGATGCATTAACACAGCTTCAAGAGCAAAAGCAAGGAAAGTTGGGAACTGTGGCA40243 A_95_P151017 EB681225

41211 485 71 628 TCTTCCCTCAATAAGCTGTCGATTCTGCCGGTGGATTTTGAGGGAAAGACAAAGATGAGA40251 A_95_P003526 EH613915

41212 485 72 1613 ATAGATACCACGAGCCTAACTCGTGGCGGTTGAGTAAAAGGAGAGCTTGATCTTTTTGCT40253 A_95_P017996 TC53168

41216 485 76 9 CGCCATAGATAAGTTAAACGGTATGCTCATGAATGATAAGCAAGTATATGTTGGGCATTT40261 A_95_P115677 AF190657

41217 485 77 641 GCAGTGGATCTAACAGTTAAGATAACTGGGAATCTAACAATAGATGTATTCGTCAAGTAT40263 A_95_P139962 EB443904

41225 485 85 264 ATGAATTGTACCCTATGTCACTTGTTCTGAAATCTGAATCAACTGTTGCAGTTTTAATGC 40279 A_95_P143417 EB446723

41226 486 1 343 AACCCCCTACCTTAGAAGGTCTTGATTTACTTCAAGCTAAGAAAAAGCGCGCGCCTAAAA40114 A_95_P158532 FG164661

41234 486 9 351 GTGTAAACTTGAATTGAGGGATGCCCTCTCTATTTTTATTGCACTGTGTTTAATTCTGCT 40130 A_95_P219702 TA21451_4097

41243 486 18 505 CTTTGTAACTGCAAGTGATGGAAGGAAGTTTGAGAAATTCACTTGGGGAGTATCAGTGGG40146 A_95_P079470 BP527773

41251 486 26 999 CGATGATGTTGTCACTCTCTTCCAGCTAAATAAGATAAAGACTTGTATTCCTTTTTTCCC 40162 A_95_P017821 TA11931_4097

41254 486 29 768 TACTTGCAGAGACTGAATTTTTCTTTGGCCTTTCTATGGGATTGATAAACTGTTTCCTGA 40168 A_95_P204392 DW002350

41256 486 31 670 TTGCCTATCTCGAGGAAAATAGTGGTAAAAGTGGTCCAGTATTCTCCTGGTCGAAAGCAC40172 A_95_P311938 FG151562

41259 486 34 1966 ACACCTTTTGTATTGTTTGGCTTTAATTTATTAGTGTGCTCTCGTGCACCTCTCTCCTAC 40178 A_95_P020586 D26602

41271 486 46 866 GATGGAGGGATTTTTGTGCTTGTTAAGGAAGGGAGTTCTCTTCTATATTAGTAGAGATTG40202 A_95_P272291 EB449818

41272 486 47 306 CTGTATTTGTTGTTCTCTGTGTTTGATTGAAAGGAGTTGATTGCTGGATGATCTTATTCT 40204 A_95_P069970 BP192486

41274 486 49 670 GGCTATGTACACTTGCATAATGCATACAATTGTGCACTTGTTGGAATTTTCTTTAGTCAT 40208 A_95_P119857 DV999465

41275 486 50 297 TGAAACCTGAGATGAATACAGAATCAAAGGTGCATATTGCTTGGTTCCGTAGGCATACCG40210 A_95_P088703 BP530184

41278 486 53 695 ATCAGAGGAAACATAAAAGGGGTTGTTGGTAGCTGGCCTGGGATCATGAATTGTCTGTGA40216 A_95_P301848 FG639980

41282 486 57 1153 TTCTATCTAAAAGGAGTGAGAAGAAGGTAGGGTATCCTACCCATCTCTCACCAGTATTTG40224 A_95_P121427 TA12896_4097

41283 486 58 1559 TCTTATGTGAAGGCAACCAAAATTCTTTGCGCTGTGTTTATTTTGCAAGGGATACTTGGA40226 A_95_P194782 TA15973_4097

41285 486 60 203 CGAGCAATCTTGTTTGAGAGTGTTTCTAATGACTTTGTATTTCTAATGAGCAATTCGTTG40230 A_95_P133317 EB434718

41292 486 67 1590 CAACTTCTGTTTTCTGATTTGGAGAAATTAAATGGGTGGAGCTTTTGCATGGGTTAAAAA40244 A_95_P238409 AJ344537

41293 486 68 784 GCGTGCTAGCTTTATATAAGTCATGGAACACACTGTCTCGCCTGGTTGATATCTGAAAAA40246 A_95_P012696 TA13030_4097

41294 486 69 0 ATCATGGACTTTTTCTCAGATCATCTGTGAGTAACACTATGCTGTGGAGCTGGCATGATG40248 A_95_P296713 A_95_P296713



41295 486 70 793 CATGGAAATGAAAGGATCCAATTATCAGCATCTGCTATTCCTTGTTGAGTTAATTTCTTG40250 A_95_P009151 TA11962_4097

41296 486 71 765 GTATCCAATATTATGAATCTGTCATTGGAGAAGTCGCAAGCTCACTGGAAGGGGCGATGA40252 A_95_P150687 EB680821

41302 486 77 770 GGTGTTAAACACGAATATACTGCAACGAATCCGATTATCGGTTTTCAATAATGAAATCCA40264 A_95_P246602 EB677971

41303 486 78 937 GAATTCAAATTCTGAGGTTGTTATCCTTTTCCAGTTCCATCTATTTTGCGAAGGCTTAAA 40266 A_95_P192372 TA15437_4097

41304 486 79 482 ATAAGGAGAACTATGCGGCCTGGAGATGCTTTGTGGAGCATCTCATCGGATTTTCATATT40268 A_95_P277968 AM789925

41308 486 83 283 CTTCCTCGAGTACTGATGTGACTGATGTTCTAACAGTATCAACGAGTTCTGTGATATTCC40276 A_95_P095783 BP533340

41310 486 85 658 TTGGTCATTGAACCTCTCCCTTCCTGCTTGGCTACCCATTGGATATCTTTATTCTTCTTA 40280 A_95_P040126 BP129741

41312 487 2 819 AACACCATGGATATTGCACATGACGAGCTGGCTTTACTATGCTGGGATGCTAGTATGCTT40283 A_95_P294528 FG139458

41313 487 3 355 AACTGGAGGCACAACTCTCTGAATCTTCTCCCCTTTGTTAATGGACATATTTAGTATGTG40285 A_95_P108417 EH623004

41315 487 5 864 TTTTGGTGCATGCTCTCAGTGCGCTCTTCTCTTGTCAATATCAAACTGTCGAAGTAAGGG40289 A_95_P304038 FG167416

41317 487 7 446 CTTGTCGGCTGGTTTTTGTTGTATAGTCTTTCATGGTAGCGTGGTAGCTCGTACCTTATA40293 A_95_P126617 TA15684_4097

41320 487 10 707 TAATACTGGGAATGGTGTCCCAACCAATGTTGCAGATGCCAAACATTCGGCAATCTACTG40299 A_95_P216707 FG159163

41333 487 23 639 ACACTAGGAATTAAGGCCACATGCTGTAGCACTCTCATTCTTTATCCGCATGTGTGTTTT40324 A_95_P303538 FG638377

41335 487 25 858 AATAGCATTTCAACTACAAATGTCGACCGCAGGGTGCTTAGTTTCTCCACTCAGCTGATG40328 A_95_P195607 EB438394

41340 487 30 874 CTGCTGAGTTGTGTAAAACTTAAGACATGTCTGTATGTGGTGTGTTTATAATGTATAAGC40338 A_95_P010146 DV999957

41343 487 33 49 TAGGCAATCCCCATCAGATTCGATCATAGCCATAAACAAATTGAGTGAAAAAATAAATCG40344 A_95_P031846 BP535438

41345 487 35 850 GCTCTTAGCTGAGGCTGATATTAGCTAGCAAGCTTTCTATGCACCTATTTACTGGACTCT40348 A_95_P008421 TA15150_4097

41346 487 36 837 TGACAATAATTTGATGTGTCTTGATGCTCCAGAATGTTTCCGGGAGCTTGCTTTTGGAAC40350 A_95_P246362 DV158308

41348 487 38 495 ACAGATTTGCTTGGGACACTTCCTCCCGAAACAGTTGCAAAGATCAGAAATGAAAAGGCA40354 A_95_P029821 EH663694

41349 487 39 181 GAAATGATATTCCCCTTGCTTTTGCATAAATTTTGGCATAATCCAGTTGTGTGTTGTCTT 40356 A_95_P079305 BP527730

41352 487 42 731 AAATTAGGGTATGTAAAAATGCAGTATGGTGATGTGGAGGGCGCGAAAAAGGCGTTTAAT40362 A_95_P023716 EB439602

41355 487 45 164 ATTGTTCTGCTGCATGATCGCCTGCTAGAAGCAGTCAAGTTTCTTGATCTAGGTGATGGT40368 A_95_P050141 FG623870

41362 487 52 438 GGTCTTATAGTGAAGAGGTATTTATCAATGTATGAGGACGATTTTAAGTCATCTTGAGTG40382 A_95_P221112 TA21752_4097

41364 487 54 2235 GCCATTTTTTGAGAATGGCAGTTCAATGTAGGGTATAATTTATTGGCTCTTTTGGTTTGG40386 A_95_P034718 AY519499

41365 487 55 573 CAAAAGGGGATGCTGTTAGCACTTGTCTTTTGAAAAAGGTGTATTCATAGACTTGAATTT40388 A_95_P021881 FG634262

41370 487 60 574 GATATCCAACTTTTTTCTCTTTAATCTCCTGGGACCTTTTCCTGCAACTCAAACATATGC 40398 A_95_P290923 DW001932

41377 487 67 866 CTCAGCCAGAGTTTGTCAGCTTCAGAAGTTTGGAAGTCACATATGTCACTATAATAAGCA40411 A_95_P265016 EB678047

41384 487 74 838 CATCATCGTCTACTCTGTTGGATGTTGTGCCTTCAGAAACACCAGGCGTGACAATTCTTA40424 A_95_P126277 EB425538

41387 487 77 726 ATGTCTCCTGTACTGCAATATGATATTCTCCTCTCCTTCATAATAAGAGCGTGTTCTTGC 40429 A_95_P022001 DV158073

41388 487 78 91 TTCATTTTCACTGTTCTTGAGCCGAGTGTCTTTTGGAAACCTCTCTACCTCCCTACCTTG 40431 A_95_P034608 AJ937840

41390 487 80 0 CTCGCTTTTGGTGTACTCGTTTAAGTTTATCAATGCCCCAAACAAAAAGTTGGCGAGCGG40435 A_95_P231244 A_95_P231244

41398 488 3 635 TTCTCAACTGTTTGGAAGCCCCGTTGGATGTTGACATTAAAGGGTGGTGGAAAGGTTGTT40286 A_95_P160882 FG146492

41402 488 7 1943 GCCAAATGTGTACACGAGTTTGTGCAGTTTAATAGTTTATTGAGATCCAAAATTAGTTGG40294 A_95_P030136 TA15301_4097

41405 488 10 666 ACCAGGTATGAGGGATTTTACGGCCCTGCAAGGACTGTTGCAACATTTAGCTTATCTCAA40300 A_95_P129207 EB428925



41406 488 11 1782 CCCAAAGTGGAGCCGAAATGTTGAAAAATTGCAAATGTTTATTTATTTCTCCCTCATGAT40301 A_95_P016106 TA13404_4097

41407 488 12 1142 ATGACGTTATTCTTTGGTTAATAATGACGGCCCTATTGCGCTGTCCAAAACTAGAGTGGT40303 A_95_P237959 AF098636

41411 488 16 408 CACTAAGAATGCTGTTCTTTCGTGTATTTTGGTCACTCGGTCATCTTGGGACTCTCCTAA 40311 A_95_P088248 BP529995

41412 488 17 526 ACTCAGTAAAGTCGTTTCGTATCTTTGGCTGTTTTCTCAGGTGTAGCTGTAATTCAAAAT 40313 A_95_P141452 EB445175

41413 488 18 526 ATTGTAGTAATGACGCTGGTTGATACAACCTTCACAAGTTTTTACCATATTTATGCTGCT 40315 A_95_P033564 AJ632843

41415 488 20 600 GCGTGTTGAATTCCGGTACATGTGATGTTTGTGTTACATACAAAGTTTATCTAGTAAATG40319 A_95_P039571 BP129587

41418 488 23 555 TTAAACTAGAAATGTTGGAGAAAGAAGTTCCTTGGTCGCTGCATCATGTGGGCTCTTGGC40325 A_95_P051806 BP132745

41424 488 29 530 CCAACGGTAGTGTCTCATGATCAGAATGCACCCCCAAATATTCAACATCAATTTGGAGTC40337 A_95_P275738 AM782816

41429 488 34 411 TTACTGCTTCAGCTCCTTATCAGCCTCTTGGATTTGGTACTACTGGTGGTAAGCAAATGC40347 A_95_P150222 EB426566

41431 488 36 261 TAAGCTCTTGCATAGTTGGTCAATCTGTCAATTGGATCAAACATAGTCATTTTGTTAAGC40351 A_95_P089753 BP530639

41433 488 38 381 GGAATCTGTGAATAGAAGGTGGAATGGTGGATGTGGTGTTTATTTGATTAGACATTTGAA40355 A_95_P094828 BP532890

41435 488 40 547 GATTCTTGTTGATTTCTCTTTCCTTGTTTGTAATGCAGTAGCTTATGCTTGTATAGTGGT 40359 A_95_P003126 TA12166_4097

41441 488 46 713 CTATAGAACGTGTGCTTTCCCTTATCTTCTTTAACATTTAAACTCTGCCTCTGTCTTAGC 40371 A_95_P180547 DV160233

41442 488 47 1266 GGTCCAGTGTTGGATGGAAACCTCCATTTGTCGAATTGAATAATTTGAGTTTAATTTTGT40373 A_95_P011586 TA14882_4097

41452 488 57 482 CACGATTAGTTTGTTGGTGTCACCTGCAGATTTCGCTTGTTAGTTTAAATTTTGTTTACA 40393 A_95_P187842 EB678761

41453 488 58 213 CAAAGACTCCAGCTTTTGCGTAGTTGGTGACTTGTACAAATAGATATTGTATATCTGTTT40395 A_95_P096323 BP533575

41454 488 59 864 ATATGAGCTGTTATACACGGGAAAGTTGCACTTGAATGTGGCAATGGAGTATTATAGCTG40397 A_95_P217287 TA20900_4097

41455 488 60 905 GCCTCTTGTTCAGGGTAGCCTTAGATTTATAAAAGCTCTGTTTATGTATTATTCAAACAG40399 A_95_P139412 EB443156

41456 488 61 481 GTTGGGGTTTCGGATGTTAATGGTTACAACAGACAGTAAAAAAGAGAAGTTATATTTACG40401 A_95_P143292 EB446641

41464 488 69 242 CTTTGCGAGCATCATTTCCATCTGAGAGTTTCTTCACTTGTACATTCAAATGTAATATTG 40416 A_95_P131262 EB431415

41465 488 70 874 CGTATATTTACATGGGCAGCAGTTGGACTCACAATTGCTATACTTGTACTTCTGTTAAAG40418 A_95_P194902 EB426141

41468 488 73 835 AAACATTGGCTTGGTACAAGCGGAACTAAGGTCCATAGCAATGTTCAATCTTCAAACTTG40423 A_95_P183087 TA13376_4097

41470 488 75 879 GTCCCTTTCTGCAAAACACTATGATATGGGGAACTATTGTGTCTATGGCGCGGCTATATG40426 A_95_P201992 EB432490

41474 488 79 632 TAATGTGAAACATCCACGAAAAGAGTCGATGGATGGATGGAAATAGAAATGGGATTTTTT40434 A_95_P157027 EH615077

41476 488 81 835 TTGGAAGCGGTACATATTGCAGCGAATAAGAACACTGTTCCTGGAGATGTATCTGCCATG40438 A_95_P246752 DV999084

41480 488 85 3027 GCGATTGTGTATATAAAGGAAGAGTAGTGACGAGTTATACTTGTAAAGGCATTTTGAACT40446 A_95_P134537 AB095098

41481 489 1 1424 CAGTTTACGTGCTATGTAATGATAGACTTGGTGTCATTGTGCTTTATATTCCTCTAGGTG40447 A_95_P180982 TA12869_4097

41483 489 3 515 ACAATCAGGTATGCTTCAAGTCCGTGTATAATTTCATTTAGGCTTCGCTCTTGGTTTGAA40451 A_95_P043406 BP130608

41486 489 6 731 TACTAATACGAGAAGAGGAATAGAACAGAAGATTCAGATGACTGATTCTTCTTCCAGCTT40457 A_95_P149857 EB679817

41487 489 7 687 ATACATGGGAAGAGCAGTCAGAGATAGATGTGGCTTCAGGATTTTACGTTCTCTTCGGGT40459 A_95_P287398 FG199342

41490 489 10 1245 CATGTAGTGGTGAGAAGTGTCAGGTATTCTGCATTTTCTGTCTTTTTAATTTAGCTTTCT 40465 A_95_P030926 TA16714_4097

41494 489 14 1021 CCAATAAGTTTCGGCCTTTTTGTGTGGAGATGTTTAGTAATAATACTCCCATCCTTATGT 40473 A_95_P187372 TA14332_4097

41495 489 15 198 ACAGCACATTGCAGCCTCGCTTTTATGATCGATTAAAAAGGTATGAAAGTGTTCCAACGC40475 A_95_P134697 EB437371

41501 489 21 930 ATAAGACGAGAAGTGTCCAGACATCAATATCGTTGTGCACATGCTCATCGATAGAATGCT40487 A_95_P292093 EB426389



41502 489 22 717 AAGGAATTGACGGTGGAGAAAGCCGTTCAGAATTGGATCCGAAAAGAAGGAGACAAGTTT40489 A_95_P292868 FG194353

41503 489 23 915 CTTGGCAACAAAACTATGCTCTTGTAATTGCTTTGTATTTGTAAATGCAGCTCAAGACAA40491 A_95_P220242 TA21567_4097

41508 489 28 325 CTAGATGAAGATTGCCCGTGCTATTGCACAGGCCCAACATATTAAGCATTCTGCTTGTTT40501 A_95_P099323 BP534885

41511 489 31 1487 CGAAACTTTGTGGTTTTGAGTAATGGATCAGTGACCTTATCACCTAAATGATAAAAACTG40507 A_95_P191667 TA15285_4097

41513 489 33 811 ATTGCGAGAGGGAGATATGGCTCTTCTTGATATGGGAGCTGAATACCTCTTTTATGGGTC40511 A_95_P128277 EB440534

41519 489 39 556 TGCCGTTTTTGACAATAGTAGTTCCAATGCAATAGATCTTGTTTTGTTGGCTATTGAAGT40522 A_95_P177067 TA11869_4097

41522 489 42 953 GCTTTCAGGCAAGCAGTATGTAGTTTAGACTTGCTAGACAAATTTTTAGGTTTGTGTTAA40528 A_95_P007641 AJ012662

41524 489 44 637 TGTATGAGTGTACCTTGGCTGTATTTTAACCAAGCTTTCCCCCTTCACTCTTTCCATTGT 40532 A_95_P157532 EH615585

41527 489 47 371 GGGACTATAGTCGGATTAATTCATTGTATGGTGATTAATTTACAGAGTGACATTGTCCAT40538 A_95_P109117 CV019156

41528 489 48 794 AATTGTGAATGAAAGCGGTAGTTGTAATTTCTAGGTTTATTTTCAATTCCCAAATCCCGC40540 A_95_P126207 EB425456

41529 489 49 724 GCTCGTAAAATTGAAGAGCACTGCCGAAAATATGAGCGTCTGAGACAAGAGAAGAAGCAG40542 A_95_P014186 TC65246

41531 489 51 712 GTACAAGCTGTGAGATCAAGCAGTTGATTCCTAATTTATGATTAAGCATTTGGTACGTAT40546 A_95_P222612 TA22071_4097

41532 489 52 1674 GTGTTACTGTCAGAGTTTGTCATCCGATTTCTGAATGTTAATAGACTATTTCGATTATCG 40548 A_95_P014536 X63195

41535 489 55 828 GCATTTTTTGGCTATCTCTTTGGTAAATGCTTAAGGCGGCAGAATCCTTTTCTTGAGGTC40554 A_95_P017306 EB680102

41537 489 57 514 ATACTATACATTTCTCTCTACCTTCGTCGACCCTGCAATTAGGCCGTTGATCGGATCATT 40558 A_95_P148692 EB678140

41541 489 61 802 GAATGATGATGATGTTATGTTTGTTGAGATATGGAAGGCCATTTCTGGAGATACTACTCT40565 A_95_P246522 DV158084

41544 489 64 173 TATTTTATACTCAGATTGGACAGTCTCCTTTCACTTCTGCTTCAAGGGCGGAACTCGTTT 40571 A_95_P092573 BP531866

41545 489 65 777 CACTCTATCGTGCTGTATATGATATACCAAGTTCTTGATGCTGTTCTTTTATGAATGATG 40573 A_95_P257374 FG144896

41546 489 66 484 GACAAAAGAAATATGGTTGCACCCGCTTTTGGTGAAGATCAAAGTGGAGGCACAGTTAGT40575 A_95_P266101 BP532651

41551 489 71 1210 TGTCGACTACTTACCTAGGATTGCTCATGATGGATGGACTGGGGATGCCATTCTCTAATT40585 A_95_P209247 TA19148_4097

41554 489 74 364 CCCGTAGTTCCTCTAGTATTATTAGCTGATGCTACAAAGTCCCAACAAATTAATATCATT 40591 A_95_P152647 EB682973

41561 489 81 329 CTTGTAATAGGTGGATATTCTGTATTAGAGGCTCATATTCGTGACACCGAATTCTATTGG40605 A_95_P094093 BP532557

41562 489 82 803 CCATTTCCAGCTAATGCAGGACTTTATGGTTGTCCAACAACTGTCACAAATGTTGAAACA40607 A_95_P014776 TA18567_4097

41564 489 84 796 GAAAGAAGGAAGTTCTTACCACAAGATGAAGATCATTGATCGCTGCTTCTCTCGAAGAAC40611 A_95_P126747 DV162062

41566 490 1 688 TTTAGAGGAAGGACTTGCCATGATTGATGATGGTCACAGAGATGGCAGACGTAGATACTG40448 A_95_P143672 EB446908

41568 490 3 709 TGCTTTACAGCTCTTTTCGTGTGGTTTGGTTGAGGAGGGTTCTGTACAAGGTAAAGCACT40452 A_95_P136137 EB439760

41571 490 6 1381 CCTCAAGTGTCAAATTGTTTCATCAAAGCAAAGTATTGCTTCACTGTTTCAGAAGCTTAT40458 A_95_P007766 TA12022_4097

41586 490 21 198 CCCGACATTGACAAACTTCTTTGATATACCAATTTGGATGTAATCGTGGTTCATTCTTAA 40488 A_95_P306578 FG635672

41603 490 38 785 GTTGCTAAGACCCTTAAAGCAGAATGATTAAGAGTTCTGCTTCATGTAATTCCAGTATTT40521 A_95_P015641 EB684169

41610 490 45 697 GGAATGAAGCTGATTTTATCAAGGTTAGTGATGATGAGGTAAATTTCCTGACACAAAAAG40535 A_95_P128327 EB427949

41614 490 49 382 CCCATTTCCGAAAACCATTTCCAGACATAAACACTTGGAATGTCAATTTCTCAATATATC 40543 A_95_P186722 TA14187_4097

41615 490 50 858 GTATTTGTTTATTATCTTGTGTCACATGAGGCTCCTTGGCAGTCAAGGTAGTTTAAATGT40545 A_95_P194267 EB449400

41616 490 51 23 CTGCTCTTAAATGACAGAGGCAGAGTTATACAGCAATGACTTTTGTCATTGAAATCATAA40547 A_95_P031671 EB431956

41618 490 53 995 CCTTTATGTGATTTTATTTGTACTGGGTGATTGATTATTATCGTGCTTGCGTGAATGCAT 40551 A_95_P016361 TA13241_4097



41621 490 56 659 GGTAAGAATGGACTGAAGCCATCTCATCGACATTACCAGGCTCATAATCAACTAAACACC40557 A_95_P037836 BP129106

41629 490 64 1587 CATCGATTGGCTTAGTACGGTTTTGAAAGATTTTGGTTGTGTATTTTCAGTTTCGGTTTT 40572 A_95_P008481 X84226

41637 490 72 730 CCATGTGTATACATTACAACTTGTTTGGATGGTTGTTACCCATTGTATCGTATTGTATTG 40588 A_95_P011726 DV160318

41641 490 76 120 CGTCAACCTAACGAGCTAGTGAAAATGGTGGATGTATGTAGATGGAATTCATAATAAAAA40596 A_95_P099013 BP534731

41651 491 1 687 ACACTCATTTTGAGCTGGCCAGCTTTGCGAGATAATGAAATTTTCTTGAATTTGGCTTCG40615 A_95_P258366 EB679246

41653 491 3 1188 TCCCATCCCCCATATTGTTATAAGGCATTTAATTACCTTCTCTTCATCATTTGAGAATAC 40619 A_95_P002186 AY695053

41654 491 4 521 CGTATACGGGAGACTTTCCCTTTAGTAGTGAAATTATTTACCTTTTCCTGGTAAATTTTC 40621 A_95_P299453 FG637388

41658 491 8 445 CATCTAAATGGACGAGAATGTTGCTGTGGCTTTGTTTTTGAAGTGTCCTAGTTTTTGCCT40629 A_95_P008726 EH617354

41660 491 10 792 GGAAACTGTTGGAAGTCTGTTCCTTGTTTTTTGTTCTTTCCCTTGTCTTTCTGTTGTTGA 40633 A_95_P186672 TA14176_4097

41661 491 11 1439 ATGGAGGAAATTTTTTGCCTCTCCATACCAAAAAAGATTCCACTTGCTGCCTGTGATTGA40635 A_95_P007046 TC45426

41663 491 13 412 GTTTAGACTGGTAATCTTCGATCGAGGGGTTTGAATCAGCTACGCGTGATGGTGGTATTT40639 A_95_P004851 EH664946

41665 491 15 167 GCTAGAGGTACTTGGGAGATTTATCAGTCTTAAAAATTTGGTATTGGATTGTTGGAAATG40643 A_95_P192052 TA15370_4097

41666 491 16 821 GCTAACTTGCAGGGTGTGGAATTGAAGACTCAGGATGTTGCTAATGCTGTGCTGTTTTTA40645 A_95_P226994 EB425577

41668 491 18 884 AACTCCAGTACTGTACCTGCTCTCCTGCTATTCTTCTTTATGCTTTTGTAGAGGTTTTTC 40649 A_95_P019691 TA13952_4097

41670 491 20 238 TACCGTTAAATCTTCAATATGAGCTTCTACGAGGACCTCTCTACTGGAGAAGTGGTGCTG40653 A_95_P113487 CV021161

41674 491 24 514 TTGGGCTAATGGGCTTGGGTTTGTAAATCTGTGTATTCCAAAATAAGAGAAAGTGAATAT40661 A_95_P308698 FG643338

41675 491 25 304 GACTTCATGAACTCATTAGAGACTCGAAGGGACTGAGGATATATTATGTTAATACATCAT40663 A_95_P027426 EB429409

41679 491 29 208 AGAGACCTGGTCATTGCTGTGTGTGTTTGCTTATTTTATCAAAGCACTGTATTTGCTTAC 40671 A_95_P112182 CV020560

41682 491 32 684 CAAGCACAAGCACTTCACGGAGTAGTGATGATTGCTCAAGAGATATGATCCTTATCGTCT40677 A_95_P015151 TA12653_4097

41684 491 34 592 GAAACTGATTTTGTTCAGGTGTTATTACCTTTACACTATGGAGTTTTTGCGGAATTCTCT 40681 A_95_P228074 FG634396

41688 491 38 754 GATAGAGCCTGCTGGAGTGAAATAATGCAACTAGTTGCGTTGAGTCTGGTTTTACTTAAA40689 A_95_P304688 FG136427

41692 491 42 298 CTGTGCACCTTGCAATTGTTAAGATAATTCTCTTGTTGATTCCACAATACATGTGTGTGT 40697 A_95_P176542 TA11634_4097

41698 491 48 606 GCTGTATAAAGCATTCTGTTTTTATGTAGAGTTCAAGAAACGACGCACTTGTGAAAATAC40709 A_95_P252434 EH621105

41699 491 49 730 CATACTGGATGTATGTTCCCAGCTTTGGTTGTTAGCTTTAGTCACTTATAGTTGTTTTAT 40711 A_95_P291303 DW003703

41703 491 53 381 TGCACCATTTGTCTGTAGATTTACATTGTTCCATTGGTGTTTGGTCAGTAGATTCTCCTA 40719 A_95_P220697 TA21662_4097

41704 491 54 1421 GTTGTTGAGGCACTCTTGTCGTGTTCTTTCTTTCTTGTTAAACCAAGTCTTTAATCTCTC 40721 A_95_P203137 TA17789_4097

41712 491 62 1219 TGTTATATTCAAGTGACGCTGCTAACTCCCCGAAACTGGAGAGATAGCTCTATTTGTCCA40736 A_95_P025051 TA14701_4097

41715 491 65 363 TTTCATTTGGTGGTACAAATTTGTAGTCTCGCAATCCAGTCGAAGTCAAGCACTCCCTTC40742 A_95_P210032 FG625993

41718 491 68 739 GATGTCGGGCTATGTTTATTCCGCAAATTGTACTGTTTCACTATTTTCTTTGGGATTTAA 40748 A_95_P207947 DW000106

41723 491 73 665 TGGTGCTTGCTAGATACATGCAGGTATTGTCTGGAGACTTCTTAAAAAGCTATAAGAAAG40758 A_95_P306008 FG633724

41731 491 81 914 CTTCCCATGCAACCTCTGTTGTTACTTATGGAGTAGTTTGTATTTATGCCTTTTATTAAG 40774 A_95_P023896 TA14103_4097

41736 492 1 504 TCGTTTTCTGTCGCAATTTCTTCATTTAGAGTTTGTCATCAAAAGTTGTATTTGCCGGTT 40616 A_95_P139572 FS411114

41737 492 2 1237 CAGATATGCTTGGTTTCGTTCATATGTTTTGGTTAACCTCTGATCTGATATGCTTGTTTT 40618 A_95_P205092 TA18206_4097

41738 492 3 493 AAAGAGAATCTCTTGCAGAATGTCTTGAGTGCTATTCCCTCAGACCTCAACAGAGATGAG40620 A_95_P079780 BP527846



41740 492 5 1497 TGTCAACGAGATTCTCATGCTTTTGCTGTAGAAGTGGATTAATTTATAATGGGTTCTCTG40624 A_95_P002621 AF012823

41741 492 6 815 TGCAAGACCACTCTGGCTGATATTTACTTCATTCAATAGCACATCCCACGTTGCTGCGAA40626 A_95_P192612 TA15489_4097

41742 492 7 537 TCAAGCTACTAGATCAATGCCCATGTATATATTTTTCCAGCTATTGGGTGGTTCTATTTG 40628 A_95_P139617 EB443423

41744 492 9 731 GTTGAGGACTTCTGTGACTGTCAGTAAAGTTTTTAACTGCGACATAACCTAGATTTATTA40632 A_95_P159907 EH618453

41745 492 10 723 GGGGAGGCTAGAGAGCCTTTGCTTTAGATCCCAAAAATTTTAATAGAAGATTTTATGATT40634 A_95_P203467 TA17859_4097

41749 492 14 786 TTCATGTTCCTAACCTTTCTGGCTCTTCCTCGGCGACTGCTTGACAAATATGCTCTATGT 40642 A_95_P287118 FG166026

41758 492 23 320 TGCTGTCCTTCTATTTGGCTGTTCAAATAACCGTGTAAGTCTCCTAAATAAACAGAATAC40660 A_95_P090393 BP530935

41759 492 24 616 TGTAATGCTGTCTTGCAATTACGTTCTTGAAGTTTTCCTCATCAAACAAACTGCAGGGAA40662 A_95_P248567 FG643712

41763 492 28 850 CAAGGACAACGGGTTTTTGTGAAATGCCACTGTATCATTTTTTCTCAACTTGAATTCAAG40670 A_95_P179877 DV158142

41767 492 32 433 CCACTCAGGTTTTTACGACGATCACTAATAAAGCCTAAATCACCAGAAAATCTATTAACT40678 A_95_P076265 BP526939

41769 492 34 314 ATTGTACATGGTGTCTTTTGAGAAACACAACCCTGTATAGGACTGATCAAAGTGCTAAAC40682 A_95_P188213 TA14520_4097

41772 492 37 757 AGATATTGATGGGCATCAGTTGAATTGTAGCTAGCTATTGATGGGAGAAAGGGGGAAGCC40688 A_95_P308458 FG158665

41775 492 40 578 GATGATATTTCCCAACACTTGTCTAACAATGTAAGAATCTTAAGCTAACTTCCATAGTGG40694 A_95_P008321 EB683976

41778 492 43 702 CCCTTATGATGTGTGGAATGCAACAGGTTAATGTTTGTTTTCCCCATATTTATCTCTGGC 40700 A_95_P300923 FG185895

41799 492 64 1429 CGATCTTGCCGTTACCCGATTCTCAACATATAATACTGTTAATATCTCATAAGATCATAG 40741 A_95_P205667 TA18338_4097

41800 492 65 461 GGGAATAACCCATAAATATCTGGAGTCTGGTGTTCAACTTTTATGTAAGCATTTTCTAGT40743 A_95_P088623 FG639451

41801 492 66 684 GAGCAGTGACTGCCTACAAATATTGGCAAAAGAGAAAAAAGCAACAAGATCAAGCTCGAT40745 A_95_P127067 EB448422

41802 492 67 268 CTTGTGAGTCAACTGGAATTTCATGTGTCTTAACTGATTGGACTTTTACTCTGTTTCATA 40747 A_95_P129752 EB429706

41803 492 68 735 ATGCATTCTGGTCTATTTTCATTGCTGCTGCTGTTATGGGCCTTGTGATTATTGGGCAGA40749 A_95_P189142 EB424654

41805 492 70 468 CAGCACGTTGATTAGGGTTGGTATCACATTGGTGCTCTTTTGGATTGTATGTATTTCTAT40753 A_95_P085945 BP529418

41806 492 71 516 TCTCAAGCTTGGGTCAAATGGTATGTTTTCTTTTTTGCATGTCTTCTCAACTTTGTTACA 40755 A_95_P231959 FG643750

41807 492 72 308 TGGCAGCCTTCTATATCATTTTTGGCAGCTCTACTAGGAGCTATATATTCTAGCTAGCTA 40757 A_95_P108372 CV018807

41810 492 75 756 AGGAATGGTTACCAGGCTAAATTTTAAAACGGAACAACGCCAGGCCCTTACCAACACCTT40763 A_95_P094188 BP532594

41817 492 82 678 CACAGGGAGACCTTAGGTTGAAGATTGAGAATCTTGCATCCTCACTCAAGTTTCCCCTAA40777 A_95_P220932 EB441014

41819 492 84 599 CGGATTCGGAAAATATTTGTTTCTTGTAGAGTTACGTTGGTGTTAATTGTGAGATAAGAG40781 A_95_P061130 BP135186

41823 493 3 692 TTTTGTGGTGAAATTCCCCAATGTAGTGGTGTTCATGAGGTATCCAATTTACAGTCGATG40788 A_95_P028146 TA17198_4097

41829 493 9 284 GAAAGGAGGTGTATTTGTACATATCCTTCACTGGCATAAGTTCAGTCCCATGTGGAAATA40800 A_95_P035713 BP128546

41830 493 10 672 TAAGAGGCCAAGTATTGAAGAAATGGAGATGTGTGAGGAGTACACGTGTGTGATTTCTCA40802 A_95_P306618 FG635755

41832 493 12 714 GTTCCACTTGTTGCTGCTTATGTTTATCGCAGGATGTACAAGAACGGCAACACTATACCT40806 A_95_P128837 X84226

41837 493 17 656 CATAGTTGGAGTTGCTAATGATCACTGCAGCAAGCACCTCCTGTGGTTAAAATCTTTTTT40816 A_95_P293513 EB435122

41843 493 23 809 TGTATTGGTGAATTCTGTTCTTGTTTTCCCCCTAAATGGTTTTATGGGGGCTTAATTGTG 40827 A_95_P194092 EB425719

41844 493 24 667 TATAGCTGCTGTTTTCACTATGTGCTTCTACAATTAGGATATTTAAACTTGCTCCAGCTA 40829 A_95_P303093 FG644018

41845 493 25 186 TGACATACATGGTTTGATCTTGGTGCCATTTAGCTTCTTGCTGGCCTTGTAAGTGCTGCA40831 A_95_P033914 AJ717885

41846 493 26 441 GAGGGAGCAATCTTTAAGGTTGACCTTGATATATTTGTATTCATTGCACATACGGAAGTT40833 A_95_P008306 EB434574



41849 493 29 494 TTTTTTCCCCCAATTAAAATGAGCATAATGTGATGATTACCCTTTGTGATGCTCTAAGGT 40839 A_95_P286478 FG638507

41851 493 31 407 TTGCCAGTAGATGGCTAAGCGATTCTTCCATATTTTACTTTTGTCCTTTATCTTGTTGGT 40843 A_95_P274968 AM839082

41852 493 32 732 GATATCACACAAGAAACTATCTGAGCTAGGGGTTACCCCAAGTTCTTGGTTTCCAAGGCT40845 A_95_P162487 EH621443

41854 493 34 712 ACATAAGATTGATGAGAATGTAGCAAGGGAGATCATTAATCATAAATCACTTCGACATCC40849 A_95_P139097 AY081175

41856 493 36 706 ACGTCTTCTGCGTGATCTGCGTGTTATGGCCTAATTCAGACAATGCTTTCCAGTGATATG40853 A_95_P156557 EH614280

41860 493 40 734 GCCAGTGTAATTTTTAGCCATTATTGTATGTACCACTAGTTCCCTCCATAAAAATCTTGT 40861 A_95_P012581 TA14608_4097

41863 493 43 618 GGCTATTGTATGTTGCCAATTGTGATATTATCCGCGATTTCACTGTTTTTTGCCTGGTGG 40867 A_95_P305623 FG633903

41867 493 47 1125 TGCTGCACCTATGTTAGATGGGTTGTTGACATCCATTTGTGTTAGGTGGTAATTAAAAAA40874 A_95_P020151 TA15207_4097

41870 493 50 622 CCTTATATCCATTGGCATGTCTTGAATGGTATGTCTGGTAAGGCAAAGAACTGGATTTGA40880 A_95_P246137 TA12645_4097

41878 493 58 523 CTCCTTTGTAATCTTGTACCATCTCAGAAGGATGATTATATGAAATGTTTTGTCTGCTTC 40896 A_95_P123967 DW003823

41880 493 60 624 AAGAACATCTAGAGATTTTGGAGTCTGTCTCAATGGCGGTTAGTAGCTTGCTCGAGTTGA40900 A_95_P278608 FG639919

41882 493 62 741 TCTGCAGCACTCAACAATTTTACGCAACATGTAAAGTTTCTCCCCTATATTATGATCTCC 40904 A_95_P207347 EH615646

41889 493 69 323 ATGTTTGACGAAACGATTTGGAGAACGTTCGTAGAAGTAGTAGATTGAGTTTGAGGATTG40918 A_95_P124842 AM824464

41895 493 75 445 GGCTTGGTAAAGTAATGTGTATGGGAGTAACAGCTGGAGCATGTGTGCTTACCTTGTTTG40930 A_95_P152107 FG135146

41900 493 80 549 GCTTAGAAATCCTAGGTATATTATCCAAAATTCTGACTGGGTTAAGGATTTGTTGCATAG40939 A_95_P241320 FG193095

41901 493 81 825 ATATATTGTCATATGCCGTTTCCCGTCCATGCCGATTATTCTTCTCTCTGATGACTGCCT 40941 A_95_P287658 FG155231

41903 493 83 827 AGACTTGTACTGTATGCTTTCCGGATAATGAGTCAAGATTTGGGTTTTGGTGTTTGCTCC40945 A_95_P200812 TA17289_4097

41912 494 7 718 CGTTCTATGGTTGTCAATCATTTCGAAGTGATTTAGCTAATAACCTTCTTGTTACTTGTC 40797 A_95_P211457 TA19614_4097

41916 494 11 1000 GAATGTAAATTTCCTAACCTTCATAAATGGAAGAGGAGGTCCATTTGTTGGCATCTGTTT40805 A_95_P204172 TA18009_4097

41918 494 13 0 GCAAACAAGACCATTTAAGAAACGTGTCACCTTTTTGTTTCTTCAAGATTAACCTGTACC40809 A_95_P027131 A_95_P027131

41920 494 15 273 ATGACAAGGAATACGTGGATGCTATAATGGAAGCAAGTAATTGGGGAATGACATCATATC40813 A_95_P070045 BP192506

41926 494 21 474 AATGAGAGTTGAGGTGGAGTTGGAGTAGTACTTATCAATAAGATTTATGTTTCACATTGG40825 A_95_P187387 TA14335_4097

41927 494 22 879 CTGCTCAGAAGCTTGACGTGAATGCAGCATCTATAAGCAGTCCTCAGAAAACTAAGTACC40826 A_95_P012241 EB681339

41928 494 23 523 CACAATTAAGAGGGTGGGAAGCATAATTGTATGTCTCTGTTGCAGCTAAATGTTCTCTCC40828 A_95_P100663 BP535477

41929 494 24 190 CAAGTACAATTTCCGGAAGTTCAAAATAAAGTATCATTGATGTTGCACAATTTCTGGTCG40830 A_95_P154767 EG649751

41930 494 25 478 TCTAATTTGAGTTATCCCAATTGGAATGTTACTGCAATGTTATTTCTATGCGGTGGTTCC 40832 A_95_P021521 TA12506_4097

41933 494 28 475 TTGACATTATTGGTTAAGCTTCAACCTAGGTAGAGGAATAAGAAACCGAGACTCGGATGA40838 A_95_P057936 BP134343

41934 494 29 256 GAACTTGCCGGGGTTGAGGCATATGTGTTGTTGTACACCAGTAATGAAGTAAAGACACTT40840 A_95_P098203 BP534363

41941 494 36 755 AAACTTTAGCAATGGCCACTAAGCAAGGATAACCTTTATCTTATGCTTGGTTAGTGACAA40854 A_95_P223642 EB450831

41943 494 38 676 GCCTCCTTTTGCTGTTATGAAGTCTTGGTTTAATGTGAAGCTCACGTAAATTGATGCAAA40858 A_95_P026441 TA15577_4097

41944 494 39 204 ATTAGCGCATGAGGCACAAGAATTGATTCTGTATATGCTCAGTCTTCTTCTGATGGAGGC40860 A_95_P105582 CV017530

41949 494 44 764 GTATTTTGTTTGCTTGGACAGTTGGAATCCTAGTTATACATCTCAATGTCTTTTATGCCA 40869 A_95_P012891 TA13215_4097

41955 494 50 816 TATTTGGAGATCAGAGACTTCTACTGGGATTCTTCATTGATAGTGCGTGCGGTCATGGGA40881 A_95_P310028 FG161371

41958 494 53 192 CTGTGCTGCTTCATATGCTATTGGCTATTCCGAGAATTCTATTTGAAAACAAAGAAGAAA40887 A_95_P033274 AJ344596



41960 494 55 240 ATGCTTACTCATTTGCCAGACACCATTGGATTTGAGCTTATAAATCTCAAGAAACTATGT40891 A_95_P092438 BP531801

41966 494 61 732 AAGATCCAATTCCAGGTTTTCTGATCTCAGACCATAATGCCTCCGCTGCTACCTTGACTA 40903 A_95_P137862 FG137204

41967 494 62 371 GTCTATCATTGGCCAATTGAAGGTGATACTGAGCCTGTAAAGATGTTTGATAGAACAGCC40905 A_95_P085095 BP529195

41969 494 64 539 ACTATATGCTAGTGAAGATGTAATTGTTAAGCCTGCTTCATAGTGTACGAGCTTCTGCTT40909 A_95_P001286 FG628825

41970 494 65 702 ATCTGTCTTCTTGGCTTAGAGTTCTCGAGATATTCGACTTTATGATGCAGTTATTAGGGA40911 A_95_P304013 FG636664

41972 494 67 381 ACATGGCGATCTTTTTCCTTTCTTGAACCCAGTTGATTCCTGCTATGGCTCTTTCTTCAT 40915 A_95_P281183 AM789543

41975 494 70 457 GTTTCTCCATCTGATATATATTTCTGTAGTGTGATTTGGGGTGTAACAGAAACGTATCAT40921 A_95_P005456 TA11650_4097

41982 494 77 444 TATGCATGGTTGAATATCATCTGGAATGATCCTTGGATTGATGTGTATCTGAAAATCTCT40934 A_95_P135912 EB439462

41994 495 4 1412 GGCAGTAATGCTGCTCCAAATTTTGCAGTAGCACATTTTGTTTTTCATTTCCTAATTCTT 40956 A_95_P239959 X79004

41998 495 8 248 TTGCACGGGTTTGGAACTGTTCAAGCATTGCTTTTTATTCGAAGATGTTCTTGAATGTAT40964 A_95_P133777 EB435463

42004 495 14 172 TTTCCAGAAAAGATAGCCGGTTATTCCATAGCTTCCGTCCAAGAAGGGTGAGGTAAGAGA40976 A_95_P093988 BP532514

42005 495 15 2327 GTTTTACTGCTGTAGGGTATTATTCCAGGCTCATTTTGTTATGACGTTTTAGGTTAATAG 40978 A_95_P013031 TA11872_4097

42006 495 16 906 GTGAGGCGCGACCTAACAAAATATTGGATTATCTTTCTTTGGTTACGTTTGATGTTAAAC40980 A_95_P004011 EB447510

42009 495 19 879 GCAAGTCAAGTGGACATAGTAGTGGTAGAAGTGTACATGAAGCTAGGTCTGGATACTTGT40986 A_95_P225292 EB425084

42014 495 24 783 TAGGGCTCGATATTCCTGTAACATATACTGATGAAAAATGAATAGCAGCTTGGTATTAAG40996 A_95_P293698 EB437163

42015 495 25 232 CTATTGACATACTGGTGCTGGAATTGTGAAAATGAACAGCTTAGTTATTCTTTAGCCATT40998 A_95_P159147 EH617100

42017 495 27 699 GTGCTGTAATTGGTATTAGCCTGCTTCTACCAGTTTATGTTTAATCTTAAGACTATGGTT 41002 A_95_P000171 TA11676_4097

42019 495 29 726 CTTGCAAAGTCTTACATCTTTGAAGGAAGGTTCGTTATGGACTTTTTGACAGTATAGATA41006 A_95_P016386 TA14662_4097

42021 495 31 330 GATAAGATATTGGAGTATTAACAATGGTAGCTGCACAAGAGTGTTCAAGGGTGGGACGGC41010 A_95_P032031 TA16107_4097

42022 495 32 622 ATACTACAATTGAAAAGGCCTTCTGCCTCCGTATTCCCCTGGTCCTCTTTCTAGAAGCTT 41012 A_95_P098503 BP534506

42030 495 40 685 GCAAGACAGACCATATTATCCATCAATGGATCCACAAAGGATGGGTGCCCTAGTTCAATC41028 A_95_P135572 EB439075

42031 495 41 744 TAAAATTGTTGTCTCATTTGCAAATTTCGATAGGACCAGCCAATTATTATCCCGAATTGC41030 A_95_P212822 TA19917_4097

42032 495 42 798 TAATAATCTTGTAAGACATGGACCACTAAAGCTAGTGACGGGTGGACACCTCCGCAAGAA41032 A_95_P156427 EH613927

42034 495 44 187 TTTTGGAGTACGAATTGGCCCATGATGATGTGGATGGAGAGTGCTGCTTGTTATGTCACA41036 A_95_P008761 EH663687

42038 495 48 385 ATATAACTTGAAGCTATGTGCTGATAGAGAGACTTACGAAGCCATGGATGCACTTGCCAG41044 A_95_P100248 BP535291

42041 495 51 980 GTCTTGCTGTCAATTGAAAATTTAGCCTAAATGGCATTGCTGAATAGGACAAAATGGAAT41050 A_95_P186827 TA14210_4097

42042 495 52 710 GTGTAGTGTCCTTGAAAAGGTCAGATCACATTGGATCTATTGTATGTAATCTTACTTTGT41052 A_95_P126442 EB425762

42050 495 60 747 AAGCCCCTTCCCGGACGTTACGAATGGGTGAAAGTAGATTGCTTGATATGTCCTGTATTT41068 A_95_P217372 EB681505

42054 495 64 814 CAGCTAGTTTTAGAAAATGAAGACATGAGCACCTGGTACACCAAATCTTTGATATACGCA41076 A_95_P269506 EB424994

42055 495 65 687 TGAGGCCGTGACTTTGTCAATGTTATTATTGGTGCTGAAACTTTCTGTTGCTTTTTTGTT 41078 A_95_P204927 EB446634

42060 495 70 399 TTATACATGTGGACACCTTCTGGTGCTTATTGCATAAATGTTCCATTGCCTCAATTTGCT 41088 A_95_P096063 BP533456

42064 495 74 414 TTGACAGTAATGTGAGTGAGCCTCAATGGTGCCGAATGAATTTTGTTGTTAGATGCCAAA41095 A_95_P005901 AM834148

42066 495 76 560 CTAAAGGGGTTTTTTCTGAGACTCTGAATTTTGTTGCAGTATTTAGTGATAACATTGTGC41099 A_95_P118572 TA13353_4097

42067 495 77 766 GATCTTCCCCACCCATCTCATGGTGTCGCTTTGCAAAATGTATCCCATGAGGAGAAAAAA41101 A_95_P310803 FG138225



42071 495 81 170 GGACACAATTTGGAAGTATGAACCATTTTGATGTTAATGGCATGGGCTTACTTTAAAGGT41109 A_95_P130392 EB430438

42072 495 82 798 CCTTGGTTTTTTGTTTTTCCCTTGTTATATAGAGGAAAGAAGGATGATAGAGTCATCAAC41111 A_95_P126372 EB425717

42073 495 83 1453 CCCAGTGTAACAAACAGATGCCTTTTTGACACATTCAAGCGAACAATGATTATTTATTGA41113 A_95_P217757 TA21009_4097

42074 495 84 434 GAGGACGAAAATTATGTATGTACTCGAGATTTTGATCCCAGCATCAGTTGTAGTTTATAG41115 A_95_P152602 EB682928

42076 496 1 370 GTTCATATTGTTGATGTTCCCAGGGCATTCTCGTCTACGTCTGAAACTAGATGAGTTTTT 40951 A_95_P085560 FG633961

42081 496 6 424 GACATGTAGATGTATTAATGACTCTTCCGGTCCCTTTTCTCATCTGTGAAATTTATTATG 40961 A_95_P162672 EH621667

42082 496 7 778 TTACTCAGTTTTCCAATGCTATTCAACATGCTCTCAAATCATCTTAAACCGTCATGAGAC 40963 A_95_P228409 EB678357

42086 496 11 348 AGAAGAACCCCCCACCTCTGGTTCTTTTTCTTTTCTTTTGTTGCATATGCAGGCATCCTT 40971 A_95_P095233 BP533088

42088 496 13 387 TAGAAGGGCAAGAAATTCACCAGAGCAACATTGGATGGTCCCCTGTTTATGTTGAGTCTA40975 A_95_P146907 TA19979_4097

42091 496 16 417 TAGAGAGATGAAGCCTAACGTGTGGTTCGAACGGAGAGTTGTATTCCTACACTCTCTTTG40981 A_95_P071560 BP525733

42096 496 21 844 TGTTATACTTTTTGGTGGCAAAACTCTAGATCATCATGGTAATGAATGTTGAGACCATAC40991 A_95_P269606 EB425595

42097 496 22 570 GCAACATTGATAATAGTTGACTTGAAATGAAATGACTGACTACCACATTGTGGAGGCACG40993 A_95_P125422 DW005212

42099 496 24 161 GAAATCCAAAGGCCCCGATTCTTCTTCTACCAAATAGTACAAAAATTAAATAACTACCCT40997 A_95_P033549 AJ632828

42100 496 25 804 GAAAGGTAACATTAGTCTTCTGGATCTATGGTAATCCTGTATTAATTTTCTCATTGGGAG40999 A_95_P116137 DV158711

42101 496 26 558 GAGAGAGAGACGATGATATTCATGATAGCAATAGGCAGATCTTACGAGTACCTGCAGGTA41001 A_95_P052551 BP132952

42108 496 33 755 TGGAGTAGACTCTCAACATTTTTTAGAAGGAAATAGGCTTGCACACTTAGCATGTCCAAA41015 A_95_P237979 AF153278

42109 496 34 854 GGCTAGCTTGTTGTCTTTTGGTTTAACCCAGTAGTTAAAGTGACCTCAAACGAATTTTTT 41017 A_95_P224382 EB449788

42110 496 35 745 GATATTCCAAGAGCATTCCTGGTTGTGGTTTTAGTATATCCTTAGTGCTGCTATGAAATG41019 A_95_P001676 EH618501

42111 496 36 645 GTATGTCCACGTCGTGGTTGATGAATTTTGAATTCTCTTGCATTAAAGATGTTTTTGCAT 41021 A_95_P308478 FG642544

42122 496 47 808 GTCAAGACTGTTGGAAATTATGCTGCAGTAAGCTATCCTTATGGAGCTTTAATTTATTAG41043 A_95_P011516 EB682378

42124 496 49 672 ATCTAAAGGAATAAGCAACTTGAGTCGTATAAATTCAATGACAGAGCGGACAGAAGCCTG41047 A_95_P144682 EB448178

42125 496 50 334 ACCGACTTATGGCCCAAACCTCAGCTTTTAGAGCAAAACTTGTCCAGTCTCATTATTGCC41049 A_95_P085510 BP529304

42130 496 55 876 AACTCAGCAAGCATCCAATCCTATACACACGGTGGCTAATAGTTTGAGCCTTCCAGGATT41059 A_95_P011531 DV161576

42134 496 59 847 CAGAGAGATGAGCATTCTGATCTTCGACGTGCTGCTCGTTCGTTATGCATATAAACCTAC41067 A_95_P251277 FG136377

42137 496 62 343 GGGTTAGTGAGGTTTGGAATGAAAAAAGGGCGTGACACAAATTATTCCAAATTTTAAAAG41073 A_95_P068745 BP137204

42138 496 63 679 CTTGGTGGAAACATATATGTCCTGTCTTTATTCCATGAATTTGGGATATCTTTTGCTGAT 41075 A_95_P210667 EB678572

42142 496 67 1169 TGAAATATTACCGTCGACAACTGATGCTCGATTCATGAGACGACTGGGAATTCCCACCTT41083 A_95_P201247 TA17382_4097

42143 496 68 717 GTCGTCTTTTATACTTTCAATCCATGTGACATTGAAGCGCAAAGTATACTGAAGAAAGTA41085 A_95_P003291 EB437101

42145 496 70 684 GGCTTCCTTTGTTCTCATGTCAATGATGATTGAAGTGTCATCAACTATGAATTGTGTATA41089 A_95_P215287 TA20451_4097

42153 496 78 466 CTTGTTACATCAAGTCATCCAGGGAAAAAGCTAATTTAGTTTGTGGTTATTCCATCAATG41104 A_95_P024111 EH623214

42158 496 83 938 CGGTGCTTGGGATTGTAATTCTTGTTGTGGCAATATATATGTTGATCAAGTATCTGTAAA41114 A_95_P011086 TA15475_4097

42159 496 84 772 CATCAGTCATTTAAATTTGGTGGGATGAACTGTTGCTTTATTGGTCAACTTAGGTCTAGC41116 A_95_P148302 EB677571

42163 497 3 773 TCCCTCAAAGCTGGGGAAGGTTCTTAAAGGAAAAGAAAGTAAGAAGAATGATTGGAAGCA41121 A_95_P230199 DV158861

42169 497 9 1615 GGTGGCTCGGAAGTTTTGTTTGTTATGTTGTCTTAAGATACTGAATTCCGAACTTAAAAA41133 A_95_P237919 AF120093



42177 497 17 284 TGAACTGTAAGAACTTGGAAACTTGCTGAAAGGCGAAAGCTGTTATAAATTTGGGTTCCT41149 A_95_P203307 TA17826_4097

42179 497 19 605 TGTATATTAACGATTGTAATTCTACTGAGGTCCTTGAAAGCAATAAACTCCTGTTGTCTC41153 A_95_P020626 TA12820_4097

42188 497 28 380 GAAGTTTGAAATTCCCTGGTCAAGCTCCATGTGATTAGCATGTTTTTGCAATATTCTAAT41171 A_95_P072675 BP526024

42189 497 29 734 GGAGGATACTTTAGCTCTGCTTTCCTTGTTTCCTTGATTTATAAAATGTCTAAAATTGGC 41173 A_95_P191422 TA15234_4097

42191 497 31 377 AGAATGCTCCAATATAGGAATACTATCTGAGGATTTCTCTGTATCATATGCAAAGGATTC41177 A_95_P079350 BP527740

42198 497 38 526 CATTTTTCAAGTTTGAGTTTTGTCGAAGTCGTCGGTGTAGCTTCGTGGTCGAATTAGCGA41191 A_95_P028366 TA19522_4097

42200 497 40 494 TTGGAATGACTGTGAACATGCCGGTAAAGAATGACTCTTGTTAATGTACTTTTTTCAAGC41195 A_95_P211772 TA19686_4097

42201 497 41 766 CCTAACATTAAGATATGTGCAATGCTCCTTGTCTGCTTGTTTGTGTATGACATATTTTGG 41197 A_95_P127902 DV161576

42202 497 42 1019 TTTCCTAACAGTTCTCCCTCTATGTGAAAGTAAACGAACTACTTGTAAGGTTATCTATCA 41199 A_95_P141067 TA12884_4097

42203 497 43 108 GTGTTATTGAGGAGGAAACAGAAACCTGCACCCTACATCTTCCAAAAAATTGCCCACTGC41201 A_95_P038326 BP129244

42207 497 47 144 TTAGAGAAGAAAATAAGGGGCTTCAGGCTCAACTGAGGGATACTGCTGAAGCTGTACAAG41209 A_95_P034334 AJ718475

42211 497 51 671 GAACTAGTTAAATGCGAATTATTTGGAACCTGTGTGTGCTTAAGATGTGATAGTTCTGGG41217 A_95_P012856 DV160997

42212 497 52 734 CTGCTTGCTGAATTATTCTATTTAAGTGCAATCCTCACTGTGTTTTTCTGTGGGATCGTG 41219 A_95_P155152 FG139568

42221 497 61 491 TCTGTTAGAAGCATACATGACATCTGATTGTGTTTCCAACTTTATAATCTCTCTTCAGCC 41237 A_95_P035328 TA17207_4097

42231 497 71 409 GGGACTAAGGCTGTAACCAAATTTACTAGTTCTTAGATTTGAGATTTGGTGGATTTTAGG41257 A_95_P002361 TA13470_4097

42236 497 76 866 ACTGAAGCCTACAAAGGTCAAATTGTTGGAGTCATTGTCTGTAATGGTGCACCATCAGTA41267 A_95_P227524 DV161230

42243 497 83 767 GCAGTTTGTCCAGTGTCGTACTGTTATATAAACGAATTATTATCTGAACAGGATTTGTAC41280 A_95_P188127 TA14500_4097

42251 498 6 1898 GCACTTTTTATCCTTTAACTTTCAGTTGCTGAAGGATAGAGGGTGCTTAATTATCTGCAG41128 A_95_P198092 TA16705_4097

42252 498 7 785 GGCGAGTTGCTTAAGTGGTTCACTCGGTTTTTGGCCTTTCTTGTTCCTTTTTTCCTTTTT 41130 A_95_P223457 TA22255_4097

42253 498 8 509 TTGCAATCCTTAAGGCGTTTGGAAGCTAAGAGGAAAAGATTGGAGAAAATGAAGAATGTT41132 A_95_P107307 FS413389

42255 498 10 687 TGAAGCGTCAGATCACACACATGATTAGATACAAGTATGATCCATTCAACATTGGGAAAA41136 A_95_P306873 FG636650

42256 498 11 423 GGTATGACCATGAATGGGGTTACAGCATCTCGATGTGATTGATTTGATCTGCCATATTGC41138 A_95_P105952 CV017701

42261 498 16 521 ACGGCGACAAAGGGCGTTATGCCTGTTTCTTAAATAAATATTTTTCTGAACACTCAAAAC41148 A_95_P156392 EB678300

42267 498 22 613 CGCCTGTTTTGTAAAACTTAAGACCTGTCTGTATGTGGTGTGTTTATAATGTATACCTTA 41160 A_95_P009761 DW005003

42271 498 26 657 GCGGGGAAAACATTGATACGTCTGACGTGTTTTTTCTGTAATAGTAGTATTTACCATTAT41168 A_95_P211937 TA19723_4097

42276 498 31 832 CGCTGCATATAAATATGGTAGTGTCTAGTGTTAATACTACAGCCATACCCCTATTTTCTG41178 A_95_P013536 TA14508_4097

42289 498 44 641 CAACTGGGGGATAAAATTTTGTAAAGAGTTGGCAGGCTTTTCCCGTTATTTTGTCGAACT41204 A_95_P148127 EB677332

42297 498 52 921 GGGGGTATTTGCCTCAAATTTTGCAATCTTTGAGTTGGTGATATTTGTTATAGAATGGAA41220 A_95_P212172 TA19776_4097

42299 498 54 707 CTAGCTAATATGTGGATTGTTATGCTTATGGTTTGTTAGTTCTGCTGCAATACTGTTAGC41224 A_95_P255454 DW005098

42300 498 55 754 CAGGCATGGGTTATATTCTTGTCACTGTACTATTAGGTTATTTTTTCCATGTACTCTTGT 41226 A_95_P292368 EB427237

42302 498 57 785 CTCTGGTTTTACTGATAAGCTTTTGTCATTGAGCACTTGGTTATATATAATGGAATGGCT41230 A_95_P183032 EB440103

42311 498 66 426 ACCTCGAAAACCACCCACAAGTGTAATCTATAGGAATGGACTGGAGAACATTATTAACTG41248 A_95_P122877 DW002822

42313 498 68 416 CTGTTTTTCGTGACTAAATCAGCATATTTTGGTTATCTGGAGGAAGATGAGTTAAATTGG41252 A_95_P071945 BP525831

42314 498 69 497 GGTAGGCCATTTGTGGATGCTGTTCAACCCTTGGAAACAAAAAGCTTTTACATTTGATCT41254 A_95_P189362 EH622255



42318 498 73 757 TAGCAGCCATACAGAGCTCCTAGTTATTTACTCACAATGAAGTTTCTTCTTTGGATTTGA 41262 A_95_P209707 TA19247_4097

42319 498 74 339 CCGGGGTTGACTTGGATAATGAATGAACCCTTATAGGACCATCTTAAAAATCTATTTTTG41264 A_95_P139687 EB443547

42322 498 77 0 CAAAATCCAGTGGGTGTTTTCTCTGCCACTATGCACAGAGCCCTGAATACTAGAAGTCAT41270 A_95_P314098 A_95_P314098

42327 498 82 507 CCGTGGCAGTTCATGATCTTATATGGGGGTTTATTTACTTGCTGGTCAAAATTTGTATAG41279 A_95_P291393 DW004030

42328 498 83 1274 CATTATTCAGAACTAAATGTAAATCAGATGGTCATGCCATCAGCACTTATTTGCTATTCC 41281 A_95_P015146 TC42598

42329 498 84 159 GCAGGTTTTTGTGTATCTTGTTGTAGTTCACATTGGTAGCTTTTCATTGTTTCTAAATGG 41283 A_95_P089248 BP530419

42336 499 6 777 AGGCTTGGATTTTTGGTGGATTTTCTATCACATTCAACAATTACTGGATTTATGGGAGGG41293 A_95_P127572 EB427794

42338 499 8 731 CTGAGAAGACTACTGAGAAAGAAATCAGTGATGACGAAGATGATGAGCCCAAGAAAGACG41297 A_95_P246497 EB430190

42340 499 10 212 TGTTGAGCTTTTTGCCCAGCTTGATGTTGTCATAATAAACAAGCTTGCTAGGTTGCGCAG41301 A_95_P164383 EH623606

42341 499 11 765 ACAGTGTGCTAGATATTAGATAATGCTGTGCTGTAAAAAGCGCTTTTATCATCAGTTGAT41303 A_95_P226134 FG186345

42342 499 12 501 TTGAAAGTCCACACAGGCCAGCAAAGTTGCCTGTATTGGAGCAAGCCAATAAACATGTAT41305 A_95_P054371 BP133418

42345 499 15 793 GTGAAGACCTGTTAGTTTTATGTAAATAGTGACCATTAGACAGACCATGTAGATAGTGAT41311 A_95_P115772 DV158104

42349 499 19 668 AGGCCTTAGTTCTTTCTTGGCCAGTATACAAAAATCGATCCCAAAGAATCAATATCATCT41318 A_95_P159527 EH617777

42352 499 22 649 GTTGCACTAGTTGGCCAGTTTGACATTAAACAAAAACCTTTGTGTCTTTTCGAGTCCTTA41324 A_95_P107872 TA12059_4097

42361 499 31 490 TAAGTACATACGATACATATATAATCGGGTGATACTTGAAAATGCAACAGTTCGGGCCAG41341 A_95_P034309 FG133389

42362 499 32 1020 CATATTTATGTTGAATTAGGGGCGTTCTATCGGTTGGTGTGGTACGGTTTTAAGTTCGGT41343 A_95_P179512 TA12524_4097

42368 499 38 827 TGTATGTTGATGTAATTTGCTTCCTGTTTTGCCACTACTTTGGTCAGCTGCTTGTACAAT 41355 A_95_P250097 EB449449

42372 499 42 889 GGGGTTTGATCGGCTTATAGATTGTTTGATCCGTCATTATTTTTGGAGATTAACAAATGA41363 A_95_P289203 DV158051

42375 499 45 340 GGTCAACATAATGGTTCATTTTGGGAAGCATTGAGTTGATGTTGTAGATTTGTCATGTTA41369 A_95_P107567 TA12386_4097

42377 499 47 829 GCCATCACGAAAGACTAAAAATAGAAATTTACAGTGACCCCAATAACATGATAAGGAGAT41373 A_95_P272776 EB678072

42383 499 53 498 TCCATGGATTTCTACGGACCAAAGACACACCCCGTGATGTACTTGGCTATTTTGATAGAG41384 A_95_P276528 TC57333

42384 499 54 821 AGAGGATTCGTCTAATGAGGTTATACAAATGTTAGAACGGGAGATAATTGAGCTAAAGGA41386 A_95_P149432 EB679278

42385 499 55 782 CTCGTTAACTGAAGCTTATCTTTGACTGCATAAATTTTAGCTTGTGAACTCGGGTGCTGT41388 A_95_P271961 EB446465

42388 499 58 1289 AAGTTTGCCTGCTTTCTAAGATGTAAATCTGGTTTCCATGTCCATCTATCCTTTTCCTCT 41394 A_95_P222262 TA21995_4097

42393 499 63 915 CTCGGGAATTCGGAATAGTTGTAGAATGAGGAAATCAAATATAGGAGCGTCCTTTGGTAC41404 A_95_P178142 TA12161_4097

42402 499 72 106 TTGATTTCAATTCAATTGCCTTCTTGTTTGGATGGTCGTCGTCTTCGATGGGGCAGCACA41422 A_95_P107132 CV018222

42403 499 73 733 GACCTAAAATACCTAGCCTTTCCTGCTGTTGAGTATTCTATTCAATCTCTGTATATGTAA 41424 A_95_P290293 DV162581

42404 499 74 682 TAATTGGTCGTTGCAACAATCACCTATACACATTCAAGTACTATCTACGTTTATCTTCTC 41426 A_95_P185542 TA13937_4097

42407 499 77 611 TTTTCGTTTACTACTGTTCTTCATACTTACTTCCGCGCGTCTGTAACAGGTGCATCAGTT 41432 A_95_P082465 TA15194_4097

42412 499 82 756 CTCAAGTGCTGTAAATTGAAAATGTTCTACCTTCTATGTGACAATTAAAGCTGATCCGAC41442 A_95_P290298 DV162605

42417 500 2 770 TTAATGTACTTCTTAAGAGGAAGTCTCCCTTGGCAGGGGCTGAAAGCAGGCACTAAGAAA41286 A_95_P016601 EB428048

42419 500 4 892 CGATTGGGAGTAATTCAGCAAGTACTTCTGAATAATGAGGTGAATTTGATGTTGTAAATG41290 A_95_P210517 TA19414_4097

42437 500 22 137 TCCGATAGTTGCTCTAACACGTATAAGATGCCCAGTGATGGTATTATTGTTTTTTCCCTG 41325 A_95_P109312 CV019240

42441 500 26 761 CGAGAAGAGAGAGATGATGTTACAAAGAAAGCTGACATCAGTGACTTTTACTTCAATCTT41333 A_95_P149022 EB678686



42443 500 28 495 AGAAAAACCCATCTTTTGGAACCTATGTGTTACTACTACTCCCTCCCCAAAAAAGGATGG41336 A_95_P035813 BP128573

42444 500 29 772 AACTGCTGCTGTCAATCCCACCCATTTCTTAAGTTAGCTGATGCACTTAACCTGAAAGTG41338 A_95_P163472 TA12252_4097

42446 500 31 535 GGACATGCTCTTGTCGAAAAATGCCGATGTTGTATTTTTGCAAGTTCAAAATTTTCAACC41342 A_95_P122257 DW002283

42447 500 32 475 ATTGCCATCTCATCTGTACAACATTATTTGTTGTAATTATCCTGTGTATAGGTGTTGCCA 41344 A_95_P314963 FG178196

42456 500 41 207 GGAATCGTAATGTGTACAAGGATGTTGCCTTTCTTGTTGTCTATCATGTAATTTATAGGA41362 A_95_P028746 CV021398

42459 500 44 833 GTCTGGACCTGTAATGTACTTACTGTATTACTGTAATACATATGAAGAAATTCAGAGGGT41368 A_95_P023151 TA19042_4097

42461 500 46 519 CTGACTATTAACAGCCAACCTGCAGTTAATGCTGAGAAGTCTGACTCTCCTTCTGTTGGA41372 A_95_P142477 TA16719_4097

42464 500 49 1056 GATCCTCTGTTCCATTTGCAAAATGAGGTGCACAATTTCTCATGATGTGAAAAGTTATAT41378 A_95_P207177 TA18683_4097

42465 500 50 722 CTTCTCTTGTTTTAGCTTTCTAGGAATATGGTGAACGAAAGGATGTTCAAGATTTTCTTG41380 A_95_P163002 EH622003

42478 500 63 669 TTCGACTGTCATTTTGAATTTTACGCATATATGCGCTATTCCGTCTATTGTAGTTGTTGG 41405 A_95_P207582 EB447363

42483 500 68 827 TAATATCTGTACTCGTGGATGAGCTTCTTGTAGTCTTAGAATCATATGCTACGGGGGTAA41415 A_95_P190347 TA14996_4097

42493 500 78 701 GGGAAGTGTGAGAGGCTATCAGTACAGATAGTTCAGTTGATGAACTCAATTATATAAATA41435 A_95_P163022 EB425650

42494 500 79 625 TCTCTTTAAAATGTGGTTCTCATCTTAGAATTTATCAAGGCTGGAATGTGGTTTTGTACC 41437 A_95_P236269 BP133465

42499 500 84 788 CATATGTGTAAAAGAGACTAGCCGCACTTAAAAGCCGAGTACTCTACCGTTGAGTTAGCA41447 A_95_P022061 EB426325

42502 501 2 1468 GAGGTGGATCGCTTGTATTGGTTCTGTTTTAATTTACTGAAGTCATAGTGGACGAAAAAA41449 A_95_P238419 U94192

42505 501 5 966 ATGGGGAAGATAAGTTTTTGTTTTGCTCTTTGTACAACTGGTGATTACGAAGTCATGAGA41455 A_95_P199162 TA16932_4097

42506 501 6 477 AAGGCCGTTTTGTTTGTGCTTCTTTTCAGTTGGTTAAACAATTTTACTGATGCTTTCACA 41457 A_95_P123837 DW003728

42510 501 10 378 CCTGATGCAAATGCTTTGTGGTGGTTGATTTATGGTTCATATTGTAAATCCAGTTATTTG41465 A_95_P033779 AJ632969

42513 501 13 524 GACTTTGCTCTTATTTATAGTCTCATTTGCATGTTGTGTGATCGCCCATGTATTTTCAAA 41471 A_95_P147547 EB452030

42515 501 15 1470 CTAGAAACGCTGTTCCCTCTCGAGGATGGGAATAACAAGCATATTTGGGGCTATATCAAA41475 A_95_P021121 TC41439

42517 501 17 871 TTGCAAAAGCTATTCTGGAGAAATCAGAAGGGAAGGTTCGGTTAACAGGTCTAGGTGCTC41479 A_95_P233874 DV999224

42518 501 18 636 TGGTAATGGCACTTCCAGCTGGAAACAGGGATGATCTGCCATTGACCAATATGAGTACAT41481 A_95_P053141 BP133098

42520 501 20 460 AACAGCAGCTACGTGAACTTGCTATGCTTAATGGTACTCTTCGTGAAGAAGGTTCTCAAA41485 A_95_P200797 EB449689

42522 501 22 543 CAAAAAGCGGAAGACATCAACAGGTCATACATCACAGGTTTCCAGAAGGATGAGAGAGGT41489 A_95_P199787 DV159856

42524 501 24 590 TGGGGAATAGCCAATCATTCTGGGCAATTTTAACAATATGGATAGCTTTGGTTGGAGCTG41493 A_95_P020991 EB681060

42536 501 36 418 GACCCTCATACTTGAGATTTGATCGTTCATATCTCAGTTGAGTTTTAATAGATGATCTGA41517 A_95_P072055 BP525859

42537 501 37 0 ACCCGTGGCATCAACTATGAGTTAAATTGTTCTTCAGTAGATTGTTCAGTATTGAGTTAC41519 A_95_P027991 A_95_P027991

42539 501 39 724 AGCTGGTTTTGCCTGCTCCGCTATGTTATTTTGTTGAGAAAATGCCCAAAATTTTTCCTC 41523 A_95_P219492 TA21407_4097

42541 501 41 699 CGTTTCTGCCTCTTGTAATATTCTCTATATTGTCCCCTTAAATACTTGTTATAGGGGTCT 41527 A_95_P147432 EB451842

42543 501 43 812 CTGTTCGCTTCTCTTACGGAATTTCTAATGCTAAGCTAATAAGATACTCGTTATGATACA 41531 A_95_P201537 TA17446_4097

42544 501 44 267 GGCACCGGGAGCTACTGTTTGAGATCATTATTCTTTAATTTCGTATTTGAAGTAACAAAG41533 A_95_P140592 EB444477

42548 501 48 194 TGCGGTGTACTCTTTAGACATGATGTTGAGTTTTGGGCTTCTTTAAACTATAATTTCTTG 41541 A_95_P102387 CV016003

42549 501 49 440 CTAGACAGCCAGAACGAAAGTCCAAATCATGTCAGTGACAAACGTGCTTGAAATAGAGAT41543 A_95_P112587 CV020746

42552 501 52 203 GGTTACAAGGATGTTCGCAAAGAAAACCACCAGATGTTCGAGCAGCTACTGATTGAAAGT41549 A_95_P164977 EH624438



42553 501 53 1322 CATATTACGAAATGCTGGTTGTTGAACCTTCTTTTCGGCAATATAAGCATGTTTTGTTTC 41551 A_95_P014476 TC56514

42554 501 54 709 TGGGATAAGGATGTGCCTGTAGCTTTTGGATATTTGGGTGATATACTTCAGAAATTCACG41553 A_95_P170511 EH664919

42557 501 57 547 CACAGAGCAAGGCCAGGAAAGAGTTTGTATTGTCATATGAAATCAATAAAACATGTTTGT41559 A_95_P101763 TA14806_4097

42562 501 62 782 TGTGCTTGTGCTTCAGGGTTAGGTTGTTGGTTCTTTAATATGTAATATAAATGCCATTCT 41569 A_95_P253239 DW003641

42564 501 64 697 TAAAGGTTTACCAGTGGAGGTTTCTGTATGATTCGAATAGGTCTCCCAGTCTATAATCTG41573 A_95_P239694 DV159666

42566 501 66 754 GCTTTTGATACTTGTTTTCTCTGTCATGGACTTGCTGTTATTGAAGGGATTGAATTTGAA 41577 A_95_P014746 TA12923_4097

42567 501 67 445 TGCCAGTTCAGTGTTTACTCCGAAAGATAACAGTATTGAAAACTATAGGATGTAGTCTTG41579 A_95_P040311 BP129792

42568 501 68 1703 CCCCCTTTTTTGTTATGTCACATAATAAGGGGGGTAAATGGTGATCTTGTATATTTGATT41581 A_95_P179842 TA12596_4097

42569 501 69 1299 GAGTGAACTTTGCTATTGTTTTGCCTCAAAGAAAGGCTCTTTATTATGTACAGAAGCTTT41583 A_95_P180412 AY286010

42573 501 73 630 GCGTTCCCTTTATCGTTTATCATGTAAGAGCTATTTTATTACTGTCATAATCGGAAGGCA 41591 A_95_P018981 TA15283_4097

42583 501 83 450 GACGTAGTGCAGGAGTATCTGTTATTGAATCATGTGATCAATATTAGTCTCTCTTAGTGA41609 A_95_P110867 TA14944_4097

42587 502 2 172 AATGCACTTCAAATTTTCTAAACAAGCCATAGACTTTACCCTGCCCATCTAGGACCCGAA41450 A_95_P154572 EG649650

42592 502 7 1220 ATCCTCAAAGCTAGGAAACGAAGCTGCAAAACATGTATGTTGAATTCTCCAAATTTTGTG41460 A_95_P005986 TA15194_4097

42605 502 20 896 AGTAGAAAAACTTAGATCTGAATTTTGGCGGTCTAAATGATTGGAATGATTGATCGCAAC41486 A_95_P190382 TA15003_4097

42607 502 22 809 GTATTGGTACTGGGTAAGCTGTTTACAGTTTGTATCTGAATAAAGGTACTGTGCATCCTG41490 A_95_P024161 TA16385_4097

42608 502 23 702 GCACTTGTGACACCAGGTTCTGGGACGATTATAGGATACTTAGTGTTGAAGACACAAAAA41492 A_95_P266686 EH616930

42609 502 24 186 CAACGTATTGCATTATTTATGCAACCTGATTGGGACCAAAAGCTTAATTTTCCCGAAGGA41494 A_95_P051316 BP132613

42610 502 25 616 ATCCTTTTCGAGACCAAGTTGTTGTGCTGATAGGGAGTGCTGCAAGTGCTACTGATATCT41496 A_95_P129117 FG170823

42611 502 26 979 CTGTGGGGCTGTGATACAAGTTCTTATCCGTATATTTGTACTTATCATCTGATCTATTTA 41498 A_95_P201087 TA17349_4097

42614 502 29 547 GTGTAAATGACCCAGTCACCGCAGTGGAAAAAACAGAAGATACCTTCATTGCTGAATCTC41504 A_95_P164237 EH623373

42619 502 34 268 AACAAGTTGTTTCTGGTATTAAATATTACCTTAAAATCTCCGCAACTACTTCCTCAGGTG 41514 A_95_P156542 FG642287

42622 502 37 441 GTAATCATCTTCTTTCACAGCCTCCATTTCCTGAGACGGTTTTGAGACCTGCTCATCTGT 41520 A_95_P090038 BP530775

42623 502 38 692 GTTCACTCCTTTGCTGATGGAAGTGTTCTGTCACCTATGGGCTATAAAGAAGTAGAATTT41522 A_95_P209987 EH621158

42625 502 40 420 TTAGTGGTTTGTCCTAATTGTGAAACCTCCTGCCATTGAGTCAATTTATTATGTGAAACT 41526 A_95_P024451 TA12436_4097

42628 502 43 819 TATTAGTTTATGGTCCTGTGAGATGTCACATGGGTTTCCCAGCATGGAGAATCCGGTACA41532 A_95_P119837 DV999447

42631 502 46 380 GCATGTACTAGAAGTGAATTGCTAGAATTAAACGATCTGTGTGTTTAGCTTTGTTTCAGT41538 A_95_P006046 FS412805

42632 502 47 790 AATATATTCCTGGCACGTGAAAACTTATTGAAATAAATTTTGCTCAGCCATAGTTGTGCC41540 A_95_P187202 TA14293_4097

42633 502 48 870 TTAGTTTTGTTTTATCAACGCTGGGTACTCTATATATAGAGACATGTTTGGGGAATTGCT41542 A_95_P258546 TA12203_4097

42634 502 49 475 CCAGAAATCTTACCGTTAGATTTCTTCTATATGCTTCTTCTTTACTGCTGATGATGTTGA 41544 A_95_P001636 TA21482_4097

42638 502 53 562 ACGAGGGCCAGTTTTCTTGTCAAAGCCCTCTTTTGCTTTAATCTACTGATTATTATCTCT 41552 A_95_P138937 FG623478

42639 502 54 962 GGGATATTTCTGAGGCCAAAATATCTATTTTGATCGTAGACTGTTATGTTCGATGAGATT41554 A_95_P014396 TC45811

42641 502 56 193 GGAGGGTAGAGAAGGGGAGAAAGAAAGCAAAGGGCATCTCTCATATTTTCTTGATAAAAA41558 A_95_P037961 BP129142

42642 502 57 283 GCACGCAATTGTCATTTGAATAGATCTATCTCTTTAAGTTTCTCTCCTGATCATCTTCAC 41560 A_95_P047911 BP131775

42643 502 58 1181 GGGTAATGTAGAGTTAATGTCCACAATTGTTTTCATTGATGTAAAAGTAACTGTGGCCAA41562 A_95_P189867 TA14879_4097



42647 502 62 93 CTTTCTTTGGAGTGATCTTGTAACGTTATTCTCTTGGGGTATTTGTGACTATTTACTGTA 41570 A_95_P138977 EB442685

42654 502 69 686 CTGTGTGTGCTTAAGATGTGATAGTTCTGGGTACTTGCATGTCCAACTTATTATTTGGCT41584 A_95_P121707 DW001811

42655 502 70 449 TAGATTGGTGGTGTATAGATACTCATGAACTCAGTGACACCCCGATTTGGGTTCCAAAAA41586 A_95_P271791 AM839972

42657 502 72 461 TTGGATAACTAGATTTGCAGGTGCACTTGGCTGCAAAAAAGGAAAGGCTTGTTAATAATA41590 A_95_P176322 U95924

42663 502 78 753 ATCAATCCCCTGAACTCGATCAGAAATTCCCGTTGTCAGTGGACCCTTCTTTTGAAGGTT17966 A_95_P000116 FG157904

42674 503 4 585 TCGCTCTGGAAAATTGCCTCAGTAAGTCATACTAGTACAATGTTATGTTAGCTTCTTTAG41616 A_95_P053776 BP133272

42675 503 5 632 AACCAGGTGATTGGAATTGATTTGCTCTCCCAATCCCTGCTGCCAGCTATTGTTGAACTT41618 A_95_P127987 FG132900

42676 503 6 314 GTGGCTTTGCTCATTGTCAGTGTTGTACTATTAAGTAGTCGATATTTATGTTTGCTTAAC 41620 A_95_P050986 BP132534

42678 503 8 563 GATGTGGGGCACTCAGTACAGGTTCTGGAATTTTACTTCTACACACCCCGAATCTAGATA41624 A_95_P157772 EH615809

42679 503 9 774 AAGCAGTATATCCTCGCATAACCAATCTTTCTACGGCGTCACTTGAAAATCCTGCTGTCT41626 A_95_P129877 DW000183

42686 503 16 853 GCTGCTGTGGCAGTGAAGTTGAATAGTTTTGCTTTTAGAATTTAATCTTAGACTTGACAT41640 A_95_P039176 TA16262_4097

42687 503 17 459 ATCAGCTTGTATTAACTGCTACATGGGATTTCAAGTTATAATTTCGGAAGTGGCATTCCG41642 A_95_P132632 EB433185

42689 503 19 543 ACTGCTACTGTTAATTCTGCTACTGTTAATGCTGACTGTTAAGTGTTAATTCTGCTACTG 41646 A_95_P223107 TA22178_4097

42695 503 25 803 GACGATAGTGAATATAGGTCCATTGATAGATCTCCGAATCTTCAGTTCCTCGAAACCTTC41658 A_95_P119212 DV162283

42696 503 26 352 TGAAATCGCCTGTGATCTGAAAGAACATGTAATCAAACCCGTGATACCCGAGAAGTATCT41660 A_95_P141592 EB429936

42700 503 30 816 GAGTTGATGAAGTGTCTGGACCTGTAATGTACTTACTGTATTACTGTAATACATATGAAG41668 A_95_P244337 EB429106

42703 503 33 594 TATTTATTTGTTTGTTTGGGTTCCTGTATACAAATAAGAGATACAGAAGACCATGCGGGG41674 A_95_P030866 DW001385

42706 503 36 341 ATCTTTACTCAAATTTTACGCGGCTTGTCTGGTGCCAAAGTCACTAAACCGGGGAAGTTC41680 A_95_P018046 EB682350

42720 503 50 1101 GTGGCTATGTATAAGACGATCGATGTTATATGTTGCTCTAATTTGACTATTAAGAGTGCT41707 A_95_P019591 TA15680_4097

42721 503 51 883 CAGTCCTCGAGTGGTAATATATGTTTTGGTGAAGAAGTGGAGAAAAGAAAAGTAAGAATC41709 A_95_P263116 EB424976

42722 503 52 672 TTTTAGTAAAAGTGCTGTTAAGCTCATGTCGCTCTTGCTCTGCTATGGATCCTCCGGATG41711 A_95_P150997 EB681180

42726 503 56 2814 AAGAATTGACAAAAATTACAAAGTGAAGTTAGCGACTAATCTAGGGCGGGTAAACCAAAC41719 A_95_P239564 AB196790

42733 503 63 799 GTTTGCCAGTTTACCTGAGCCTTTCTCTAGTTTTTCCAATTTGCCTGGCTTGTTTGGTTC 41733 A_95_P010856 EB677495

42736 503 66 286 GACGAGTTAAATGAACTGGAAGCTAGCCTTTCAAAAACATCGTTACAAATCAATGAACCT41739 A_95_P095153 BP533043

42737 503 67 860 CCGGCATTCTGCAATGCAATCTAGTTTTCCATTCGTAATCATATTATGTATATACATCGA 41741 A_95_P009556 DV162646

42741 503 71 520 CATACAAGAGACCGGAGATCTGAAAGTTTCGGCTCTAGATTTTACTGGATCTGATCGGAA41749 A_95_P045986 BP131279

42743 503 73 274 CAATTGGTTGGGACAAGGTAGGAAAAAGCTTGTATAGATTGTATCTTTACAGATCAAATG41753 A_95_P033659 AJ632883

42745 503 75 736 TCAATTTCTCCTGTACCCTTAAATTGTTGCAATTATGTGTCCAAGTTAAACGTCAAGGGA41757 A_95_P140917 EB444726

42751 503 81 247 TAGGGGATTGGGAATGAATCAATCTGGTTCTTGCTTTTCGAAGGTAAACCAAATAATGCA41768 A_95_P033429 AJ632731

42757 504 2 533 CTTGTACTGTGCTATTGTCTCCACCATTAATACATATAGTGTTGCTAGCAGATTTTCTTC 41613 A_95_P059665 BP134796

42765 504 10 785 TAATAAAAACAGACCGACTCTGGTTGCAATGATGTATTTATTTCTGTTGTGAAACCTGCA41629 A_95_P248762 EB677818

42766 504 11 295 AGGAAAATTGTTGACTGAGGATAAATCTTTTCACAAGTGTGTATAGCATATTTTGCTGCC41631 A_95_P033449 AJ632753

42767 504 12 816 GTCAAAGTCTGTCGTAGTGTAGTTGAGTCTATCAGGTCTTTCATTATCGCACTTCTTATT 41633 A_95_P194472 TA15904_4097

42770 504 15 895 CCTGCCCATATATATGCTCTAAGAGGTTGGATCATGGTGTCTTATTAGTGGGTTATGGTA41639 A_95_P009136 EB678171



42772 504 17 353 CAAGACCATTTAAAAACGTGTCACCTTTTGTTTCTTACTAAAGGACGACGTACTTAGTCT41643 A_95_P150627 EB680762

42775 504 20 654 AATACAGACCATACAGCCATGCTAAAAATTTTACAAGAAGTTGAGCTTGTGATGAGGCTC41649 A_95_P216662 TA20754_4097

42785 504 30 523 TTTCTCTTTTCGCATCTCCTTTTCGTGTGCCTTACATGCTATTGAAGAATGTCATTGGAA 41669 A_95_P069670 BP137451

42786 504 31 107 AAGCAACGAATCGGATTCCAAAAATTAGGTTCGATTACCTAAAAAGCTCAATTCGCCTCG41671 A_95_P215242 TA20442_4097

42787 504 32 195 AAATTTGCGCTGAGGCACAAGCCTTGATTCTGTATATGCTCAGTCTTCTTCTGATGGCAG41673 A_95_P113522 CV021173

42791 504 36 844 CGACTTCATGAAGAAAGTTCCTGAAACACAAGTGCAAGCTACATAAAGCTCAATTGTCAT41681 A_95_P232404 EB678937

42794 504 39 70 GCGGCTAGTTTTTAAAATTTGGCCCTGTTTTTTGTTGGATTAATACAGTTCTCTGAGATT 41686 A_95_P235709 EB446851

42797 504 42 1192 ATGTAATGCTGATTTGCAAACAGTTTGAACGGCTGGACGCTGGCAACTGTGGAAGGATTA41692 A_95_P283483 EU161633

42798 504 43 744 CCTCGTCTTATTGGCGCAATGGCTTATTCATAGTAAATGATCATGTCTTTATACTGTTTT 41694 A_95_P192687 TA15507_4097

42800 504 45 784 AACTGCTCAAGGATCTTAAGCTACTGTTTTTTAACCTTTCTTTCTTCAAAGTCTCCTGTC 41698 A_95_P262821 DW004791

42801 504 46 746 GTTTATTTATTGCTACAAAAATGTAGAATTTGTTCACCGTTGCAGATTCTGTGTTGTGCC 41700 A_95_P189127 TA14724_4097

42805 504 50 427 AGAAGTCTAAGTCCAAATCCTCTCTCTCCAATCTGTTGATTACTAAAGAGGAAGGGTTGG41708 A_95_P176012 EH666226

42810 504 55 146 ATTCCATCTTTGGCCCACTTGAGAGGAAACCAAGTAACTTCAACAGGAAATTGAGTTGTT41718 A_95_P090208 BP530859

42811 504 56 817 CCATATACAATGATGAAGTTTGCGTCCTTTGAGACTATTGTGGAGATGATCTACAAGCAT41720 A_95_P012351 TA12330_4097

42812 504 57 502 TCAGGATTGGGGCATAGTTGTTGAACATAATGAAATTTTGTGCATATCAAGGGCCTTATT41722 A_95_P033579 AJ632852

42817 504 62 744 TAACTTACTGCTGCAACTTTACCACCTGTCTGAGAAGTATATACTGTAGGTTCGCGTGAA41732 A_95_P201142 TA17361_4097

42825 504 70 1164 ATATTCTCGAAGGAGGTCGTTCGTCGAATCGAGATCGGTCCTGGTGGTTTATTTTTTACC41748 A_95_P015581 TA17510_4097

42826 504 71 324 CCTATTGGTGGGTGAACAATCCAACACTTGGTGAATTCTGCTTCACAATGATAGGAAGAG41750 A_95_P091428 TA12368_4097

42833 504 78 241 GCTAATTTTGCTCATGGAACCTTTTTCTGTACGACTATTCAGCTGTGTCTTTGCTTTAAT 41764 A_95_P002711 EH621391

42835 504 80 400 TCATTTCGATGTTTATATGCGTGATTTGAGGCCTCGAGTAGGTCCCTATTAGTTTATGGA41767 A_95_P094533 BP532765

42843 505 3 731 TGGCATTTAAATTTTGTTTGGAAGGCAGAGGACAGTGTTAAAACTGTTTTTGAGTTTCTG41775 A_95_P285953 EB445825

42845 505 5 504 TGCTGCATTGGCTGATTTTTGGTTGAAAAATGGCGATCGGAGATAGAAGGCAACATTTGA41779 A_95_P275878 AM788334

42848 505 8 177 GTCATACTACTTCATTTAAAATGCTAATGAATAAGGCTTCGTAGCTGAAGGTCTAAAGCT41785 A_95_P129842 EB429794

42850 505 10 1026 TCATAGACCAAGATATGGTTTTTGCAGCTATTTATTATAGACCAAGATACATCTACTGCC41789 A_95_P177182 TA11901_4097

42853 505 13 803 CCGAAACCCTGCCACCAAGAAAAAGGATTTAGTTTTAAGTTGTAAGTGTAATTTAACCTT41795 A_95_P296658 EB678639

42855 505 15 802 CCATTCGTGGACGCCATCCAATTAGCGTTTTTCTCCATATGCTGAAAAACTCCTCGACTA 41799 A_95_P010666 EB425633

42858 505 18 488 GCTATGAACTGAACATTTTCTGCTCTCTGTTAACATTGTCAATACAGAGGATAAAGAAAG41805 A_95_P003051 EH620495

42859 505 19 1297 TTCATGACCAAAGAGTACCACATCTACATGACATCAGATGGACGCATCAGTATGGCAGGT41807 A_95_P023461 TA15086_4097

42864 505 24 504 ACTGCTGCTCATTGCATCTATAACTAGGTAGGATCCTTTCTGTATATAAACACAATTACA 41817 A_95_P123847 DW003734

42867 505 27 1844 TCTTCACCATCAGACGAGTCAGAAAGATGTAGTGAAGATTTTTGTGCATCATCCTTAATT41822 A_95_P214537 AB023572

42870 505 30 279 TGACTGCTTCTTGTCGAAAACTATTTATCAGTGTATGGATTCACAGGATTATCAAATGGA41828 A_95_P188107 AM799412

42871 505 31 677 AGGTTGGGTTATATTGTGCTGATATTGGGATTTCGCTAATTATACAATTAGCTAGTGCTT41830 A_95_P290998 FG635425

42872 505 32 482 ATGTTGATTATGATCCACTTGATACCTTAAGCCCTCAGCTCGGCCAACAGACCTAACAGA41832 A_95_P277483 AM786721

42875 505 35 313 TGTGTGGTTTATTTGTGCTAATGCTGCAGTAACTCTTCAAGTTTGGTCTTATGAGGTATT41838 A_95_P095778 BP533336



42880 505 40 685 TCAGAGCAGGACGATTCTTATTGGATGCGCTAAAAGTTGTTTCTTCGGGGACAGTTGAAG41848 A_95_P299863 FG182558

42882 505 42 737 TTATGCCTTGCATCACCTGAATAAATATGCCCGAGACAAGATACCCTTCATAGGCGTGGT41852 A_95_P126697 EB426022

42885 505 45 783 GCAGGCTGTTGATATTCAGCTTGGACTTGCAATTGACAGTACTAAAGCAACACTGGCTGT41858 A_95_P027356 DW000734

42888 505 48 1033 GGTGGTTACCTCATTAAATGGAGCTATTCATTCAGCTCTATCATGAGTTCTTTTACAATT 41864 A_95_P205692 TA18343_4097

42890 505 50 483 ACTGGTTTTTCTATGTTGTTTCGACATCTAGAAAGAATAGGACGTACCGAGTTATGTTTG41868 A_95_P244132 FG644144

42892 505 52 1354 GTTTGATTTATACCGAGTAAGTTGTCGGTAGGTATACCTGGTGTAATCTGATATCTCACA41872 A_95_P024406 TA16640_4097

42896 505 56 767 GACTCTCTGATCAATATACTTCACAGCACACAGCTGTACAGTATGCTAGCATTATGGCTC41880 A_95_P290888 DW001774

42900 505 60 792 CGGGTTTAGCAAACGCAGTGTTTTTGAGGTAGAATTCAATATTATTTGCAAAGAACAAGT41888 A_95_P013116 TA18258_4097

42902 505 62 1020 TGATTTGAGTGAGTTTCTCGTGTTTCTTATTCTGACTCTCTCTACCATTTCTTGATGGGT 41892 A_95_P154217 EF051135

42903 505 63 556 AGACGAAGAGATTTGTCGTCTTGAACGGGAGCTTTTTATAATGGGAAATATTTTGGATGG41894 A_95_P301173 FG180856

42906 505 66 839 TGTGACACCCCGATTTCGGGCTGAGTTGGGATGGTTTTCCTTGTTCTATCACGTTTATTT 41900 A_95_P135597 EB425297

42907 505 67 517 GTTGAGAAACTGAAGTCTGGTGTTGTGAGGGATGATGATCCAGATTTCCGATGATCCTTG41902 A_95_P222997 TA22151_4097

42909 505 69 553 TCAGTATCTCCTTATAATATCAAAATATGTGGAGTGGTTTCTGCCCATTTGCTTCTCTTT 41906 A_95_P018631 TA13260_4097

42913 505 73 256 CATAAGGAGTTGGCCTTTAGAGTAACTACTAAGATGTATGTTACCAGAAAACGAACAAAA41914 A_95_P132792 EB433504

42933 506 8 665 GGTCGAAGTTGCATCCGACTAAAAAGGGCGATTTGGAATATGAAATTATGTTGTTTATCC41786 A_95_P027141 TA15716_4097

42934 506 9 846 ATTGGGATCCTAATGCATTGCCTGAGATAAAAAGGATTAATTACCGCGATGTGGTGGCTG41788 A_95_P244112 EB679225

42936 506 11 299 AAGATGTGTCAGATTTTGGAAAGAGAGGGTGGGTGATTTTGTTGGTGCCGCCCACAAATT41792 A_95_P164792 TA18036_4097

42942 506 17 988 ATTGTTGCAGAAACCTGTTCTCCCTTTACTGTCTTGCCTGCCTTGATGAACGGATATCGA41804 A_95_P202452 TA17639_4097

42945 506 20 402 AGGTGGCTACTATGTAACGTAGATTGGATAAGTACTTTGGATGCTTTTAAAATAAAGAGG41810 A_95_P163112 EH622100

42946 506 21 314 GCCGGCACAGCTCTTCATAGTGAAATTTATAACCCCTTTTGTGTTTACAGTATTTTAAAA 41812 A_95_P025641 TA16984_4097

42947 506 22 234 AGATGGTGCCTTTCGCTGGTTGGAGTATGCCTATCCAGTATAAGGACTCAATTAATGGGA41814 A_95_P032301 AB001553

42948 506 23 388 TAACGACTATTACAGCCCGACAGTAGCTTCCATCATGAAGAAACGGAACAACTTGGAGCT41816 A_95_P146717 TA17708_4097

42954 506 29 631 AAAGGGTGTGTCCATGACTGAATTTATTCACCCCCAGAGCAAGTACGAGAGCCCATTATT41827 A_95_P037901 BP129126

42962 506 37 280 GACTCATGTGTCTGCTGTGTAAAACTATCTAATAACAGGAGATGTAAGTTTTGCTAGTTT41843 A_95_P143847 EB447033

42964 506 39 777 GAGGATTGCAATTGGACAGGCACCTGAGCAAGAACTTGAATTTTTCAACAACAGTTCCAA41847 A_95_P222092 EB444939

42971 506 46 698 CATGATCTTGGTTTATACTACTTGTTACCTTAGTGTGTGTTTGTAATTTCAACCTCTGCT 41861 A_95_P018021 DV162334

42972 506 47 152 TGGATTCAGATAACGTGCGTCAAGTGCAGTGCATCAGATTTCATTGCCTACAAGCCTGAA41863 A_95_P111077 CV020039

42973 506 48 434 ACCTGCTGCTGCTTCTTGAGACTTATAGAAGGATTTGTGAGCCATGCCTTCCTACTTTAG41865 A_95_P111407 CV020189

42975 506 50 507 TGGAGGTTTCTGTTGAACAGCTTTGCTGAAGAGAGCTTGATATTTATTTGGCAGTTGCTA41869 A_95_P121992 DW002063

42978 506 53 1156 TGATAGTTCACGTGAAACTTCCTGGAAGAGAGCAGCAGATTTACTGGTGGATGTTGCTAG41875 A_95_P221322 TA21796_4097

42981 506 56 2276 GTAGATAGTTGAGACAACACCTTTTGTACAGCAGTTCGTTACACTAATACATTTGATTGT41881 A_95_P142732 TA15408_4097

42982 506 57 365 TTGGAATGATGAATGTCTGGGTCCTTGTTTGTGACTGATGGAATTATCCTGCTTCTAAGC41883 A_95_P157692 BP534468

42986 506 61 747 TAATGGAGGCAGCAACAAAATGTGGTGAGTACCTTGTCTCTGTCAGTCAGTCATCATCCT41891 A_95_P019301 EB450257

42996 506 71 856 GACACTGGATCACGTCAGATAACGGAAAAAATAATTGGATCGAGATTCATAACTATACAT41911 A_95_P089933 EB427992



42998 506 73 1672 GAAAGTAAGACCAAATTGTGTTGAATAAGAGTATGGTTGGTGGTGTGGTATGATATTGTA41915 A_95_P255244 AY639864

42999 506 74 604 TAGTATTGGATCTGTGGTTTGTACCCCTGCTGATCTTTTTCATTTCCTTCTGTTGTTGTG 41917 A_95_P129642 EB429605

43006 506 81 886 GTTGTATGCCTTTGAACATTACAGGGCCTTGGCAATTGAATGACTTCTTTATTGAAGTTT41931 A_95_P023596 TA15548_4097

43008 506 83 114 GTCCGACAATCCTAAGATCTTAGTATTCAAGTCACTAGCCCTTCACAGTTCAAGATTTGT41935 A_95_P147782 EB643450

43016 507 6 335 TCTGTACATTGTGTAGATTTATGTGCAGAGGGTGAAAATGCCAAATCATTTGGTTTTTGT41943 A_95_P214012 AM816159

43024 507 14 735 GCCAAAGTTGATCACACGTCTGAAAATGTAATCCATATATTGAGATTCCACTGGTTATTT41959 A_95_P003866 EB443493

43027 507 17 810 CAGGATCTACAGAAACCATGAAAGTTAAGTTTTCCATGACACAAATCGACTGCACACACA41963 A_95_P218332 EB448847

43028 507 18 380 CGATGTTCTTCAGGGTGCTAAACAAACGACAGATTTGTGAACCCATTTCCACCAAGTGGT41965 A_95_P103132 CV016360

43031 507 21 498 GCGATGAGTTGAAGATTTTGACTTTCTTCTTGTTCTGTTACTGGCTGAATTCTTTTCTTT 41971 A_95_P000956 FS411112

43035 507 25 798 GGTGCACCAACTAATACATTTGCTTATTACTTCCACTGACGCTCAATATACAAGTCTTCC 41978 A_95_P272346 EB450818

43037 507 27 574 TGAAACCGTTAGCAAACCTAGTGACAAATCAACCTCATCAGATGATTCTAGTAAAATGCT41982 A_95_P153897 DV999293

43038 507 28 676 AATTTCAAATCCGACGTTGACGGTTTCGAATATTCCCGAGTTGTGTAGGATAGCGCATGA41984 A_95_P292258 EB427017

43040 507 30 89 TTAGTGAAGTATGGGCTCATGTGCTGCATGCAGTGCTTCCGCAGTAATGCCAATGAAATT41988 A_95_P114622 CV021691

43043 507 33 385 AATGGCCTTTTAAGAATTGTTTGATGGCAACTAGAAGTTGCCAGCAGTTATATTATGATG41994 A_95_P063480 BP135790

43050 507 40 217 CCATTGGAGACAATAAGGACACATTTGATGGTTGGAAGTAGTGGGCATTCTTCTACTGAG42007 A_95_P200177 DV160992

43051 507 41 915 CGCGGACATGTGCAGTTTTGGGCTTCGGGTTTGTTAAATTCTTTGATTGCTTATTCCCTT 42009 A_95_P269386 EB449208

43053 507 43 789 CAGAAACTTCTAAGAACAAATCCAAGAAGAAAAAGGGTGGGCGTACAGTTCAAGAAGATG42012 A_95_P016631 TC50971

43054 507 44 807 GAGGTGATAACGTTGATGAAATCAAATCGAAGCTTGATGTAGCAAACAAGGCTGTTTCTA42014 A_95_P288993 TA14249_4097

43056 507 46 183 CATGTAGGCTAAAGCAAACTGTACCATAGGTTCAAAGTGTCTAGTTCGTTCAAGTTCTGT42018 A_95_P139672 FG155763

43058 507 48 324 CTTCTCTTAAAGACAAAAATATGCTTTGCAATTGGCAACGGCAGTTTACTGTTGTTTTTC 42021 A_95_P010076 BP534433

43066 507 56 576 TGGGTACTGTTAAACAGTGTCTGGAAATCCGTTACTTTATATGACTATCTTTACTAATGC42036 A_95_P063345 BP135754

43068 507 58 1020 ATACTTCTTTCAGGGTAACGCAATCCCATCCAGAATTGTCATCATGGTCTGCAGGTAGTG42040 A_95_P186737 TA14190_4097

43069 507 59 446 TAATGGTAGATCCAATGCTGAAAGGGAACTACCCAAAGAAGGGACTGTACCAAGCTCTAG42042 A_95_P052546 BP132951

43072 507 62 734 GCACTTGCTTGTAAGCTTTGAATTCCAAGTTTTGAACCCTGAATTAGCAATTGCTTTTAT 42048 A_95_P200817 EB681013

43078 507 68 646 CTGATCTTGACAGTGGGGGCAATATTCTTACAAATTTATTTCAATTTCAACCGGTTATAG42060 A_95_P288628 FG643167

43082 507 72 434 CAACTCTTGAATCATATTTTGCATTATGATTGAACTGCTTTGCTTCTTTTGCACTGTCCG 42068 A_95_P178652 TA12304_4097

43085 507 75 853 TGATCTTTTGTTCAAGGGAAGTCCTCCAGTTAACCTGTAAGAATGCCTTGTGGATTTCAA42073 A_95_P266441 DV157831

43087 507 77 247 GTAAGGGCAAATTTTCCAAATGATTGTAATGTGAATATTTTCCCTGTTCACATGAAGAGC42077 A_95_P194217 TA15845_4097

43089 507 79 1175 AAGATCCTATATTCTGGCGCGAAAACATAAATAGTTTTGAGGAGAATGATTTCCAGATCC42081 A_95_P210227 TA19354_4097

43092 507 82 236 TAGCAAACAAGGACAAACCTGCAATCCTCAATGTCAACATCGGGACTACTGTGAAAGGAG42087 A_95_P136927 FG143157

43098 508 3 349 GATAAGATGTAGGGCTCTTGTAACTGTGGACTAATGAGCACATGATTTTAGATGTCAAGT41938 A_95_P113927 CV021368

43099 508 4 813 AAATTTTGGCATCTCGTGTCAGTGTCGTGTTAATTCTGTTCCACTATCCTATGACACTTC 41940 A_95_P267281 EB681840

43103 508 8 479 TTTGGCTTTGGTTCATTCTCTTGTTAATGGTTGAATCATTTGAAGGTTGTGCTTGGAAAT 41948 A_95_P029101 TA21080_4097

43117 508 22 388 TCGGAAGACATATTCCCAAACTATACATCCTATTCCAGATAAATCATTATGGAAGGAGTT41973 A_95_P153577 EB683819



43120 508 25 776 GTTGGAGCAAGCTGACCTGATCCGGATGAAATTGAGCTTAGCACAATAATATAAAGAGAT41979 A_95_P289608 DV160210

43124 508 29 349 GTTGCCAGCTTTACCTTTTTTATATGTATCACCATGCAATATTAGCACCCCTTACTTTAA 41987 A_95_P081405 BP528243

43126 508 31 1825 TCCTGGGATGTGGGAGAGGCCTTATGAGGAAAACAAAATAATGTCGTAAAAGAAAATTGA41991 A_95_P024981 AB017967

43127 508 32 906 TGCTATGGAAACAGGACAGTTTGAGAGGACTGTTATAATTGCAGAGGAAGGGAGTTTTGT41993 A_95_P233659 EB441391

43129 508 34 464 ACAAACTCCTTACACAGATCAAGGATGGGTAAGCTGAGGGAAAAGAACTTGTCATGTCTG41997 A_95_P114557 CV021663

43136 508 41 519 CCCACCTAGTGGTTAAAGACATATATATACTTTCAGTGAAGATGGAACAAATGCCTGATT42010 A_95_P022681 EH621211

43138 508 43 574 GTGCTCTTTTTCAGGGTCTCAGGATACTTGATGTCTGATAAACTTGAGATTCCTCGGTTG42013 A_95_P047106 BP131572

43141 508 46 700 AAAGATGACGCACAATTATCCAGTGGAGGAGTCGTGCAAAATTGCAGCAGCAGTAGTAAC42019 A_95_P191662 EB441414

43150 508 55 804 TTTGATGATTTAGCCGTTGGAAGCCTGAGAAGGCAAGAAAGTGAGCCACAAGAAGGTAGT42035 A_95_P260851 EB451879

43153 508 58 587 AGGGTGGTTAATTAAGTTCAGCAGTGCAATAATACGTTTCTGCTTTTGGAATATTGTTGT42041 A_95_P153182 EB683490

43158 508 63 629 ATTTATGGCCAAGCATGGAAATACAAGACAAAGACAATGGTTCGTCGGATAAAGCTAAAG42051 A_95_P128977 FG643286

43169 508 74 922 CGTACTGTATCATGTCAAAGACTGTTTATTTTCGCATGGAAAAGGAAGATATTTTCAGAC42072 A_95_P220977 TA21723_4097

43172 508 77 907 CAGGGCCTTGGCAATTGAATGACTTCTTTATTGAAGTTAAAGAAGTTGCATTTCCCGAAA42078 A_95_P192867 TA15548_4097

43177 508 82 96 AATAGAAACTTAGCATGCATCAAGCTATGGGTTTAGAGAAATCATCTTTTGGTTGAGTCG42088 A_95_P119152 DV162228

43178 508 83 701 TGATTATCCAAAGAGGACTTATGACCGTGAATCTCGGAGAACCTCTGATCATGAATCCAG42090 A_95_P136422 EB440185

43185 509 5 809 GTTCTGGTTTTGAAGTTTGTTTGTGTGGTCAAAGCTGGTGTAAAATATCAAACAGGAATA42094 A_95_P236639 DV158457

43188 509 8 524 AATTGTACTCAGCTTGAAAAGAAAAGAAGCCTCAAGTTGATAACGTCATCATGTTCGATA42100 A_95_P021501 TA20971_4097

43197 509 17 589 TCTCTTTCATGTTAGGTTAGCTACTATGTAACATTTTTCTGATGGCAGAATCAGTTAGAC 42118 A_95_P134457 EB436785

43208 509 28 469 CAATGGAAAGCATAAAATGGAGGGTTCCACTGTCCCTTTGGTAGTCAAATGGGCAGATAC42137 A_95_P136682 DV161271

43211 509 31 1321 GCAGGTAGAAGGAATTAGAGTCTTCCCCTGTTATCAAGGGTCTGTAGTGCTGGATTTTGT42143 A_95_P211687 TA19669_4097

43215 509 35 848 AGCTATATGGTGAATCTGCACATGTGCTGGCTAATCGTCCTCTGTATCATCTAAAGCCTG42151 A_95_P230749 DV157786

43217 509 37 267 GCCATAATGTATGAAATTTGCTTGTCCGGAGTCTTAGCTGACATGTAATAAAACGTTATT42155 A_95_P131682 EB432060

43220 509 40 254 AAGGCGGTGTTATAGGATGATTGGAGGTGTTCTTGTAGAGAGAACTATCACGGAAGTCCT42161 A_95_P105062 EB678453

43223 509 43 712 CGATGTGACCCAATTCTTTATTCTTCCCTGTGAATCTATTCATCGTTCAGTTTCTGATGC 42167 A_95_P297813 FG637808

43225 509 45 669 CTTGCAACTAATTTATCCCTTTTCCCACAGTTCATGTATTATTTAAGGAGGTCTCAGTTT 42171 A_95_P128462 EB428168

43227 509 47 851 AAGTCAGATAATAACCAAGTGCCTTTGGGTCTATTAACTAATCCTACTCTACTCGTTTGC 42175 A_95_P013656 EB438344

43232 509 52 722 CGCAAAATGGGATATGGAGAAGGCTTTAAATGGCTCTCTCAATACATTAAATAACAGATA42185 A_95_P177642 EB683024

43236 509 56 721 GGGAAACTTGGTGTCTCAGTTACTAATAAGTAGGATTATATGTTCTTTTAGGAACCTTAG42193 A_95_P256799 EH622195

43240 509 60 1327 CTGGGCCGATATTGTTACTATGCGTTACTTCATACATTTTGACAGTGACATTTTCATTCA 42201 A_95_P003411 TA12011_4097

43245 509 65 811 TCCCCAGACCCCACTTGTGAGAGTATACCGGGTTTATTGCTGTTGTAATTGATGCTAGTT42211 A_95_P291478 TA21465_4097

43247 509 67 338 TTTGACTGCGCCAATCTGTAAAATGAACTTGACTTCTGATGGATCAGGTGATCACCACGG42215 A_95_P164432 FG151495

43250 509 70 3272 TGCAATCATCCTGTTTGTTGTTTGGACCATGTATGCAATTACCATGGTACCCGGATCCTC42220 A_95_P011806 AB041352

43253 509 73 789 TATCTTCTCCAGCCTTGTCTAGGTGGTGACTCGAAGACATTGATGTTTGTCAATGTCGCA42226 A_95_P266131 EB450896

43254 509 74 606 GTTATGTTGATTAGGATACTTTCTGTTAGGTTCATGTATGAAGTAGAGCATAGGATGTAG42228 A_95_P219432 BP129744



43255 509 75 961 TTTTTCTTCCTTTATGAATATCATTGTCCGCTAGACGGTCTTTCTAGTTGGCTGGTATTT 42230 A_95_P184612 TA13732_4097

43256 509 76 755 CCTGAATTCGGTATTGTGAACCTATGACGTGTTGAACTTTTTTGTTTTGTATTCCAAGTG 6784 A_95_P000061 DW000215

43268 510 3 614 AAGTCTGTGATCTTTTGAACAGTGCTGGCATGTTATCCTGGCTATTCTGGTGCACGCATT42091 A_95_P044166 BP130805

43269 510 4 302 GCAACAGTTAGTCAGGCACTAAATTGAAGGAAAGCCTGTAATGTCCTTTTAATATTTAGT42093 A_95_P008801 CV016523

43272 510 7 856 TATGACTGGTGGCCCAGATGTTACACTATGCATGATGCAGAGCTCATGTTGATTGATCGT42099 A_95_P287958 FG167284

43273 510 8 1547 GTTTTCCTGTTGCATAGGACACTTGGAATTTTGTTCATCAAATTTTCACCAGCATATACT 42101 A_95_P187612 TA14385_4097

43282 510 17 883 TAAGCGTGATACCTATCTCCTTCAGGAGGGTTAGATTGATGAAGAATTTATAGTTTTGCT42119 A_95_P213457 TA20052_4097

43284 510 19 516 ACAAGTCCAAGTCTCTGCTGATTCCCAGTTTACACTTAACAATGTGAATTTCTTGTATGA 42122 A_95_P102862 CV016239

43285 510 20 544 AATTGCTTGTACGCATTCATGCTTCTGTAAAGGTCTTGAATTTAATGTCTTTTGGACCTG 42124 A_95_P005976 TA13055_4097

43287 510 22 245 TTGTACCTGTAAATGGGGGGAACGGACAATTAGTGCAAATTATGGAAAAGGGGAAAATGA42127 A_95_P029751 EB437829

43290 510 25 833 GTGCCACAGGGGATTACCAACTACAGACAGTTGGTTTTCCTCCTAAAATCCTTAGTGATC42132 A_95_P216777 EB441412

43295 510 30 370 ATCTTACCGATCTTCCGTTGTATACCAGATTGGATTGTTATGTAAAGAGAGAAGGTTTAA42142 A_95_P180432 TA12744_4097

43297 510 32 190 TTAGATTCCGTTGGATGGTTTAGTGATGTAGCTGGTCAAGTTAAATTATGAGGGAAAAAA42146 A_95_P164392 EH623619

43300 510 35 668 CTCCCTTCCGAATTCCGATGAGCCAATTGGAAATTTTTTAAGTTTCCTTTAAGGATATCA 42152 A_95_P149157 EB678854

43304 510 39 868 GCAGGTATTCTTTGTACAGTTGAACTGCTGCATTTTCAGTCCACTTGTTCTTTGTTCTGA 42160 A_95_P200327 TA17184_4097

43311 510 46 1244 CACAAAGTAGTGTAAAGTGTATATTTGCGTTTGGTGTAATGCATGAATTTGACTGTGTTC42174 A_95_P026271 TA17612_4097

43313 510 48 889 GCTGACATTTTGTTCTCCTAATATAATCAGATTGGTGCATCATACTATAATGAGGTAGTC42178 A_95_P011711 TA15348_4097

43315 510 50 175 GGCCGTGAGGAGAAGAATCAGGGGATTACATATTTTAAACTTAAGATTGTTAAAAGATTG42182 A_95_P208907 BP534683

43316 510 51 439 AGTGCATTAAGTTCATGTCCACATGTAAGCTGGCTAAATTTGACTGTGAGGGCAGAGCTC42184 A_95_P067300 BP136833

43323 510 58 762 CCATGTGGAGAGTTGATGTTTAGGTGAGAACAGAAATTTCATGTATGGTATTGACAATTT42198 A_95_P207612 EB681605

43324 510 59 642 AACTTGATTTATTGTACTTTGTATGAGTTGCAACAGTGTCCATTTGTAGTGCATCCTGTA 42200 A_95_P130628 EB445989

43328 510 63 874 CCTGTCTAGAATGCAGCCCCCATTTGTTGATAACACTTTAAAGTTAATTTTAGAGGTTTT 42208 A_95_P204792 EB424701

43332 510 67 2679 ACATTGTTGTACACATGTTGTTTCTATAGTTACTCGATTAGCTCAGGCACTTGGTGAATC42216 A_95_P033216 AJ344534

43335 510 70 581 ATTCTATCGGGCCTTTGGAAAGAATAAAGAATACAAAGGTTGCAGTAAGTTTTAAGGGTC42221 A_95_P018846 TA14369_4097

43340 510 75 1072 GTATATGTATTTCTTAGTTGTCTTTGTGACTCCAGTCTTGTAATGGCCTCTAACCATTTT 42231 A_95_P223192 TA22197_4097

43342 510 77 896 CGAGTGGTACAATATTTCCTGTTTCGAGGCGTAATTAGCTCTGCCATTTTTGTTGTTGGA42233 A_95_P248517 EB446238

43345 510 80 1039 TTTTATTGTATTATTGGAGTCCAGACGATTTCCATGTTCATAGGAAGCTTTCTCTTTCCC 42239 A_95_P198247 TA16736_4097

43346 510 81 1087 GTAAGAGGATGATATTACCACATAATAAGAGATCGAGAATCATATGCTACTCACTTCCAT42241 A_95_P189587 TA14819_4097

43347 510 82 757 GCTGCTGGGTGGAAATCGTTTTGTAACAATAGGAGGATTAACTAGCTATAATGTTATAGC42243 A_95_P126847 EB426204

43357 511 7 715 GTACCTGGTTTAGAGTATCATTCATCTACTGTTGGCCGGCTATTCAAAAGTGGGTTTGGG42251 A_95_P265866 FG637902

43359 511 9 782 AGTAATTCACACCATCAGTTTGCTGCAGCGAATCCAAGTTTTACGTATTCTGCCAATTAT 42255 A_95_P135937 TA18135_4097

43366 511 16 436 TCCAGGAAGTTGAGATTAGTGCCTAGAGGGCAAATTACACTGATATATTTCCAACTTTGT42269 A_95_P041401 BP130085

43367 511 17 713 GTTATTTTAGGGGTTATATACTCTGCATCAATTGGAGGAATGAGTACATTAACAGGGACA42271 A_95_P138802 EB438454

43371 511 21 521 ATCAGCCTTGTAAATCTAAGTCTTAGAGGCTCATGATTTGTACTACCAATCTTTGGGATC42279 A_95_P282483 AM801773



43375 511 25 880 TCTCCCCTTTTGATATTTTCACTTCACTGGGTTTCCTGGTCAAATTGCAGTTTTTGCAAT 42287 A_95_P245997 EB428320

43378 511 28 531 TGGCACTGGAGGTTTTTTCTTTTTCTTTTATGGGGAAAATAACAAGCAACATGAGACATT42293 A_95_P025251 X82120

43380 511 30 845 AGTCCCAGTTTTGTTTTGGGAAGCACTTGTAGGTTGTATAATCGATTATTCGGATCCAGA42297 A_95_P290543 DW000090

43382 511 32 274 CTTTTCTTCTCCCTTTGTTTCATGTGTTGATTGGTTCCGTGAAGAATTGGATTTCGTGGT 42301 A_95_P121232 DW001254

43386 511 36 241 CATAAACAAAAGATTATGTAACTTCATCTTTTTCCCTCTGATTTCCCCGGGCAGGTACTC 42309 A_95_P083115 BP528678

43388 511 38 1191 GGGATGCTGCGTCGTCAGTTGTTTACTCTTTAATTGTACTCTATTTTTATGTCCATGTTT 42313 A_95_P000546 AJ299256

43389 511 39 1046 CAGTCAAACCTGGTATTGTGTAAGCTTGAGTTATTATAAGAAAATTTAGATGGGTGTGCT42315 A_95_P010876 AB119477

43390 511 40 152 AGATTCCTTCCAGATATTTTACGCGCCTTCAGACTTCTCGATTGCATTTGCGTCAGCATG 42317 A_95_P104637 CV017107

43391 511 41 493 AGGAGGTCTTTTGTGTATTGGCAGTTATGTAAAACAGTAGCTCATTTGAATGCTGTAATG42319 A_95_P307893 FG639932

43396 511 46 1216 ACCCCATACGAGGAGTGAGCATATCTTTTTCCAGGAAATTACAATTTGAGCATTAAACCG42329 A_95_P214472 TA20270_4097

43397 511 47 812 GGAGTATGCTAATTATTCCCCTCAGATTTTCAGTGATGAAAATCCTCATGCTTGCTCTCT 42331 A_95_P145447 EB449196

43399 511 49 677 GAAACAACCAACCAATGCATCCCCACATGTCATTTATGCCGCAACAAGGGATGTATGGAT42335 A_95_P138182 EB441931

43400 511 50 383 AGAATGAAGAGTTTGTATTTTTTGACTTGTTGAGAGAGGAGCTACACCACCCTCTCCAAC42337 A_95_P304743 FG637992

43406 511 56 4127 GCTTAGGGAGTCCTAATCCTCATGTTGTATAGAGCTATATGTGTATATTGTACTTTACAA42348 A_95_P009926 U52078

43407 511 57 745 GTTTGTTCGTTAGCAACTTGCTGGTGGCACATTTACTGTTATGATAGATTGATTAATACA42350 A_95_P291038 DW002249

43414 511 64 663 CTCACCCCTACCATTGTGATCCGTTCCTAAAGCTCCTTGTGCTTTTGATTACTTGTTTTC 42364 A_95_P181197 TA12922_4097

43416 511 66 882 CGCTTTGGCTCTCAAGCCATAGACTTGTTATCTTAAATCCATAGACATGAGGCATTGCTG42368 A_95_P009161 AB286178

43419 511 69 1245 GGGGTCTGTTTGGTTCATGATTTAGAATTTGTGTAGTTTCTGTTAGTTGTCATCATGTTA 42374 A_95_P010476 TA11987_4097

43421 511 71 1021 GGGGACCAGTTTTTGTATCTTAAACTGATTGTGCAACTTTCTTTTTTGTGTTTAATCTGC 42378 A_95_P011386 TA15755_4097

43424 511 74 1426 CCTGTGTTTAGAACTTCCTTACTGTATCTGCTTATTGCTATCTTAGTGTTGTCAATAAGA 42384 A_95_P016201 TA14791_4097

43428 511 78 896 GTGTACTATTTCGTTTTCTCTGACAGACTTGTTTGCATTATTGAAGCTGTCTTGTTATCT 42392 A_95_P146172 TA14739_4097

43432 511 82 102 TAAGTGGGCCGGTCCCGGGCCTAAACGGGCCCAACAGAAACTTTGTATTTTTAATTTTTT42400 A_95_P147362 EB451742

43444 512 9 654 AATATTTCGTTTTCATATCTTTTCAAAATGTATCGCTCTACCCCTACCCCTGCTATAGCC 42256 A_95_P204287 TA18033_4097

43455 512 20 998 CTTGCTAGTAGTAGATGGTTAGGCGTATCTGTTTGTGCAAATTTCAAACAAAGTGATATA42278 A_95_P193032 TA15584_4097

43456 512 21 255 CGTGATACAGTGAAAATGTTTGGCGCAGTTCCAAGAAAACGAATGAAAATTTCTGAAGAG42280 A_95_P089443 BP530508

43463 512 28 130 ATGGTTAGTTATAACTAATGAGACATTCCTCCGCTTTCAGGCGAAAGTGAAGATAAAAAA42294 A_95_P140427 EB444336

43470 512 35 706 CTTCAAATGATGTTGAAGTGAAGCAGATGGTTTAACTGTTGTTGAAGTGAACAAACTGTA42308 A_95_P186227 TA14080_4097

43471 512 36 325 CGGGCTCCGCCTTTGTGTATTTCATGGATTGTTCTACTTTCTTGTATGGCTTCCATGATC 42310 A_95_P210797 EB424986

43473 512 38 259 TGCCATTTGTAGGAGGCACTTATATTGGACAATCCCATGGACTGTAGCTTTATGGTAACT42314 A_95_P097148 BP533896

43474 512 39 713 GGTTCAGTTGGAAATATTATTTATGTTAATAATGAGAATTCGTTGCCCTTGTCACAAGGG42316 A_95_P127032 EB426449

43479 512 44 715 CTGTGAGATGTTCTCTTGTAATATTACATTTTCAATGCTAAATTGTGTGAGAGTCTGCAG42326 A_95_P115587 TA12160_4097

43482 512 47 897 GAAGAAGCTATCTGGTGATGATGTTGGAGAACTTCACTACAATTACTATCCCGTTGAACT42332 A_95_P250712 EB451424

43484 512 49 896 CCTCCGATTTGAGACCTCAAAATCAGATGGTAAACTAACTTCGCTAGACCAGTACATCTC42336 A_95_P226409 DV159465

43488 512 53 850 ACGATTGTTGTGATGGCTCTATTTAGTATACATACAAATTGGTGAAAATATGGACCAGCA42343 A_95_P011236 DV158061



43499 512 64 397 TGGCATTTATAAATGTGCTTAAGCTTGGCTCTCAACAAAAAATCAGATAAAGCTGGGATA42365 A_95_P092848 BP532013

43500 512 65 585 TTCCGACGAAGACAGCCAAATATTTCTCTCTGACTGCATCGCTGTTATCTTCTCTTTAGT 42367 A_95_P206602 TA18553_4097

43504 512 69 681 AAACCACATTCTAGATGGCACATTAAATCTTAGGAGTAGCATCATTTGGCACTTTTTATG42375 A_95_P115847 DV158226

43508 512 73 389 CACGGGCCTTTTCTGGATTTATATTTTTTGGACATGTTAAGAAAATAGTGGCATTTCTCT 42383 A_95_P002316 FG643424

43509 512 74 1181 TTGCACGCTTATCACTGCACCTGGTCGCCATTATATGCTTATGGACCATTACTTGGGAAA42385 A_95_P194697 TA15953_4097

43510 512 75 123 GTGAGACACATATCTGGCTTTCTCGTTTTCCTTTCACCAAATTAAAGTAAAAATTAAGCG42387 A_95_P150927 EB681077

43515 512 80 794 TTAACTGTCGTGAAGTGATCATCTATATGGACGAGAGCGAGAAACCTCCAGTTGGACAAG42397 A_95_P146057 EB449908

43530 513 10 546 ACATCGGCTTGGTACAAGCGGAACTAAGGTCCATAGCAATGTTCAATCTTCAAACTATTT42414 A_95_P123272 DW003141

43531 513 11 804 AACAGCAAGGCAAGCAGATGAGCTACACTTTCCGTTGGTCAATCAGCAAGCACTGAATTT42416 A_95_P125807 TA15758_4097

43541 513 21 678 ATGGAATTTCATGAGCTCTACCTTGTTGCATTATGTCATTCACATTATTCAGCTCCTCTC 42434 A_95_P019001 EH615127

43542 513 22 874 CTTTTGATGTACCGCCCAAGGGACAAAAGTACATATCTTGTGCAAAAGCAAAAACACATT42436 A_95_P019271 EB682461

43545 513 25 731 TGGCGTATGAGGATGTTTTAGTTCTCATTTTGGCTATCAGATCAATTCCATCTTTTTTGG 42442 A_95_P248972 TA14912_4097

43546 513 26 581 GCATAAAAGCATTGTTGGGTTGATTCTGGTTTCTCAATAATGGGTTTGGATCGAGTTGAT42444 A_95_P144437 EB447800

43547 513 27 785 TCTCGACAAAGTCTCTGCATCTTTTCCAAGTCCTTGTTTGCAGGTGCAATAGAGGATCTC42446 A_95_P125867 EB424988

43551 513 31 565 ATGGCCGCAACAAACTTATAAAATTTGATTGGATTATCAGTCAAATACGTCTCCAAATGC42454 A_95_P185692 DV160583

43553 513 33 817 TTCGAGAGGTTCGACTACTTCAGTGGAGATCTTCTTTATGTGAAAAGATCTATCATCCTC42458 A_95_P229734 FG166470

43556 513 36 1147 ATTGTTTTCTATCAGACCGATCCACACATCTTCCGATCTGCTCCAAAGGATGAATGAGTG42464 A_95_P011081 D26509

43558 513 38 1328 ACGTGCTTAGAGATAAGGAGATCATCCAGCAACGAGAGGCTTCCCAAATTTAATCTGTTA42468 A_95_P178237 TA12191_4097

43564 513 44 478 GTGTACATATACAGTTCTTGTCACATCAACCAATAAACCCAAGCCCCACTACAGGCTTTG42479 A_95_P153927 EB684087

43570 513 50 335 CTGCCGTCGATATTATGAGTTCTGAAGTGCCAAATAAATGAATTGGATTGCTGCAAAAAA42491 A_95_P308323 FG642078

43572 513 52 770 AAAGAACCAAATATATCCAGTTGGATTGTTATCTGGTTCATACCAAGCTTGTTGAGGGTT42495 A_95_P298493 EH621931

43574 513 54 734 CTGAGAAAAGAAAGGAGTTAGAAGATGAAGGCTACAGGATTCATGGGAGCTCTGGAGATC42498 A_95_P017651 EB449886

43576 513 56 610 GGCGTAATTTACCTTCACATTTCAAGTCACTCTCTTATTAATGCATCTCGGGAGAATACT 42502 A_95_P122962 DW002857

43580 513 60 273 GTGATGATGAAGTATTTGGAGCAAATAATGAATATGGTTCTGCATGCTTTCCAAGATCCT42509 A_95_P159707 EH618154

43583 513 63 799 GCGGTATATATGCTTATTTCTAAAGTAAGACTCTCACTAATGGAGTTACAGGGTAAAATC42515 A_95_P220492 TA21619_4097

43588 513 68 851 TCTTGTTCCAGGTTTCTAGTGAAACAGTAAAAGGAGTATTCTCTACTATATTGTCTACTC 42524 A_95_P125277 TA12032_4097

43595 513 75 901 GGTTCAGCCTAAGCTTGCATCATGCTTTCTTCTTTTGTAAACTAATTCTGCAAAGTTAAT 42538 A_95_P183722 EB428087

43597 513 77 750 ATGTACTAGTTGATGTCAGCAGTGTCAAGGCATAGTGTGTTCGTTGGTTTCCAAGAGATA42542 A_95_P248827 EB681443

43601 513 81 697 GTGGTGTGATTATGTGTCAAACTTATCAGACTGCTTTGAAGTTCTTGTTATCATATCTGC42550 A_95_P013831 TA18221_4097

43602 513 82 694 CCATCAAAAGGAAGGAAATACAGCCCTTCACCTGATGAAAGAAGTCCACAAGAGAGAGGT42552 A_95_P137717 EB677939

43610 514 5 304 AGAAACTGAGACAAGTACTACTTCATTGAGTTACTGAACCAACAAAACAAGTGAGAACTA42405 A_95_P034898 BJ999155

43614 514 9 618 CAACAAAGTGTAGAATAGCATTAAATGTCGTCCTCTCCAAGAAAAAAGAGATGCTTTGAA42413 A_95_P120817 EB677535

43617 514 12 1169 AATTAGTTGGGCCGCAAACATGTGTTTGCTTGCTGTTCCTCTTTGTTGCTACTGCTGTAG42418 A_95_P015366 TA15691_4097

43619 514 14 890 TGACCAGTTTCGAAGTGATGGTGTTGTTACCAGAGGAGAGGCCTATGGAATTCGTAGTAT42422 A_95_P019351 DW000724



43621 514 16 739 GTCTTGGATCTATGTATTGGTATTGAGAGTTAAACATGGTGTATATCGAGCAACACCTTT42425 A_95_P218392 EB439521

43622 514 17 453 AAGTCCCGAAGACTGAGTACTCAATTCCAGATGCTTCATCCATTCAAGCATTCATGTCTC42427 A_95_P127162 FG195316

43623 514 18 275 ACACTAAAGAGGGTTTTTCCGACACTCTGAATTTCTCTTGACAACAGTATGCATTCTGTC42429 A_95_P054766 BP133530

43626 514 21 476 TTGTATTAATAGTGTTTCGGTTCTGAGAACTCGCATTGAAGGAGGTGCCAAAGCTGTCCT42435 A_95_P097298 BP533971

43627 514 22 262 CATTGTAGGATTGTTTTGATTATTGCACTCTTCATAAATACATGAAAAGAGTGTGGGTCG42437 A_95_P130847 EB430953

43631 514 26 826 TTAGTGCCAAACTGACTGGTAGTTGGAGGTGACCAAGACAATTGTCTAACATATTCTCTT42445 A_95_P018436 DV157755

43641 514 36 247 CTGTCATAGTCTGTTGGTTTCATTGTTTGGTTTAATTCGATTTTCCGGCGAGGTTGTCCG 42465 A_95_P163067 EH622075

43647 514 42 644 TGTAATGTGTGGCCTACGCTGCATTGCCAATGAAATAATTTGTTTTACATGTTTAGAGAA42476 A_95_P192247 TA15410_4097

43652 514 47 816 GAGCCGTACAGAGAAAGAAGTCAAAGCTGATTACGATACAATGAATACGTTCCCAGCTTT42486 A_95_P243822 EB682813

43653 514 48 1097 CCCTGTGGAACATCTATCCCCTCTTCCTAATTGGAGAATGTCACAAACTTCATTAGGGTG42488 A_95_P190252 TA14970_4097

43656 514 51 831 CCATTTAATCAAACTCTTTCTCACTGAAGAAGTCCAAGTTGGTACTAGTTTTATGATCGC 42494 A_95_P218047 TA21086_4097

43657 514 52 539 CCTCAATTCTCTCCCTAAGCAAAGATATGCCTTTGTTCCGTGTTTAGGTTAATTATCATC 42496 A_95_P213437 TA20048_4097

43661 514 56 427 GTGACACCCGAGGTCAGGCTTTTATTTCCGCATTTTGGTTTTTGATTTTATATCTTTTTA 42503 A_95_P275103 TC71239

43665 514 60 432 GTCTATTGTAGGGAAAACCTAGTTTAATCCGAGATGATTGCTATCATTATTGCCTCTCGT42510 A_95_P201037 TA17339_4097

43667 514 62 511 CATGTAATTTTGAGGTTAATGACTCCTGTTTTGCTAGTTTGTGCCTTATTTTTGAGCCAT 42514 A_95_P000946 TA13775_4097

43673 514 68 138 GAAGCTCAGCCACCGAGATTTGTTTAAACCTTCTATTCTTTCATTTGATTCCTTTTTCAG 42525 A_95_P094718 BP532843

43674 514 69 397 GCCTTTTATCCGAAATCTCCAGAAAGGAAAACTATTGTAGCTTGAAATTTCTGTTGATAC42527 A_95_P134677 FG139988

43678 514 73 833 TACAGATCCTGGACTTCTATTACCTCGGGCCAATTTGAAATTTTGGGCGGGGATGCTTAA42535 A_95_P310418 FG155139

43680 514 75 814 ATGCTGTCAAGAAATCTGTTATGGGACTATTGCGGCTTGTAAAGTTAAAACAGCCCTCTT42539 A_95_P216957 DV999409

43685 514 80 533 TTGTAAAAGTTATTGCTATTGTGATGTTCTGAACCATGGATCTCTGGAAACAAGTTTCTC42549 A_95_P150257 EB680347

43686 514 81 936 CACAGCTAGATCCTATGTTCTCTCTCCTTATACATGTCTCTAAAAAATTTTGCCACAACT 42551 A_95_P198472 TA16784_4097

43696 515 6 903 AATTGGAAGCGTCACAATTTCTGGTCACAAGTTCTTGGGATGTCCAATGCCTTGTGGAAT42555 A_95_P222867 DV159323

43698 515 8 922 TGTAAATTTCGCTACATGATCTCTTGTATGTTTTCAGCCAATGTTTCAGATATCATCGTC 42559 A_95_P193262 TA15633_4097

43703 515 13 768 TTAGGAACAAGGACACAAGTTAGCCCTCTTTGTATCCACTTGGATTATGCCCTCGGATCT42569 A_95_P157057 EH615096

43708 515 18 404 GTTTTTCATATCTCTATGTTGAAAAGGTGTGTTGGCGATCCTGCCCAACAGCTTACTCCC42579 A_95_P064010 BP135931

43712 515 22 628 ATCGAATCATTAATTTGATGATCTGTGAGCTGTGTTATTTGCCTCGGTTCTGCCAAAATA42586 A_95_P244242 EH615092

43714 515 24 195 GAGCTTTAAGATGTGAATTTGTACGGTAAACATTGAAGTTCTCCTTCCAGTGTTGCATCT42589 A_95_P092203 BP531691

43719 515 29 1161 CCTTGTGGTGACAGCTTTTTCACTGTTTGTTTTGTTAATAATATCCTGGTGACAGTTTTT 42599 A_95_P008376 TA14854_4097

43722 515 32 451 AATTTTGAAGTTTACACTTTACTGGTGCTGGTGGGAGTAAGCTTTTATCCCTTGGTTCCC42605 A_95_P174452 EH665844

43723 515 33 296 TTCTGGGGTGTACTTTGTTAGAGTGCAGTCCTTTTGATATAATTTGCTCAGATGTTCCTT 42607 A_95_P133362 EB434811

43724 515 34 1036 CCTCTGCATACTGGTATTATGGATTGGTGTTCTGATATTGAGATATCTATTGTTGGTTTA 42609 A_95_P143712 TA14032_4097

43725 515 35 672 GGTGGATCGAACAGTTAAGATAACTGGGAATCTAACAATAGATGTATTCAGAAGGAATGC42611 A_95_P225467 FG643186

43726 515 36 1169 GTGGTTGAGAGCTAATTCAAACCTGAAGTATCTTATCTCGATTTTGAAGTATATGTACAG42613 A_95_P189552 TA14812_4097

43736 515 46 719 TTTCCATCGCTTAGCATTTTCAAGCTGTCAAACAATCATATTTCAGATTTGTTCAAGGTC 42631 A_95_P154047 EB684209



43737 515 47 963 CTATCCCTTGTTAACTCAAAAAAGGGTTCCGATTTCTTCAATGGCTCTGACTTGTACCTG 42633 A_95_P011566 TA15971_4097

43740 515 50 610 GTGTTTTCTTTTTTCAGCAGAACATGCTTAGTCTTATGAAGTTACTTTCTTGGATGATGG 42639 A_95_P124247 DW004103

43751 515 61 861 GGTGGCTTTGTCAATGGAACCATCATCACTACATTATCCTCATCTCTTCAACCTCGATGC 42661 A_95_P115557 DV157809

43752 515 62 364 TGTGTTATAACCTCTCAAACCTCTTTTCTGAATTAAAATCAATCAGGGGAGTTTGACAGG42663 A_95_P086693 BP529607

43759 515 69 705 GATACTTTATGATCTGCGATATTTTACATTTCCTACTGAAGACATGTTTCTTTCCCCCTC 42677 A_95_P150637 EB680772

43761 515 71 828 AAGGATTCGTTTCAATTCTATGTATACATCTCCCTGATCGGCTCGAGCTACTGCCTCTCT 42681 A_95_P288983 FG160073

43768 515 78 1396 TGTCAACTGGTTGTACCAGTATCAAACAATCAGATAGTGGCAGTGTATGGTATAAATGAA42695 A_95_P130772 TA12620_4097

43784 516 9 1194 CCTTGACAGTTAGAACATGAAAGCAGAGATAGTTGTTTTAGCAACAAAGTTTGTTGTACT42562 A_95_P014806 TA18534_4097

43785 516 10 909 GGTGCTAGAGAGAGGAAGTGATCGAACCTTGGTCACCATATGAATCTCTGGATATTTTTT42564 A_95_P234309 EB444751

43786 516 11 715 CAAAGGACTATTGTTTCTGTATGCTTCCGGTCTGTGAGATTATCTTTGCTGGACTTTTTT 42566 A_95_P020761 EB684204

43790 516 15 234 TCTGAGGACTCGGTTTACGGCCATTCACATGAAGAAAAACCATTGCTCGAGGGATATGAA42574 A_95_P058016 BP134363

43794 516 19 659 GGCCAGTGCGAGCTTCCTAGAAATCTTGATATTTATTCCTATGTATAACTATCATTCTTA 42582 A_95_P220747 EB437995

43795 516 20 654 GTGATCTCACAGATCACCTCATGAAGATTCTCACAGAAAGAGGCTACTCTTTCACCACCA42584 A_95_P128147 FG139197

43798 516 23 628 AATGGATAGTCAGGTCACTTTACGTTGGACTCTGATGAAACGAGATGAAATGGGATAAAC42588 A_95_P039196 BP129484

43799 516 24 1324 GAGAACTGAGAAGTGAAACTCTTACTGGAATTACAGATGTAATAATACAATCCTGTGCAT42590 A_95_P199547 TA17018_4097

43800 516 25 1207 CCCTTTGTAATGACCAACAAATGGCCATAGTATAGTTTTCAATTCTTAAAGATAACCTCC 42592 A_95_P180632 TA12792_4097

43801 516 26 403 AATCATGCTCAAGAAACATATTCTGATAGAGTTCTATTTGAAGTTCCGTCTCCTAACCAG42594 A_95_P075470 BP526737

43802 516 27 2443 TATACAAGTTCTCGGACGAGGTTTTTGAACAGAACTTCGATAGGCGAGAGGTGTAAGCAC42596 A_95_P012761 TA12579_4097

43811 516 36 863 GAGAGCAATCTCTTCATTGTCGGTGATATTTTTAGCGGGTCTTTTTAAGTTTCATTTTTG 42614 A_95_P232414 EB425093

43812 516 37 0 ACATATTTCAGTTTACTCAGCTACTCAGAGTGTCTGCTTTGCTGTCGTATCCCATCTGCT 42616 A_95_P298003 A_95_P298003

43814 516 39 713 TGGAGGCTAGTGATGACAATGATATACCGGCTCTGGAATCTCTTGATGTGGAAAGCTTCT42619 A_95_P014661 EB449721

43816 516 41 397 CCAACCACAGTTCACATTGTATATGAAGGTGGAAATATTGCATATCAGTGAATTATGTGA42623 A_95_P221127 TA21755_4097

43817 516 42 723 CTTCAAAGTTGTGGGTATCTAATCAACAGTTGTAATAAAGAGAATCCTGTTCTTGTCAGT42625 A_95_P014176 EB437412

43821 516 46 806 CCTCCAGTACGTGAAGTGTTTTCTTTTGTGCTTGGTAATACAGTTGAACCATGAGGCTTC42632 A_95_P128287 EB427837

43827 516 52 850 TCTGTTTTGAGCTGTAGTAGATCTTTAATGTGCTGCTTCTCATGACTCGTGCTTTACCTG 42644 A_95_P284858 FG163875

43828 516 53 358 AATGCTTCACATATATTCCCTCATAACACACCGATTACAAAGGAAGCCTACTATTATAGC42646 A_95_P006901 AY061820

43829 516 54 508 ATGGAGCTATCTGTTTGAGAATGTCCCGATGCTAAATTAAGTATACATCAGTTGTGAAAT42648 A_95_P024591 FG631924

43831 516 56 542 AGTTCCTGGAAAAGAAGCAAGGGAGGAATCTGTAATTTAATGGGAACTTGCCAAGTTTGA42652 A_95_P089758 FG153402

43840 516 65 771 ACAGAGATCAGGAAAATTAGCAAGTTAAGGCACAAGAATATATTGCAGTTATTGGCATAC42670 A_95_P238764 AF252414

43848 516 73 192 AAATCGATTAGGAGCTAATCCACTGAGAGTTTGCCATGTGTATTAAGCTTTCTACTAAGA42686 A_95_P078670 BP527574

43849 516 74 382 GTGTCTCATGTTCTTTAGTTTGGACAATCCAGTTGAGGCTATCAATTATCTTTTGCTGGT 42688 A_95_P134157 EB436084

43850 516 75 901 ATGTCTGTCTTTGTTTCACCTGTACCTTCTGAAGACTGGCATGTGGTAATTATGTGTGTG42690 A_95_P188947 EB447633

43865 517 5 676 CTAAGTGCCTATTGGTTCTATATTTGGCCTCAAGTCCTTGATGTTTATGTTAACTGAAAT 42704 A_95_P194602 EB446340

43866 517 6 555 ACTGGGACTTTTGGGATTCATTATCATGTCTATAGGAACTTCCACAATAATACAGCATAT42706 A_95_P187407 TA14340_4097



43867 517 7 93 GGCTTGTCGTGTGTAGTAGACAACATGAATTCTGATTGGCTATGACATTGAACGATTTCT42708 A_95_P139397 EB443139

43868 517 8 794 CATTCTAATGCTTAATGCCACAAGTCAAACTCAGTGAATCATGTCATCAGATTCCTATAA42710 A_95_P294053 EB439288

43869 517 9 208 CTTAGACTCCATTCAAGTTACAATTTATTTGCCTCCGGTGCTGATATCAAATCAATCATA 42712 A_95_P138397 EB442167

43871 517 11 1190 CATACTGGCTATTATTCTTGCACAGCTATCTGGAAACCGATCTTAGACGATATTTTGGGT42716 A_95_P140172 U60057

43876 517 16 790 CTATGTTCTTAGCGCAAGGCTTTGTGCTTTCTTTGAAGTGATTTACTGATGTTTCTTCTG 42726 A_95_P284533 DV157765

43877 517 17 1164 ATGAATTCCATGACCATCAGTTAAAGGTGGCGTTGCCTTCACGACCAGTGCAAACAACTT42728 A_95_P022826 TA14385_4097

43878 517 18 729 TGGTTCTCCATCTTTAACTCCTTCATGATGGTCATCTTTCTTACTGGTCTGGTGTCTATG 42730 A_95_P162428 EH621378

43884 517 24 398 AGTGAATCACAACTGAAAGAAGATGAACAACTTGCCACGAGCTCTGCATGGAGAGCTTGA42742 A_95_P041501 TA16023_4097

43887 517 27 56 TTGAAGTGTGAACAACAAAGAAAAGATAAGTCCAGTCGACCTCCCCCTCTAGCCTCCTTT42748 A_95_P045911 BP131261

43889 517 29 579 ACAGATGTTGTATTATTATGACACTCTTTAGTAGATGGTCATGCACTTGTGACATCGGAT42752 A_95_P121507 DW001586

43890 517 30 587 TCTTTTATTGCTTGTTGGAATCATGTTTCGGGTGTAACTAAGATAACTGCTTAGTGACTT 42754 A_95_P191992 TA15357_4097

43894 517 34 655 TGACTTTCCCCTCAGAGAAATACATGAGGTCCTATATACCAAATATTTCGTTCGGAAATG42762 A_95_P299623 FG190948

43896 517 36 816 GTACCCTGCTGAGTTAGTATTTATGGCCCTGTATATATATATATAGGTACTGCATCATTG42766 A_95_P022776 TA21613_4097

43899 517 39 1026 AGGAGAAGGCAATATCAAACGCTATTGTTAATCTAAGTTTTTCATGTTCTTCAGTGTCGT42772 A_95_P176577 TA11646_4097

43902 517 42 682 TGTATGAATTATTTGGAGATGACACACATGCTAGGTGACGGGCATGTGGGTGTGCATCAT42778 A_95_P306438 FG643392

43903 517 43 765 ATCTGAATTTGTATTGAAATCTTTTTTCTTGCGGCGAATGGATTGCGTGTGTGACTTTTA 42780 A_95_P178422 DV160879

43904 517 44 350 TAAGAGTGCTTTGCTGTCCAATAATGGTCACATCCTTTCAGTTGACCTCTTAAACCCTAA 42782 A_95_P093498 BP532290

43909 517 49 773 TACACATTTACTTTTGTACCCTCCGATGGTAATGTTCGGGCCTTCTCCTTGTGTGTGAGT 42792 A_95_P199492 EB678882

43917 517 57 461 TAAATTTTACCATTCCTGCAGGAGTCTAGCAATAGTTGGCAGGATGGAGATTTAAACGTA42807 A_95_P264286 AM840522

43918 517 58 861 AGGATTATACGTCGGGCTCTACTCTCCCTCCAGTCTTCATGTTGAATTCGTAACATGCAT 42809 A_95_P229244 EB425232

43924 517 64 1483 CTTGAAAGGAAACTGTAATGTATGCTCAGTATTTTTCCCTCCCAGAACTATGAAAGAAAA42821 A_95_P025186 TA14118_4097

43925 517 65 808 GCTCTGTAAAGTTGAAGTTGATGCACATTACTCTTGGTTGAAAGAAGGAAATCCTTGTTG42823 A_95_P265871 EB678199

43926 517 66 414 TGGCAATAGATCTTGACACTACATTTTGGCGTGGGTGTTAGATTTTGGTTTATTGATTGT42825 A_95_P212682 TA19888_4097

43927 517 67 330 GAGCCCAAACAGGGTGGTCAATGAAGTTCTCGCTAAATAATTGTGGATTGGATATTAAGG42827 A_95_P104437 CV017014

43959 518 14 496 TACAAGAAGTTGAGCTTGTGATGAGGCTCACGGGAATCTGAAGAACGTGGCATCATTTCT42723 A_95_P207322 TA18715_4097

43963 518 18 730 TTTCCTTTTGGTTACTAGGGGATTCTATTACTGATTTATGGGATTTGACTCCAATGATGA 42731 A_95_P201667 EB678092

43965 518 20 902 GATGTCTTATGTGGTTTTGGGTGGTTTCTACTGTTCTGATATGATGACTTTCATCTGATA 42735 A_95_P258576 TA11956_4097

43973 518 28 1144 TGTAAGAAGCATACTTTTATCGGTCATCTGAATGGTAGATGTAACGGTAAAGATTTACCC42751 A_95_P210292 TA19367_4097

43975 518 30 409 GAATGTTATCCTTTTGGTTGCCACTTTCTTTTTAATGTAGCCTTTTGTTGAGTAACTGGA 42755 A_95_P098498 BP534502

43977 518 32 781 ATTCAGGCTGACTTGTTGGGTAGTCCGGTTGTAAGACCAGCTGATATAGAAACAACAGCT42759 A_95_P214882 TA20359_4097

43978 518 33 736 TTGACAGTAACCAGAGTTTTCGTGACTGTGAGATAGGAGATGGGGATATAATTTGCTTTC42761 A_95_P269996 EB428655

43979 518 34 494 TCTATCTCTCCCTTAAAGCTCATGGTGAAGGCAATTTCGGTACCAAGCTCTCATTCTTGC 42763 A_95_P073670 BP526271

43980 518 35 575 TGCATTGTGTAGTTCATGATTGGCTGTTCTGTATTAACATACAAGTTCAAAACATTCCCT 42765 A_95_P193182 TA15616_4097

43983 518 38 664 GATTCGATTTTCTTCTCGGCAACCGCTATTAAGGTTGTTTTTCCCACTGTATTGTTTTTA 42771 A_95_P214602 TA20297_4097



43992 518 47 868 AATTTGTAACCATTTTGGGGTCGTTTTTGTGAAATGTCAATATGGGCGGCTTTGATGATG42789 A_95_P227774 EB425751

43995 518 50 1505 TGTTGCTGTGATGAAGTAATCTTTAACATACCAAGAAAGCCCTATTGACAACGCTAGTGG42795 A_95_P191102 TA15157_4097

43997 518 52 737 TATGTACCAATTGTTCCAAGGCGGGTGGGACTATTGAACCAGATGGCGAATATCCTTAGA42799 A_95_P195517 TA16135_4097

43998 518 53 831 TTCCCTAGGATGGGATGGATTGTTTTCTGGCGAGGTCTAAGATTCACGTATGGTCGAAAA42801 A_95_P017276 DW003721

44001 518 56 1828 GCTCTAAACTGGTGACAACTGATATCATGACCCAATCTGAATTTCTTTTTATATGGTTTG 42806 A_95_P184617 TA13733_4097

44002 518 57 787 TAGTGATACTATTGTGGTTCTCTTGCATTCAAGCCCTCAATTTGCAGCAGTTTCATTATT 42808 A_95_P162027 EH620774

44008 518 63 0 TTGATGGATGTCTTCTGGGGGTTGGTTTGTAATGACTCAGTGAATTGGGTCACGTTTCAC42820 A_95_P019226 A_95_P019226

44021 518 76 698 GAGACAGAATAGTGTCCGATTTTCATGTGTGAAATGCTTTCTTTATTTGGCTGATGTAAT42846 A_95_P093178 EB438892

44022 518 77 768 AAATTTCTGTGGCTGGTGCAACATACAAAGCAATGGAGCTTGTCGGCTCGACAGTTGAAA42848 A_95_P120657 FG141669

44041 519 11 592 CCAAATCCAAGGTTGATAGATGGAATTCTGCTTACCAAGTTTGACACCATTGATGATAAG42865 A_95_P200837 DV158412

44049 519 19 709 ATGCTGCTGATCAAAACAGAAATGGTTTCTCCACAAGGCACAAGAAGCTGGGTTTAACTG42881 A_95_P152447 EB682780

44050 519 20 1469 GTTTTCAGTTAAACACTTTAGTTCTCTTTACCTATGTTGCCTTCTGATCTTCTGGCAAAA 42883 A_95_P008871 TA13572_4097

44053 519 23 547 ACCTTGTTGAGCAGGAAAATCAATTAACACATGAAGTCTCTCTCTCAGATACAATAGATC42889 A_95_P040486 BP129843

44054 519 24 553 TCTTTATACGGGCTGAAGTGTAAACTCATAACGACATTTTCATGGCTGCCATAATTATGG42890 A_95_P099288 BP534870

44059 519 29 761 TGAAGAAGGGGAGAAACTGTATTTCCTGCTGCCAAGGGAAATTTTAGTACGGTTCCTTGG42900 A_95_P252754 EH618717

44062 519 32 326 TTGGTCAAACTTCTTAACACCGCAAAGCTTGTTGCTAAACAAGAAGGGTCTGCTCGAGAA42906 A_95_P108477 CV018851

44063 519 33 496 GCACGGAGTCATTACTATTGAGCCTTAGACTATGATGGACATCTAGAAGAAGAACAAGCA42908 A_95_P307283 FG638101

44065 519 35 244 CATCTGGAAACGACAATAGCTCCTCTTCTTCCGGTGATAACAATAATAATAACAATAACA42912 A_95_P001316 EH616009

44067 519 37 379 GTCATAGACTAAATGGGCTTAATTGCGTCATTGGCAATGATTTCTATAGGGATAAGAATT42916 A_95_P143662 EB446899

44072 519 42 278 AAGTTCGATCTTATGTTTGCCCAACGTTCTTTCGTGCCCTGGTATGTTGGTGAAGGTAAG42926 A_95_P106932 CV018133

44073 519 43 418 AAGATTACCAGTACACTAGATATGAGGAACAGAAGGAATAAGACCAGTTCATCAGACGAC42928 A_95_P089088 BP530342

44074 519 44 508 TGCGTTTGATTGCAAATCAAATTTTGTTCGATATGGATTTTGGCCCATCCTTGTGTTTAA 42930 A_95_P196717 TA16400_4097

44078 519 48 740 TTAGCACCTGACTGTTGAATTTATTATTGTTATTGTTAGAAGAAATGGTGAGAGATGGGC42938 A_95_P273161 EB681926

44079 519 49 255 GAAATGGATGAAGCTCATCGTAAATGCCTTCGAGCTGAAGGCTTCAATGTCTGAAGCATA42940 A_95_P095663 EH623842

44081 519 51 547 GGAAAGGAAAATGTAATTGAAAAGATGGAAACAAGAATTGGGCATTTGATTTCTGACCCT42944 A_95_P005326 TA14182_4097

44085 519 55 187 CAGGCGGTGCAAAAAGAGGAGTGCCAAGGAACAACATGATAATGAATAATTATGGAGATG42952 A_95_P159232 EH617186

44091 519 61 317 GTTCGGTAGGAGCTTATGCTGCGATGAAACATGTTGTGTTTTAATTTCAATGAAGTTTAT42964 A_95_P001066 FS411872

44097 519 67 484 CGATTCCCTCAATACAGCTTAACTCCGTCAAGCCTGTACGAGTAGTGAAGAAGTATAGAG42976 A_95_P282203 AM792645

44102 519 72 686 GGTTCTGGCTTTGATTTTTGTAGTCGCTTCTTCTGCCCAAGTTCTGAATTCAATGAGGAT 42986 A_95_P159517 EH617764

44106 519 76 382 CGTCTGCTTCCCGAAGATGATTAGAAATGGTGACTTGTCATAGAGAATGTTGATATACAA42994 A_95_P132172 EB432641

44107 519 77 1462 ACTGTTCTAGGAGACCATTTTGGAGTCCCTTTTTAAGTAGATTTTCTTTCTCTTTTGTTG 42996 A_95_P028716 TC71857

44122 520 7 887 AACTATGTGAGATACGACTTCATCCTCGAGGTGGGGTTAATCTTATCGTAGTTTAGTTTA42858 A_95_P013176 TA12893_4097

44127 520 12 866 CATCCTAAGTAATTCTCCGTGCTGTCAATTAACATGTCTGGATCTTGTGATCCCTGACTG 42868 A_95_P184867 EB439049

44130 520 15 776 AAATCGTTCGTGAAGCAGACATTATTATTGCTGCCGCGGGGCAAGCTATGATGATCAAAG42874 A_95_P021351 FG169533



44132 520 17 234 CTAGGTGGATTGGAAAGATAGTTATAGTATCATTATTGTGGTAGCGAGATAATGTAGCAT42878 A_95_P219922 TA21498_4097

44133 520 18 533 TCTTAAAATTGTTAAAAACAAATGCGCATCAGGTGACACTCCCTGCACCTAGTTGTCTCC42880 A_95_P101723 CN498901

44140 520 25 500 GTGTGGGTAAATCAGCTTATACTGATTTCTTTTCTCAATGTTCAATGCATTTCTAGATGC 42893 A_95_P001151 FG640488

44143 520 28 812 CTGAATAATAGTCACTCGTGTTAGTCTGAGTTTTGAATTGCCAAATGCGAATAGTATATG42899 A_95_P181912 EB425536

44145 520 30 375 CACATGTAATTTAGACAACTAGCATAAATGAAATTTTACGGGTTACCTCTTGAAGCGTGA42903 A_95_P306853 FG636547

44147 520 32 859 ACTGATGGGGATGATGCCCCTACTGTTGCATTGGAGGAATTGTTGGCTGATCTTGATTTA42907 A_95_P233644 DV161350

44150 520 35 796 TTGCATGGAGATTTGATGCTAAGGCTGCACTTACTTTGGGGATTTGAAGGAAAATAAACA42913 A_95_P228674 EB449849

44159 520 44 1209 GCTGGCTGCTTGCTAAGCATTTTCCAGATTTGCTGGCAATTTGTATTCTATTTTTTAATA 42931 A_95_P008401 TA13254_4097

44165 520 50 449 TGACTCCAGGTTTTGGGGTATTGCGGGACATTTGTGGTTGTGTTTAGACCCTATCTTATA42943 A_95_P061125 BP135184

44169 520 54 777 TTTGCTGGCTATGCTGCCGGTATTGCCGCATATCTAGCAACACATAATCTCAACATCTCA42951 A_95_P235924 EB450449

44172 520 57 175 GCATTGCATTGACAAGCTCCTGTAATATATGAATGTTCGTTTAGGTTTACAAATGCAAGT42957 A_95_P110642 TA12282_4097

44180 520 65 811 GACATGATTCTCTCATTTCCAGTAGGCATATGGACTGATTTTTGTGGACTTCTATTAATT 42973 A_95_P126127 EB425373

44183 520 68 92 ATATGAAAGTATCGCATTTCGCTACGTTCTTCATCGATGCGAGAGCCGAGATATCCGTTG42979 A_95_P118517 DV161600

44187 520 72 434 TGTACAAGACCGATAAAAGCAAGTATGAAGCCACTGCTCGGAGCTGGACTCAAAAAGTAT42987 A_95_P108802 CV019009

44190 520 75 872 GGAAGCATCAAAAGATTGCTGTTTGTGATCATTATATTCTCCATCAATCAACCATCTTTC 42993 A_95_P217082 EB424688

44194 520 79 841 GGTCGCTCCCTTGCTTTTGGCTCAGCAGATCACAAGATATATTATTATGATCTACGTAAC43001 A_95_P268306 DW001336

44195 520 80 355 GGAACTTTACCTATGTTGTTGTGAAGCCTATTTGTATCCTTAAGGCGTTGGCCCTTTTCT 43003 A_95_P140637 TA14595_4097

44213 521 13 488 GGTGGGATGTTACCTTTGGCTATGTAAAATAATAGAATTTGTGACTGAGCTTCCTTGTTC43016 A_95_P000586 EH616662

44216 521 16 844 GGGTTTAGCTGACAATGACATGTTTGGACATAGTTTGTGTTTATTATGATCATTTCTAGG43022 A_95_P192497 TA15464_4097

44220 521 20 524 GTTTGTTGCTGTTGAGATTCCATTTACTCCTCGTGCAAAGCGTGTTCTTGAACTCTCTCT 43030 A_95_P196062 FG137301

44221 521 21 1019 CTGTGAACTAGTGTTAAGACTTCTAATAGCTGTTAGAAGAGACTTGGATTTATATGACAG43032 A_95_P185812 TA13996_4097

44232 521 32 627 CCCGTTTTAAGGACTGGGTGTAAAGATTTTTGCTGCGTCCCAATATCTACAGCATGTTAT43054 A_95_P182657 TA13270_4097

44235 521 35 406 GGTCTGGTACCAATGTTCTGTGATCTGTTTATATGCTTCTTCAGGATTTGTTGTATACTA 43060 A_95_P132362 EB432837

44239 521 39 291 TGATCCATGGTTTGAACAGACACTACTACTCAATAACCATACAACATACAGAAAGAAATG43067 A_95_P112702 CV020789

44242 521 42 480 CAAACTCTGTGCTGCATCTTGTTCGTCCCAGGATTAAATTTGTTGCCTAGGCACAAAAGC43073 A_95_P076925 BP527119

44245 521 45 748 AAGGTGTAGAAGTTTTATACAATTCAGCTTCTGTAATGCTTGGTTGTCATATTAATCCCC43079 A_95_P230209 DV158827

44246 521 46 1919 TCAGCTTGTCGAACAGAATGATGCTGTGGCAATGAAGACTGCAGACACTGAAGTAAAGAG43081 A_95_P176262 U01961

44247 521 47 479 TACGGTACACAACTGAAAACCTGGTTATTGTAATCCGAATATGAAGCATGAATACGAAAA43083 A_95_P089258 BP530424

44253 521 53 624 GTTGAGGATCGAAGACAATGGATGTCAACATAATATGTAGAATTAGCTGATTGTACGTAC43095 A_95_P262351 EB450487

44254 521 54 513 AAGAAGCGGGCAAAAGTTTTCCTTTATTCATAGGCTTTGGCTTGAACGAGTCTGCCATAT43097 A_95_P150162 FG163431

44259 521 59 872 ACCTGATGAAAGCCAAAAATTGAAGGAATGGAAACTCTCTAATTGGCTTTTCACTTCTTC43106 A_95_P069935 TA12296_4097

44265 521 65 321 CTGAGACTCAAGATTTTCCATATCTTAGATGTTGATATAGGTGAGTCTGAAAGCATGGAA43118 A_95_P155267 EG649990

44267 521 67 799 TAAGAACCCCTGTCATCATCGTCAGTATATGGCAACAGTTATATCGAGCATAGTTATCGC43121 A_95_P144447 EB447804

44270 521 70 701 GCTGCACAAGCGTTGGGGAAGATTCCAATTGATGTGGAGAAGATGAATATAAGCTTGATG43127 A_95_P189232 EB441756



44273 521 73 1258 CACTTGTGACAGTGGATTTATAACAGGAATTTCAAGAGCTGTGCTGCTTGTTCATCAAAA43133 A_95_P180292 TA12709_4097

44275 521 75 482 TTGTTGGTTTCAACTTTCATGGGTGGTGCGGCCATTACAATTGCCCTCCAGCAACTTAAA43137 A_95_P083935 BP528893

44280 521 80 678 CCGCTCACCAAATCTCATGTTTTCTCGGACAATATATGAATATAGGATCAATTGATAAGA43147 A_95_P271941 EB446273

44293 522 8 170 CTCTCATGTTTCAAGCGCAAGCAAAATAGGATACTGTAAATTATTTATAGGGCGTTTTGT43007 A_95_P142992 EB446386

44296 522 11 505 CCTGCTTCAACTTGATGTCATGGATAGACTACCCATTTGTCTCAAACATCTAATTATTGG 43013 A_95_P177762 TA12067_4097

44300 522 15 894 AATATGGAATTTCTCTTTGGACTTGACATGCTTCGCAAACACCAGTGCATGATTGATCTG43021 A_95_P253504 DV158761

44306 522 21 606 CAGCAGTGTTATGTATGTGAAAGTGTCACTCTTATGTTAATCACAGAAATCATGCTTTTG43033 A_95_P232699 FG645464

44307 522 22 471 GTTGGCGAAGTGTGTTCATGATATTCACAGCTTCTGCAGATGATGATCTAGAGCCAATTG43035 A_95_P074910 BP526590

44313 522 28 896 TGGCGATCTCCATACTGGTTCTTTGATGGTCACTCACAATTCGACCCAAGTAATTGATCC43047 A_95_P196302 EB428815

44317 522 32 1745 CATGACTCTGTCAAAGTAAGGTAGGACAGTGACTCATTGTAGAAAGTTGAATTTTATTTG43055 A_95_P239499 AB022693

44322 522 37 327 GATGAACTTAGGTAATCAGGTTGACTTGGCAAGATTATGTTTCTCGCCCTGATCAAATCA43064 A_95_P090175 BP530836

44323 522 38 910 TGAAGGAAACAAATGCTGTATTATTTGGCTTATTGCCTCTGTATTATCATTGTCGAGACT43066 A_95_P011481 TA13633_4097

44324 522 39 519 GCAGCTTCAGCTTTCTCGGAAGATGATGCTAAAAAATTGGAGAAGGAAATTGATGACTTG43068 A_95_P134477 EB436843

44329 522 44 346 GCAGGTTTCTTGTGTGCCTTTAGCAAGTGGAATATGTTTAAATCATCTTGATTTTTGTAC 43078 A_95_P210242 TA19357_4097

44330 522 45 866 TTGATTTTTACATGAATGGACACGATCACTGCCTTGAACATATTAGCGACACCGAAAGTC43080 A_95_P227769 EB425136

44333 522 48 797 TGTTGTTCGCATGTGTAGTAACAATGTCCCGTGCACATGTCTGAGCTTTGAGTACTTCTG43086 A_95_P190812 TA15095_4097

44335 522 50 227 CGGTTTGTTTGGGGTAACCGTTTTTGTGAAAGGTCAAAAGCGGTTTATTAATTTATTTTC43090 A_95_P130542 EB430594

44338 522 53 931 TAGGTGCATAGTAGGAATTCCCTAGAAAGTTGGGGTCTGTATTAGGAGTCCATTATTAAT43096 A_95_P183837 TA13548_4097

44340 522 55 789 CAAAGAGAGTAGCTGATGGAACTGAAGAAATCAAATATACAGAGCCCAAGCAATTATCAA43099 A_95_P229004 EB681088

44341 522 56 2787 ACACCTGTCTTTTACGGTGTTAAGAGTGTTACTGCCGTGTTTTATTTAAAGATATCTTTC 43101 A_95_P015026 TA12219_4097

44344 522 59 278 GTTGGTAGGGGTTTATGTTGGTTTGTGAATACAACAAATGAAACAATGAATGAAGACCAC43107 A_95_P132937 EB433802

44352 522 67 963 GTTCTGGACTGTAAAAATAATTCTAGGGTGGTTGCTTCAACCAACGTCTTTGTCAAAAAA43122 A_95_P244772 AB286176

44353 522 68 216 TTGTACGGTCTTACACTGTGGTTCTTCGGTTCTTGTTTTCTGCTGTGTATGTCTGGACAC 43124 A_95_P105457 CV017467

44357 522 72 561 AAGGTGGTGCTTTACCCTGTAAATCCTTGATTTAGCGGCAATTGAGTACATTTATTTGTT43132 A_95_P201427 AY329066

44361 522 76 1038 GGAAGGCCTTTTATGTTCTTTGTTGCCAATCATCTTTCTTGGCAGTTCTGCCCTCTTTTT 43140 A_95_P112932 TA16625_4097

44390 523 20 1182 CTATTATTTTGCTACGTAGTAGTATATGACTTACCTGTATCCGTAGGTGGTTAAGCAGAC43172 A_95_P199917 TA17097_4097

44391 523 21 692 AATTGCCCACCAGAAGAGCCGGTATATTTTTGATCTCTATCACAGGAGGAAGGAGATCTC43174 A_95_P287988 FG184919

44392 523 22 0 TCTGCCAACATGAGTCATAAGGGTGTATTGGTATCCATCTATTTGACAGTTTTGGAACAC43176 A_95_P309113 A_95_P309113

44397 523 27 1261 CATCTGCTTCGAAAGGTGCATTCGTTATACAAAATTGTGAGATCAAAGCAGAACCAGAGT43185 A_95_P013951 AY772945

44403 523 33 775 AGGTGAGATTGTAATATTGCACAATGCTGTTGGAGTCTTGGCAGTGTTTGGAATTGCTCT43196 A_95_P031091 EB450512

44407 523 37 473 TAGGAGTCCTTTAAATAGTACAGAACTGAGTTGAAGTTGGTCATGTCTGAAGAATTATCT43204 A_95_P133122 EB434344

44409 523 39 740 TGGGTCTGCAGTTAATCTTAGTGGGTGTTTGTATTGGATGTCATATAATATTGATATGAC43207 A_95_P287073 FG162850

44421 523 51 605 CATTTCCATGCCGATCATTATATTGGCTTGACGAAAGTATGGTCACATGGCCATATCTAC43231 A_95_P220517 TA21624_4097

44422 523 52 478 GAGCGTTTAGCTTTTTTCGAAGATGCCATCGGAACATTTTTTATTGTTAAACAACCAGAT43233 A_95_P096923 TA13055_4097



44425 523 55 183 ATTTTAGAACATGTCAACCGCAGAAGAGTCCACTTGAGCAAACAGCACCTGCTGTTGCAT43239 A_95_P104202 CV016886

44427 523 57 503 CTCTTAACCCATCATACCCTTAAGTACATGTGTTATGTGTGCTAGTACAATTACAATGAA 43243 A_95_P221332 EB680130

44429 523 59 641 TATCTTAGTGATTACTAATATTTAGTCCATAGGCCATTAGAACTTCATCCCCCCTCTCCC 43247 A_95_P116337 DV159031

44430 523 60 203 GATTTGTGTATGAGAACGTTGCTGTGTTTTCTGCAACATAATATAATTTGCGATCCTCTT 43249 A_95_P096058 BP533454

44437 523 67 832 TGCAAAGAAAACCATTAGTGGGGAACAACATGGTGAGGTTGGTGGTGAAATCTACTTACC43263 A_95_P289068 DW000214

44439 523 69 441 CGATGGCTCGAATTATGGGTATCAAAACAATCCGATGAATGGAGACAGTTCAACGCCTTG43267 A_95_P073660 BP526269

44443 523 73 142 GTTTGTGTACTCTCCATCTGTAATCTCACTATTTTGATTTTGAAGGTGAAGCATTTGACT 43275 A_95_P095748 BP533319

44447 523 77 859 CTGTGTCATGCGCGGTGGCATTGGAAGCTCTTAAGATCTACAAGGAACGAAATATTGTTG43283 A_95_P225682 DV161260

44464 524 9 526 GGATGTTATAATCAGCAAGAGTACGTCCATCTTCGAGCTGCTTTCCGGCAAAAATCAACC43152 A_95_P247252 EH614418

44466 524 11 1055 TTATTTCGAGTTGATTTTTTGGAAAGGACTCTCAACTGTGTCTCCCATTCTCTTTTCCAT 43156 A_95_P196127 TA16271_4097

44472 524 17 728 AGATAGAGATATTGACCGAGCTATTGAATTCATCCATGGTAATGCATCTTGTGGTAAGAC43167 A_95_P017836 TA17610_4097

44478 524 23 492 GATTGTGCTTTGTTTCTGTTGGCCAATGTTGGCATGAAAATTGTTGTGTGGTTTATTTAA43178 A_95_P206002 TA18412_4097

44480 524 25 239 GCAATGGATCATGGTGAAGCATTTTGGGGCAAACTGAAAGCAGCTGCTGAGAAAAAGATG43182 A_95_P005756 TA16206_4097

44484 524 29 689 AATCGACAACTTTTGGCTTCTGTATTTCGAGCTTTTCTTAAGGTGTAATCTTCTTCTTAC 43189 A_95_P015966 TA14464_4097

44487 524 32 2618 GCATCTTTTTGTAAATTCTATGCTTTGGTGTTTCTAGATGTGCAATACTTTCCCTGGAAA 43195 A_95_P250117 AJ344533

44489 524 34 430 CATACCTCATCACAGATACCTACAGAATTAGGACGCATACATTGTAATAGCAAAGAAATT43199 A_95_P022571 BP531559

44492 524 37 1880 GACTAGTCCAACGTGTTAGAGGCTCTCGGAAAAGTTAGCTTCGTAAAGGTGCATAGAAGT43205 A_95_P083590 AF435451

44495 524 40 658 CTTAACTAGGCTAGGGTATCTTGTTAAACTTTTGATTTGAAGTTGATCCTGAACTCGTCT 43210 A_95_P119597 DV999026

44499 524 44 495 CATCATGCATATATTCAACCTGGTGCTTTAGTAAGGGGAAGAGGACACAATTTGGATCTT43218 A_95_P073650 BP526267

44500 524 45 687 AATCCTTCTTGACAATGAGGCCATTTATGACATTTTGCAGGCGGGTCACTGGACATTGAG43220 A_95_P283433 AJ421412

44501 524 46 516 AATATGGAGCAAATGTTGATGGATACAGCCCCATCTACAACACAGATGATTGGTCTCCAA43222 A_95_P002486 EB438907

44502 524 47 306 AGGCCACACTCATGATTGATCTTGGCACAGGAAAACAATAACAAGATCAACTGGGCTCTC43224 A_95_P112207 CV020574

44503 524 48 142 AGTCTGTATTTTAAAGCATCGGGATGTATGGTTTTGCCCAAAAATAAGTCGTCCTGTGTT43226 A_95_P140062 EB444024

44504 524 49 953 CAAGCAAGAGAGCAAGCAAGATGTAGTTTAGACTTGCTAGATAATTTTTTAGGTTTGTGT43228 A_95_P032676 AB025029

44505 524 50 583 TGTTCGCGGTTTCTATCACAGATTTGGAGTATTTTCAGTCGAGTTAGGCGGCATCAGATT43230 A_95_P054866 BP133550

44506 524 51 1132 TTGTGGAATAGCCCTTGTAATGAATTGCTCTTCAACATCGCATGTCTGATTTATCAAAAA43232 A_95_P012781 TA14792_4097

44508 524 53 784 CCTTGCTAATGAGTGTAATCCTGAAGAAGCCACACACAATTGATATTTCACTTTATTGTA43236 A_95_P215817 TA20571_4097

44514 524 59 787 TGACAAAACCTGGAAATAACAATCATGTACAGCCATCGGATAACATCGGTCAGCCCCTAG43248 A_95_P128182 EB427714

44515 524 60 357 ATGGAGGATGTTGGATAACTATTTGCATTTCATCTCAGTTTGACTGTTTTCCCTGCTAAA 43250 A_95_P308618 EB683967

44517 524 62 611 AGGTTACTAATAATTCATGCACGGATATTCACATGATTGAATGCGGGATGCTTCGTGCAT43254 A_95_P069565 BP137419

44518 524 63 97 GAGAACTGAGAAGTGAAACTCTTGACTGGAATTACAGATTTATTGATACAATCCTGTGTA43256 A_95_P104832 CV017188

44519 524 64 813 GTCTCTGCATGACATATATGTTACGGGTTTGAGCCGTGAAAACATTCACTAATGCTTGTA43258 A_95_P203522 DV157966

44522 524 67 753 TCTAGTTTGAGGTAGGACTGTATTGTATATTAGCAGGCATTTGACTCAGTTCTCCTTTCT 43264 A_95_P086510 EB678998

44524 524 69 482 TAACGAGCTTGTCGTAGTACAAATGTGGTGATTTACTTTGTTTTTGAAGTTTGAGTGTAC43268 A_95_P228429 DW002260



44530 524 75 113 AGTTCTCATGGTACAGTCCTATGGAGAGGGCTTCCTGTGCAATAATCTAAATGACCATTT43280 A_95_P143332 EB446661

44531 524 76 815 CAAAATCCATTACAATGAATGTCCGTGTCATGTAGGCTGTACCTTGTAAACTTAATTTCA43282 A_95_P222117 EB424966

44548 525 8 665 GTGTAAATTGCAGTAACAGGCTTTTACTGAATAGATAATACACTTCTTTGTGTGACCCTG43288 A_95_P273686 EH618465

44551 525 11 561 TGATCAAATCACTCTTTAACACAAAAAATGGAGATTGTGGGAACTGCTAATTCTTGTGCA43294 A_95_P122752 DW002719

44555 525 15 995 ATACTTTGTTCCTGGTACTAATATACTTTCGTTCTGGTGGGAATTTTTGTTCCCCTGCGG 43302 A_95_P213392 TA20036_4097

44559 525 19 767 AGAAGTGCAGAACAGACTAGTAGGATCACCAACTGTTGGCCCAAGTTCAAGCAGTATTTC43310 A_95_P281653 EB682384

44564 525 24 912 GGTACTGTTAAACATGTCTGGAAATCCGTTACTTTATATGACTATCTTTCTAATGCACCT 43320 A_95_P190582 TA15046_4097

44566 525 26 463 AACGGCTGGTCCAATACATTTAGAATTGAGACGTAGTTATTATTGTAGTTTGTAGCATGG43324 A_95_P001301 FG641987

44570 525 30 628 CAGTGCGAAGTGTGAAGTATGAGTGTTTGTCAAATGTTCTTGATTGTAAAGAAAGCAATA43332 A_95_P152667 EB682983

44575 525 35 1735 TGATTTTCTTGTACTTCGGCATCAAGAATGGTGCGACATTGTAACAAACATGCAACTGGT43342 A_95_P018096 AF215852

44576 525 36 1681 CCTACTGAGAAAAGACAGACGAGGCACACACTCAGAAATAAAACAGTTATGAATTGTACT43344 A_95_P191382 TA15223_4097

44578 525 38 719 AATTAACTTAGTGAAGTTTTGGTGATCCACCATGCAAACTGCCCTTGTACTCGAGGTCGA43348 A_95_P160502 EH619193

44580 525 40 870 GAGATGGTTGGACAGGTTGACTTCAAGAGAAACATGGACTTTTGGCAGCTTGATAAGTGG43352 A_95_P260091 DV162086

44583 525 43 468 AAATCAAAAAGGCAGCCTCATCAACTGTCAGACCATGGATTTGGATGTTGTCTCTCCTTG43358 A_95_P078875 BP527628

44584 525 44 532 TTCCTTTTGAAATCATTGTGTCAATTTAGCTGACAGTGTTAGATCCCATTTATGCCATTG 43360 A_95_P207807 TA18823_4097

44588 525 48 160 AGCAGCCATTTTTAGCTTCATCCTAAGAGAAAGAGAAACATCCACCCATCTCTAACCTCA43368 A_95_P103652 EH664439

44590 525 50 848 GGATCTTGTAACCTTCACTTTTTGGTGGATTTTAAGTTTCAATCTCCATTATATCGACAG 43372 A_95_P267471 EB425928

44595 525 55 0 AGTGCAGTTCCTAACAAAACTCCAACCACTGGTTTTTCATCTGGATTTCCACCTAGACTT 43382 A_95_P316888 A_95_P316888

44602 525 62 597 AGAAATTTTATAAAGCCCTGCAGCAGCCTTGTTAAGTGAGAAACACCATGGAGTTCTCAT43395 A_95_P051021 BP132543

44603 525 63 392 AGATCTATCGCCTCACTTACTATGGCAAAGGGAGAATGCCAGGATTTGGTCAGAATTGTA43397 A_95_P061765 FG645308

44605 525 65 758 GATTCGATCAACTTCAATGTCATTGCTATTTCAAAGAGTTAAAAGTGATGCACTCTGAGC43401 A_95_P117567 DV160506

44613 525 73 435 TCATATATTTGTGTCCTGAGCCTTATCCTGAGGAAAATTTGGAGTTTCTTCGAATTAACA43416 A_95_P001396 FG642013

44618 525 78 709 TTCTTGCTGCTCGGATTACTTGCTCCACTGTGTGTTGGAGGCAATTAAATCCGCAATGTA43426 A_95_P179257 FG163565

44640 526 15 789 AACTGAACATACGACTGCAATTCTTTTAATTGCTAGATGCTGAAATTAGTCGCTGTCAAA43303 A_95_P191807 TA15316_4097

44643 526 18 397 AAATACCAGTTGAAATAGAGACTCCAGATCACCACTACTATCATCTTGCCTTTTTCACTA 43309 A_95_P050256 FG641345

44648 526 23 1566 TCAGCAACTATTGCCTTATATGTCGAAAAGTGTGCTGCAAAATCAATCTCTTGCCAATAC43319 A_95_P034703 AY433959

44649 526 24 734 GACGGTTCAGGCTTGAGTATGAGTTTGTTTTGTTCTAAAGTTGTTCTTTTTAGGATTTGA43321 A_95_P070135 DV159788

44652 526 27 797 AGAAGCTGAAGTTTTCTGTTACTATCTTCTGCTGCTCAGCATTTTAACAGCACTATTTAC 43327 A_95_P180142 DV157719

44654 526 29 552 CAATTCCAGAATACAGATTCGTAATATTAGATGGTTACGATATCAGTGCCATTGGTTGGC43331 A_95_P138742 EB442458

44657 526 32 524 AATGAGAGAAGCAAGTAAACTTGCCTCCCCGACTTGACTTGATGTGTTCTGGTTATTAAG43337 A_95_P197082 TA16484_4097

44661 526 36 209 AGACAAATGGGAAGAGAAATTTTTTGCTGGCATTGGTTCACGACAAGGGGAGACTTGGCA43345 A_95_P155092 EG649893

44667 526 42 867 GTGTAACTTCATGTTTTAACTCCAGTACTGTTCCTGGTCTCCTGCTATTCTTCTTTATGC 43357 A_95_P007986 DV157830

44675 526 50 1842 GATCCAAAGCCTAGAGTAACACTACCTCACCACAGAAGAAGGATGTCTGATCTACTCTAA43373 A_95_P017461 AB003037

44681 526 56 216 GCAGTACATGAGCTAGGATGGGAGTAATTTACATATTGGTTAAAGATTGTACAGCTTGAA43385 A_95_P129722 TA18797_4097



44682 526 57 224 TCTCCCAACATATTATCCTTTTTGGACTGAGAACTTCTGTTCTGGATAATTAATGTATCG 43387 A_95_P139742 EB443650

44683 526 58 587 AATGCATATCTGATGAAACAATGAAGACGTAAAACGCAGATGTCTTTCCTCATTAGATCT43389 A_95_P017796 BP136685

44685 526 60 713 TTGCTCTGCTGTACTAGCCAAGACTTGTTCTCAAATGGAGGGCCCTTATATAGAATACGT43393 A_95_P127692 EB427243

44687 526 62 828 TGTCTGAGCTTTGAGTACTTCTGGGCATGCGAGTGCTCTTTAGTAATATGTTGGTTTTGG43396 A_95_P012786 EB446058

44690 526 65 783 GTGACTGAGGACTGAGAACAATTCGAATAGTAGTAGATGGTTCCAGTTTATTATTTAAAG43402 A_95_P193352 TA15651_4097

44691 526 66 545 GATGGAGTATTTGAACCTTGGGATTTATTGCTTTGAAATACATTTGAGATGTTGACTGCC43404 A_95_P108832 FG152141

44692 526 67 807 CTGGCTTGCAGTGAGAAGTGATAAAATTCTGAAGACAAAAGGCATTTAAGAAAATATGCA43406 A_95_P188547 TA14596_4097

44693 526 68 979 GGGTAATTATGTGCAATGCTCTCAACAATTTTGTACGTTTATGGGTATGATGATACCAAA43408 A_95_P195512 TA16133_4097

44694 526 69 872 CATTTACCTTTTCAGAAAACAATTACTCCTATGTAGCTTTGTTAATCGCGTGTGCTATTG 43410 A_95_P206142 TA18443_4097

44696 526 71 822 GAGGATCTGGTCAATCTCCAACTGGTACCACAGGATATGGGAATCAAGGTTATGGTTATG43414 A_95_P244767 DV161566

44699 526 74 440 ATTAACGAGTTGCCTTGGCACAAGGTGGGAGTGAGAATAACCCGGATTATCGAGTGTTTA43419 A_95_P173287 EH665571

44700 526 75 2152 CAGGGCTCTGTCCTTTATAGACAAGTATTGTAGTTTCTTTGTGATTTAGTTGATGTTTTG 43421 A_95_P127302 AY248907

44719 527 9 788 ATGCGAAAGGCAATCGCCAAGTCTTCTCACACTTTAGATGAGTCTCTTCGAGCAAGTTAC43427 A_95_P070295 TA18690_4097

44720 527 10 514 GAAGCTCGTGCACTTGTGACTCCAGTTCTGGGATGGTATTTAGATATCGCGATTTTTATG43429 A_95_P207747 EH622203

44721 527 11 1002 CGATTGATGAAGCTTCATAAATTTGGATCTTCATAGGGACCAAGAGCTCCACAGAGCTTG43431 A_95_P203352 TA17836_4097

44722 527 12 655 GGTTGGCTTAAGCAATTATTGCAGCAATAGAGATTTTGAAAACTAGTATCCAGTTTTGGA43433 A_95_P002346 TA12017_4097

44727 527 17 721 AATATCATGATTGCTTTGTACGAGTGCGGTTTGGTGACTGATTGCGCTACGGGAGAAAAC43442 A_95_P126497 EB425818

44730 527 20 861 AGCAGTACATGCTGCTGTACCATTCATTGGTATGCTCAGGAAGTCTGTGTTGATGCCTAA43448 A_95_P224747 EB425191

44738 527 28 781 CGGAGTATTACCAAGGACAAAGAACTATAAAATCTTTTTACGAAGTAGGAGCATGTTGAT43464 A_95_P126647 EB425991

44745 527 35 881 GTGTCCTTTTTCACGTATATATAGATAGAGCAAGAATGAAAATGGAGACACCTTTTCCAT43478 A_95_P198837 EB678922

44748 527 38 813 CATGACAATTAACATATGTTGGTTTGGGGCTTTAATAATGGACCCTTACTAGCATAATCA43484 A_95_P199517 TA17011_4097

44751 527 41 671 CGATTTGGCGAATTGTGCAAGCAGTTGCTAAGTGTTATTGTATATATATGCTCTCTATTT43490 A_95_P286133 EB446708

44753 527 43 809 GAAGCATATCAAAGAGGAAGTGCAGATAACATCACCATTGTGGTTGTCCGTTTTCTGGGT43494 A_95_P025976 TA18770_4097

44754 527 44 632 GGGAAAGGAGTAACTTTATTTTCAGATTTGACCGCAATGCGAATGCCAATATTTACTATT43496 A_95_P155377 FG633779

44758 527 48 319 CAGAGCCTGCAACTTGAAAAATTTGTGGGAGCTAATGTTCTTAAATGACAAATTGTGATT43504 A_95_P143157 EB446501

44760 527 50 706 TACTTACACCATGGCAAGCCATTGAAAGGAGTTTCCCATTCTCTCAAGAGATATCATATG43508 A_95_P316163 EB424895

44761 527 51 322 TCAGTACTACCAGTCTTGGGAGGTTGTATCTTTATTTTTGCTGTTGGTTTCGATTATCTA 43510 A_95_P308918 FG643982

44765 527 55 777 CGTTGTTATTACCTGTTTTGCACATTTAAGTATTTCAGATATGTCGTTGTCTCCTAACAG 43518 A_95_P199352 TA16976_4097

44767 527 57 421 TCTTATTTCACACCTTATTTGGTCAATTTCGCTGTTGCTGCTGCTGTCTGTCTCATCGCT 43522 A_95_P093033 BP532114

44779 527 69 517 AATGTAGTGAGGGTGTTCGTTCTTTTCCTTGCCGCCTGGTGTTGCTAATCATCTTCGAAA43545 A_95_P307053 FG637202

44782 527 72 780 ATTTGCGACACGTGACATTAAAAGGCGAGCATCTGACCTACGATTATCAGTCGTCATTTG43551 A_95_P241475 FG147699

44783 527 73 824 CTAGCACTAGCGCTCCAACTCCTGAGTGGCAGCAAAAGATGACAAATCGCAATTAAATAC43553 A_95_P234424 DW003168

44784 527 74 902 CTACTCCTGCTTCGAATACTTAGTGCTTTCAATTGAAAATGAATTGATCCAGTGTTTTGC 43555 A_95_P009006 X95752

44806 528 11 656 AAATTTGAAGGTCCGCCGTCTCGCTCGTTCAAAGATGGATCCTGATGAAGAAAGGAGAAT43432 A_95_P103977 EB425907



44812 528 17 849 TGCAATAATGCTTTTCGGGATAGTGCATTTGGTTTTCTGGATAGTGCGTTTGGTCATGCA43443 A_95_P263871 EB425395

44815 528 20 877 TTTTGACGCCATTGTTGTTTCATGGGTCAAAGCTAAAGAATAATTGATAATTCCCCGTGC43449 A_95_P177212 TA11913_4097

44820 528 25 825 TCTGCTTGTTGTTCGTTGATGCATTCTCTAAGTAGCTCGTGCCGTTTTGTTGGTACTGGT 43459 A_95_P271061 EB450067

44822 528 27 723 CAAGTGGAAACCAATTTCATGAAGTTTTTCAAATTTCATAGGAAGGTGTATGGTCTACTC43463 A_95_P268556 EB451235

44824 528 29 433 GAGCACAACGGAGCCCCATTATTCTTTACTTAAAGCTGAGTTATCACATATTCACATTTT 43467 A_95_P143742 EB446946

44826 528 31 540 TGCGGCTATTTGGCAATTCCAAACTTTTTTGATATATTTTGCAATGAGATTGAACAGCCC43471 A_95_P205737 TA18354_4097

44833 528 38 207 TGTAAAGTTGAGGAAACGCCGAAAGGGTGGTTTATTACATACATTGATAACGATTCAGAG43485 A_95_P141962 EB445556

44835 528 40 175 CCGTAGCTCCTTGTAGATGTAGAGTTCTATTTTCAGAATTTCTGTACAATCCTTTTTCTT 43489 A_95_P092683 BP531930

44836 528 41 418 TCAACAAATTCAGGATATGAAATCCTGTCCTCATCATTACGAGGAAACAAAGCAAAATAG43491 A_95_P100668 BP535479

44837 528 42 703 GTGTTCATAGTTTGTTTGCGATCTTTGTGAAATGAATTTCCGTTCGGAAAGTAAAGTTGT43493 A_95_P221487 TA21829_4097

44839 528 44 185 TGGGTTTACTCCAAATCTCCTTGCATCTGGAGCTGATGAAGGTGAAATCAATCACTAGTT43497 A_95_P154662 EG649695

44842 528 47 1576 GAACGAGCTTTGTTATTGAGAATCGGATAATATGGATTAGTAGCATCTGATTTACTGGTT43503 A_95_P026186 TA15524_4097

44845 528 50 768 GAGTTGCAAATCGCTTTATTTTCGACAGGGACATTGCAATATCAGCAAGGGGACCAATTC43509 A_95_P145422 EB449176

44847 528 52 237 TTTAGCTGTAGCAGTTTTTCACATGTCACATCCTGATTAATTCATGGTGTTCCTTCAGCT 43513 A_95_P114897 CV021809

44853 528 58 700 TGTAAACAGTAGTTTCATATCATATGTGCAAATCATGCATCACTGCTCTTTGAGCGAGTT43524 A_95_P220332 EB445616

44855 528 60 613 CATTTGGTGTTACTGATGTTAGGCTATATGCCCAATTCTACAGAAAGACTATTTTCAGAT43528 A_95_P177657 TA12037_4097

44857 528 62 356 TGTAAATTTGTAGCCTTAGTGTTTGGCAAGTACTTTAAAACTGTTTCTTCGCACTCCACT 43532 A_95_P090403 BP530937

44858 528 63 476 CGTTCATCTTTGGGTACTGTTAAACATGTCTGGAAATCCGTTACTTTATATGACTATCTT 43534 A_95_P021871 TA15047_4097

44866 528 71 855 CTCCCCTCTGTTTTTCTGTGGCGCATAGGTTGTACATTGTAAAAATTTCCCAATACCAAC 43550 A_95_P116902 DV159682

44868 528 73 1717 GTAATAGTAGGCATATGAGGGGAGGGATTTTACACATATTTATATATGACAAGAGCTTGA43554 A_95_P259246 AY366400

44891 529 11 222 TGCTTTGTTTGTAAAGGAAGAGCTTGATTGTTGGCCAGAACAGAACCGCCGGAAAAGAAG43563 A_95_P090778 BP531089

44892 529 12 1371 ACCTATTGACAAGCTCATAAAGGTGGGCATTTGCTAATATATGGTGTTTCAGGTAAAAAA43565 A_95_P237714 U81312

44895 529 15 458 CACATTGTTGACATTCAGTAACCTCACCTTAACAGGAGATACAAGTTTACATGTTACAGC43571 A_95_P023646 DW002686

44896 529 16 730 GGATTTGGTTTTGTTGTGTACGTGGTTTGAACATTTCTGGTTAAGTAATTGTAATTGGAC43573 A_95_P236574 DV160976

44900 529 20 562 GAGAGGTTTGAAGAAAATTTTGGGAAAACGTCAACGACTCCTAGCTTATTTGTCAAAAAA43581 A_95_P020901 TA21374_4097

44901 529 21 89 CTCTTCAGCATTTGATCTGTCAAATTGAATCGGCCTCCCTCTCCTAATTTTGGGACCCTA 43583 A_95_P042581 BP130396

44902 529 22 551 ATAAATGTACTCCTTCGATTTTAGTTGTTGTTGTATCCTAGTCTACGACTAAATCTGTCC 43585 A_95_P139882 EB443800

44903 529 23 485 CGAACATTGAATTCTATGGCATTGTCACTTGCAGTTTGGTATACATGTGAATGTTTTGTT43587 A_95_P096443 BP533628

44910 529 30 1775 GCGAGTGTTAGTATTGGGTACTTCTTTGTCATTTTTATACATGTCGTCAAAGTATTGTTG 43601 A_95_P195317 TA16089_4097

44912 529 32 875 AAGAGCAAAATGAGTTCAGGTCTGTACCTCGTGATTTTGGTAGGGCATGGAAGGAGAAAG43605 A_95_P215192 TA20431_4097

44913 529 33 866 ACCTCATGGATCTTCCTTGGTAGAACAACATTTTCCAAATGAACAACCAAAGCGTTTGCT43607 A_95_P245687 DV162199

44914 529 34 543 GGGCAATGCGGAAGGAAGTCTGAGATATGGACATTTTCTTTGAATTTCAAGAAGTCTGTT43609 A_95_P026816 BP133938

44918 529 38 523 ATTAGATCGAAGATTCAGTGCCCTAGTTGAGGTACAAGTGTGTGGATCAATGGTGACAGA43617 A_95_P208872 EB681754

44919 529 39 848 CCTTTCCTGAGGAAGAACTTCGTAGTTTAATATCTGAACAGTGGAAAGAAATGGGCTGGC43619 A_95_P297263 EB682547



44920 529 40 1054 AATAGGTAAGAAGTGCTCAGCAAAGAACCTGCCTAAGTCTTGTGCAATTTCTTCTTTTTT43621 A_95_P108132 TA12400_4097

44926 529 46 1778 TTTTATGGACTTGATGGCGGTTTTCCTTTGTGATATTGTTAGACAACCCGTATGTCTATT 43633 A_95_P238424 AF137288

44930 529 50 443 TGGATGCTAAAATTTTGTGCTTCATGACACTTTTCATTTGCACAAGTGTGACAACATGAT43641 A_95_P058486 FG172441

44937 529 57 261 ACTTTGAACAATATCACAGAGATACGAACGGATGCACTTAAATTGCTTGCCATGTTAAGA43655 A_95_P075795 EB678149

44938 529 58 351 TTTGACCTTTACGATCAAGACCATAACGGCTTGATTACTGCTGCGGAGCTCCAACAAATC43657 A_95_P111637 CV020289

44942 529 62 343 GTCTGATTGTTTTGTTGTCTAGTACCTACAGCAAAATGGTGTTTAGATTTCATGGAAACA43665 A_95_P094583 BP532783

44951 529 71 1065 CCTTTGAAAGCCATTACTTAAAACAACCTCAGTCCATCTGATCTACAATTGGATCATAAT 43682 A_95_P181927 TA13095_4097

44954 529 74 116 CATGGATTGCTGAAGACGATCGGTATGTTACAGTTGTTGAATGATTTTATACTGGTTTAT43688 A_95_P106177 CV017785

44955 529 75 148 GACGTTGATGATGATCTAGTTTATCTATATTTACGTCGCCGTATTTGGACTTAGTATTCA 43690 A_95_P106497 CV017921

44975 530 10 1392 GGGCAGATGCTTCCTGTATTCAGTTTTCCGTTTTGATATCTTTTCACAATCCACAAAAAA 43562 A_95_P239724 AY619953

44983 530 18 683 GTTACTGGTTTTGTTGGGTCATATTTACTTGCTAGACAGATGTGTTTGCTTTAAGTAAAG43578 A_95_P121657 DW001777

44984 530 19 656 ATGATCTTTTGTATCCAAATTATTTGAAGCTCTCTTCTGTCGGTCCTATGAGACCGAATG 43580 A_95_P023331 FG163977

44986 530 21 728 TTTGGGTAATGACACTACTGCAAGCTAGCGCTTTATCATTCTTGACTTCGACTTCAGGTC43584 A_95_P288708 FG194389

44988 530 23 526 CAGAGAAAATGTCTTGGTAAATATGGTCTGGTGGAGAAATTGGGAAACCTGAGTTCCTAG43588 A_95_P086425 BP529534

44989 530 24 798 ATCCACGATGACTGGTCGTAGACCCTGAAACACCAGCATTTATCAAAGCATGTTTGCTGA43590 A_95_P235039 FG143827

44993 530 28 923 ATTTACTAAGGAGATTTAACAGTTGTTCAAGTCGTGCTTGTAGCTTCTCTTCTACTGATT 43598 A_95_P181387 DV999233

44997 530 32 148 TCTTCTTCGTCATGTTACCTCGCCGGAAACTTCTAAAGCTCTAGATCGGGTCAAAACATG43606 A_95_P106312 CV017860

44999 530 34 1137 GTATGATGTGGATCTTAGATTTTGGACCTATAGATTTCCTGTAACTGTCTTATTCGAAAC43610 A_95_P191157 TA15168_4097

45002 530 37 646 CTCTATAGCATGTCAATTTGCATTGCTGTCAACACCTCTCTTTCTCCCACACTGAAAAAA 43616 A_95_P064480 BP136066

45003 530 38 901 ATTTGAATTCCTTGGGGATCTCATTAGCATTATCTGCTATTCCTTGTCGATTTTAGTTTC 43618 A_95_P000386 DV157743

45004 530 39 430 GCACTGTGTTTTGGCAGAAGTGATGAGTTTGTCGAGTTCAAGACTTCCTCCTCCTACATA43620 A_95_P020986 BP533513

45007 530 42 455 CCGCATACAGTATATTTGATATGTTTCATCATTGCGTCAAGTAAAATGACAGACACATCG43626 A_95_P073315 BP526186

45010 530 45 453 TTTCCGGTCCAAGCCAGTGCATATAGGAAAGCATGCCTTAGAACAGTTGTCTTTCTTAAT43632 A_95_P049116 BP132086

45015 530 50 835 TTATAGGGACAAGATTAAGAGTCTTGGAAGATGTTTAGTGATTGGATTTGGAGGTGATCC43642 A_95_P125797 EB424893

45016 530 51 691 GTAGGATAACCATTTTTGTACCATATTCTTTTTAGTAGGGAAAGGCCCTGAATGACCATT43644 A_95_P152927 EB683252

45017 530 52 1086 TGTAGGAACGCTTGCAAAGATTGATCATAAAGTTGGACACTTGTTCTGTTTTCTGCCTAT43646 A_95_P204267 TA18029_4097

45019 530 54 683 CTACATTGGATCCTGACAACATAGTGAAAATTGTACAAACATTTGTCATCTGATAGACCC43650 A_95_P196042 TA16253_4097

45026 530 61 759 CAAGAGATTCGACTCAGGTATATTAAGGCTATCCCTTCTTTCTTTTCGTCATGATCTATC 43664 A_95_P135497 EB438990

45032 530 67 790 TGATGGCAAGCTGGTTGGGATTATCACAAGGGGCAATGTTGTTAGAGCTGCTCTACAAAT43676 A_95_P146217 EB441030

45035 530 70 291 GGCTTTGTCTTAGTAAGAATTATTGCTCAGAATTTTGCAGTACTAATTGGTTTTCACCCA 43681 A_95_P002166 TA12144_4097

45062 531 12 947 CCCTTTCCCATTGATAGATCAATTTCAGAAGCAGATAAAATTTAACCACCTTGTTGCTTA 43693 A_95_P201937 TA17527_4097

45064 531 14 738 ACTGACTTGTTGGAACAGCATGACCAATTTGTTGGCTTATGCAATCTCGTTTGGCAAATT43697 A_95_P299713 FG194432

45065 531 15 788 CAGTGGGAGTTTGTCAAGGTAAGTTGCATTGTGGAATAAACTGATCTCCAGTTGCTGTGA43699 A_95_P159207 EH617171

45078 531 28 391 TACTGATTGGAAGCTGTCCCCACTCATGACAATTATTGCACCAGCTTCCTGAATTTAAAC43725 A_95_P204742 TA18129_4097



45082 531 32 786 ACAGCGCGAACACCAGCAGTCAAGTAGAGCAATGCCCACAATGTCATCTAAGATTTTCTA43733 A_95_P136242 EB439893

45083 531 33 488 GCTTAGGCCGAGGGGATCTAAGTATAGTGGATCAACTTGCTTGAGAAACATGTGATTAGT43735 A_95_P055606 BP133743

45087 531 37 366 CAAAACCACCATGGATGTTGTTTCTAATGCTAGCTGTACTACCAATTGCCTTGCTCCCCT 43743 A_95_P127337 EH665096

45088 531 38 362 CAAGTAGATGTGGCATCTAAACTACAAGCGGAGGCCGTCTGCCTCAATGAAAAGAAGATT43745 A_95_P277558 AM789373

45089 531 39 46 AAAGAGAAGTCTATTCCCCAAGAGTATAAACTGGGGCAACTCTTAGAAAGGTTCAAAAAA43747 A_95_P131997 EB432437

45093 531 43 1330 GGAGTTCTCCCATCGAAATGACTTCAACACTTTGTAACTATTTATTCCGTTACATTATGT 43755 A_95_P021861 AB433897

45097 531 47 360 CTGAGACTTGACTTGTTCTTCAGTTTTTTAGATACAGGGAGTAGTATACTACTAATGAGA43763 A_95_P094523 BP532761

45099 531 49 421 AATGTGAAGGAAATGGCAGATTTCTCCTCGAAACTATTATCGTGGCTTGATGACATGACA43767 A_95_P080325 BP527977

45101 531 51 840 GAAAACCGCTTACAACAGTTCAAGCTACCAGAACCGGTACTTTGCATTGGTGGATATCTG43770 A_95_P291703 EB424646

45103 531 53 254 ATCGGAGTCTTGTAATTGCCTTCGTATTAACTCCCGGGTTTTGATATGATCAGTTTTTGG43774 A_95_P052916 BP133046

45104 531 54 747 GGGCTATTGATAGACTGTTGAAAGTGATTAAGATGCCACATCCAGTACCAGAAGTGTGCA43776 A_95_P148397 EB677705

45106 531 56 468 ACACGTGACTCTCCGAATTCCTGGGCTTCCAAAATCCAATAGCTCAAAGAAGGCTAAACT43780 A_95_P039416 BP129542

45108 531 58 1488 GACGGTATAAAGCATAAATGATCTTATGTTCTATTGAAGGGTTTGTATTTGTACTGGAGC43784 A_95_P196927 TA16450_4097

45109 531 59 532 ACATGTTAGTTCTTGGAAAAGGTGCCCCTGAGAAAAACTTCTTTTCTCAAAATAATCACA43786 A_95_P069045 DW001751

45111 531 61 689 AACACAGCAACAACCCATAGTACATGTCCAAGTCCAACCTTTACTTAAACTAGATTAATT43790 A_95_P001981 FG645246

45112 531 62 945 CTGGTTTCTATTTAAGGCTACTCATTGTTCATTGAAACTGGTACTCAATGTGCAAAGATA43792 A_95_P200712 TA17265_4097

45113 531 63 1371 AGGATTAGGAATGAAACTGATAATCCGCTGCAGTATGTAGATCAGTTAGATGTTCGACAT43794 A_95_P217567 TA20962_4097

45114 531 64 481 ATTGCGTGATGACACTGGAACGGATTATTGTGGCTATGTTGTAATAGATGTCAAATTGCT43796 A_95_P221092 EH614536

45116 531 66 550 AATGGTGAAAGAGCTGAATGTGTATGTATCTTCAACATCAAAATTGATTGGAACCTCAAC43800 A_95_P218857 TA21267_4097

45121 531 71 307 ACCTCCAGTTTCCAAAGGGGCTAAATTTCAGTCTCAGAATAAGACTGCAGTTCCTGCTGT43810 A_95_P070415 BP192630

45123 531 73 621 TTTTCACGCTGAGGGGAAGGTATATTGTGTTGAAGGTTCCATTCCCTTTTTCTCTGTAGT43814 A_95_P069725 BP137467

45147 532 12 905 GTTGGTTATGTATGAGCAGTGAAATGTCAAGTCTTTCATTAACTATGCTTGTTTTCTCTC 43694 A_95_P193257 TA15632_4097

45151 532 16 451 TTGGGGAATAAGGCTACAAATAATCAGATCATACTCAGTGTAGCCATTGTCTTATTGGGG43702 A_95_P077755 BP135562

45152 532 17 673 TTATTTGATCACTCGAAAGCAAGAAGCTTGGATCACTTATGGTTGCCTTGTTCCTGTTGT43704 A_95_P316263 TC50772

45156 532 21 795 GAAATGGCTCTGTAATACTACAGTTTGGAAAATATGCAATGATGTTTGTCTAGGTTCAAG43712 A_95_P009446 TA12124_4097

45158 532 23 1215 GAAATGATGATCGCAAAAACAGCCTCTGGGTCATTTATCTCATAAACATCTGACGTGATT43716 A_95_P209167 TA19131_4097

45162 532 27 316 ATCTAAGCAATGCCGGAAGCCACAAAGAGGCCAACTTGCTGCGTTTTGGTAACAAACAAA43724 A_95_P114507 CV021641

45163 532 28 909 AAGTGCAGAGGACAATGCTCGAACTTCTGAATCAGCTTGATGGATTTGAGGCATCAAACA43726 A_95_P215522 TA20505_4097

45166 532 31 554 GCAGATCGTCCTATTATCCCTTTCCCATAGTGTGTACAAGTAGATTTTTTGCAGAAAGTT43732 A_95_P123517 DW003368

45167 532 32 723 AAAGTGAAAACAGAAACGGATGCCAAACCTGGGAAAGATGAAACTCCGTCTACTGCGAAG43734 A_95_P242882 EB445623

45169 532 34 713 TCTGATGACACTGCTCCATATGACTCCTAAAGACATGGTGGTGTGTGTTCTCGCTTTCTT43738 A_95_P256469 EB447983

45173 532 38 232 GAGTAGTGTTTTTGTCCTAAGGGCACTGAATTGAGATTCTGATATCCGTATTTTTGTTAT43746 A_95_P184022 TA13594_4097

45174 532 39 786 ATCTCATAACTGATTGAGGTGGTACAGGAGGACTGGATGGCAGGTGAAGCTTTTCATAAC43748 A_95_P235919 DV158264

45182 532 47 822 TTTTGGCACGACCATGAACATTCTCTACGGTGATAGTGTTTGTGGTCAAGGTGGTGTTGA43764 A_95_P229795 EB438532



45191 532 56 407 TCAATCCACTAGCTCCCTAGGAAGTTTTGTCGCTTATTATGTACTGGGACTAGCAGCAAG43781 A_95_P096578 BP533685

45193 532 58 117 TCCATTGAAGCAACTTGGATGTCTTCAGTCTTTTTTGCCTCTGCATAGCGCAGTAGCAAC43785 A_95_P208732 FG633958

45200 532 65 219 ACAGCGTTTACCGTAAGTGAAGTTCAGGCATTATTTGAGATGTTCAAGACTATTAGCAGT43799 A_95_P101813 EB681917

45201 532 66 821 TAGTCAATCAAATATAAGATGGGTCACTGTCTCAGCAGCAGCGCTAGAAGCAGAGAAGAC43801 A_95_P304403 FG158815

45207 532 72 734 AGAGGAAGGACTTGCCATGATTGATGATGGTCACATAGATGGAAGACGTCGATACTGGTT43813 A_95_P224857 EB451913



Description PT24 Det Call - WAB

gb|KL4B.113B11F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.113B11, mRNA sequence [EB681313]28.61 1

Unknown 82.66 1

tc|Rep: Chromosome undetermined scaffold_30, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC68712]29.26 1

gb|29G06 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH666078]513.64 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC50769]92.35 1

gb|KN6B.105E07F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105E07, mRNA sequence [EB440074]25.93 1

gb|KT7C.109D22F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109D22, mRNA sequence [EB450974]97.58 1

tc|Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC51755]18.75 1

gb|KF8C.103A06F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103A06, mRNA sequence [EB425321]507.33 1

gb|KT7C.112E04F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112E04, mRNA sequence [EB451681]49.29 1

gb|AM817961 COL, cold overnight library Nicotiana tabacum cDNA clone nt006115031, mRNA sequence [AM817961]22.75 1

gb|KL4B.104M22F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104M22, mRNA sequence [DW000079]106.45 1

tc|Rep: Chromosome chr18 scaffold_24, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC72986]643.54 1

Unknown 18.9 1

tc|Rep: Hydroxy-methylglutaryl-coenzyme A reductase - Nicotiana tabacum (Common tobacco), partial (21%) [TC51161]5245.78 1

gb|KF8C.104I01F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104I01, mRNA sequence [EB425859]67.71 1

tc|Rep: Fructose-bisphosphate aldolase - Solanum tuberosum (Potato), partial (65%) [TC42575]384.65 1

gb|AM798722 seedling library, SL Nicotiana tabacum cDNA clone nt002106047, mRNA sequence [AM798722]26.3 1

Unknown 99.38 1

Unknown 54.75 1

tc|Rep: Blue-light photoreceptor PHR2 - Arabidopsis thaliana (Mouse-ear cress), partial (51%) [TC50700]27.1 1

tc|Rep: Polypeptide with a gag-like domain - Petunia hybrida (Petunia), partial (9%) [TC75628]190.91 1

gb|AM807618 seedling library, SL Nicotiana tabacum cDNA clone nt002189039, mRNA sequence [AM807618]57.28 1

Unknown 20617.25 1

tc|Rep: Transformer-SR ribonucleoprotein - Nicotiana tabacum (Common tobacco), partial (85%) [TC59017]512.76 1

gb|CHO_SL024xm08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622574]42.25 1

tc|Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC66692]185.4 1

Unknown 31.08 1

Unknown 22.86 1

Unknown 406.13 1

tc|Rep: TGB12K interacting protein 3 - Nicotiana tabacum (Common tobacco), complete [TC40225]85.99 1

gb|KR3B.111G01F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111G01, mRNA sequence [EB683003]19.99 1

Unknown 1115.99 1



gb|CHO_SL028xe24f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621296]174.43 1

gb|KL4B.105N10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105N10, mRNA sequence [DW000441]23.79 1

tc|Rep: BZIP transcription factor bZIP122 - Glycine max (Soybean), partial (26%) [TC57727]73.56 1

Unknown 33.26 1

Unknown 53.52 1

gb|KF8C.102C07F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102C07, mRNA sequence [EB425016]90.47 1

tc|Rep: Formate dehydrogenase, mitochondrial precursor - Solanum tuberosum (Potato), partial (78%) [TC65517]28.01 1

tc|Rep: Glycolate oxidase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (71%) [TC45900]51.45 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC47066]150.37 1

gb|TT-07_J04 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643614]30.88 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC55088]201.46 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC45653]233.86 1

Unknown 30.86 1

gb|AGN_RNC129xo20r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG171716]22.68 1

gb|TT-07_O10 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642068]29.94 1

gb|CHO_SL022xb18f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619915]66.21 1

gb|KF8C.110D11F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110D11, mRNA sequence [EB427498]191.67 1

gb|FS407121 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0018_1_C06 5', mRNA sequence [FS407121]1183.39 1

tc|Rep: Triosephosphate isomerase, chloroplast precursor - Spinacia oleracea (Spinach), partial (89%) [TC43462]418.38 1

gb|KR3B.105E15F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.105E15, mRNA sequence [DW003261]51.81 1

gb|AGN_RNC114xj01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG150164]133.75 1

Unknown 138.38 1

gb|KP1B.110G19F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110G19, mRNA sequence [DV162205]61.46 1

Unknown 33.56 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC70257]1668.96 1

Unknown 49.37 1

Unknown 46035.85 1

Unknown 22.37 1

tc|Rep: Chromosome chr10 scaffold_312, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC74335]2826.88 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC54628]44.54 1

tc|Rep: Proteasome subunit beta type-1 - Petunia hybrida (Petunia), complete [TC67125] 72.22 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC52287]24.48 1

Unknown 69.56 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC56917]87.19 1



gb|CHO_SL015xd16f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618900]2783.71 1

Unknown 3211.75 1

tc|Rep: Chromosome chr14 scaffold_211, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC69812]116.52 1

tc|Rep: Uracil phosphoribosyltransferase - Nicotiana tabacum (Common tobacco), partial (49%) [TC65598]26.23 1

tc|Rep: Expansin-2 - Petunia hybrida (Petunia), partial (52%) [TC59451] 231.24 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC57216]34.77 1

tc|Rep: At4g04200 - Arabidopsis thaliana (Mouse-ear cress), partial (84%) [TC55870] 536.93 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC42932]24.81 1

tc|Rep: Chromosome chr11 scaffold_14, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC64207]39.08 1

tc|Rep: Protein BCCIP homolog - Arabidopsis thaliana (Mouse-ear cress), partial (42%) [TC55773]31.2 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC64061]2770.57 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC49854]104.99 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC68069]25.87 1

gb|Nicotiana tabacum S-adenosylmethionine decarboxylase mRNA, complete cds [U91924]13112.45 1

Unknown 98.35 1

tc|Rep: Thioredoxin - Limonium bicolor, partial (64%) [TC42824] 48.84 1

tc|Rep: Voltage-dependent anion channel - Nicotiana tabacum (Common tobacco), complete [TC55726]241.45 1

gb|AGN_RPC019xj22f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143459]42.07 1

gb|AGN_RNC021xd11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159775]126.99 1

Unknown 2121.79 1

tc|Rep: 3-hydroxy-3-methylglutaryl-coenzyme A reductase - Nicotiana sylvestris (Wood tobacco), partial (9%) [TC50587]11592.65 1

Unknown 19.16 1

Unknown 35.14 1

gb|TT-31_K08 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641470]190.91 1

gb|KN6B.009M14F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009M14, mRNA sequence [EB438099]14483.65 1

Unknown 31.61 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC63536]29.55 1

gb|AM791244 DL, diurnal library Nicotiana tabacum cDNA clone nt005034008, mRNA sequence [AM791244]26.07 1

Unknown 1476.92 1

tc|Rep: Pyruvate kinase - Vitis vinifera (Grape), partial (34%) [TC50143] 153.37 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC44888]15143.15 1

gb|N.tabacum mRNA for c subunit of V-type ATPase (980 bp) [X95752] 2861.12 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC51360]59.33 1

tc|Rep: ATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco), partial (59%) [TC46444]42.35 1



gb|KN6B.115P14F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.115P14, mRNA sequence [EB443060]51.47 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC42123]695.46 1

tc|Rep: Chromosome undetermined scaffold_100, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC56032]29.17 1

Unknown 28.14 1

gb|AGN_ELP024xn11f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139569]72.26 1

tc|Rep: Chromosome chr12 scaffold_57, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC59772]879.19 1

Unknown 36.15 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC42512]633.58 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC57798]30.69 1

Unknown 51.88 1

gb|Nicotiana tabacum MADS box protein (Mads1;11) mRNA, complete cds [AY183721]10095.53 1

gb|KF8C.103P09F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103P09, mRNA sequence [EB425670]129.61 1

tc|Rep: Alpha-tubulin 4 - Populus tremuloides (Quaking aspen), complete [TC44871] 10251.15 1

Unknown 34.85 1

gb|TT-05_A21 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640658]195.16 1

tc|Rep: Thaliana 60S ribosomal protein L7 - Solanum tuberosum (Potato), partial (97%) [TC58600]51.27 1

tc|Rep: Thioredoxin h-like protein - Nicotiana tabacum (Common tobacco), complete [TC68801]533.86 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC43188]355.38 1

tc|Rep: Actin-97 - Solanum tuberosum (Potato), partial (57%) [TC46429] 54331.4 1

gb|KF8C.104N24F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104N24, mRNA sequence [EB425986]293.45 1

tc|Rep: Tonoplast intrinsic protein bobTIP26-1 - Brassica oleracea var. botrytis (Cauliflower), partial (98%) [TC43770]169.57 1

tc|Rep: Translationally controlled tumor protein like protein - Nicotiana tabacum (Common tobacco), partial (49%) [TC69305]456.6 1

tc|Rep: Ferredoxin--NADP reductase, root-type isozyme, chloroplast precursor - Nicotiana tabacum (Common tobacco), complete [TC51778]61.35 1

Unknown 22.28 1

gb|AGN_RNC018xn18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161667]18.49 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT43-4-330, cultivar Bright Yellow 2 [AJ718371]178.98 1

gb|KR3B.104B03F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.104B03, mRNA sequence [DW002831]247.87 1

tc|Rep: Chromosome chr11 scaffold_14, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC54400]583.42 1

Unknown 1113.21 1

Unknown 92.53 1

tc|Rep: Uncharacterized protein At1g06515.2 - Arabidopsis thaliana (Mouse-ear cress), partial (95%) [TC59755]269.96 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC51055]374.67 1

tc|Rep: Cytochrome c, monohaem - Medicago truncatula (Barrel medic), partial (54%) [TC41934]1012.86 1

tc|Rep: Chromosome chr14 scaffold_26, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC52608]1129.31 1



gb|AM840768 seedling library, SL Nicotiana tabacum cDNA clone nt002017057, mRNA sequence [AM840768]40.04 1

gb|KL4B.104L10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104L10, mRNA sequence [DW000043]27.93 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC48131]59.76 1

gb|AGN_PNL214br1_h11.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG189056]74.77 1

gb|KR3B.110M18F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110M18, mRNA sequence [DW005181]450.96 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC66488]25.79 1

gb|AGN_RNC124xk20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG174267]23.83 1

gb|AGN_ELP004xg14f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137478]69.09 1

Unknown 17.8 1

gb|TT-05_O02 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635691]88.29 1

Unknown 1788 1

gb|KP1B.109P07F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109P07, mRNA sequence [DV162047]20.63 1

gb|KN6B.103J11F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103J11, mRNA sequence [EB439461]24.43 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC74276]57.74 1

tc|Rep: Chromosome undetermined scaffold_133, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC59244]22.47 1

gb|24B08 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH665604]48.96 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC66373]144.33 1

gb|KR3B.105P09F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.105P09, mRNA sequence [DW003491]45.86 1

Unknown 24.12 1

tc|Rep: NADH dehydrogenase subunit II - Dicyema misakiense, partial (9%) [TC68635] 27.57 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC47653]20.19 1

gb|KG9B.106A24F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106A24, mRNA sequence [EB678998]59.58 1

Unknown 200.81 1

tc|Rep: 6-4 photolyase - Arabidopsis thaliana (Mouse-ear cress), partial (38%) [TC59186] 56.3 1

gb|FS424443 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0065_3_F10 5', mRNA sequence [FS424443]24.09 1

gb|TT-10_E15 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643752]149.49 1

gb|KR2B.002B04F.051019T7 KR2B Nicotiana tabacum cDNA clone KR2B.002B04, mRNA sequence [EB443347]32.2 1

Unknown 18.26 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC55623]240.13 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC40347]4291.13 1

gb|KP1B.037A10F.050623T7 KP1B Nicotiana tabacum cDNA clone KP1B.037A10, mRNA sequence [DV159312]108.57 1

tc|Rep: Chromosome chr11 scaffold_14, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC69946]1139.7 1

gb|Nicotiana tabacum squalene synthase mRNA, complete cds [U60057] 10499.3 1

tc|Rep: Ribosomal protein L1 - Oryza sativa subsp. japonica (Rice), partial (72%) [TC56180]19.56 1



gb|AGN_RNC029xf13f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG156161]145.84 1

tc|Rep: Chromosome undetermined scaffold_60, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC46344]189.21 1

gb|Nicotiana tabacum mRNA for putative cytosolic cysteine synthase 7 (oas7 gene) [AM087458]5439.63 1

tc|Rep: UDP-apiose/xylose synthase - Solanum tuberosum (Potato), partial (41%) [TC45946]17216.9 1

Unknown 728.22 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC55734]44.48 1

Unknown 55.77 1

Unknown 1038.32 1

tc|Rep: Polyubiquitin - Populus tremula x Populus tremuloides, complete [TC54238] 25.88 1

Unknown 72.16 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC70545]628.18 1

Unknown 41.2 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC61038]56.67 1

Unknown 18.65 1

gb|18.2B08 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH665108]60.68 1

gb|AGN_RNC019xl15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160952]64.03 1

Unknown 23.26 1

Unknown 912.18 1

gb|KG9B.003G22F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003G22, mRNA sequence [DV158360]99.16 1

Unknown 911.25 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC47833]373.71 1

gb|AGN_RPC019xe13f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143180]835.73 1

tc|Rep: S-adenosylmethionine synthetase - Solanum tuberosum (Potato), partial (95%) [TC49983]189.67 1

tc|Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC59989]140.05 1

tc|Rep: Chromosome chr1 scaffold_166, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC47119]55.24 1

gb|AGN_RNC012xg17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164564]191.93 1

Unknown 222.6 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC57030]1736.25 1

tc|Rep: Actin-depolymerizing factor 2 - Petunia hybrida (Petunia), partial (96%) [TC43927]597.31 1

Unknown 75.72 1

gb|BP534995 MAT005 Nicotiana tabacum cDNA clone BY34204, mRNA sequence [BP534995]73.96 1

tc|Rep: Fatty acid desaturase; Peptidase M, neutral zinc metallopeptidases, zinc-binding site - Medicago truncatula (Barrel medic), complete [TC49649]23234.9 1

Unknown 2679.18 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC47043]132.94 1



gb|KF8B.100M03F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100M03, mRNA sequence [EB427980]998.42 1

gb|Nicotiana tabacum hairy root 4 (HR4) mRNA, complete cds [AF043554] 48568.55 1

gb|AGN_RNC121xm10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG175896]21.23 1

gb|Nicotiana tabacum mRNA for microtubule bundling polypeptide TMBP200, complete cds [AB080692]1151.85 1

gb|TT-04_B13 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635525]24.99 1

tc|Rep: AT4g05320/C17L7_240 - Arabidopsis thaliana (Mouse-ear cress), complete [TC41729]375.29 1

Unknown 780.57 1

Unknown 58.24 1

gb|KR2B.110H02F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110H02, mRNA sequence [EB446106]32.13 1

gb|KR3B.109D09F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109D09, mRNA sequence [DW004594]38.07 1

Unknown 17506.4 1

gb|EST_CSP005xl20f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH614410]41.49 1

Unknown 102.11 1

gb|KR2B.001E12F.050815T7 KR2B Nicotiana tabacum cDNA clone KR2B.001E12, mRNA sequence [EB443143]644.71 1

gb|AGN_RNC007xn07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167577]26.79 1

gb|TT-29_K19 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645575]82.14 1

gb|KL4B.108H11F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108H11, mRNA sequence [DW000640]85.2 1

tc|Rep: Translationally-controlled tumor protein homolog - Solanum tuberosum (Potato), complete [TC59858]6282.1 1

tc|Rep: Photosystem II 44 kDa reaction center protein - Nicotiana tabacum (Common tobacco), partial (59%) [TC56820]20.61 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (12%) [TC65556] 23.24 1

tc|Rep: At1g20110/T20H2_10 - Arabidopsis thaliana (Mouse-ear cress), partial (25%) [TC44602]190.42 1

tc|Rep: Glycoprotease family protein - Synechococcus sp. (strain CC9311), partial (5%) [TC55296]557.3 1

gb|AGN_RNC125xk01r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG173678]209.51 1

tc|Rep: Chromosome chr1 scaffold_136, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC54772]729.52 1

tc|Rep: Chromosome chr14 scaffold_26, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC67924]37.58 1

Unknown 17.78 1

Unknown 76.46 1

gb|Nicotiana tabacum diphenol oxidase mRNA, partial cds [U45243] 38.41 1

Unknown 1092.14 1

gb|KP1B.111K06F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.111K06, mRNA sequence [EB682133]132.46 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC53662]21.99 1

gb|KL4B.111P09F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111P09, mRNA sequence [EB680983]271.98 1

Unknown 133.6 1

gb|AGN_RPC024xg07f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141586]31.42 1



gb|TT-10_I08 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638902]111.8 1

tc|Rep: Chromosome undetermined scaffold_226, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC57365]704.96 1

gb|KF8B.201A17F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201A17, mRNA sequence [EB428347]85.67 1

Unknown 24.3 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC46484]89.15 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC53702]80.53 1

Unknown 183.77 1

gb|Nicotiana tabacum NTS1 protein mRNA, complete cds [AF248538] 17512.75 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC73220]59.18 1

gb|AGN_PNL222cf1_e9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194966]174.22 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC45718]1556.71 1

gb|BP136210 MAT001 Nicotiana tabacum cDNA clone BY8791, mRNA sequence [BP136210]431.62 1

gb|BP535041 MAT005 Nicotiana tabacum cDNA clone BY34252, mRNA sequence [BP535041]100.25 1

Unknown 49.91 1

tc|Rep: 26S proteasome subunit 7-like protein - Lactuca sativa (Garden lettuce), partial (59%) [TC45634]76.97 1

Unknown 129.38 1

gb|KN6B.009N02F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009N02, mRNA sequence [EB438108]21.47 1

gb|AGN_PNL205bf1_d1.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG182336]89.18 1

gb|FS390767 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0050_4_C04 5', mRNA sequence [FS390767]687.97 1

gb|KR2B.002K11F.051019T7 KR2B Nicotiana tabacum cDNA clone KR2B.002K11, mRNA sequence [EB443533]79.81 1

gb|AGN_RNC105xd19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG153736]17.53 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC62506]423.1 1

gb|KG9B.003C06F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003C06, mRNA sequence [DV158252]90.13 1

tc|Rep: Homolog of defender against apoptotic death 1 homolog - Nicotiana suaveolens x Nicotiana tabacum, complete [TC54081]153.61 1

gb|Nicotiana tabacum NtWRKY-6 mRNA for WRKY DNA-binding protein, complete cds [AB063573]74 1

tc|Rep: UDP-apiose/xylose synthase - Solanum tuberosum (Potato), partial (96%) [TC53893]14053.65 1

Unknown 52.28 1

tc|Rep: Ubiquitin-like protein SMT3 - Oryza sativa subsp. japonica (Rice), partial (86%) [TC57849]143.23 1

tc|Rep: Beta-carotene hydroxylase 2 - Capsicum annuum (Bell pepper), partial (75%) [TC44169]215.92 1

gb|TT-49_H17 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645377]23.63 1

Unknown 25.3 1

gb|KF8B.201E11F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201E11, mRNA sequence [EB428431]22752.4 1

Unknown 527.14 1

gb|TT-08_F14 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642098]50 1



tc|Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC64600]333.04 1

Unknown 35.47 1

Unknown 103.15 1

gb|KL5B.118M13F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.118M13, mRNA sequence [EB432718]104.71 1

gb|FS383363 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0030_3_B01 5', mRNA sequence [FS383363]39 1

gb|KG9B.005L07F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005L07, mRNA sequence [DV159197]203.95 1

gb|KF8C.102G18F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102G18, mRNA sequence [EB425115]53349 1

gb|BL12.103G21F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.103G21, mRNA sequence [EB437086]3079.23 1

Unknown 1072.91 1

gb|KF8C.106N11F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106N11, mRNA sequence [EB426692]411.39 1

gb|TT-41_J12 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638280]33.04 1

Unknown 24.79 1

tc|Rep: SINA1 - Medicago truncatula (Barrel medic), partial (86%) [TC40495] 988.07 1

tc|Rep: AT3g47831/T23J7 - Arabidopsis thaliana (Mouse-ear cress), partial (89%) [TC62073]197.06 1

gb|KP1B.102B01F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102B01, mRNA sequence [DV160025]183.96 1

tc|Rep: Ribosomal protein L33 - Castanea sativa (Sweet chestnut), complete [TC60294] 186.94 1

tc|Rep: Ribosomal protein L7/L12 C-terminal domain containing protein - Solanum demissum (Wild potato), partial (58%) [TC57764]29.63 1

Unknown 91.77 1

Unknown 767.78 1

gb|AGN_RNC022xp24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159469]748.04 1

tc|Rep: Constitutive plastid-lipid associated protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (98%) [TC42766]57.53 1

tc|Rep: UDP-galactose transporter homolog 1, related - Medicago truncatula (Barrel medic), complete [TC63365]2327.12 1

Unknown 47.26 1

gb|AGN_RNC005xn15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG168673]50.18 1

Unknown 41.72 1

gb|KP1B.104G11F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104G11, mRNA sequence [DV160855]995.65 1

gb|KL4B.105P04F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105P04, mRNA sequence [DW000482]70.14 1

tc|Rep: Chromosome undetermined scaffold_928, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC54190]42.28 1

gb|BP131950 MAT001 Nicotiana tabacum cDNA clone BY4065, mRNA sequence [BP131950]33.51 1

gb|CHO_SL024xm14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622576]35.66 1

tc|Rep: RS2 protein - Beta vulgaris subsp. vulgaris, partial (25%) [TC48506] 40.5 1

tc|Rep: Isoform 2 of Q9XI05  - Arabidopsis thaliana (Mouse-ear cress), complete [TC42919]130.39 1

gb|KL4B.111G14F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111G14, mRNA sequence [EB680800]20.02 1

gb|CHO_SL002xo04f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620337]64.26 1



Unknown 161.92 1

Unknown 22.6 1

gb|KR3B.111K10F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111K10, mRNA sequence [EB683099]92.18 1

tc|Rep: Eukaryotic translation initiation factor 5A-4 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC49603]212.71 1

tc|Rep: Chromosome undetermined scaffold_51, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC74437]454.81 1

gb|KL4B.107K19F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107K19, mRNA sequence [EB680567]27.28 1

tc|Rep: Fructose-bisphosphate aldolase - Vitis vinifera (Grape), partial (96%) [TC44734]6280.91 1

gb|KT7B.103H01F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.103H01, mRNA sequence [EB447898]71.67 1

tc|Rep: Ribosomal protein L30e - Pisum sativum (Garden pea), complete [TC57011] 45.39 1

gb|AGN_RPC022xm11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142267]103.65 1

Unknown 420.22 1

tc|Rep: 3-ketoacyl-CoA reductase 1 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), partial (55%) [TC45913]30.15 1

gb|KT7C.110I10F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110I10, mRNA sequence [EB451426]32.15 1

gb|BL12.103H16F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.103H16, mRNA sequence [EB437103]41.17 1

gb|Nicotiana tabacum mRNA for cytosolic glucose-6-phosphate dehydrogenase TCG9 [AJ001770]94.98 1

Unknown 81.31 1

gb|TT-01_E01 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641655]78.83 1

gb|KN6B.102A15F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102A15, mRNA sequence [EB438902]672.78 1

gb|Nicotiana tabacum mRNA for TBZ17, complete cds [D63951] 1008.01 1

Unknown 47.92 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC44666]134.43 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC40770]25.45 1

gb|KF8C.101L11F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101L11, mRNA sequence [EB424860]130.13 1

tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC50733]3697.3 1

gb|KG9B.004E04F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004E04, mRNA sequence [DV158664]81.94 1

gb|AGN_RNC023xb17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158759]41.99 1

Unknown 88.49 1

gb|KN6B.109P08F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.109P08, mRNA sequence [EB441710]504.87 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC40787]286.65 1

gb|CHO_SL008xa12f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620951]4054.92 1

gb|KT7C.112H03F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112H03, mRNA sequence [EB451747]118.21 1

gb|KT7C.110O14F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110O14, mRNA sequence [EB451553]1304.79 1

gb|AM807541 seedling library, SL Nicotiana tabacum cDNA clone nt002034037, mRNA sequence [AM807541]1473.37 1

Unknown 322.84 1



Unknown 37.73 1

Unknown 63.73 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC68532]2441.93 1

Unknown 26.18 1

tc|Rep: Pathogenesis-related thaumatin family protein - Brassica campestris (Field mustard), partial (69%) [TC41039]374.85 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC48327]549.8 1

gb|Nicotiana tabacum mRNA for cysteine proteinase precursor [Z99173] 21.35 1

Unknown 504.49 1

gb|KT7B.103J24F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.103J24, mRNA sequence [EB447962]65.05 1

gb|N.tabacum mRNA for glycine rich protein [X83731] 518.17 1

Unknown 80.63 1

gb|Nicotiana tabacum mRNA for cullin 1B (cul1B gene) [AJ344534] 121.78 1

tc|Rep: Chromosome chr5 scaffold_98, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC46342]72.46 1

tc|Rep: Chromosome chr12 scaffold_238, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC59786]49.31 1

Unknown 89.38 1

Unknown 568.73 1

gb|KF8C.101J06F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101J06, mRNA sequence [EB424810]223.68 1

gb|KT7C.105O15F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105O15, mRNA sequence [EB450147]77.61 1

gb|KP1B.108O07F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108O07, mRNA sequence [DV161692]81.51 1

tc|Rep: Formate--tetrahydrofolate ligase - Spinacia oleracea (Spinach), partial (41%) [TC43867]144.09 1

Unknown 966.73 1

tc|Rep: Insulin degrading enzyme - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (50%) [TC48545]125.46 1

tc|Rep: Zinc finger A20 and AN1 domain-containing stress-associated protein 8 - Oryza sativa subsp. indica (Rice), partial (50%) [TC70161]203.81 1

gb|BL12.103G13F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.103G13, mRNA sequence [EB437080]1187.59 1

tc|Rep: Vicilin-like storage protein - Picea glauca (White spruce), partial (22%) [TC41492]163.02 1

tc|Rep: Chromosome chr15 scaffold_82, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC40871]20547.6 1

tc|Rep: S-adenosylmethionine decarboxylase proenzyme  (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmethionine decarboxylase beta chain] - Nicotiana tabacum (Common tobacco), partial (42%) [TC51555]5443.64 1

gb|Nicotiana tabacum internal-motor kinesin mRNA, partial cds [DQ156499] 40.46 1

tc|Rep: Cyc07 - Nicotiana tabacum (Common tobacco), partial (72%) [TC72415] 116.89 1

tc|Rep: Chromosome chr12 scaffold_38, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC45359]29.09 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC50073]494.18 1

Unknown 50.99 1

gb|AGN_RNC014xe20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163565]2559.76 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC48328]520.12 1



gb|TOBESTR034C08 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG624180]4674.07 1

gb|KP1B.110G24F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110G24, mRNA sequence [DV162210]90.28 1

tc|Rep: 60S ribosomal protein L13 - Solanum tuberosum (Potato), complete [TC41669] 18.4 1

Unknown 31544.75 1

tc|Rep: Glutamate synthase (Ferredoxin)  (Clone C(35)) - Nicotiana tabacum (Common tobacco), partial (73%) [TC48915]58.42 1

gb|KF8C.101H07F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101H07, mRNA sequence [EB424767]491.2 1

Unknown 256.19 1

Unknown 29.55 1

gb|KG9B.103O14F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103O14, mRNA sequence [EB678220]48.51 1

Unknown 48.26 1

gb|KG9B.005I19F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005I19, mRNA sequence [DV159141]30.22 1

gb|CHO_SL026xg23f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619999]1463.89 1

Unknown 185.33 1

gb|KT7B.107P18F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107P18, mRNA sequence [EB448450]29.01 1

tc|Rep: Os01g0332900 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC50995]24.49 1

Unknown 20 1

Unknown 86.91 1

tc|Rep: Chromosome chr1 scaffold_166, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC42237]43.05 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC72133]58.19 1

Unknown 63.38 1

Unknown 145.34 1

gb|AGN_RNC024xj04f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158368]30.59 1

gb|KF8C.104N06F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104N06, mRNA sequence [EB425968]3330.51 1

gb|AGN_RPC019xd19f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143338]23.65 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC50731]557.46 1

gb|KF8C.104K08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104K08, mRNA sequence [EB425907]101.03 1

Unknown 189.06 1

Unknown 1624.33 1

gb|AGN_RNC010xp20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG166065]527.45 1

tc|Rep: Chromosome chr18 scaffold_121, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC70705]26.08 1

gb|KL4B.102D03F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102D03, mRNA sequence [EB679766]1588.11 1

gb|AGN_RPC015xe06f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144474]442.48 1

gb|N.tabacum mRNA for phosphoglyceromutase [X70651] 1141.13 1

gb|KP1B.001L22F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001L22, mRNA sequence [DV162646]762.48 1



gb|AGN_RNC026xp07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157246]26.7 1

gb|BP531034 MAT005 Nicotiana tabacum cDNA clone BY23306, mRNA sequence [BP531034]26.76 1

Unknown 371.85 1

tc|Rep: Serine/threonine protein phosphatase - Vitis vinifera (Grape), partial (9%) [TC66573]420.11 1

gb|BP530134 MAT005 Nicotiana tabacum cDNA clone BY21119, mRNA sequence [BP530134]170.63 1

Unknown 32.46 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (96%) [TC45000] 79.5 1

tc|Rep: Calcium binding protein - Sesbania rostrata, partial (41%) [TC45153] 305.87 1

gb|KL5B.117D22F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.117D22, mRNA sequence [EB432321]107.23 1

tc|Rep: Alpha-amylase - Plantago major (Common plantain), partial (53%) [TC44590] 103.3 1

gb|KP1B.104A02F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104A02, mRNA sequence [DV160713]123.36 1

Unknown 17.64 1

gb|Nicotiana tabacum partial mRNA for glutamyl tRNA Reductase (hemA gene) [AM746200]105.09 1

gb|Nicotiana tabacum NtGPDL mRNA for putative glycerophosphoryl diester phosphodiesterase family protein, complete cds [AB120519]686.07 1

gb|KF8C.105B14F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105B14, mRNA sequence [EB426067]224.41 1

gb|KT7C.113G06F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.113G06, mRNA sequence [EB452066]3545.7 1

Unknown 68.39 1

tc|Rep: cyclin K - Gallus gallus, partial (3%) [TC50933] 40.79 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC44404]45.35 1

tc|Rep: Small GTP-binding protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (86%) [TC43119]64.8 1

Unknown 28.94 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC54788]28.12 1

gb|KT7C.112B04F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112B04, mRNA sequence [EB451610]30.22 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC44666]100.24 1

tc|Rep: Brain protein 44-like - Zea mays (Maize), partial (89%) [TC53445] 511.52 1

gb|KL4B.112P14F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112P14, mRNA sequence [EB681278]1078.47 1

gb|TOBESTR006A09 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG621759]185.18 1

gb|KR3B.110C05F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110C05, mRNA sequence [DW004941]30.68 1

Unknown 220.61 1

Unknown 478.2 1

tc|Rep: AT4g32020/F10N7_170 - Arabidopsis thaliana (Mouse-ear cress), partial (18%) [TC44733]351.69 1

Unknown 66.79 1

gb|Nicotiana tabacum callus-expressing factor (CEF1) mRNA, complete cds [AY286010] 51.41 1

Unknown 21.01 1



tc|Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC51088]152.26 1

gb|AGN_RNC025xi12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157628]32.23 1

gb|KL4B.105E10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105E10, mRNA sequence [DW000246]84.43 1

gb|BP529465 MAT001 Nicotiana tabacum cDNA clone BY14363, mRNA sequence [BP529465]81.49 1

tc|Rep: GAGA-motif binding transcriptional activator - Populus trichocarpa (Western balsam poplar) (Populus balsamiferasubsp. trichocarpa), partial (29%) [TC69443]18.79 1

gb|KT7C.112M21F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112M21, mRNA sequence [EB451875]60.93 1

tc|Rep: LIM-domain SF3 protein - Nicotiana tabacum (Common tobacco), complete [TC49650]234.49 1

gb|KG9B.005L24F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005L24, mRNA sequence [DV159211]140.21 1

Unknown 27.87 1

gb|KG9B.103M11F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103M11, mRNA sequence [EB678172]107.84 1

tc|Rep: Membrane-anchored ubiquitin-fold protein 2 - Arabidopsis thaliana (Mouse-ear cress), partial (90%) [TC71389]42.11 1

gb|KG9B.002G17F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002G17, mRNA sequence [DV157991]23.23 1

Unknown 2646.04 1

tc|Rep: Glutathione-regulated potassium-efflux system protein - Azoarcus sp. (strain EbN1) (Aromatoleum aromaticum (strain EbN1)), partial (3%) [TC66165]28.6 1

gb|AM812698 COL, cold overnight library Nicotiana tabacum cDNA clone nt006139038, mRNA sequence [AM812698]23.76 1

gb|KN6B.100E22F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100E22, mRNA sequence [EB438265]21.07 1

tc|Rep: FtsH-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (37%) [TC45928]21.31 1

tc|Rep: Chloroplast methionine sulfoxide reductase B1 precursor - Nicotiana tabacum (Common tobacco), partial (45%) [TC67034]54.86 1

gb|TT-27_F19 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640440]139.75 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC53726]189.37 1

gb|KL5B.103N16F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.103N16, mRNA sequence [EB429719]97.42 1

tc|Rep: Chromosome undetermined scaffold_129, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC43486]2675.92 1

Unknown 35.43 1

gb|KT7C.102B06F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102B06, mRNA sequence [EB449164]500.61 1

Unknown 690.03 1

gb|FS417555 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0046_3_C11 5', mRNA sequence [FS417555]511.04 1

Unknown 17.32 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC60209]13433.65 1

tc|Rep: Alpha tubulin - Plantago major (Common plantain), partial (86%) [TC42970] 102.78 1

tc|Rep: Chromosome chr14 scaffold_26, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC44906]358 1

gb|KF8C.103M11F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103M11, mRNA sequence [EB425600]16987.05 1

gb|AGN_ELP011xg12f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135238]18.43 1

gb|KN6B.108G03F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.108G03, mRNA sequence [EB441159]1569.56 1

gb|KR3B.110P19F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110P19, mRNA sequence [DW005248]26 1



gb|BP132833 MAT001 Nicotiana tabacum cDNA clone BY5038, mRNA sequence [BP132833]106.45 1

gb|TT-38_N21 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638062]44.75 1

Unknown 10314.25 1

gb|KL4B.101L06F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101L06, mRNA sequence [DV999323]2695.45 1

tc|Rep: Chromosome chr13 scaffold_74, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC59793]83.91 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC46110]100.86 1

gb|KR3B.111P23F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111P23, mRNA sequence [EB683229]134.07 1

tc|Rep: CTR1-like protein kinase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (30%) [TC55189]52.44 1

gb|Nicotiana tabacum WERBP-1 mRNA, complete cds [AB017693] 819.62 1

gb|KL4B.111L18F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111L18, mRNA sequence [EB680907]131.26 1

tc|Rep: S-adenosylmethionine synthetase - Nicotiana suaveolens, complete [TC43558] 15261.4 1

gb|CHO_SL004xg01f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616635]225.02 1

gb|KL4B.106F03F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106F03, mRNA sequence [EB680163]20.38 1

gb|KP1B.001P21F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001P21, mRNA sequence [DV162733]1172.01 1

tc|Rep: Photosystem I assembly protein ycf3 - Nicotiana sylvestris (Wood tobacco), partial (70%) [TC62074]1179.6 1

gb|KF8C.103A10F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103A10, mRNA sequence [EB425325]264.99 1

gb|KN6B.106G04F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.106G04, mRNA sequence [EB440471]103.69 1

gb|KF8C.105J07F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105J07, mRNA sequence [EB426242]494.1 1

Unknown 2048.97 1

gb|KL5B.111F20F.060117T7 KL5B Nicotiana tabacum cDNA clone KL5B.111F20, mRNA sequence [EB430965]65.37 1

gb|AGN_RNC116xg09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148796]301.78 1

tc|Rep: ARG1 protein - Arabidopsis thaliana (Mouse-ear cress), partial (31%) [TC54629] 920.81 1

Unknown 47.79 1

gb|FS432984 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0089_2_C04 5', mRNA sequence [FS432984]191.35 1

gb|TT-04_O15 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641869]89.86 1

gb|BP128961 MAT001 Nicotiana tabacum cDNA clone BY777, mRNA sequence [BP128961]20.21 1

gb|TT-02_O18 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643390]139.19 1

gb|FS391062 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0051_3_D08 5', mRNA sequence [FS391062]53.28 1

gb|Nicotiana tabacum adc mRNA for arginine decarboxylase, complete cds [AB110952] 3347 1

tc|Rep: Chromosome undetermined scaffold_79, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC66530]278.23 1

gb|KL4B.111E15F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111E15, mRNA sequence [EB680757]32.98 1

tc|Rep: Vacuolar membrane ATPase subunit c'' - Citrus limon (Lemon), partial (97%) [TC41009]135.29 1

gb|AM799542 seedling library, SL Nicotiana tabacum cDNA clone nt002063056, mRNA sequence [AM799542]149 1

gb|KR2B.110B10F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110B10, mRNA sequence [EB446006]144.91 1



Unknown 47.03 1

gb|KR2B.108P18F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.108P18, mRNA sequence [EB445678]101.25 1

gb|KR3B.106M07F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106M07, mRNA sequence [DW003761]179.07 1

Unknown 7150.41 1

tc|Rep: Ribosomal protein L30e - Pisum sativum (Garden pea), complete [TC54597] 165.76 1

tc|Rep: Ferredoxin III - Musa acuminata (Banana), partial (90%) [TC51824] 34.04 1

Unknown 989.08 1

Unknown 73.66 1

gb|KF8C.104I01F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104I01, mRNA sequence [EB425859]147.03 1

tc|Rep: Chromosome undetermined scaffold_129, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC44746]3169.82 1

gb|AGN_RPC024xh14f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141850]86.43 1

Unknown 34.68 1

gb|KL4B.102L05F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102L05, mRNA sequence [EB679951]116 1

tc|Rep: Cysteine-rich protein - Nicotiana tabacum (Common tobacco), complete [TC63281]47428.45 1

Unknown 72.84 1

Unknown 125.92 1

tc|Rep: Isocitrate lyase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC50652]32.16 1

Unknown 255.67 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC47004]132.04 1

gb|KP1B.102L12F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102L12, mRNA sequence [DV160254]8969.11 1

tc|Rep: Nascent polypeptide-associated complex subunit alpha-like protein 2 - Arabidopsis thaliana (Mouse-ear cress), partial (78%) [TC41966]65.49 1

Unknown 37.23 1

Unknown 310.24 1

Unknown 159.41 1

gb|TL13.109O07F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.109O07, mRNA sequence [EB435226]35.85 1

Unknown 30.16 1

gb|AGN_RNC030xf11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155602]20.07 1

tc|Rep: Chromosome chr4 scaffold_208, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC43007]51.09 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC59615]178.2 1

Unknown 117.05 1

tc|Rep: ATP-dependent Clp protease ATP-binding subunit clpA homolog CD4B, chloroplast precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (18%) [TC45115]480.76 1

Unknown 28.7 1

gb|AGN_ELP026xi20f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG138767]92.61 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC57061]25.52 1



tc|Rep: PHD5 - Glycine max (Soybean), partial (96%) [TC57518] 169.98 1

tc|Rep: Chromosome undetermined scaffold_296, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC50151]23.87 1

tc|Rep: Chromosome chr10 scaffold_312, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC45930]9306.46 1

tc|Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC55725]40.17 1

Unknown 100.26 1

gb|Nicotiana tabacum NtH1 mRNA for histone H1, complete cds [AB029614] 89.04 1

Unknown 4320.92 1

gb|Nicotiana tabacum mRNA for protoporphyrin IX oxidase, ppxI gene [Y13465] 220.83 1

gb|KP1B.102C18F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102C18, mRNA sequence [DV160063]1009.71 1

tc|Rep: Os01g0279200 protein - Oryza sativa subsp. japonica (Rice), partial (95%) [TC67751]30.71 1

tc|Rep: Chromosome chr2 scaffold_112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC61243]4017.32 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC47446]72.12 1

gb|KL4B.108P15F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108P15, mRNA sequence [DW000809]19.85 1

Unknown 427.6 1

gb|AM789132 DL, diurnal library Nicotiana tabacum cDNA clone nt005072014, mRNA sequence [AM789132]121.52 1

tc|Rep: Chromosome chr13 scaffold_45, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC59071]186.52 1

tc|Rep: RNA helicase - Arabidopsis thaliana (Mouse-ear cress), partial (6%) [TC68256] 57.91 1

tc|Rep: Chromosome chr16 scaffold_94, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC47492]1033.7 1

tc|Rep: BZIP transcriptional activator RSG - Nicotiana tabacum (Common tobacco), complete [TC43334]26.03 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC66224]632.78 1

tc|Rep: Chromosome undetermined scaffold_123, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC47394]60.16 1

tc|Rep: Glutathione peroxidase - Vitis vinifera (Grape), partial (82%) [TC55722] 28.25 1

tc|Rep: Chromosome chr13 scaffold_210, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC50163]40.16 1

Unknown 29.51 1

Unknown 50.8 1

Unknown 192.49 1

gb|CHO_SL027xg05f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621825]512.72 1

Unknown 29.19 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC48137]143.2 1

gb|KT7C.101L06F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.101L06, mRNA sequence [EB449034]593.72 1

tc|Rep: Transformer-SR ribonucleoprotein - Nicotiana tabacum (Common tobacco), partial (98%) [TC76815]25.29 1

Unknown 31.32 1

tc|Rep: 40S ribosomal protein S4 - Solanum tuberosum (Potato), complete [TC40365] 373.88 1

tc|Rep: Heme-binding-like protein At3g10130, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (81%) [TC40499]79.83 1



gb|AGN_RPC015xk16f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144509]844.73 1

gb|KR2B.108C01F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.108C01, mRNA sequence [EB445412]285.61 1

gb|CHO_SL002xo10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620340]2654.9 1

tc|Rep: Os01g0706500 protein - Oryza sativa subsp. japonica (Rice), complete [TC73853]384.26 1

Unknown 106.2 1

tc|Rep: CONSTANS interacting protein 2b - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC51793]66.14 1

gb|TT-05_A21 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640658]190.53 1

gb|TT-47_L06 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640175]57.09 1

gb|BP530879 MAT005 Nicotiana tabacum cDNA clone BY23143, mRNA sequence [BP530879]45.98 1

Unknown 23.04 1

gb|Nicotiana tabacum NtADH mRNA for allyl alcohol dehydrogenase, complete cds [AB036735]1073.46 1

Unknown 58.52 1

gb|KF8C.101C03F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101C03, mRNA sequence [EB424649]5406.92 1

gb|TOBESTR023F04 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG623230]1201.05 1

gb|TOBESTR046E09 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625247]71.83 1

gb|BP134550 MAT001 Nicotiana tabacum cDNA clone BY6958, mRNA sequence [BP134550]49.74 1

tc|Rep: Ran binding protein - Nicotiana benthamiana, complete [TC44128] 26.92 1

Unknown 236.52 1

gb|KF8C.101G03F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101G03, mRNA sequence [EB424739]1123.5 1

tc|Rep: OJ000223_09.9 protein - Oryza sativa subsp. japonica (Rice), partial (93%) [TC54671]37.43 1

tc|Rep: protein kinase family protein - Arabidopsis thaliana, partial (48%) [TC51224] 25.13 1

gb|KT7C.101P04F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.101P04, mRNA sequence [EB449118]2396.45 1

tc|Rep: Acyltransferase family protein - Cytophaga hutchinsonii (strain ATCC 33406 / NCIMB 9469), partial (5%) [TC53870]1001.71 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC60389]111.71 1

gb|KT7C.101L17F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.101L17, mRNA sequence [EB449045]170.3 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC48916]97.68 1

gb|TT-03_E01 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640556]28.7 1

tc|Rep: Chromosome chr8 scaffold_115, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC72959]43.32 1

Unknown 19.55 1

gb|AM803627 seedling library, SL Nicotiana tabacum cDNA clone nt002334084, mRNA sequence [AM803627]1159.87 1

Unknown 2681.85 1

gb|BP530854 MAT005 Nicotiana tabacum cDNA clone BY23117, mRNA sequence [BP530854]28.63 1

gb|N.tabacum mRNA for zinc finger protein, BBF2aO [X97945] 32.21 1

gb|TT-15_K03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636446]18.91 1



gb|N.tabacum mRNA for phosphoenolpyruvate carboxylase [X59016] 2720.79 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC61134]779.1 1

Unknown 46.2 1

tc|Rep: Chromosome undetermined scaffold_108, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC59773]57.09 1

gb|AGN_RNC126xg10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG173217]152.18 1

Unknown 95.25 1

gb|CHO_SL005xe14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617005]40.56 1

tc|Rep: Protein TOC75, chloroplast precursor - Pisum sativum (Garden pea), partial (86%) [TC62230]79.66 1

gb|KF8C.101M04F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101M04, mRNA sequence [EB424877]42.83 1

gb|CHO_SL020xm13f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622808]44.57 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC47532]234.27 1

tc|Rep: Cytoplasmic ribosomal protein S13-like - Solanum tuberosum (Potato), complete [TC46770]237.13 1

gb|TT-09_A07 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642155]130.95 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC69234]71.55 1

tc|Rep: Cytochrome c oxidase family protein-like - Solanum tuberosum (Potato), complete [TC45730]515.07 1

gb|KN6B.105L09F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105L09, mRNA sequence [EB440232]17.55 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC42604]498.6 1

tc|Rep: Phototropin-1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (6%) [TC72136]217.03 1

Unknown 43.51 1

Unknown 228.46 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC46720]233.47 1

tc|Rep: Phage integrase - Frankia sp. (strain CcI3), partial (9%) [TC73383] 93.13 1

gb|KT7C.106O18F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106O18, mRNA sequence [EB450504]1063.27 1

tc|Rep: Chlorophyll a-b binding protein, chloroplast precursor - Petunia hybrida (Petunia), complete [TC48630]27.17 1

gb|FS418967 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0050_2_G06 5', mRNA sequence [FS418967]44.84 1

Unknown 65.53 1

gb|KT7C.105N12F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105N12, mRNA sequence [EB450123]1012.42 1

Unknown 640.95 1

gb|Nicotiana tabacum mRNA for aspartate aminotransferase, partial cds [AB126259] 100.33 1

gb|BP530798 MAT005 Nicotiana tabacum cDNA clone BY23059, mRNA sequence [BP530798]402.89 1

tc|Rep: Triosephosphate isomerase - Solanum tuberosum (Potato), partial (49%) [TC67321]1952.42 1

Unknown 376.5 1

tc|Rep: Chromosome undetermined scaffold_30, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC51136]32.16 1

Unknown 253.3 1



gb|TT-23_P04 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644433]579.95 1

Unknown 216.29 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC41884]525.42 1

Unknown 4611.31 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC46110]104.59 1

tc|Rep: 14-3-3 protein - Nicotiana tabacum (Common tobacco), partial (98%) [TC44748] 25.57 1

tc|Rep: Hin19 - Nicotiana tabacum (Common tobacco), complete [TC51319] 1369.84 1

Unknown 59.73 1

gb|AGN_RNC007xf06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167674]196.74 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC46283]188.15 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC56377]26.1 1

tc|Rep: Ribosomal protein L23 family protein - Solanum tuberosum (Potato), partial (90%) [TC49818]53.33 1

gb|Nicotiana tabacum mRNA for cyclin B1 (cycB1 gene) [Z37978] 32.07 1

Unknown 40.94 1

Unknown 23.16 1

gb|KP1B.103O13F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103O13, mRNA sequence [DV160682]171.64 1

gb|KG9B.003M18F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003M18, mRNA sequence [DV158497]49.75 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC21-4-280, cultivar Bright Yellow 2 [AJ718943]45.33 1

gb|AM834279 seedling library, SL Nicotiana tabacum cDNA clone nt002087062, mRNA sequence [AM834279]19.68 1

gb|AGN_RNC019xc19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160619]434.05 1

Unknown 515.77 1

Unknown 362.98 1

gb|TT-13_C05 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645534]750.86 1

gb|KP1B.001P15F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001P15, mRNA sequence [DV162727]25.81 1

tc|Rep: Cell division cycle protein 48 homolog - Capsicum annuum (Bell pepper), partial (24%) [TC54412]1373.7 1

gb|KR3B.110I14F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110I14, mRNA sequence [DW005086]1455.13 1

Unknown 97.51 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC55891]19.76 1

Unknown 25.09 1

tc|Rep: Chromosome undetermined scaffold_279, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC53238]49.26 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC41438]134.09 1

gb|KP1B.112H03F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.112H03, mRNA sequence [EB682391]256.61 1

gb|KF8C.101H24F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101H24, mRNA sequence [EB424783]527.63 1

gb|KF8C.105N05F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105N05, mRNA sequence [EB426328]50154.1 1



gb|AGN_RNC014xm12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163600]80.26 1

Unknown 520.46 1

gb|AGN_RNC105xg07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG153536]117.69 1

Unknown 32.25 1

gb|KR3B.101J02F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101J02, mRNA sequence [DW001948]367.36 1

gb|KL5B.109A12F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.109A12, mRNA sequence [EB430421]3235.21 1

gb|Nicotiana tabacum WD-repeat protein mRNA, complete cds [GQ260131] 60.93 1

tc|Rep: Pm27 protein - Prunus mume (Japanese flowering apricot), partial (58%) [TC47313]978.02 1

Unknown 22.89 1

Unknown 526.93 1

Unknown 526.95 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC54674]125.12 1

gb|FS414230 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0037_2_H08 5', mRNA sequence [FS414230]160.39 1

Unknown 149.5 1

gb|KP1B.102I17F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102I17, mRNA sequence [DV160192]19.59 1

gb|CHO_SL016xl10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623846]118.04 1

Unknown 83.63 1

tc|Rep: Predicted protein - Coccidioides immitis, partial (12%) [TC55624] 40.65 1

gb|KG9B.101F22F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101F22, mRNA sequence [EB677299]153.91 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC56331]50.6 1

gb|AGN_PNL233cf1_d7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG202927]773.28 1

gb|KF8C.105O04F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105O04, mRNA sequence [EB426350]70.49 1

gb|KF8C.106P02F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106P02, mRNA sequence [EB426728]144.27 1

Unknown 1766.57 1

gb|TT-27_L08 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637271]178.05 1

gb|EST T1P015 Tobacco Leaves Express Library Nicotiana tabacum cDNA clone t1p36 similar to ribosomal protein L41 (LEL41) gene, mRNA sequence [EB102901]40.63 1

tc|Rep: Eukaryotic translation initiation factor 2 beta subunit-like - Solanum tuberosum (Potato), complete [TC46954]513.91 1

gb|AM838454 seedling library, SL Nicotiana tabacum cDNA clone nt002321027, mRNA sequence [AM838454]48.06 1

tc|Rep: Histone H4 [Contains: Osteogenic growth peptide (OGP)]. - Rattus norvegicus, complete [TC64705]1120.1 1

tc|Rep: P40-like protein - Solanum tuberosum (Potato), partial (93%) [TC43627] 54.64 1

gb|TT-12_P07 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635179]3187.88 1

tc|Rep: Cytosolic ascorbate peroxidase - Capsicum annuum (Bell pepper), partial (76%) [TC43176]3100.81 1

gb|KF8C.106J18F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106J18, mRNA sequence [EB426614]461.08 1

tc|Rep: NmrA-like family protein - Solanum demissum (Wild potato), partial (21%) [TC72210]300.96 1



tc|Rep: AML1 - Solanum tuberosum (Potato), partial (26%) [TC47870] 19.61 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC75187]106.64 1

gb|KG9B.004B18F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004B18, mRNA sequence [DV158612]87.87 1

gb|AGN_RNC211xn23f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155283]212.09 1

tc|Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC44420]512.76 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC68893]56.69 1

gb|KL5B.104B08F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.104B08, mRNA sequence [EB429767]117.88 1

tc|Rep: KH domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (58%) [TC45170]100.38 1

Unknown 24.33 1

Unknown 545.67 1

Unknown 250.89 1

Unknown 18.81 1

tc|Rep: Chromosome undetermined scaffold_30, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC49559]168.78 1

tc|Rep: Glutathione S-transferase - Solanum commersonii (Commerson's wild potato), complete [TC63801]103.59 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC69174]258.25 1

tc|Rep: SGT1 - Nicotiana benthamiana, partial (49%) [TC48609] 27.06 1

Unknown 194.86 1

gb|KP1B.112P05F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.112P05, mRNA sequence [EB682547]183.48 1

gb|KG9B.005C19F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005C19, mRNA sequence [DV159002]192.55 1

Unknown 36.87 1

Unknown 74.79 1

gb|KP1B.102H10F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102H10, mRNA sequence [DV160165]262.58 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC55924]41.99 1

gb|KG9B.103J22F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103J22, mRNA sequence [EB678112]107.11 1

gb|KN6B.115G01F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.115G01, mRNA sequence [EB442871]19.97 1

gb|KT7C.104N04F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104N04, mRNA sequence [EB449778]21.59 1

gb|KP1B.101E12F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101E12, mRNA sequence [DV159747]416.24 1

gb|CHO_SL006xj24f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617488]91.81 1

Unknown 48.41 1

tc|Rep: Chromosome undetermined scaffold_247, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC47018]29.37 1

gb|TT-36_B15 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637879]56.77 1

gb|KL4B.104C21F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104C21, mRNA sequence [DV999846]631.68 1

gb|KF8B.200M19F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200M19, mRNA sequence [EB428278]91.09 1

gb|Nicotiana tabacum BYtuba mRNA for alpha tubulin, complete cds [AB052822] 44634.85 1



gb|EST_FLW001xi17f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615240]172.03 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC68165]581.43 1

Unknown 349.18 1

gb|Nicotiana tabacum rubisco activase precursor (Rca) mRNA, complete cds [U35111] 17.16 1

Unknown 445.8 1

gb|AGN_ELP009xa18f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135892]27.25 1

gb|KP1B.108I18F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108I18, mRNA sequence [DV161576]68.22 1

gb|Nicotiana tabacum calcium-dependent protein kinase (CPK5) mRNA, complete cds [AY971376]211.92 1

gb|KL4B.106D17F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106D17, mRNA sequence [EB680133]40.4 1

gb|KL4B.104G07F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104G07, mRNA sequence [DV999924]788.55 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC53990]134.51 1

Unknown 565.88 1

gb|N.tabacum PKTL7 mRNA for protein kinase [X71057] 1525.61 1

gb|KT7C.105L12F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105L12, mRNA sequence [EB450082]75.5 1

gb|TT-20_O05 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644307]58.46 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC57357]1572.7 1

Unknown 18.9 1

gb|D58-AD7 Ethylene Induced Tobacco Leaf cDNA Library Nicotiana tabacum cDNA, mRNA sequence [EG650211]229.49 1

Unknown 43.53 1

Unknown 62.61 1

Unknown 193.99 1

Unknown 962.57 1

Unknown 80.74 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (93%) [TC54949] 999.1 1

Unknown 992.26 1

Unknown 123.38 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC56969]929.95 1

Unknown 36.33 1

tc|Rep: Cholinephosphate cytidylyltransferase - Pisum sativum (Garden pea), partial (47%) [TC55316]3150.42 1

tc|Rep: Glutamate dehydrogenase A - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), complete [TC45146]91.17 1

Unknown 17.65 1

Unknown 86.51 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC47908]413.7 1

Unknown 467.73 1



Unknown 27.83 1

gb|KP1B.103L09F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103L09, mRNA sequence [DV160610]3985.69 1

Unknown 81.57 1

tc|Rep: Lipoxygenase - Nicotiana attenuata, partial (32%) [TC51546] 71.54 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC51649]131.59 1

gb|KG9B.002B09F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002B09, mRNA sequence [DV157868]23.59 1

tc|Rep: RRM-containing RNA-binding protein-like protein - Solanum tuberosum (Potato), partial (50%) [TC45255]48.51 1

gb|Nicotiana tabacum SR1 6,7-dimethyl-8-ribityllumazine synthase precursor mRNA, complete cds; nuclear gene for chloroplast product [AF422802]43.68 1

gb|TT-36_A02 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642847]107.92 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC51262]48.44 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC51104]140.24 1

Unknown 23.03 1

gb|Nicotiana tabacum mRNA for ferredoxin-NADP oxidoreductase, complete cds [AB004307]103.37 1

tc|Rep: Genomic DNA, chromosome 3, TAC clone:K24M9 - Arabidopsis thaliana (Mouse-ear cress), partial (13%) [TC65897]267.33 1

gb|TOBESTR133B11 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG632373]65.98 1

gb|BP530353 MAT005 Nicotiana tabacum cDNA clone BY21369, mRNA sequence [BP530353]23.67 1

Unknown 18.03 1

gb|KP1B.001M05F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001M05, mRNA sequence [DV162653]42.58 1

gb|KP1B.101G19F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101G19, mRNA sequence [DV159801]177.86 1

gb|KN6B.101N11F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101N11, mRNA sequence [EB438827]649.2 1

gb|TL13.109B21F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.109B21, mRNA sequence [EB435034]64.12 1

Unknown 1439.9 1

gb|AGN_ELP010xn14f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135791]31.51 1

gb|BL12.100O18F.060308T7 BL12 Nicotiana tabacum cDNA clone BL12.100O18, mRNA sequence [EB436297]85.35 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC60679]75.98 1

gb|KF8C.103P09F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103P09, mRNA sequence [EB425670]144.81 1

Unknown 213.84 1

Unknown 247.09 1

gb|TT-38_E01 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638025]24.08 1

tc|Rep: Chromosome chr11 scaffold_14, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC65914]349.11 1

tc|Rep: Chromosome undetermined scaffold_225, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC56780]235.16 1

gb|TOBESTR055D06 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG626013]581.21 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC51308]37.48 1

tc|Rep: Mini zinc finger protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (89%) [TC51021]22.96 1



Unknown 4651.56 1

Unknown 100.63 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC56127]240.4 1

gb|TT-36_L19 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644997]30.22 1

Unknown 420.08 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC55155]58.36 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT21-1-270, cultivar Bright Yellow 2 [AJ719161]21.96 1

gb|AM783661 seedling library, SL Nicotiana tabacum cDNA clone nt002328038, mRNA sequence [AM783661]107.15 1

Unknown 512.12 1

tc|Rep: Histone H2A - Vitis vinifera (Grape), partial (97%) [TC42842] 1017.21 1

Unknown 54.49 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC52348]190.01 1

Unknown 324.72 1

tc|Rep: Chromosome undetermined scaffold_161, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC47021]376.01 1

tc|Rep: Mitochondrial carnitine/acylcarnitine carrier-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (92%) [TC71508]179.73 1

Unknown 48.65 1

Unknown 134.5 1

Unknown 392.27 1

gb|TT-30_F12 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635057]19.02 1

gb|KN6B.009J12F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009J12, mRNA sequence [EB438050]152.72 1

tc|Rep: Hydroxyphenylpyruvate reductase - Solenostemon scutellarioides (Coleus) (Coleus blumei), partial (63%) [TC55923]217.2 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC56039]1641.16 1

Unknown 25.77 1

gb|KN6B.114A23F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.114A23, mRNA sequence [EB442425]84.14 1

gb|Nicotiana tabacum EIG-I24 mRNA, complete cds [AB041514] 1391.73 1

gb|KP1B.108O07F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108O07, mRNA sequence [DV161692]163.99 1

Unknown 54.66 1

tc|Rep: NAD-dependent epimerase/dehydratase family protein-like protein - Solanum tuberosum (Potato), partial (53%) [TC41831]11694.3 1

tc|Rep: 26S protease regulatory subunit 6B homolog - Solanum tuberosum (Potato), partial (61%) [TC44736]468.59 1

Unknown 169.65 1

gb|CHO_SL012xa06f1.ab1 CHO_SL Nicotiana tabacum cDNA 5', mRNA sequence [FG125349]1140.16 1

gb|KL4B.112G15F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112G15, mRNA sequence [EB681115]62.85 1

tc|Rep: Cytochrome b-c1 complex subunit 8 - Solanum tuberosum (Potato), complete [TC56889]1796.08 1

gb|KF8C.109O24F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109O24, mRNA sequence [EB427401]86.07 1



Unknown 276.15 1

gb|KP1B.107I12F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107I12, mRNA sequence [DV161248]104.29 1

Unknown 171.22 1

tc|Rep: Poly(A)-binding protein - Nicotiana tabacum (Common tobacco), complete [TC40175]856.4 1

Unknown 45.99 1

gb|Nicotiana tabacum mRNA for ras-related protein RAB8-5, complete cds [AB079024]17079.9 1

gb|Nicotiana tabacum NTH23 mRNA, complete cds [AB004797] 231.16 1

Unknown 35.55 1

tc|Rep: Chromosome undetermined scaffold_123, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC47394]56.14 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC44667]25.52 1

tc|Rep: Heat shock protein 70-3 - Nicotiana tabacum (Common tobacco), partial (37%) [TC47882]610.65 1

gb|KT7C.104N15F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104N15, mRNA sequence [EB449788]218.22 1

Unknown 266.77 1

gb|TT-40_D01 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645147]11051.1 1

gb|AGN_PNL221bf1_d2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194027]31.94 1

gb|TT-16_K24 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642353]137.33 1

gb|CHO_SL019xb08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH624051]439.45 1

Unknown 251.59 1

gb|Nicotiana tabacum extracellular Ca2+ sensing receptor (cas) mRNA, complete cds [EU342421]35.29 1

tc|Rep: Rab1-like small GTP-binding protein - Petunia hybrida (Petunia), complete [TC46082]254.16 1

Unknown 22.95 1

gb|CHO_SL010xl21f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617724]30.79 1

gb|KG9B.002F12F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002F12, mRNA sequence [DV157963]104.43 1

gb|TT-10_C03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636021]48.79 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC56727]1167.5 1

tc|Rep: Late embryogenis abundant protein 5 - Nicotiana tabacum (Common tobacco), partial (97%) [TC68443]498.39 1

gb|CHO_SL006xl08f1.ab1 CHO_SL Nicotiana tabacum cDNA 5', mRNA sequence [FG125331]135.18 1

gb|TT-21_K02 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644328]407.1 1

tc|Rep: Chromosome undetermined scaffold_52, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC62514]182.91 1

Unknown 80.57 1

Unknown 763.5 1

gb|AGN_RNC120xl16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG176614]23.01 1

gb|BP133167 MAT001 Nicotiana tabacum cDNA clone BY5404, mRNA sequence [BP133167]185.06 1

tc|Rep: Lysine decarboxylase-like protein At5g11950 - Arabidopsis thaliana (Mouse-ear cress), partial (95%) [TC67610]80.6 1



Unknown 18.74 1

tc|Rep: VAP27 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (49%) [TC47263]509.22 1

gb|N.tabacum mRNA for NAD-dependent isocitrate dehydrogenase [X96727] 3267.07 1

tc|AAD43171.1 - Arabidopsis thaliana (Mouse-ear cress), partial (79%) [TC47386] 554.67 1

tc|Rep: LRR protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (93%) [TC44086]536.59 1

Unknown 76.72 1

Unknown 19.03 1

tc|Rep: Calmodulin-related protein - Petunia hybrida (Petunia), partial (83%) [TC70687] 79.85 1

tc|Rep: Avr9/Cf-9 rapidly elicited protein 65 - Nicotiana tabacum (Common tobacco), complete [TC56643]85.33 1

tc|Rep: Cellulose synthase - Populus tremula x Populus tremuloides, partial (33%) [TC51961]30.09 1

tc|Rep: DNA-directed RNA polymerase IIb - Nicotiana tabacum (Common tobacco), complete [TC44298]139.74 1

tc|Rep: Chromosome chr4 scaffold_162, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC70499]24.27 1

Unknown 414.88 1

gb|AGN_RNC110xf12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG151562]182.49 1

tc|Rep: Allyl alcohol dehydrogenase - Nicotiana tabacum (Common tobacco), complete [TC40914]359.4 1

Unknown 36.98 1

Unknown 289.48 1

gb|Nicotiana tabacum SR1 Nt-rab11a mRNA, complete cds [L29271] 534.09 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC43565]70.32 1

tc|Rep: Heat shock cognate 70 kDa protein - Petunia hybrida (Petunia), partial (43%) [TC49352]170.34 1

Unknown 63.44 1

gb|AGN_RNC127xg06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172777]258.56 1

gb|KR2B.110A15F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110A15, mRNA sequence [EB445989]1653.78 1

gb|KR3B.112M13F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112M13, mRNA sequence [EB683516]760.58 1

gb|AGN_PNL219cf1_d4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG192759]767.49 1

gb|TT-20_M23 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636798]4132.55 1

tc|Rep: Proteasome subunit beta type - Vitis vinifera (Grape), complete [TC54925] 27.65 1

gb|TT-05_C12 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641881]112.46 1

tc|Rep: Os01g0861000 protein - Oryza sativa subsp. japonica (Rice), partial (20%) [TC75034]25.51 1

gb|AGN_RNC127xe18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172772]103.09 1

Unknown 59.62 1

gb|AGN_ELP008xp13f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136377]48.86 1

Unknown 19.33 1

gb|KL4B.111N06F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111N06, mRNA sequence [EB680938]26.91 1



gb|AM804984 seedling library, SL Nicotiana tabacum cDNA clone nt002163074, mRNA sequence [AM804984]514.56 1

gb|AGN_RNC117xc19r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG177904]69.21 1

gb|KF8C.101G12F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101G12, mRNA sequence [EB424748]48.35 1

tc|Rep: Prephenate dehydratase - Ipomoea trifida (Morning glory), partial (51%) [TC47573]24.93 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC69848]395.01 1

Unknown 702.78 1

tc|Rep: Aspartic proteinase - Theobroma cacao (Cacao) (Cocoa), partial (95%) [TC47104]7597.34 1

tc|Rep: Chromosome chr11 scaffold_170, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC72691]10363.5 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC41814]67.49 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC52857]187.28 1

Unknown 28.36 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC51150]53.84 1

gb|CHO_SL018xn22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619487]2821.21 1

Unknown 62.54 1

gb|Nicotiana tabacum cDNA-AFLP fragment H-N_BT1M21-375 sequence [DQ460173] 33.07 1

Unknown 57.34 1

gb|TT-06_G20 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638726]1097.98 1

tc|Rep: SSU ribosomal protein S1P - Pediococcus pentosaceus (strain ATCC 25745 / 183-1w), partial (5%) [TC69209]18.52 1

gb|Nicotiana tabacum pollen specific LIM domain protein 1b mRNA, complete cds [AF197568]10220.2 1

gb|TT-11_G22 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640961]146.06 1

Unknown 25.79 1

tc|Rep: Eukaryotic translation initiation factor 5A-1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), complete [TC46051]224.43 1

tc|Rep: T23J18.17 - Arabidopsis thaliana (Mouse-ear cress), partial (12%) [TC48947] 46.09 1

tc|Rep: Proton pump interactor - Arabidopsis thaliana (Mouse-ear cress), partial (13%) [TC45429]673.07 1

gb|TT-39_G05 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643084]623.15 1

Unknown 87.23 1

gb|CHO_SL011xo17f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618138]567.59 1

gb|CHO_SL008xe01f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620884]113.35 1

gb|TT-29_E04 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637378]143.54 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC50559]211.63 1

gb|Nicotiana tabacum partial mRNA for cullin 1D (cul1D gene) [AJ344536] 40.56 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC58078]63.28 1

Unknown 279.3 1

tc|Rep: Chromosome chr18 scaffold_59, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC42151]982.63 1



tc|Rep: 60s acidic ribosomal protein - Prunus dulcis (Almond) (Prunus amygdalus), partial (98%) [TC54384]38.16 1

Unknown 207.17 1

Unknown 31.6 1

Unknown 209.37 1

gb|KR2B.102B10F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.102B10, mRNA sequence [EB443952]1393.97 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC76938]70.58 1

Unknown 101.32 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC40394]41.35 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC55346]34.89 1

gb|KG9B.001M14F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001M14, mRNA sequence [DV157762]264.53 1

gb|KF8B.201A15F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201A15, mRNA sequence [EB428345]22.86 1

Unknown 516.51 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC54858]20.8 1

gb|KG9B.005B04F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005B04, mRNA sequence [DV158965]276.61 1

tc|Rep: Chromosome chr10 scaffold_50, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC47528]1094.74 1

gb|KP1B.001G12F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001G12, mRNA sequence [DV162530]712.53 1

tc|Rep: Chromosome chr3 scaffold_199, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC61569]4393.18 1

gb|TT-02_E03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635385]1326.88 1

tc|Rep: Autophagy protein beclin1 - Nicotiana benthamiana, partial (47%) [TC50648] 51.02 1

gb|AGN_RNC007xj09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167556]34.64 1

Unknown 72.26 1

Unknown 20.75 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC67051]191.26 1

gb|AM791353 seedling library, SL Nicotiana tabacum cDNA clone nt002082049, mRNA sequence [AM791353]18.81 1

gb|KR3B.110P02F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110P02, mRNA sequence [DW005231]22.65 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC71970]25.82 1

gb|AGN_ELP026xc22f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG138736]21.95 1

gb|TT-14_L16 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634200]802.08 1

gb|KR3B.102P19F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.102P19, mRNA sequence [DW002464]45.91 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC72227]108.13 1

Unknown 34.31 1

tc|Rep: Ubiquitin carrier protein - Capsicum annuum (Bell pepper), complete [TC50020] 572.89 1

gb|AGN_RNC112xa13f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG150405]22.89 1

Unknown 1035.67 1



tc|Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC66904]228.73 1

Unknown 22.22 1

gb|KR3B.114I24F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.114I24, mRNA sequence [EB684141]25.72 1

Unknown 11096.9 1

tc|Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC47083]5331.15 1

Unknown 27.34 1

Unknown 237.86 1

gb|Nicotiana tabacum MADS-box protein MADS5 (NtMADS5) mRNA, complete cds [AF068724]93.36 1

Unknown 95.65 1

gb|AM833244 DL, diurnal library Nicotiana tabacum cDNA clone nt005091082, mRNA sequence [AM833244]20.17 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC49513]36.2 1

tc|Rep: Ubiquitin-fusion degradation protein-like - Arabidopsis thaliana (Mouse-ear cress), partial (42%) [TC69853]85 1

gb|KF8C.109O22F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109O22, mRNA sequence [EB427399]38.21 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC48666]555.67 1

gb|KT7C.104A06F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104A06, mRNA sequence [EB449505]253.73 1

Unknown 20.98 1

tc|Rep: 2-isopropylmalate synthase B - Solanum pennellii (Tomato) (Lycopersicon pennellii), partial (64%) [TC43310]21.59 1

gb|TT-09_H15 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638854]94.06 1

gb|AGN_RNC014xn22f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163875]204.61 1

tc|Rep: Betaine aldehyde dehydrogenase - Amaranthus hypochondriacus (Prince-of-Wales feather), partial (91%) [TC45692]44.98 1

Unknown 17.68 1

gb|FS416721 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0044_2_C03 5', mRNA sequence [FS416721]146.53 1

gb|TT-03_G14 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638602]379.55 1

tc|Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC52666]30.67 1

gb|TL13.103C23F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.103C23, mRNA sequence [EB433468]40.19 1

gb|KF8B.202F11F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202F11, mRNA sequence [EB428791]49327.65 1

tc|Rep: Syntaxin - Glycine max (Soybean), partial (87%) [TC44874] 85.3 1

gb|KF8C.106A11F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106A11, mRNA sequence [EB426400]52.98 1

gb|TT-16_C09 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636488]29.63 1

tc|CPY18934 Solanum nigrum chloroplast tRNA-Ala, tRNA-Ile, 16S rRNA, tRNA-Val, rps12, rps7, ndhB genes, partial (24%) [TC68602]88.73 1

gb|KL4B.101K21F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101K21, mRNA sequence [DV999315]54.89 1

gb|KL4B.102J10F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102J10, mRNA sequence [EB679910]28.41 1

gb|Nicotiana tabacum geranylgeranylated protein NTGP3 mRNA, complete cds [U64924] 90.66 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC55213]1066.97 1



Unknown 35.75 1

gb|N.tabacum mRNA for protein phosphatase 2A, 65kD regulatory subunit [X97913] 953.5 1

Unknown 197.5 1

tc|Rep: WD40-like beta propeller repeat protein - Synechococcus sp. (strain JA-2-3B'a(2-13)) (Cyanobacteria bacteriumYellowstone B-Prime), partial (9%) [TC67776]108.02 1

gb|BP132634 MAT001 Nicotiana tabacum cDNA clone BY4821, mRNA sequence [BP132634]96.31 1

gb|CHO_SL026xo06f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620104]33.16 1

gb|KN6B.110N02F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.110N02, mRNA sequence [EB442007]58.98 1

gb|KP1B.037H23F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.037H23, mRNA sequence [DV159471]129.19 1

gb|EST_FLW005xi04f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH616159]32710.8 1

gb|KF8C.106C22F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106C22, mRNA sequence [EB426457]1786.31 1

Unknown 38.5 1

Unknown 265.6 1

Unknown 478.8 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC43306]207.12 1

tc|Rep: Actin depolymerizing factor - Nicotiana benthamiana, partial (22%) [TC68651] 132.23 1

gb|KL4B.103E17F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103E17, mRNA sequence [DV999529]637.25 1

gb|TT-12_N13 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636230]91.89 1

gb|TT-03_L11 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640581]1304.71 1

Unknown 147.3 1

tc|Rep: ABC oligo-dipeptide/nickel transporter, permease subunit precursor - Yersinia pseudotuberculosis, partial (6%) [TC57249]773.41 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC67816]127.93 1

gb|Nicotiana tabacum Avr9 [AY220483] 1375.79 1

Unknown 258.76 1

gb|Nicotiana tabacum phospholipase C2 mRNA, complete cds [AF223573] 21.34 1

Unknown 343.13 1

tc|Rep: Chloroplast 30S ribosomal protein S16 - Nicotiana sylvestris (Wood tobacco), complete [TC72713]782.91 1

gb|KN6B.105H12F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105H12, mRNA sequence [EB440145]1510.33 1

Unknown 598.78 1

tc|Rep: Chromosome chr19 scaffold_111, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC64314]25.06 1

Unknown 24.8 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC54350]79.09 1

gb|BP534246 MAT005 Nicotiana tabacum cDNA clone BY32203, mRNA sequence [BP534246]18.86 1

gb|Nicotiana tabacum mRNA for myo-inositol 1-phosphate synthase, complete cds [AB009881]673.11 1

Unknown 178.91 1



tc|Rep: Heat shock protein 90 - Nicotiana tabacum (Common tobacco), complete [TC57224]24.94 1

Unknown 124.88 1

gb|AGN_RPC009xh11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146455]795.03 1

tc|Rep: Ribosomal protein L39 - Triticum aestivum (Wheat), complete [TC62239] 51.16 1

tc|Rep: UDP-glucuronate 4-epimerase 2 - Arabidopsis thaliana (Mouse-ear cress), partial (30%) [TC75436]3011.9 1

tc|Rep: MYC transcription factor - Solanum tuberosum (Potato), partial (29%) [TC46442]209.46 1

gb|TT-48_M13 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638481]34.27 1

tc|Rep: Chromosome chr1 scaffold_166, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC55672]1470.22 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC51629]43.14 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC43577]556.01 1

tc|Rep: 40S ribosomal protein S4 - Solanum tuberosum (Potato), complete [TC40361] 41.87 1

Unknown 73.65 1

Unknown 20.7 1

Unknown 89.67 1

Unknown 246.25 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC43996]50.06 1

gb|KR3B.112E20F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112E20, mRNA sequence [EB683342]79.47 1

Unknown 268.17 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC59252]18.48 1

gb|KF8C.105B07F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105B07, mRNA sequence [EB426061]182.58 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC65285]42.47 1

gb|KG9B.001N12F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001N12, mRNA sequence [DV157784]72.89 1

gb|KP1B.102C05F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102C05, mRNA sequence [DV160053]551.44 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC54316]21472.25 1

gb|KL5B.105P16F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.105P16, mRNA sequence [EB430176]22.81 1

gb|Nicotiana tabacum Avr9 [AY220480] 1160.34 1

Unknown 247.83 1

gb|KF8B.200C05F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200C05, mRNA sequence [EB428093]34.86 1

gb|KG9B.002I22F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002I22, mRNA sequence [DV158042]131.42 1

gb|TT-48_K20 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640213]35.18 1

Unknown 38.09 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC54547]115.07 1

Unknown 36.3 1

gb|CHO_SL016xl02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623842]564.84 1



Unknown 22.54 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC60798]32.3 1

gb|KF8B.201C21F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201C21, mRNA sequence [EB428396]2837.54 1

gb|KG9B.001K05F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001K05, mRNA sequence [DV157707]104.59 1

tc|Rep: Chromosome chr11 scaffold_14, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC54400]479.25 1

tc|Rep: Chromosome chr3 scaffold_95, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC51312]133.99 1

Unknown 37.07 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC50586]365.7 1

gb|TT-15_B05 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636399]105.51 1

gb|KL4B.108C04F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108C04, mRNA sequence [DW000541]27.64 1

gb|KG9B.002B17F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002B17, mRNA sequence [DV157876]139.22 1

tc|Rep: DNA-binding protein - Nicotiana tomentosiformis (Tobacco), partial (84%) [TC60806]92.89 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC47992]1626.86 1

tc|Rep: Striated muscle activator-like protein - Oryza sativa subsp. japonica (Rice), partial (93%) [TC65878]1195.8 1

tc|Rep: Profilin - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC51124]99.13 1

gb|BP131006 MAT001 Nicotiana tabacum cDNA clone BY3027, mRNA sequence [BP131006]107.5 1

gb|KF8C.101G19F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101G19, mRNA sequence [EB424755]36.75 1

Unknown 2713.34 1

Unknown 147.18 1

gb|KN6B.102M01F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102M01, mRNA sequence [EB439159]34893.35 1

tc|Rep: Genomic DNA, chromosome 3, P1 clone: MXO21 - Arabidopsis thaliana (Mouse-ear cress), partial (45%) [TC76158]19.35 1

gb|KF8C.108E23F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108E23, mRNA sequence [EB426854]11246.45 1

gb|AGN_PNL216cf1_d9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG190566]110.14 1

gb|KF8C.101K12F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101K12, mRNA sequence [EB424839]18375.5 1

tc|Rep: Erwinia induced protein 2 - Solanum tuberosum (Potato), complete [TC53242] 100.96 1

gb|BP535201 MAT005 Nicotiana tabacum cDNA clone BY35035, mRNA sequence [BP535201]450.95 1

gb|KT7C.110I19F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110I19, mRNA sequence [EB451434]206.11 1

gb|KT7C.108G08F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108G08, mRNA sequence [EB450672]1809.09 1

Unknown 37.16 1

gb|AGN_RNC126xb13r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG173393]125.57 1

tc|Rep: Ribosomal protein L3A - Nicotiana tabacum (Common tobacco), complete [TC47879]72.02 1

Unknown 3322.88 1

Unknown 14685.65 1

tc|Rep: Chromosome undetermined scaffold_267, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC51077]168.94 1



Unknown 24.89 1

Unknown 17.64 1

tc|Rep: Chromosome undetermined scaffold_69, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC53711]10606.75 1

tc|Rep: Single-stranded nucleic acid binding R3H - Medicago truncatula (Barrel medic), partial (27%) [TC42276]4373.44 1

Unknown 122.64 1

Unknown 19.6 1

Unknown 93.16 1

Unknown 62.97 1

Unknown 1662.08 1

tc|Rep: Polyubiquitin - Pinus sylvestris (Scots pine), partial (60%) [TC51659] 687.97 1

Unknown 56.49 1

gb|CHO_SL015xp08f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618959]70.06 1

Unknown 143.26 1

Unknown 474.84 1

Unknown 1193.32 1

tc|Rep: Adenylyl-sulfate reductase precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (93%) [TC45217]1180.19 1

tc|Rep: Chromosome chr5 scaffold_156, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC56684]509.16 1

Unknown 263.72 1

gb|KL4B.105E12F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105E12, mRNA sequence [DW000248]32.85 1

tc|Rep: Polypepetide with reverse transcriptase and RNaseH domains - Petunia hybrida (Petunia), partial (36%) [TC65735]138.79 1

tc|Rep: En/Spm-like transposon protein - Arabidopsis thaliana (Mouse-ear cress), partial (10%) [TC65431]203.17 1

tc|GB|AB053091.1|BAB40702.1 kinesin-like polypeptides 3 [Nicotiana tabacum] [NP916877]41.24 1

tc|Rep: Chromosome chr16 scaffold_189, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC58353]188.62 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC46300]125.59 1

gb|AGN_PNL203ar1_g7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG180841]32.25 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC54551]600.91 1

tc|Rep: Chromosome undetermined scaffold_838, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC56633]95.48 1

tc|Rep: Oxidoreductase - Setaria italica (Foxtail millet), partial (84%) [TC57787] 57.99 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC65779]26.26 1

Unknown 2432.89 1

tc|Rep: Fiber protein Fb15 - Gossypium barbadense (Sea-island cotton) (Egyptian cotton), partial (93%) [TC55216]2901.13 1

tc|Rep: Ubiquitin carrier protein - Solanum tuberosum (Potato), complete [TC46310] 193.29 1

gb|AGN_RNC116xe09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148784]796.23 1

Unknown 2143.92 1



gb|KR3B.112O22F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112O22, mRNA sequence [EB683570]1069.24 1

tc|Rep: Ribosomal protein L3A - Nicotiana tabacum (Common tobacco), partial (52%) [TC45394]71.8 1

gb|TT-31_F22 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641450]23.89 1

gb|KL5B.001A13F.050901T7 KL5B Nicotiana tabacum cDNA clone KL5B.001A13, mRNA sequence [EB429028]765.47 1

Unknown 22.04 1

tc|Rep: Chromosome chr3 scaffold_157, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC48003]49.64 1

tc|Rep: Chromosome chr4 scaffold_208, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC43007]56.68 1

gb|KG9B.103M20F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103M20, mRNA sequence [EB678181]517.66 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC47186]101.75 1

gb|KF8C.105M06F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105M06, mRNA sequence [EB426308]939.33 1

gb|AM784351 seedling library, SL Nicotiana tabacum cDNA clone nt002295065, mRNA sequence [AM784351]59.24 1

gb|KR2B.112K16F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.112K16, mRNA sequence [EB446750]18.64 1

Unknown 68.17 1

Unknown 29 1

tc|Rep: Protein transport protein SEC61 subunit gamma - Oryza sativa subsp. japonica (Rice), partial (97%) [TC59144]1885.39 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC68247]438.6 1

gb|KF8B.200O10F.060128T7 KF8 Nicotiana tabacum cDNA clone KF8B.200O10, mRNA sequence [EB428306]120.95 1

Unknown 969.86 1

Unknown 630.52 1

gb|AGN_RPC023xp04f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142191]31.87 1

Unknown 311.48 1

gb|KN6B.100L06F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100L06, mRNA sequence [EB438409]231.77 1

Unknown 41.49 1

gb|AGN_PNL212cf1_d9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG187663]40.89 1

gb|KF8C.110P24F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110P24, mRNA sequence [EB427763]1269.91 1

Unknown 1018.46 1

gb|KL4B.108K12F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108K12, mRNA sequence [DW000704]274.6 1

Unknown 38.49 1

tc|Rep: Small GTP-binding protein - Capsicum annuum (Bell pepper), complete [TC52601]10847.75 1

gb|BP130610 MAT001 Nicotiana tabacum cDNA clone BY2594, mRNA sequence [BP130610]18.97 1

tc|Rep: Adenylyl-sulfate reductase precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (34%) [TC51507]5751.9 1

Unknown 16.61 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC54124]2779.83 1

gb|Nicotiana tabacum obtusifoliol-14-demethylase (CYP51) mRNA, complete cds [AF116915]61.29 1



tc|Rep: Ribulose bisphosphate carboxylase large chain precursor - Nicotiana sylvestris (Wood tobacco), complete [TC40148]594.4 1

Unknown 52.54 1

gb|KF8C.106M16F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106M16, mRNA sequence [EB426676]36.33 1

gb|AGN_PNL229br1_f3.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG199960]25.63 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC42809]462.53 1

Unknown 62.07 1

Unknown 29.15 1

gb|AGN_RNC024xa10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158067]57.05 1

gb|KR2B.110N10F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110N10, mRNA sequence [EB446238]9294.71 1

gb|Nicotiana tabacum Wisconsin 38 vitronectin-like adhesion protein mRNA, complete cds [U04632]1089.42 1

tc|Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC71544]331.94 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC55402]31.78 1

Unknown 22.28 1

gb|FS403828 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0009_1_E07 5', mRNA sequence [FS403828]2858.53 1

gb|KT7B.107N02F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107N02, mRNA sequence [EB448394]32.03 1

gb|KR3B.106M07F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106M07, mRNA sequence [DW003761]194.24 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC44555]565.58 1

tc|Rep: Serine/threonine protein phosphatase - Vitis vinifera (Grape), partial (47%) [TC42038]792.22 1

Unknown 88.67 1

gb|TT-27_K03 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641271]111.24 1

gb|KP1B.102J11F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102J11, mRNA sequence [DV160207]79.02 1

Unknown 389.97 1

Unknown 377.8 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC66224]2366.56 1

gb|10G12 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH664450]181.21 1

Unknown 24.85 1

Unknown 55.16 1

tc|Rep: Similarity to EH domain containing proteins - Arabidopsis thaliana (Mouse-ear cress), partial (36%) [TC60702]556.02 1

gb|KR2B.101K12F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.101K12, mRNA sequence [EB443828]228.9 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC11-1-240, cultivar Bright Yellow 2 [AJ718724]29.22 1

tc|Rep: Chromosome undetermined scaffold_55, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC59787]905.9 1

gb|KN6B.102K01F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102K01, mRNA sequence [EB439113]299.07 1

tc|Rep: Chromosome chr1 scaffold_136, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC56497]21.26 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC48170]175.81 1



Unknown 98.65 1

gb|TL13.110O19F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.110O19, mRNA sequence [EB435434]504.73 1

Unknown 129.44 1

Unknown 1032.57 1

Unknown 887.95 1

tc|Rep: Chromosome chr10 scaffold_50, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC49753]84.65 1

gb|KL5B.106L07F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.106L07, mRNA sequence [EB430351]56.41 1

Unknown 3017.19 1

gb|TT-49_J11 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645383]468.8 1

Unknown 36.26 1

gb|KL4B.105A02F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105A02, mRNA sequence [DW000151]36.02 1

tc|Rep: Constitutive plastid-lipid associated protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (98%) [TC42766]68.37 1

Unknown 124.68 1

tc|Rep: Chromosome chr5 scaffold_58, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC44400]243 1

Unknown 1009.08 1

gb|TT-12_I21 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635177]171.82 1

gb|AGN_RNC018xi14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161363]139.99 1

Unknown 76.29 1

gb|TT-07_G04 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640803]17.45 1

gb|KG9B.107C11F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107C11, mRNA sequence [EB679403]751.64 1

gb|FS401498 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0002_4_B02 5', mRNA sequence [FS401498]93.12 1

gb|Nicotiana tabacum mRNA for protoporphyrin IX oxidase, ppxII gene [Y13466] 80.95 1

Unknown 88.34 1

Unknown 39.01 1

tc|Rep: Chromosome chr2 scaffold_112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC62063]4740.5 1

tc|Rep: Mu opioid receptor mMOR-1R1 - Mus musculus (Mouse), partial (6%) [TC65328] 30.46 1

Unknown 40.17 1

Unknown 94.34 1

gb|AGN_ELP005xf15f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137250]56.73 1

gb|KL4B.103I05F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103I05, mRNA sequence [DV999608]57.21 1

tc|Rep: Thaliana 60S ribosomal protein L7 - Solanum tuberosum (Potato), complete [TC40694]28.28 1

Unknown 99.36 1

gb|TT-27_O16 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644588]76.86 1

Unknown 994.9 1



tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC66144]138.73 1

Unknown 29.12 1

tc|Rep: Mitochondrial processing peptidase-like - Solanum tuberosum (Potato), partial (52%) [TC45220]100.75 1

tc|Rep: Autophagy-related protein 3 - Vitis vinifera (Grape), complete [TC47245] 53.4 1

gb|AGN_RNC121xf18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG176065]390.71 1

gb|KG9B.106J17F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106J17, mRNA sequence [EB679203]5741.26 1

Unknown 26.69 1

tc|Rep: Pyridoxine biosynthesis protein - Glycine max (Soybean), partial (98%) [TC46375]1502.31 1

Unknown 120.73 1

gb|TT-21_B07 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639353]411.93 1

gb|Nicotiana tabacum chaperone GrpE type 1 (GrpE1) mRNA, nuclear gene encoding mitochondrial protein, complete cds [AF098635]84.41 1

tc|Rep: Heat shock protein 90 - Nicotiana tabacum (Common tobacco), partial (29%) [TC54825]533.66 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC76556]18.96 1

Unknown 190.36 1

Unknown 59.82 1

tc|Rep: Avr9/Cf-9 rapidly elicited protein 31 - Nicotiana tabacum (Common tobacco), complete [TC49068]22 1

tc|Rep: Endosomal protein-like - Arabidopsis thaliana (Mouse-ear cress), partial (33%) [TC69362]849.58 1

tc|Rep: Chromosome undetermined scaffold_87, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC47547]539.16 1

tc|Rep: Protein kinase - Medicago truncatula (Barrel medic), partial (37%) [TC58053] 2204.86 1

gb|KR2B.104A09F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.104A09, mRNA sequence [EB444504]51.79 1

tc|Rep: Chromosome chr18 scaffold_59, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC44088]26.44 1

Unknown 1118.08 1

tc|Rep: Chromosome chr18 scaffold_59, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC47686]83.04 1

tc|Rep: Ribosomal protein L3A - Nicotiana tabacum (Common tobacco), complete [TC51611]40.05 1

gb|KN6B.101D07F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101D07, mRNA sequence [EB438594]33.77 1

gb|TT-20_G03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636765]942.5 1

tc|Rep: Chromosome chr10 scaffold_204, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC76965]36.49 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC47515]92.2 1

gb|BP129613 MAT001 Nicotiana tabacum cDNA clone BY1485, mRNA sequence [BP129613]23.18 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC46543]895.83 1

gb|BP134806 MAT001 Nicotiana tabacum cDNA clone BY7249, mRNA sequence [BP134806]23.02 1

gb|FS416927 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0044_4_D09 5', mRNA sequence [FS416927]514.33 1

Unknown 90.26 1

gb|TT-23_E16 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641096]844.58 1



tc|Rep: NB-ARC domain containing protein - Solanum tuberosum (Potato), partial (8%) [TC66699]80.3 1

gb|KT7B.100O10F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100O10, mRNA sequence [EB447706]960.62 1

tc|Rep: Chromosome undetermined scaffold_60, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC46344]471.53 1

gb|TT-47_A04 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638314]41.84 1

gb|KT7C.102L01F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102L01, mRNA sequence [EB449388]63.67 1

gb|AGN_RNC014xf18r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG163907]18.36 1

Unknown 17175.1 1

tc|Rep: Chromosome undetermined scaffold_611, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC49505]35.63 1

gb|KF8C.101E06F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101E06, mRNA sequence [EB424698]32138 1

Unknown 244.93 1

gb|Nicotiana tabacum basic helix-loop-helix protein mRNA, complete cds [EU880279] 3142.46 1

gb|AGN_RNC022xp13f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159329]55.78 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC66881]800.28 1

Unknown 20.64 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC45562]627.4 1

gb|KP1B.105P02F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105P02, mRNA sequence [EB681914]184.31 1

Unknown 43.66 1

gb|Nicotiana tabacum partial mRNA for chloroplast FtsZ-like protein (ftsZ gene), clone FtsZ1-1 [AJ271748]244.75 1

gb|BP135430 MAT001 Nicotiana tabacum cDNA clone BY7940, mRNA sequence [BP135430]19.89 1

Unknown 48.21 1

gb|AGN_RPC015xe14f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144478]65.78 1

gb|KN6B.102C03F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102C03, mRNA sequence [EB438934]235.42 1

tc|Rep: Branched-chain amino acid ABC transporter, ATP-binding protein - Roseovarius sp. 217, partial (6%) [TC62559]754.59 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT32-4-220, cultivar Bright Yellow 2 [AJ718186]35.58 1

gb|KP1B.105H02F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105H02, mRNA sequence [EB681754]685.24 1

Unknown 177.51 1

gb|KG9B.101D07F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101D07, mRNA sequence [EB677239]72.67 1

Unknown 19.44 1

gb|KG9B.002I22F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002I22, mRNA sequence [DV158042]31.28 1

gb|KG9B.005G05F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005G05, mRNA sequence [DV159080]24.59 1

Unknown 2039.51 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC65396]755.78 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC60539]755.46 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC45510]63.85 1



gb|AGN_RPC012xh11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG145536]62.63 1

gb|KR2B.108O20F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.108O20, mRNA sequence [EB445661]348.62 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC67226]19.49 1

Unknown 522.21 1

gb|KP1B.105O03F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105O03, mRNA sequence [EB681892]95.89 1

Unknown 43.5 1

gb|KN6B.009I22F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009I22, mRNA sequence [EB438044]19015.1 1

gb|TT-04_E07 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640616]202.19 1

gb|KP1B.037L23F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.037L23, mRNA sequence [DV159554]579.06 1

tc|Rep: S-adenosylmethionine synthetase 3 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (94%) [TC45128]20232.85 1

gb|KN6B.101L09F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101L09, mRNA sequence [EB438781]168.36 1

gb|tbt_002261 Normalized Nicotiana tabacum cDNA library Nicotiana tabacum cDNA clone tbt_002261 5', mRNA sequence [CV017770]644.37 1

gb|KG9B.102P01F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102P01, mRNA sequence [EB677862]187.51 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC75046]209.31 1

Unknown 22.06 1

Unknown 482.75 1

gb|KF8B.202F14F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202F14, mRNA sequence [EB428794]49925.7 1

Unknown 26.3 1

gb|HAP5-7 Cultured tobacco cells Nicotiana tabacum cDNA 3' similar to Virus resistance (N) gene, mRNA sequence [DR109313]23.72 1

Unknown 28.02 1

gb|KT7B.107A21F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107A21, mRNA sequence [EB448119]68.38 1

tc|Rep: Ubiquitin carrier protein - Solanum tuberosum (Potato), complete [TC44047] 263.05 1

Unknown 175.38 1

gb|N.tabacum mRNA for caffeoyl-CoA O-methyltransferase [Z56282] 493.04 1

gb|KT7C.110P04F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110P04, mRNA sequence [EB451564]58.47 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC47285]182.82 1

gb|KL4B.104J20F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104J20, mRNA sequence [DW000005]92.15 1

tc|Rep: Chromosome undetermined scaffold_163, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC55712]56.95 1

gb|KF8C.101K08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101K08, mRNA sequence [EB424835]210.52 1

gb|AGN_ELP026xk21f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG138693]382.84 1

Unknown 86.67 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC57759]108.98 1

tc|Rep: NtEIG-E80 protein - Nicotiana tabacum (Common tobacco), partial (62%) [TC75765]306.15 1

Unknown 360.19 1



gb|KL4B.106D01F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106D01, mRNA sequence [EB680119]183.82 1

Unknown 2171.2 1

Unknown 1253.25 1

gb|Nicotiana tabacum arcA mRNA for G protein beta subunit-like protein, complete cds [D17526]32.65 1

tc|Rep: Chromosome undetermined scaffold_77, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC50460]97.94 1

tc|Rep: Ubiquitin carrier protein - Nicotiana tabacum (Common tobacco), complete [TC43416]152.34 1

Unknown 550.9 1

tc|Rep: Vacuolar protein sorting-associated protein 26-like protein - Solanum tuberosum (Potato), partial (47%) [TC50527]267.61 1

Unknown 624.25 1

gb|TT-11_F16 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642291]2318.11 1

Unknown 22.4 1

gb|AGN_ELP008xf19f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136330]31.92 1

Unknown 31.81 1

gb|KP1B.107H16F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107H16, mRNA sequence [DV161230]1573.11 1

gb|KN6B.105P08F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105P08, mRNA sequence [EB440322]1531.17 1

gb|KR3B.110I21F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110I21, mRNA sequence [DW005092]18.56 1

tc|Rep: Cullin 1-like protein C - Petunia integrifolia subsp. inflata, partial (18%) [TC58250]108.53 1

tc|Rep: Plastid glucose-6-phosphate/phosphate translocator - Helianthus annuus (Common sunflower), partial (38%) [TC54258]40.94 1

gb|TT-29_G11 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641357]530.66 1

tc|Rep: Chromosome chr18 scaffold_59, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC42279]32.58 1

Unknown 983.01 1

gb|TT-06_M10 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635775]542.11 1

gb|KL4B.104H17F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104H17, mRNA sequence [DV999956]486.24 1

gb|KP1B.001N14F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001N14, mRNA sequence [DV162682]244.64 1

gb|AGN_RNC121xg06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG175871]18.86 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC70297]603.27 1

Unknown 11128.85 1

Unknown 107.85 1

Unknown 31.28 1

gb|CHO_SL003xc11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH624123] 23.9 1

Unknown 42.57 1

gb|AGN_PNL218cf1_g10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG192050]24.1 1

Unknown 22.18 1

Unknown 30.3 1



Unknown 481.73 1

Unknown 70.83 1

tc|Rep: Chromosome undetermined scaffold_80, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC47830]245.4 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC47851]505.07 1

gb|KP1B.104D17F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104D17, mRNA sequence [DV160797]600.44 1

gb|CHO_SL001xm09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH624474]135.03 1

gb|TT-38_O14 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638066]211.29 1

gb|AGN_RPC019xj22f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143459]62.87 1

tc|Rep: NtSar1 protein - Nicotiana tabacum (Common tobacco), complete [TC41083] 2558.27 1

gb|KL4B.102P15F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102P15, mRNA sequence [EB680052]31.86 1

gb|KR2B.104G24F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.104G24, mRNA sequence [EB444636]412.26 1

tc|Rep: Transformer-SR ribonucleoprotein - Nicotiana tabacum (Common tobacco), partial (98%) [TC76815]1014.39 1

Unknown 36.65 1

Unknown 256.83 1

gb|Nicotiana tabacum mRNA for phragmoplastin, dynamin-like protein [AJ244024] 2178.99 1

gb|AGN_RNC127xa14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172752]28.89 1

gb|KG9B.005P12F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005P12, mRNA sequence [DV159293]134.88 1

tc|Rep: Tubulin folding cofactor A - Hordeum vulgare var. distichum (Two-rowed barley), partial (71%) [TC72771]51.99 1

tc|Rep: Chromosome undetermined scaffold_245, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC49416]33.95 1

gb|KF8C.102B17F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102B17, mRNA sequence [EB425003]33.58 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC50852]28.72 1

Unknown 23.37 1

gb|KL4B.104I18F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104I18, mRNA sequence [DV999980]28.28 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC43754]66.21 1

Unknown 32.88 1

Unknown 361.63 1

gb|KP1B.109O17F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109O17, mRNA sequence [DV162035]48.37 1

Unknown 106.22 1

gb|KP1B.107M24F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107M24, mRNA sequence [DV161341]57.89 1

gb|KN6B.110B21F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.110B21, mRNA sequence [EB441762]16.98 1

tc|Rep: EIL1 - Petunia hybrida (Petunia), partial (5%) [TC63787] 238.67 1

tc|Rep: Chromosome undetermined scaffold_133, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC68757]179.51 1

Unknown 11508.45 1

Unknown 16.93 1



Unknown 45.52 1

Unknown 245.08 1

tc|Rep: ATP synthase subunit a - Nicotiana tabacum (Common tobacco), complete [TC60690]204.08 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC44367]41.56 1

Unknown 19.82 1

gb|AGN_PNL224df1_b4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG196569]57.58 1

Unknown 24.69 1

gb|TT-28_F14 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641293]36.64 1

tc|Rep: NADH dehoydrogenase - Arabidopsis thaliana (Mouse-ear cress), partial (75%) [TC57194]400 1

tc|Rep: Ubiquitin carrier protein - Capsicum annuum (Bell pepper), complete [TC47237] 342.83 1

Unknown 41.77 1

gb|TT-20_H01 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639309]1176.99 1

Unknown 6746.11 1

tc|Rep: Dem protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (44%) [TC71746]39.89 1

tc|Rep: AT5g64840/MXK3_6 - Arabidopsis thaliana (Mouse-ear cress), partial (73%) [TC45694]63.49 1

gb|TT-21_K17 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636848]607.1 1

tc|Rep: Chromosome chr8 scaffold_99, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC62811]926.38 1

gb|15C04 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH664831]24.79 1

tc|Rep: Hydroproline-rich glycoprotein like protein - Nicotiana tabacum (Common tobacco), partial (88%) [TC67372]97.19 1

gb|KN6B.107O10F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.107O10, mRNA sequence [EB440991]113.85 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC53024]98.68 1

gb|AGN_RNC108xf20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG152454]46.07 1

gb|tbt_007895 Normalized Nicotiana tabacum cDNA library Nicotiana tabacum cDNA clone tbt_007895 5', mRNA sequence [CV018427]949.36 1

Unknown 46.95 1

tc|Rep: Dehydroascorbate reductase - Solanum tuberosum (Potato), partial (60%) [TC61005]94.64 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC65442]1584.18 1

Unknown 68.6 1

Unknown 852.6 1

tc|Rep: Ribosomal protein S6-like protein - Solanum tuberosum (Potato), complete [TC54691]21.47 1

tc|Rep: Chromosome undetermined scaffold_891, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC48597]458.66 1

Unknown 50.44 1

gb|KF8C.108E23F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108E23, mRNA sequence [EB426854]9399.86 1

gb|KN6B.102G20F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102G20, mRNA sequence [EB439039]539.64 1

tc|Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC49128]933.79 1



Unknown 33.63 1

tc|Rep: Mitochondrial processing peptidase-like - Solanum tuberosum (Potato), partial (52%) [TC45220]264.04 1

gb|TT-14_C13 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634181]104.79 1

Unknown 192.33 1

Unknown 35.45 1

tc|Rep: ALG2-interacting protein X - Nicotiana tabacum (Common tobacco), partial (35%) [TC46845]23.92 1

gb|TT-13_G17 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636265]98.88 1

gb|KL5B.115B07F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.115B07, mRNA sequence [EB431808]42.81 1

gb|KL5B.001P11F.050901T7 KL5B Nicotiana tabacum cDNA clone KL5B.001P11, mRNA sequence [EB429241]405.16 1

tc|Rep: EIL1 - Nicotiana tabacum (Common tobacco), complete [TC41476] 97.85 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC60901]328.34 1

gb|TT-20_M23 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636798]9264.01 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC53470]223.01 1

gb|KN6B.115P21F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.115P21, mRNA sequence [EB443066]42.92 1

gb|KR3B.106G05F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106G05, mRNA sequence [DW003630]227.13 1

Unknown 1565.76 1

gb|KF8C.102B08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102B08, mRNA sequence [EB424994]27.05 1

Unknown 23.1 1

gb|KR3B.109F02F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109F02, mRNA sequence [DW004634]18500.5 1

Unknown 44.49 1

gb|KF8B.201N07F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201N07, mRNA sequence [EB428617]27.26 1

tc|Rep: At2g43020/MFL8.12 - Arabidopsis thaliana (Mouse-ear cress), partial (94%) [TC57268]585.44 1

tc|Rep: ER lumen protein retaining receptor - Vitis vinifera (Grape), complete [TC56951]1142.27 1

tc|Rep: 40S ribosomal protein S4 - Solanum tuberosum (Potato), partial (68%) [TC68184] 34.4 1

gb|KT7C.104K05F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104K05, mRNA sequence [EB449715]762.61 1

Unknown 57.62 1

gb|KL5B.111A10F.060117T7 KL5B Nicotiana tabacum cDNA clone KL5B.111A10, mRNA sequence [EB430886]3288.15 1

Unknown 34.74 1

tc|Rep: 4-hydroxyphenylpyruvate dioxygenase - Daucus carota (Carrot), partial (47%) [TC48279]53.83 1

tc|Rep: Chromosome chr19 scaffold_111, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC56147]97.94 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC52516]9450.72 1

Unknown 577.77 1

Unknown 29.14 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC66869]96.29 1



tc|Rep: Chlorophyll a/b binding protein CP29 - Phaseolus aureus (Mung bean) (Vigna radiata), partial (39%) [TC72560]255.88 1

gb|N.tabacum mRNA for ornithine decarboxylase [Y10472] 639.21 1

Unknown 41.57 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC75867]73.12 1

gb|KF8C.105O11F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105O11, mRNA sequence [EB426356]212.21 1

gb|AGN_PNL221df1_g3.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194427]541.44 1

gb|KG9B.002I22F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002I22, mRNA sequence [DV158042]48.57 1

gb|KT7B.100K06F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100K06, mRNA sequence [EB447622]3475.54 1

Unknown 112.74 1

tc|Rep: SNF1-related kinase complex anchoring protein SIP1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC69896]144.48 1

gb|KP1B.109H22F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109H22, mRNA sequence [DV161891]66.75 1

Unknown 105.62 1

tc|Rep: Na+/H+ antiporter precursor - Populus euphratica (Euphrates poplar), partial (68%) [TC42437]169.21 1

tc|Rep: MYB transcription factor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle), partial (58%) [TC52053]24.01 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC49254]295.54 1

gb|Nicotiana tabacum mRNA for SET-domain-containing protein (set1 gene) [AJ294474] 260.31 1

gb|KL4B.101A01F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101A01, mRNA sequence [DV999089]21.24 1

gb|AGN_PNL225bf1_h12.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG196991]7877.44 1

gb|TT-22_M21 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644381]25.71 1

gb|Nicotiana tabacum mRNA for putative cytosolic cysteine synthase 7 (oas7 gene) [AM087458]1160.99 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC59285]185.29 1

Unknown 21.02 1

tc|Rep: Glycine-rich protein-like - Oryza sativa subsp. japonica (Rice), partial (35%) [TC53923]178.7 1

gb|AGN_RNC116xg18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148939]171.88 1

Unknown 87.11 1

tc|Rep: Complex: S. cerevisiae L29 is part of the 60S subunit of the ribosome - Aspergillus niger, complete [TC70792]18.22 1

Unknown 81.01 1

Unknown 269.07 1

gb|AGN_RPC013xb23f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG145187]30.06 1

Unknown 400.69 1

tc|Rep: Malonyl-CoA:ACP transacylase - Perilla frutescens (Beefsteak plant) (Chinese basil), partial (86%) [TC52294]270.03 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC40671]1921.35 1

gb|KP1B.037B08F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.037B08, mRNA sequence [DV159330]30.43 1

gb|KN6B.110M01F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.110M01, mRNA sequence [EB441986]69.38 1



Unknown 9070.69 1

tc|Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC64969]42.45 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC68218]86.11 1

tc|Rep: Voltage-dependent anion channel - Nicotiana tabacum (Common tobacco), complete [TC40612]128.34 1

Unknown 50.46 1

tc|Rep: AG-motif binding protein-2 - Nicotiana tabacum (Common tobacco), complete [TC46337]96.87 1

Unknown 258.7 1

gb|KT7B.103E12F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.103E12, mRNA sequence [EB447840]93.62 1

Unknown 26.01 1

gb|CHO_SL023xa21f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623004]3439.66 1

gb|KT7C.113L02F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.113L02, mRNA sequence [EB452161]21.71 1

Unknown 205.82 1

gb|KL5B.112K19F.060210T7 KL5B Nicotiana tabacum cDNA clone KL5B.112K19, mRNA sequence [EB431255]1581.61 1

Unknown 253.14 1

Unknown 84.31 1

Unknown 967.03 1

gb|AGN_PNL227cf1_f6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG198611]22.38 1

gb|KR2B.001O08F.050815T7 KR2B Nicotiana tabacum cDNA clone KR2B.001O08, mRNA sequence [EB443300]19.81 1

Unknown 32.55 1

Unknown 34.84 1

Unknown 41.47 1

gb|KL4B.106E21F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106E21, mRNA sequence [EB680158]35.85 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC50589]46.27 1

tc|Rep: 40S ribosomal protein S7 - Avicennia marina (Grey mangrove), complete [TC42929]1012.11 1

tc|Rep: ChaC-like family protein-like - Solanum tuberosum (Potato), partial (94%) [TC74235]3180.31 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC47231]32.37 1

tc|Rep: Zinc finger, RING-type; Thioredoxin-related - Medicago truncatula (Barrel medic), partial (53%) [TC48584]86.29 1

Unknown 226.61 1

gb|FS436570 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0099_1_F07 5', mRNA sequence [FS436570]76.97 1

gb|KP1B.103D12F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103D12, mRNA sequence [DV160431]142 1

tc|Rep: Soluble inorganic pyrophosphatase - Solanum tuberosum (Potato), partial (96%) [TC41687]981.01 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC55307]191.03 1

Unknown 62.29 1

gb|KR3B.109H16F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109H16, mRNA sequence [DW004694]27.74 1



tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC66640]1121.68 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC48679]94.96 1

Unknown 35.19 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC70470]584.56 1

gb|KG9B.103F10F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103F10, mRNA sequence [EB678007]30.18 1

gb|KG9B.102C17F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102C17, mRNA sequence [EB677577]327.31 1

Unknown 827.92 1

gb|KL4B.109B08F.051108T7 KL4B Nicotiana tabacum cDNA clone KL4B.109B08, mRNA sequence [DW000842]191.54 1

gb|AGN_RNC123xf10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG175007]210.67 1

Unknown 18.9 1

tc|Rep: Ly200 protein - Capsicum annuum (Bell pepper), complete [TC55451] 41.35 1

gb|FS399667 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0075_3_A12 5', mRNA sequence [FS399667]1829.68 1

tc|Rep: Phosphoenolpyruvate carboxylase - Solanum tuberosum (Potato), partial (83%) [TC50486]109.33 1

tc|Rep: Glutathione S-transferase, class-phi - Solanum commersonii (Commerson's wild potato), partial (51%) [TC56865]128.04 1

gb|TT-38_N08 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638060]169.68 1

gb|AGN_RNC013xl12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164439]67.13 1

gb|TT-16_K24 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642353]71.61 1

gb|KL4B.105H09F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105H09, mRNA sequence [DW000310]165.99 1

Unknown 4319.57 1

Unknown 20.73 1

gb|KG9B.104B10F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104B10, mRNA sequence [EB678282]152.38 1

tc|Rep: 3'-5' exonuclease domain-containing protein-like - Solanum tuberosum (Potato), partial (96%) [TC46307]9897.3 1

tc|Rep: PttA - Petunia hybrida (Petunia), partial (39%) [TC49360] 1292.13 1

tc|Rep: Predicted protein - Chlamydomonas reinhardtii, partial (4%) [TC73662] 1913.55 1

Unknown 25.98 1

gb|AGN_RNC117xl01r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG178141]24.7 1

gb|CHO_SL011xo14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618209]34.28 1

gb|AGN_ELP002xl14f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG138251]183.05 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC40295]717.98 1

gb|Nicotiana tabacum mRNA for calmodulin NtCaM1, complete cds [AB050837] 1098.29 1

Unknown 1601.16 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC74279]2928.6 1

gb|KG9B.102A05F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102A05, mRNA sequence [EB677519]107.34 1

gb|KR3B.111G24F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111G24, mRNA sequence [EB683024]3556.91 1



tc|Rep: F2P3.9 protein - Arabidopsis thaliana (Mouse-ear cress), partial (24%) [TC63950] 27.29 1

Unknown 22.1 1

gb|KN6B.108L12F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.108L12, mRNA sequence [EB441267]84.83 1

gb|CHO_SL012xm16f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618467]563.07 1

Unknown 73.09 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC45323]167.77 1

gb|AGN_PNL226bf1_h4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG197710]23.72 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC62436]65.25 1

gb|KP1B.103J03F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103J03, mRNA sequence [DV160558]23.29 1

gb|FS405146 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0012_3_H07 5', mRNA sequence [FS405146]28.22 1

gb|KR3B.110C13F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110C13, mRNA sequence [DW004949]8065.7 1

tc|Rep: Cellulose synthase - Solanum tuberosum (Potato), partial (40%) [TC50352] 26.51 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC67705]28.43 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC76972]1067.4 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC73615]9518.3 1

tc|Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC58846]549.89 1

tc|Rep: NtEIG-E80 protein - Nicotiana tabacum (Common tobacco), partial (87%) [TC58664]34416.15 1

Unknown 223.55 1

gb|AGN_RPC023xd13f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142060]135.06 1

gb|KT7C.112O19F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112O19, mRNA sequence [EB451919]319.33 1

gb|Nicotiana tabacum sucrose-phosphate synthase isoform B (SPSB) mRNA, complete cds [DQ213015]481.08 1

tc|Rep: Ovule receptor-like kinase 28 precursor - Solanum chacoense (Chaco potato), partial (40%) [TC52363]29.75 1

Unknown 177.7 1

tc|Rep: Calcium-dependent protein kinase CDPK1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (96%) [TC50820]24.79 1

Unknown 31.45 1

gb|Nicotiana tabacum urate oxidase mRNA, complete cds [DQ365933] 19.06 1

gb|KR3B.106G20F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106G20, mRNA sequence [DW003644]783.24 1

Unknown 525.15 1

gb|TT-07_D22 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640794]19.11 1

gb|KN6B.103M10F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103M10, mRNA sequence [EB439530]24.75 1

Unknown 2778.77 1

gb|Nicotiana tabacum arginine decarboxylase mRNA, complete cds [AF321137] 9815.62 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC70350]159.41 1

gb|TOBESTR059A07 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG626323]273.11 1



tc|Rep: Chromosome chr1 scaffold_180, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC70836]93.77 1

gb|KN6B.101A12F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101A12, mRNA sequence [EB438528]43.48 1

gb|KL4B.113D21F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.113D21, mRNA sequence [EB681364]18.86 1

gb|CHO_SL018xj10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619468]1599.46 1

tc|Rep: Chromosome chr8 scaffold_115, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC66985]208.23 1

Unknown 29.38 1

gb|KF8C.102A10F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102A10, mRNA sequence [EB424973]209.42 1

Unknown 58.15 1

tc|Rep: Ubiquitin-conjugating enzyme family protein-like protein - Solanum tuberosum (Potato), complete [TC41967]106.53 1

gb|TT-47_G16 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638349]133.09 1

gb|KF8C.102E08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102E08, mRNA sequence [EB425061]95.05 1

gb|TT-15_M17 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640413]29.78 1

Unknown 161.01 1

gb|KF8B.201P01F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201P01, mRNA sequence [EB428657]139.66 1

Unknown 24.93 1

gb|Nicotiana tabacum cytosolic aconitase (ACO) mRNA, complete cds [AF194945] 38.18 1

gb|CHO_SL023xn20f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623258]2293.59 1

gb|KT7C.108D17F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108D17, mRNA sequence [EB450614]186.87 1

gb|KF8B.200A11F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200A11, mRNA sequence [EB428060]474.95 1

tc|Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC50328]201.05 1

gb|TT-23_C05 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636965]122.56 1

Unknown 20.42 1

gb|BP534517 MAT005 Nicotiana tabacum cDNA clone BY33097, mRNA sequence [BP534517]167.73 1

gb|KF8C.101E16F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101E16, mRNA sequence [EB424706]214.85 1

tc|Rep: Chromosome undetermined scaffold_203, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC72022]11066.15 1

Unknown 169.9 1

tc|Rep: Chromosome chr9 scaffold_65, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC41915]102.64 1

gb|AGN_RPC002xi02f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG148386]49.57 1

Unknown 31.01 1

Unknown 17.58 1

gb|KP1B.107H01F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107H01, mRNA sequence [DV161215]150.79 1

Unknown 53.51 1

gb|TT-30_J08 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644694]319.45 1

Unknown 476.38 1



gb|KL4B.106M13F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106M13, mRNA sequence [EB680305]106.77 1

tc|Rep: Chromosome undetermined scaffold_1484, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC73838]2429.48 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC48878]410.71 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC51761]263.08 1

tc|CPY18934 Solanum nigrum chloroplast tRNA-Ala, tRNA-Ile, 16S rRNA, tRNA-Val, rps12, rps7, ndhB genes, partial (24%) [TC68602]1254.49 1

gb|BP533691 MAT005 Nicotiana tabacum cDNA clone BY31006, mRNA sequence [BP533691]37.27 1

Unknown 1673.72 1

gb|KL4B.110E10F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110E10, mRNA sequence [DW001145]60.18 1

Unknown 21.88 1

gb|KG9B.101O01F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101O01, mRNA sequence [EB677471]140.1 1

Unknown 507.74 1

gb|AGN_RNC127xf14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172969]26.83 1

gb|AM824642 seedling library, SL Nicotiana tabacum cDNA clone nt002330037, mRNA sequence [AM824642]31 1

tc|Rep: Pyruvate dehydrogenase E1 beta subunit isoform 2 - Zea mays (Maize), partial (90%) [TC49280]190.34 1

Unknown 41.27 1

gb|KL4B.113I12F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.113I12, mRNA sequence [EB681458]198.01 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC63063]150.83 1

gb|AGN_RNC109xi21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG151649]46.41 1

gb|TT-09_B10 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640862]27.13 1

Unknown 1299.28 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC61302]42.08 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT2-32-460, cultivar Bright Yellow 2 [AJ719141]252.72 1

gb|Nicotiana tabacum adenyl cyclase (Axi 141) mRNA, complete cds [AF026389] 17.43 1

gb|KL4B.111C19F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111C19, mRNA sequence [EB680718]30.76 1

Unknown 603.42 1

Unknown 831.53 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC56365]379.32 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC77194]18.16 1

gb|FS406426 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0016_1_G05 5', mRNA sequence [FS406426]107.07 1

gb|CHO_SL008xm11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620928]134.64 1

tc|Rep: Chromosome chr19 scaffold_126, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC43080]1085.61 1

gb|AGN_RPC022xm24f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142351]33.26 1

tc|Rep: Glycoprotein-like protein - Solanum tuberosum (Potato), partial (97%) [TC55982] 27.82 1

Unknown 18.75 1



gb|Nicotiana tabacum receptor-like protein kinase (PRK2) mRNA, partial cds [AF246967]2839.53 1

Unknown 24.12 1

Unknown 29.54 1

Unknown 2036.14 1

gb|KL4B.103L05F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103L05, mRNA sequence [DV999676]1378.94 1

tc|Rep: Os01g0170400 protein - Oryza sativa subsp. japonica (Rice), partial (7%) [TC53198]501.29 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC48291]267.13 1

gb|KG9B.001A11F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001A11, mRNA sequence [DV157486]744.04 1

Unknown 987.33 1

gb|TT-12_L01 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636212]6419.59 1

gb|AGN_RNC022xa22f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159147]134.57 1

gb|AGN_RNC017xc08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161897]27.73 1

Unknown 31.59 1

Unknown 37.21 1

Unknown 127.35 1

Unknown 405.43 1

gb|KN6B.103P10F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103P10, mRNA sequence [EB439598]36.06 1

Unknown 233.28 1

gb|KL5B.114H13F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.114H13, mRNA sequence [EB431659]36.42 1

Unknown 943.03 1

tc|Rep: Glycolate oxidase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (71%) [TC45900]65.58 1

gb|KR2B.110H02F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110H02, mRNA sequence [EB446106]17.46 1

gb|AGN_PNL202df1_a7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG180507]76.31 1

gb|TT-07_L12 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635833]34.91 1

Unknown 150.16 1

gb|AGN_ELP006xd10f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137012]57.45 1

Unknown 19.67 1

gb|KR2B.108I01F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.108I01, mRNA sequence [EB445534]93.69 1

tc|Rep: Eukaryotic initiation factor 4A-9 - Nicotiana tabacum (Common tobacco), complete [TC40674]1148.53 1

Unknown 248.9 1

Unknown 189.08 1

gb|KG9B.001K05F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001K05, mRNA sequence [DV157707]57.93 1

gb|KG9B.004E10F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004E10, mRNA sequence [DV158670]156.65 1

Unknown 26.12 1



Unknown 19.82 1

gb|KG9B.005P12F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005P12, mRNA sequence [DV159293]73.77 1

gb|Nicotiana tabacum JD1 (JD1) mRNA, complete cds [AF316320] 577.34 1

Unknown 32.09 1

gb|KL4B.101N15F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101N15, mRNA sequence [DV999374]544.45 1

Unknown 21.45 1

gb|FS419329 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0051_2_G05 5', mRNA sequence [FS419329]1786.63 1

tc|Rep: Tyrosyl-tRNA synthetase - Nicotiana tabacum (Common tobacco), partial (15%) [TC63766]18.26 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC68975]1329.52 1

tc|Rep: Farnesyl pyrophosphate synthase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (15%) [TC67773]236.63 1

Unknown 27.41 1

gb|FS417684 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0046_4_G01 5', mRNA sequence [FS417684]466.84 1

Unknown 125.61 1

tc|Rep: CXE carboxylesterase - Malus pumila, partial (59%) [TC55745] 28.18 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC40448]43.16 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC73370]59.53 1

Unknown 48.82 1

Unknown 51.09 1

gb|CHO_SL019xe14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623958]613.12 1

gb|AGN_RNC124xh08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG174513]23.28 1

tc|Rep: Acetyl-coenzyme A carboxylase carboxyl transferase subunit alpha - Lactobacillus delbrueckii subsp. bulgaricus (strain ATCC BAA-365), partial (5%) [TC69654]429.36 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC51682]185.44 1

gb|AGN_RNC029xh18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG156326]18.71 1

tc|Rep: Uncharacterized protein At2g18460.2 - Arabidopsis thaliana (Mouse-ear cress), partial (76%) [TC76057]25.1 1

Unknown 87.03 1

tc|Rep: 14-3-3 protein isoform g - Nicotiana tabacum (Common tobacco), complete [TC40549]90.58 1

Unknown 92.19 1

Unknown 20.68 1

tc|Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC40388]519.45 1

gb|N.tabacum mRNA for pyruvate kinase (plastid isozyme) [Z28374] 1887.86 1

Unknown 103.82 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC50599]913.14 1

gb|Nicotiana tabacum mRNA for vacuolar invertase (vi gene) [AJ305044] 59.15 1

Unknown 492.37 1



tc|Rep: UDP-glucose glucosyltransferase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle), partial (39%) [TC55244]241.21 1

tc|Rep: Signal peptidase 22 kDa subunit - Medicago truncatula (Barrel medic), partial (89%) [TC65639]1558.95 1

tc|Rep: Chromosome chr19 scaffold_35, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC72131]86.42 1

gb|AGN_RPC005xc12f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147498]56.71 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC50778]76.95 1

Unknown 25.8 1

tc|CAB63010.1 - Arabidopsis thaliana (Mouse-ear cress), partial (35%) [TC72930] 1667.59 1

tc|Rep: Chromosome chr9 scaffold_33, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC46751]10484.35 1

Unknown 195.13 1

gb|BL12.104I03F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.104I03, mRNA sequence [EB437412]584.01 1

tc|Rep: Chromosome undetermined scaffold_484, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC42515]594.59 1

gb|FS416927 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0044_4_D09 5', mRNA sequence [FS416927]614.16 1

Unknown 103.03 1

gb|TOBESTR007A07 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG621848]69.87 1

tc|Rep: Transcription factor - Nicotiana tabacum (Common tobacco), partial (33%) [TC67754]57.25 1

tc|Rep: Chromosome chr1 scaffold_180, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC46931]671.7 1

Unknown 80.16 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC49194]198.71 1

gb|KN6B.101H18F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101H18, mRNA sequence [EB438701]453.63 1

Unknown 22.1 1

Unknown 54.45 1

tc|Rep: Chromosome chr4 scaffold_443, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC45689]75.09 1

gb|ntsm10 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643439]211.1 1

gb|KF8C.101D18F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101D18, mRNA sequence [EB424686]97.86 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC47819]1308.3 1

gb|AGN_PNL227df1_e5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG198773]27.61 1

Unknown 25.41 1

gb|KL4B.106C07F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106C07, mRNA sequence [EB680105]30.34 1

tc|Rep: Phospho-2-dehydro-3-deoxyheptonate aldolase 2, chloroplast precursor - Solanum tuberosum (Potato), partial (26%) [TC45965]8574.15 1

Unknown 39.6 1

Unknown 436.49 1

gb|KR3B.105J07F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.105J07, mRNA sequence [DW003366]37.21 1

gb|TT-07_L07 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643622]110.58 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC46683]21.2 1



Unknown 61.25 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC55133]41.38 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC60162]257.61 1

gb|Nicotiana tabacum hexokinase 1a (Hxk1a) mRNA, complete cds [AY553214] 1629.83 1

gb|Nicotiana tabacum mRNA for chloroplast ribosomal protein L4, complete cds [AB010878]2739.71 1

gb|KT7B.114K15F.060127T7 KT7 Nicotiana tabacum cDNA clone KT7B.114K15, mRNA sequence [EB448670]29.21 1

gb|KP1B.102O17F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102O17, mRNA sequence [DV160326]761.73 1

tc|Rep: Probable pectate lyase P59 precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (93%) [TC54000]45576.1 1

gb|KP1B.101O17F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101O17, mRNA sequence [DV159974]22.82 1

gb|EST_CSP001xo12f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH614582]36.51 1

Unknown 120.53 1

tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC46588]511.96 1

gb|AGN_RNC010xm14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG165774]199.26 1

gb|AGN_RNC116xo18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148973]23.87 1

Unknown 58.63 1

gb|Nicotiana tabacum UDP-glucuronate decarboxylase 1 mRNA, complete cds [AY619950]685.54 1

gb|KT7C.104B05F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104B05, mRNA sequence [EB449524]80.78 1

tc|Rep: Diacylglycerol kinase-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (52%) [TC47683]80.49 1

Unknown 24.68 1

Unknown 4398.04 1

Unknown 42.25 1

Unknown 1833.69 1

tc|Rep: Chromosome undetermined scaffold_608, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC43126]57.88 1

Unknown 49.37 1

Unknown 101.19 1

tc|Rep: Chromosome chr16 scaffold_94, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC55706]170.08 1

tc|Rep: Os09g0505800 protein - Oryza sativa subsp. japonica (Rice), partial (86%) [TC49523]40.28 1

gb|TT-23_B20 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636961]745.65 1

gb|TT-10_G24 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638896]9379.51 1

Unknown 95.68 1

gb|AM818948 seedling library, SL Nicotiana tabacum cDNA clone nt002252015, mRNA sequence [AM818948]514.2 1

gb|KP1B.111H16F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.111H16, mRNA sequence [EB682084]57.99 1

Unknown 152.91 1

gb|KL4B.100M14F.050922T7 KL4B Nicotiana tabacum cDNA clone KL4B.100M14, mRNA sequence [DV999016]72.45 1



gb|KR2B.103H05F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.103H05, mRNA sequence [EB444342]47.99 1

tc|Rep: 60S ribosomal protein L38 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC62594]287.91 1

Unknown 286.21 1

gb|CHO_SL027xb23f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621959]1600.38 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC64270]31.41 1

gb|KN6B.103I10F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103I10, mRNA sequence [EB439439]431.63 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC51636]52.56 1

Unknown 19.6 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (93%) [TC54949] 48.55 1

Unknown 31.61 1

gb|KR3B.101E16F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101E16, mRNA sequence [DW001848]388.77 1

Unknown 134.43 1

gb|AGN_RNC014xf08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163834]29.31 1

gb|AGN_PNL213cf1_g3.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG188416]51.86 1

gb|KL4B.104H17F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104H17, mRNA sequence [DV999956]200.59 1

gb|CHO_SL004xd15f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616771]31.66 1

gb|KG9B.001M19F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001M19, mRNA sequence [DV157767]35.39 1

Unknown 30 1

Unknown 79.95 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC57026]561.16 1

Unknown 18.86 1

tc|Rep: Chromosome undetermined scaffold_69, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC41218]896.24 1

Unknown 20.69 1

gb|CHO_SL001xa19f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH624415]37.91 1

gb|EST T1P015 Tobacco Leaves Express Library Nicotiana tabacum cDNA clone t1p36 similar to ribosomal protein L41 (LEL41) gene, mRNA sequence [EB102901]25.25 1

Unknown 934.07 1

gb|KL4B.103G13F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103G13, mRNA sequence [DV999569]1148.75 1

tc|Rep: Metal transporter - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (34%) [TC56759]66.8 1

tc|Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC44439]16.72 1

Unknown 95.7 1

Unknown 20.23 1

gb|KT7B.114H13F.060127T7 KT7 Nicotiana tabacum cDNA clone KT7B.114H13, mRNA sequence [EB448605]709.89 1

gb|KG9B.001J02F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001J02, mRNA sequence [DV157680]18.71 1

gb|TT-17_O12 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639219]111.59 1



tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC42709]91.8 1

Unknown 283.17 1

gb|AGN_RNC018xe23f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161210]28.11 1

gb|AGN_RNC007xd13r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG167602]35.96 1

Unknown 69.51 1

Unknown 25.46 1

Unknown 1353.1 1

gb|KT7C.104K01F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104K01, mRNA sequence [EB449711]8096.84 1

tc|Rep: Methionine synthase - Nicotiana suaveolens, partial (48%) [TC42734] 11569 1

tc|Rep: Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (36%) [TC42100]104.13 1

gb|FS393498 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0058_2_A11 5', mRNA sequence [FS393498]57.54 1

tc|Rep: Ripening regulated protein-like - Solanum tuberosum (Potato), partial (56%) [TC55347]98.51 1

gb|Nicotiana tabacum sucrose transporter-like protein (SUT3) mRNA, complete cds [AF149981]207.99 1

Unknown 175.95 1

tc|Rep: Ribosomal protein L24E - Medicago truncatula (Barrel medic), complete [TC43185]1144.73 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC60644]275.05 1

Unknown 400.51 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC57004]28.28 1

gb|Nicotiana tabacum NtTOM3 mRNA for tobamovirus multiplication 3, complete cds [AB193040]2904.04 1

Unknown 32.11 1

tc|Rep: Salt tolerance protein 5-like protein - Solanum tuberosum (Potato), partial (82%) [TC49963]121.41 1

gb|Nicotiana tabacum GA2ox2 mRNA for gibberellin 2-oxidase 2, complete cds [AB125233]22.2 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC62898]4248.78 1

tc|Rep: Chromosome chr13 scaffold_210, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC56383]1594.83 1

Unknown 196.1 1

gb|KF8C.109L18F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109L18, mRNA sequence [EB427333]53.84 1

Unknown 29.21 1

tc|Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC56610]77.73 1

gb|AGN_RNC020xo16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160232]57.63 1

tc|Rep: 26S protease regulatory subunit 7 - Prunus persica (Peach), partial (34%) [TC60169]115.8 1

gb|KL4B.106D12F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106D12, mRNA sequence [EB680130]528.84 1

tc|Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC63239]42.21 1

Unknown 1190.58 1

Unknown 25.88 1



Unknown 24.18 1

gb|KG9B.004H15F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004H15, mRNA sequence [DV158744]64.68 1

gb|TT-05_D19 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635626]825.02 1

gb|N.tabacum NeIF-4A14 mRNA [X79141] 3475.99 1

gb|KR3B.103F10F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.103F10, mRNA sequence [DW002580]7836.53 1

tc|Rep: S25-PR6 - Nicotiana tabacum (Common tobacco), partial (98%) [TC47521] 37.62 1

tc|Rep: Avr9 elicitor response protein - Nicotiana tabacum (Common tobacco), partial (30%) [TC73597]30.83 1

tc|Rep: T8F5.5 protein - Arabidopsis thaliana (Mouse-ear cress), partial (43%) [TC55018]201.42 1

tc|Rep: Chromosome undetermined scaffold_623, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC54500]456.85 1

gb|TT-09_J11 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635982]18.43 1

Unknown 21.08 1

Unknown 2368.7 1

tc|Rep: Probable pectate lyase P59 precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (97%) [TC59215]21446.2 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC66783]22.35 1

Unknown 57.9 1

gb|KP1B.101N23F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101N23, mRNA sequence [DV159957]44.71 1

tc|Rep: CDPK - Ipomoea nil (Japanese morning glory) (Pharbitis nil), partial (93%) [TC52923]127.66 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC48855]1115.05 1

gb|TT-20_O05 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644307]292.32 1

tc|GB|AY532658.1|AAS92257.1 putative pyridoxine biosynthesis protein [Nicotiana tabacum] [NP959726]79.33 1

gb|TL13.105B12F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.105B12, mRNA sequence [EB433758]16968.15 1

gb|Nicotiana tabacum NtVPE-1b mRNA for vacuolar processing enzyme-1b complete cds [AB075948]31.67 1

gb|AGN_RNC022xo24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159209]183.48 1

gb|KP1B.109P14F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109P14, mRNA sequence [DV162053]43.71 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC61811]43.91 1

gb|Nicotiana tabacum Nt-5beta-POR-B mRNA for progesterone 5beta reductase-B, complete cds [AB488495]525.2 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC48665]3212.4 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC71577]88.96 1

Unknown 24.45 1

tc|Rep: Chromosome chr9 scaffold_104, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC66588]73.12 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC70804]25.96 1

gb|EST_FLW004xb16f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615961]129.48 1

Unknown 184.54 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC49227]2899.64 1



tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC53973]533.24 1

tc|Rep: LEA1-like protein - Capsicum annuum (Bell pepper), partial (97%) [TC51846] 21.48 1

tc|Rep: BRCT domain protein - Neosartorya fischeri (strain ATCC 1020 / DSM 3700 / NRRL 181)(Aspergillus fischerianus (strain ATCC 1020 / DSM 3700 / NRRL 181)), partial (3%) [TC69574]66.32 1

Unknown 113.41 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC65757]1876.24 1

tc|Rep: Isoform 2 of Q5FBB7  - Homo sapiens (Human), partial (5%) [TC56658] 58.33 1

gb|KP1B.101J08F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101J08, mRNA sequence [DV159857]186.5 1

gb|CHO_SL028xk23f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621249]462.88 1

gb|Nicotiana tabacum mRNA for TATA binding protein (TBP), complete cds [D86722] 595.94 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC55779]103.41 1

gb|KT7C.102F22F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102F22, mRNA sequence [EB449268]138.3 1

Unknown 26.52 1

tc|Rep: AT3g42050/F4M19_10 - Arabidopsis thaliana (Mouse-ear cress), complete [TC57493]486.11 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC46283]134.55 1

gb|AGN_RNC018xd16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161617]22.46 1

gb|KP1B.110L05F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110L05, mRNA sequence [DV162298]16.98 1

Unknown 445.83 1

tc|Rep: ATP synthase subunit beta - Nicotiana sylvestris (Wood tobacco), partial (26%) [TC50381]388.92 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT32-1-320, cultivar Bright Yellow 2 [AJ719184]47.58 1

gb|KP1B.037D07F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.037D07, mRNA sequence [DV159373]273.64 1

gb|Nicotiana tabacum ankyrin-repeat protein HBP1 mRNA, complete cds [AF352797] 229.07 1

gb|TT-28_H14 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637333]501.79 1

Unknown 704.65 1

gb|KL5B.111N24F.060117T7 KL5B Nicotiana tabacum cDNA clone KL5B.111N24, mRNA sequence [EB431080]10227.9 1

Unknown 22.74 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC67586]25.89 1

gb|AGN_RPC021xh10f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142809]4807.83 1

tc|Rep: Chloride channel protein CLC-d - Arabidopsis thaliana (Mouse-ear cress), partial (20%) [TC60537]150.54 1

Unknown 49.18 1

gb|AGN_PNL208ar1_e6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG184459]17.36 1

tc|Rep: 6-phosphogluconate dehydrogenase, decarboxylating - Vitis vinifera (Grape), partial (49%) [TC42671]146.85 1

tc|Rep: Glutaredoxin related protein - Oryza sativa subsp. indica (Rice), partial (32%) [TC67278]104.4 1

tc|Rep: 40S ribosomal protein S15-like - Solanum tuberosum (Potato), complete [TC56988]87.01 1

Unknown 209.69 1



tc|Rep: Protein kinase SRK - Nicotiana tabacum (Common tobacco), partial (23%) [TC56995]547.2 1

tc|Rep: Zinc finger, RING-type; Thioredoxin-related - Medicago truncatula (Barrel medic), partial (53%) [TC48584]63.62 1

gb|KR3B.112E20F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112E20, mRNA sequence [EB683342]190.5 1

Unknown 47.94 1

gb|KT7C.105D04F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105D04, mRNA sequence [EB449914]987.58 1

Unknown 27.47 1

Unknown 58.71 1

tc|Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC47647]517.9 1

tc|Rep: Chromosome chr11 scaffold_177, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC48504]84.08 1

gb|KL4B.112G15F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112G15, mRNA sequence [EB681115]57.1 1

gb|AGN_PNL228df1_c8.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199468]779.93 1

gb|EST_FLW004xn20f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH616011]30.91 1

gb|FS436591 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0099_1_H07 5', mRNA sequence [FS436591]103.89 1

gb|CHO_SL013xc21f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622136]32.68 1

tc|Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC76626]47.03 1

Unknown 93.91 1

tc|Rep: CBL-interacting protein kinase 25 - Populus trichocarpa (Western balsam poplar) (Populus balsamiferasubsp. trichocarpa), partial (46%) [TC54670]910.11 1

tc|Rep: Chromosome undetermined scaffold_763, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC44315]193.18 1

gb|TT-14_C11 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643973]80.16 1

gb|KL4B.111G19F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111G19, mRNA sequence [EB680805]112.64 1

Unknown 475.5 1

tc|Rep: Salt tolerance protein 5-like protein - Solanum tuberosum (Potato), partial (82%) [TC49963]756.02 1

Unknown 31.87 1

Unknown 2580.39 1

Unknown 28.86 1

gb|KG9B.105I05F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105I05, mRNA sequence [EB678797]43.02 1

gb|Nicotiana tabacum ankyrin-repeat protein HBP1 mRNA, complete cds [AF352797] 377.42 1

gb|AGN_PNL215dr1_h5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG190143]22.41 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC43799]194.41 1

gb|Nicotiana tabacum A15 mRNA for hypothetical protein, complete cds [AB032536] 246.28 1

gb|KT7C.102K16F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102K16, mRNA sequence [EB449379]61.68 1

gb|KL4B.105B08F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105B08, mRNA sequence [DW000180]1218.9 1

Unknown 18.87 1

Unknown 3295.61 1



tc|Rep: Genomic DNA, chromosome 3, P1 clone: MUO10 - Arabidopsis thaliana (Mouse-ear cress), partial (15%) [TC63458]59.11 1

gb|Nicotiana tabacum mRNA for FtsZ-like chloroplast protein [AJ133453] 81.59 1

Unknown 39.86 1

gb|KT7C.105J02F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105J02, mRNA sequence [EB450034]29.94 1

gb|KL4B.104C03F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104C03, mRNA sequence [DV999830]171.52 1

gb|KR3B.110C13F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110C13, mRNA sequence [DW004949]1599.77 1

gb|TT-10_I04 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636054]17.33 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC55854]62.3 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC54719]21.55 1

gb|KN6B.104I06F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104I06, mRNA sequence [EB439799]26.99 1

gb|KG9B.102C13F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102C13, mRNA sequence [EB677573]4190.3 1

tc|Rep: Ribosomal protein L15 - Vitis vinifera (Grape), partial (60%) [TC52772] 456.63 1

tc|Rep: NADH:ubiquinone oxidoreductase-like - Solanum tuberosum (Potato), complete [TC53016]803.56 1

Unknown 500.17 1

gb|KG9B.001F13F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001F13, mRNA sequence [DV157598]389.01 1

gb|AGN_ELP024xn09f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139568]85.89 1

Unknown 29.18 1

gb|KR3B.112F15F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112F15, mRNA sequence [EB683360]142.66 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC53683]378.68 1

Unknown 288.73 1

gb|KN6B.105M14F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105M14, mRNA sequence [EB440260]431.11 1

Unknown 1505.89 1

Unknown 72.77 1

gb|KF8C.108I23F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108I23, mRNA sequence [EB426940]7148.89 1

gb|KR2B.108F04F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.108F04, mRNA sequence [EB445476]940.28 1

Unknown 1028.97 1

gb|AM808565 seedling library, SL Nicotiana tabacum cDNA clone nt002221007, mRNA sequence [AM808565]47.68 1

Unknown 114.73 1

gb|FS412600 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0033_1_A07 5', mRNA sequence [FS412600]1635.69 1

gb|AGN_ELP012xf07f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134970]498.76 1

Unknown 14660.95 1

Unknown 44.84 1

tc|Rep: Mitogen-activated protein kinase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (34%) [TC43067]22.83 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC46885]106.78 1



gb|TT-48_A24 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638411]103.75 1

Unknown 2916.71 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC75405]183.25 1

Unknown 193.48 1

tc|Rep: Vacuolar proton pump subunit F - Corchorus olitorius, complete [TC50244] 10813.15 1

gb|AGN_RNC021xa02f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159651]137.94 1

Unknown 1048.11 1

Unknown 10870.2 1

gb|KP1B.110N05F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110N05, mRNA sequence [DV162339]687.17 1

tc|Rep: Heat shock protein 83 - Ipomoea nil (Japanese morning glory) (Pharbitis nil), complete [TC47320]120.21 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC47768]731.37 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC56688]291.9 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC40618]120 1

tc|Rep: Malate dehydrogenase - Solanum tuberosum (Potato), partial (46%) [TC43050] 511.43 1

Unknown 154.46 1

tc|Rep: Chloroplast small heat shock protein class I - Capsicum frutescens (Cayenne pepper) (Tabasco pepper), complete [TC58948]747.85 1

gb|AM791968 DL, diurnal library Nicotiana tabacum cDNA clone nt005134088, mRNA sequence [AM791968]24.42 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC65232]55.07 1

gb|Nicotiana tabacum chloroplast carbonic anhydrase gene, complete cds [M94135] 8190.35 1

gb|KG9B.004J17F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004J17, mRNA sequence [DV158792]50.26 1

tc|Rep: Chromosome chr9 scaffold_104, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC57001]183.46 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC59264]32.43 1

Unknown 807.38 1

Unknown 25.43 1

Unknown 179.81 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC59678]277.57 1

gb|KR2B.110K09F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110K09, mRNA sequence [EB446173]29.15 1

gb|KF8B.200I19F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200I19, mRNA sequence [EB428206]219.89 1

gb|KP1B.104N15F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104N15, mRNA sequence [DV161010]562.1 1

gb|KL4B.105A02F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105A02, mRNA sequence [DW000151]82.92 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC50718]56.76 1

gb|KR3B.105A04F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.105A04, mRNA sequence [DW003166]509.3 1

tc|Rep: Chromosome chr13 scaffold_210, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC44273]227.72 1

Unknown 71.08 1



tc|Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (7%) [TC67331] 250.97 1

Unknown 111.96 1

gb|AGN_ELP025xj05f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139197]8161.18 1

gb|Nicotiana tabacum clone PR51 mRNA sequence [AF154660] 2783.87 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC56076]20.95 1

tc|Rep: Microsomal omega-6-desaturase - Nicotiana tabacum (Common tobacco), partial (50%) [TC41993]20650.35 1

gb|TT-03_J06 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643422]27.5 1

tc|Rep: Short-chain dehydrogenase Tic32 - Pisum sativum (Garden pea), partial (23%) [TC75967]41.69 1

gb|KN6B.009J12F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009J12, mRNA sequence [EB438050]19.12 1

Unknown 950.9 1

tc|Rep: Small subunit ribosomal protein - Berberis thunbergii (Japanese barberry), partial (51%) [TC60544]926.53 1

gb|KP1B.001B10F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001B10, mRNA sequence [DV162425]1183.53 1

gb|KR3B.109G03F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109G03, mRNA sequence [DW004658]132.83 1

tc|Rep: Small GTP-binding protein Sar1BNt - Nicotiana tabacum (Common tobacco), complete [TC40283]3908.71 1

Unknown 18.02 1

Unknown 1040.58 1

gb|KG9B.103C09F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103C09, mRNA sequence [EB677936]72.79 1

tc|Rep: Chromosome undetermined scaffold_134, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC75711]46.05 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC55641]3344.87 1

gb|AGN_RNC020xk07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160063]17.5 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC50845]77.63 1

tc|Rep: Calnexin-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (34%) [TC45334]697.07 1

gb|KL4B.105D03F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105D03, mRNA sequence [DW000215]9508.01 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC45246]17.89 1

gb|KL4B.111P09F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111P09, mRNA sequence [EB680983]76.32 1

gb|EST_FLW002xd24f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615725]394.42 1

tc|Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC48153]2848.14 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC72174]176.58 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC45460]187.24 1

Unknown 26759.2 1

tc|Rep: S-adenosylmethionine synthetase 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (54%) [TC50200]228.01 1

Unknown 120.5 1

gb|AGN_RNC127xj12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172986]38.66 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC45088]3599.62 1



Unknown 90.44 1

gb|KG9B.104C04F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104C04, mRNA sequence [EB678300]980.48 1

tc|Rep: 3-hydroxy-3-methylglutaryl coenzyme A synthase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (34%) [TC55536]1774.46 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC42512]1179.26 1

Unknown 84.74 1

gb|AGN_RNC128xg02f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172161]72.24 1

tc|Rep: Chromosome chr16 scaffold_189, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC42623]48.19 1

gb|Nicotiana tabacum phosphoinositide-specific phospholipase C mRNA, complete cds [EF520286]19.11 1

Unknown 750.89 1

gb|KL4B.102I08F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102I08, mRNA sequence [EB679884]64.25 1

gb|TT-03_H09 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640566]130.56 1

gb|KN6B.109A10F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.109A10, mRNA sequence [EB441379]385.37 1

Unknown 157.07 1

gb|N.tabacum mRNA for pyruvate kinase [Z29492] 157.98 1

gb|KP1B.107M10F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107M10, mRNA sequence [DV161327]39.39 1

gb|KP1B.105I23F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105I23, mRNA sequence [EB681792]319.3 1

tc|Rep: Vacuolar ATP synthase 16 kDa proteolipid subunit - Nicotiana tabacum (Common tobacco), complete [TC40429]11127.05 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC52352]181.61 1

tc|Rep: Pollen specific actin-depolymerizing factor 2 - Nicotiana tabacum (Common tobacco), complete [TC64937]38105.3 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC46277]380.76 1

tc|Rep: Lon protease homolog - Vitis vinifera (Grape), partial (48%) [TC45253] 47.05 1

tc|Rep: ADP-ribosylation factor - Daucus carota (Carrot), complete [TC50475] 247.68 1

tc|Rep: Cytochrome b-c1 complex subunit 7 - Solanum tuberosum (Potato), complete [TC54491]5208.68 1

gb|N.tabacum mRNA for inorganic pyrophosphatase (TVP9 clone) [X83730] 209.15 1

Unknown 273.61 1

gb|KL5B.104D12F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.104D12, mRNA sequence [EB429796]51.94 1

tc|Rep: Chromosome chr8 scaffold_115, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC66985]191.81 1

Unknown 192.49 1

Unknown 399.98 1

Unknown 1145.38 1

gb|FS383836 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0031_4_D08 5', mRNA sequence [FS383836]1054.45 1

gb|TT-37_H10 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639951]121.29 1

Unknown 77.24 1

Unknown 542.72 1



tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC56884]193.58 1

Unknown 126.61 1

tc|Rep: CCR4 associated factor 1-related protein - Capsicum annuum (Bell pepper), partial (92%) [TC42442]102.84 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC68262]6083.03 1

gb|AGN_ELP022xf13f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG140148]24.18 1

gb|KP1B.101G15F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101G15, mRNA sequence [DV159797]36.22 1

gb|AGN_ELP019xd01f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG132816]883.7 1

gb|KP1B.101E24F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101E24, mRNA sequence [DV159759]62.84 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC46531]26.05 1

Unknown 20.06 1

Unknown 264 1

Unknown 7869.44 1

Unknown 43.21 1

gb|Nicotiana tabacum hexokinase 1a (Hxk1a) mRNA, complete cds [AY553214] 3068.37 1

tc|GB|AB053091.1|BAB40702.1 kinesin-like polypeptides 3 [Nicotiana tabacum] [NP916877]44.03 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC76134]61.97 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC46211]90.33 1

gb|KF8B.201P07F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201P07, mRNA sequence [EB428663]255.51 1

gb|KN6B.102M01F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102M01, mRNA sequence [EB439159]36295.25 1

gb|KG9B.002K10F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002K10, mRNA sequence [DV158076]26.47 1

Unknown 29 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC67289]17.43 1

gb|FS379071 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0018_2_F04 5', mRNA sequence [FS379071]71.02 1

gb|TL13.106A20F.060315T7 TL13 Nicotiana tabacum cDNA clone TL13.106A20, mRNA sequence [EB434087]34.84 1

tc|Rep: Methionine synthase - Nicotiana suaveolens, partial (36%) [TC40848] 18920.85 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC49230]67.57 1

tc|Rep: 60S ribosomal protein L24 - Cicer arietinum (Chickpea) (Garbanzo), complete [TC48826]56.7 1

gb|AGN_ELP012xi11f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134826]38.81 1

gb|KR3B.113A02F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.113A02, mRNA sequence [EB683598]2898.29 1

gb|BP532939 MAT005 Nicotiana tabacum cDNA clone BY28373, mRNA sequence [BP532939]73.09 1

gb|TT-25_O04 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639535]254.36 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC47141]2443.18 1

Unknown 31.67 1

gb|AGN_RNC020xe06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160178]53.44 1



gb|KL4B.108H20F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108H20, mRNA sequence [DW000648]107.04 1

tc|Rep: Cytosolic ascorbate peroxidase - Nicotiana tabacum (Common tobacco), partial (87%) [TC44255]1102.44 1

gb|AGN_RPC009xg19f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146297]29.69 1

gb|TT-11_J07 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642309]24.82 1

Unknown 246.76 1

gb|KF8B.100H08F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100H08, mRNA sequence [EB427898]32.57 1

gb|TT-22_K08 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636919]3722.18 1

tc|Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC50890]573.64 1

gb|TT-04_G22 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638642]532.96 1

Unknown 265.75 1

gb|KG9B.103D21F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103D21, mRNA sequence [EB677971]53.76 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC1-32-280, cultivar Bright Yellow 2 [AJ718476]3317.27 1

gb|TT-06_L13 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635768]196.64 1

Unknown 49.22 1

tc|Rep: Chromosome chr2 scaffold_187, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC54955]143.63 1

gb|N.tabacum mRNA for TAF-3 [Z48603] 28.83 1

gb|KG9B.102L23F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102L23, mRNA sequence [EB677793]523.65 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC66483]503.47 1

tc|Rep: 14-3-3 protein - Nicotiana tabacum (Common tobacco), complete [TC40281] 362.04 1

tc|Rep: Reversibly glycosylated protein - Phaseolus vulgaris (Kidney bean) (French bean), partial (78%) [TC42135]5475.97 1

Unknown 32.38 1

Unknown 67.76 1

Unknown 548.83 1

Unknown 35.89 1

gb|TT-24_K09 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639495]2058.26 1

Unknown 158.96 1

gb|KR2B.002L05F.051019T7 KR2B Nicotiana tabacum cDNA clone KR2B.002L05, mRNA sequence [EB443550]421.81 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC40647]90.88 1

tc|Rep: Calcium homeostasis regulator CHoR1 - Solanum tuberosum (Potato), partial (91%) [TC41730]164.5 1

Unknown 22.76 1

Unknown 221.97 1

Unknown 310.95 1

gb|KP1B.103D12F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103D12, mRNA sequence [DV160431]239.92 1

gb|AM803681 DL, diurnal library Nicotiana tabacum cDNA clone nt005177068, mRNA sequence [AM803681]75429.7 1



tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC46249]515.8 1

Unknown 24.01 1

tc|Rep: Ribosomal protein L11-like - Nicotiana tabacum (Common tobacco), complete [TC42756]189.83 1

tc|Rep: 40S ribosomal protein S4 - Solanum tuberosum (Potato), complete [TC40763] 32.07 1

gb|KL4B.110M08F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110M08, mRNA sequence [DW001309]798.82 1

Unknown 7073 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC51383]192.66 1

gb|KT7C.110B17F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110B17, mRNA sequence [EB451275]166.65 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC42449]1590.65 1

tc|Rep: Dihydrolipoyllysine-residue acetyltransferase component 3 of pyruvate dehydrogenase complex, mitochondrial precursor - Arabidopsis thaliana (Mouse-ear cress), partial (73%) [TC74693]2741.87 1

tc|Rep: 14-3-3 protein - Nicotiana tabacum (Common tobacco), partial (77%) [TC43771] 525.93 1

tc|Rep: double-stranded DNA-binding family protein - Arabidopsis thaliana, partial (95%) [TC53869]479.5 1

tc|Rep: Mal d 1-associated protein - Malus domestica (Apple) (Malus sylvestris), partial (57%) [TC56706]37.7 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC76163]31.9 1

Unknown 27.71 1

gb|AGN_RNC016xa18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG162423]26.18 1

Unknown 272.83 1

gb|KG9B.002A13F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002A13, mRNA sequence [DV157855]81.86 1

gb|KN6B.109M18F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.109M18, mRNA sequence [EB441655]115.8 1

Unknown 19.11 1

gb|KT7C.102J04F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102J04, mRNA sequence [EB449346]40.66 1

gb|AGN_PNL228cf1_e8.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199314]30.13 1

Unknown 81.79 1

gb|KR3B.103F10F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.103F10, mRNA sequence [DW002580]3772.02 1

tc|Rep: Cytochrome c oxidase polypeptide Vc-2 - Arabidopsis thaliana (Mouse-ear cress), partial (98%) [TC63572]1017.91 1

gb|KG9B.005H19F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005H19, mRNA sequence [DV159117]910.87 1

tc|Rep: Serine hydroxymethyltransferase - Populus tremuloides (Quaking aspen), partial (50%) [TC42519]4358.03 1

Unknown 26.72 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC54083]135.09 1

Unknown 188.85 1

gb|AGN_RNC005xe02f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG168498]46.24 1

Unknown 22.43 1

Unknown 5868.24 1

Unknown 38.56 1



Unknown 25.11 1

Unknown 53640.45 1

tc|Rep: Dihydrolipoamide dehydrogenase precursor - Solanum tuberosum (Potato), partial (39%) [TC51098]1574.1 1

gb|AGN_RNC105xi18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG153654]36.52 1

tc|Rep: Sugar transport protein 10 - Arabidopsis thaliana (Mouse-ear cress), partial (88%) [TC62188]54020.75 1

tc|Rep: At5g22480 - Arabidopsis thaliana (Mouse-ear cress), partial (35%) [TC50117] 41.3 1

gb|KF8C.106A01F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106A01, mRNA sequence [EB426391]272.3 1

Unknown 508.48 1

Unknown 90.8 1

Unknown 19321.95 1

gb|CHO_SL014xg24f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623389] 28.4 1

gb|KP1B.107J12F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107J12, mRNA sequence [DV161271]104.02 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC49731]347.32 1

gb|AGN_RPC014xd06f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144962]25.89 1

gb|KP1B.102P18F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102P18, mRNA sequence [DV160348]355.66 1

Unknown 22.22 1

Unknown 26.5 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC47970]53.45 1

gb|KG9B.106K08F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106K08, mRNA sequence [EB679218]91.33 1

tc|Rep: Chromosome undetermined scaffold_127, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC59956]44.8 1

gb|KF8B.200B01F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200B01, mRNA sequence [EB428069]61.89 1

Unknown 53.62 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC61394]10512.85 1

Unknown 237.08 1

Unknown 178.37 1

gb|KL4B.101H15F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101H15, mRNA sequence [DV999246]49.57 1

tc|Rep: CONSTANS interacting protein 6 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (91%) [TC42206]20.82 1

tc|Rep: Serine/threonine-protein phosphatase PP2A catalytic subunit - Nicotiana tabacum (Common tobacco), partial (71%) [TC63718]438.34 1

Unknown 8227.04 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC73747]78.76 1

gb|KP1B.107L17F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107L17, mRNA sequence [DV161313]22.78 1

gb|BP530524 MAT005 Nicotiana tabacum cDNA clone BY22160, mRNA sequence [BP530524]32.02 1

Unknown 999.98 1

gb|CHO_SL011xl02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618301]930.15 1



Unknown 20.93 1

tc|Rep: Chromosome chr14 scaffold_211, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC54289]140.18 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC63765]20.04 1

gb|KL4B.102A16F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102A16, mRNA sequence [EB679714]10615.15 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC48850]48.17 1

tc|Rep: PilT protein domain protein - Mycobacterium sp. (strain KMS), partial (9%) [TC55950]41.2 1

Unknown 250.22 1

Unknown 20.8 1

Unknown 56.15 1

gb|KN6B.102E13F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102E13, mRNA sequence [EB438987]132.48 1

Unknown 87.18 1

Unknown 230.57 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC52169]197.1 1

gb|AGN_RPC022xe13f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142227]10620.75 1

gb|TT-22_M06 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639427]437.2 1

tc|Rep: Histone H4 [Contains: Osteogenic growth peptide (OGP)]. - Rattus norvegicus, complete [TC55562]484.67 1

gb|KL4B.103C02F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103C02, mRNA sequence [DV999474]917.96 1

Unknown 516.67 1

gb|AGN_RNC002xo09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG170087]31.5 1

gb|KL5B.115M12F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.115M12, mRNA sequence [EB431978]29.35 1

gb|Nicotiana tabacum cig2 mRNA, complete cds [AB031321] 105.04 1

gb|KN6B.113E10F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.113E10, mRNA sequence [EB442156]67.25 1

gb|KL4B.105M02F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105M02, mRNA sequence [DW000412]84.89 1

Unknown 2663.06 1

Unknown 22.4 1

Unknown 385.5 1

gb|AGN_RNC015xd21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163124]1067.86 1

Unknown 60.98 1

tc|Rep: Calmodulin cam-210 - Daucus carota (Carrot), complete [TC44872] 130.25 1

tc|Rep: Voltage-dependent anion channel - Nicotiana tabacum (Common tobacco), complete [TC40405]173.13 1

gb|KR3B.110I10F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110I10, mRNA sequence [DW005082]50.18 1

gb|KN6B.103B01F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103B01, mRNA sequence [EB439272]133.89 1

Unknown 40.86 1

gb|KL4B.102M23F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102M23, mRNA sequence [EB679991]619.63 1



Unknown 19.16 1

gb|Nicotiana tabacum SAICAR synthetase (purC) mRNA, complete cds [AY429423] 18.24 1

tc|Rep: Pseudouridine synthase - Shewanella loihica (strain BAA-1088 / PV-4), partial (6%) [TC48840]482.22 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC68025]515.03 1

tc|Rep: 40S ribosomal protein S4 - Solanum tuberosum (Potato), complete [TC40412] 411.67 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC53549]23.78 1

Unknown 79.74 1

gb|Nicotiana tabacum NtbZIP60 mRNA for basic region leucine zipper protein, complete cds [AB281271]2528.48 1

Unknown 19.26 1

Unknown 152.81 1

gb|KP1B.105O22F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105O22, mRNA sequence [EB681910]96.92 1

gb|TT-17_L22 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635220] 27.83 1

gb|CHO_SL011xo14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618209]34.61 1

tc|Rep: Chromosome chr11 scaffold_14, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC47385]465.66 1

tc|Rep: Ribosomal protein S8 - Vitis vinifera (Grape), partial (94%) [TC64936] 119.33 1

gb|KN6B.101P10F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101P10, mRNA sequence [EB438874]22.52 1

gb|KT7C.108L15F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108L15, mRNA sequence [EB450783]122 1

gb|AGN_RNC114xj01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG150164]254.04 1

gb|CHO_SL028xe19f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621216]32.25 1

gb|FS407121 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0018_1_C06 5', mRNA sequence [FS407121]943.28 1

gb|AGN_ELP012xc18f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134879]189.08 1

gb|AGN_ELP023xm08f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139803]48.49 1

tc|Rep: Glutaredoxin - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC57615]45.22 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC57510]151.18 1

gb|KN6B.102L11F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102L11, mRNA sequence [EB439146]1083.47 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC43778]387.18 1

gb|CHO_SL026xg23f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619999]1131.2 1

gb|TT-41_L16 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643244]39.89 1

gb|AGN_RNC127xl10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172993]20.84 1

gb|KG9B.101D11F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101D11, mRNA sequence [EB677243]574.51 1

gb|TT-06_K13 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635761]133.78 1

gb|Nicotiana tabacum arm repeat-containing protein mRNA, complete cds [AY219234] 99.17 1

tc|Rep: Metacaspase type II - Nicotiana benthamiana, partial (66%) [TC43115] 19.91 1

Unknown 33.75 1



gb|Nicotiana tabacum mRNA for 14-3-3 c-2 protein, complete cds [AB119470] 2112.84 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC52849]1393.35 1

gb|AGN_RNC022xm16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159197]90.92 1

gb|TT-18_I13 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644183]25.01 1

tc|Rep: Fiber protein Fb15 - Gossypium barbadense (Sea-island cotton) (Egyptian cotton), partial (93%) [TC55216]2711.54 1

gb|TOBESTR039E03 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG624638]35.39 1

gb|AGN_RNC022xc19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159026]21.17 1

Unknown 30.81 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC51907]390.41 1

Unknown 147.43 1

Unknown 41.64 1

gb|FS390471 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0050_1_A07 5', mRNA sequence [FS390471]476.01 1

tc|Rep: RNA Binding Protein 45 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (32%) [TC46840]228.15 1

tc|Rep: Ripening regulated protein DDTFR10-like - Solanum tuberosum (Potato), complete [TC40254]2580.07 1

gb|AM841116 seedling library, SL Nicotiana tabacum cDNA clone nt002150071, mRNA sequence [AM841116]694.76 1

Unknown 18.7 1

tc|Rep: Transcription factor IIA, beta-barrel - Medicago truncatula (Barrel medic), partial (91%) [TC45906]3274.07 1

gb|KL4B.104P21F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104P21, mRNA sequence [DW000146]470.05 1

tc|Rep: Chromosome undetermined scaffold_203, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC57240]15965.9 1

Unknown 63.35 1

Unknown 30.26 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC45810]340.07 1

tc|Rep: Acetolactate synthase 1, chloroplast precursor - Nicotiana tabacum (Common tobacco), complete [TC74758]120.78 1

gb|KL4B.103L20F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103L20, mRNA sequence [DV999689]444.96 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC52345]152.01 1

Unknown 129.31 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC49194]946.83 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC49374]28.3 1

gb|TT-40_L10 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634510]3684.89 1

Unknown 20.93 1

gb|KG9B.102P02F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102P02, mRNA sequence [EB677863]478.76 1

gb|CHO_SL027xl15f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622008]23.03 1

tc|Rep: Fas-associated factor 1-like protein - Capsicum annuum (Bell pepper), partial (43%) [TC76776]218.76 1

gb|TOBESTR046G03 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625263]60.27 1



gb|Nicotiana tabacum Avr9 [AY220484] 209.09 1

tc|Rep: ATP-dependent Clp protease proteolytic subunit - Vitis vinifera (Grape), partial (79%) [TC49519]25.9 1

tc|Rep: Cyprosin - Cynara cardunculus (Cardoon), partial (5%) [TC74489] 21.83 1

gb|KL5B.115B21F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.115B21, mRNA sequence [EB431820]50.72 1

gb|AGN_RNC014xf09r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG163770]18.57 1

Unknown 128.67 1

Unknown 127.37 1

gb|KT7C.110E06F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110E06, mRNA sequence [EB451332]28.46 1

gb|EST_FLW001xa21f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615198]20.86 1

tc|Rep: CCCH-type Zn-finger protein - Ostreococcus tauri, partial (8%) [TC76477] 18.66 1

Unknown 98.98 1

gb|KG9B.003P21F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003P21, mRNA sequence [DV158570]24.05 1

gb|Nicotiana tabacum Rac-like GTPase 1 mRNA, complete cds [AY029330] 1041.41 1

Unknown 401.63 1

gb|KP1B.104E09F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104E09, mRNA sequence [DV160812]93.99 1

gb|Nicotiana tabacum 3-deoxy-D-arabino-heptulosonate 7-phosphate synthase, complete cds [M64261]694.49 1

gb|KG9B.102G14F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102G14, mRNA sequence [EB677669]533.46 1

tc|Rep: Histone H2A - Vitis vinifera (Grape), partial (97%) [TC42842] 1836.58 1

Unknown 35561.15 1

gb|AM833705 seedling library, SL Nicotiana tabacum cDNA clone nt002132050, mRNA sequence [AM833705]183.5 1

gb|FS406206 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0015_3_C12 5', mRNA sequence [FS406206]85.31 1

Unknown 24.12 1

tc|Rep: Small basic intrinsic protein 1 - Vitis vinifera (Grape), partial (81%) [TC46304] 47.32 1

tc|Rep: Splicing factor-like protein - Vitis riparia (Frost grape) (Vitis vulpina), partial (33%) [TC68943]187.74 1

gb|Nicotiana tabacum S-adenosyl-methionine-sterol-C-methyltransferase mRNA, complete cds [U81312]18071.5 1

tc|Rep: Chromosome chr10 scaffold_50, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC50002]178.83 1

gb|KF8B.100O16F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100O16, mRNA sequence [EB428028]180.47 1

tc|Rep: Chromosome chr8 scaffold_99, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC71273]268.26 1

tc|Rep: 60s acidic ribosomal protein-like protein - Solanum tuberosum (Potato), complete [TC54942]1173.73 1

tc|Rep: SJCHGC06320 protein - Schistosoma japonicum (Blood fluke), partial (7%) [TC63169]87.13 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (96%) [TC54900] 90.01 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC70435]38.26 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC51875]1178.94 1

Unknown 91.45 1



tc|Rep: Alpha-glucan water dikinase, chloroplast precursor - Solanum tuberosum (Potato), partial (42%) [TC57633]26.05 1

gb|AGN_RNC005xf07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG168633]45.04 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC43508]849.13 1

gb|KR3B.114O13F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.114O13, mRNA sequence [EB684243]60.75 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC48793]54.52 1

Unknown 270.6 1

gb|AGN_RPC023xf04f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142142]183.64 1

Unknown 30.33 1

gb|KN6B.103N23F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103N23, mRNA sequence [EB439564]141.71 1

Unknown 20.69 1

gb|AM807618 seedling library, SL Nicotiana tabacum cDNA clone nt002189039, mRNA sequence [AM807618]277 1

gb|N.tabacum mRNA for aldehyde dehydrogenase [Y09876] 1970.67 1

tc|Rep: GrpE protein - Arabidopsis thaliana (Mouse-ear cress), partial (52%) [TC45058] 56.35 1

gb|KG9B.005L07F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005L07, mRNA sequence [DV159197]625.6 1

Unknown 977.07 1

tc|Rep: Ribosomal protein L41 - Candida maltosa (Yeast), complete [TC54676] 56.95 1

gb|KP1B.101C01F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101C01, mRNA sequence [DV159689]152.74 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC40854]7623.95 1

gb|AGN_RNC127xk14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172795]31.2 1

Unknown 110.85 1

gb|KG9B.005N18F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005N18, mRNA sequence [DV159253]673.31 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC62781]94.59 1

gb|AGN_RNC123xe03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG174638]50.08 1

tc|Rep: Chromosome chr3 scaffold_117, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC55180]19.82 1

gb|KN6B.103G24F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103G24, mRNA sequence [EB439408]202.87 1

gb|AGN_RNC023xh11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158784]120.72 1

tc|Rep: Protein tyrosine phosphatase - Fagus sylvatica (Beechnut), partial (43%) [TC48342]202.43 1

gb|Nicotiana tabacum elongation factor 1-alpha mRNA, complete cds [AF120093] 2311.89 1

tc|Rep: Beta-galactosidase - Vitis vinifera (Grape), partial (26%) [TC46252] 36.06 1

Unknown 51.51 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC45860]27.19 1

tc|Rep: Chromosome chr3 scaffold_199, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC42966]51.48 1

tc|Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC45663]24.85 1

gb|TT-16_F21 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644087]50.11 1



gb|AGN_RNC026xj22f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157352]167.21 1

Unknown 19.93 1

gb|KL4B.108F02F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108F02, mRNA sequence [DW000595]856.64 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC46794]445.85 1

tc|Rep: RAB5B - Lotus japonicus, partial (90%) [TC42073] 1178.22 1

gb|CHO_SL012xf08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618582]10961.7 1

tc|Rep: Small GTP-binding protein - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (98%) [TC62805]4327.31 1

gb|KR3B.001M09F.050815T7 KR3B Nicotiana tabacum cDNA clone KR3B.001M09, mRNA sequence [DW001660]142.09 1

gb|KL4B.101M14F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101M14, mRNA sequence [DV999351]34.93 1

Unknown 2922.69 1

tc|GB|X03481.1|CAA27200.1 putative ribosomal protein S12 [Nicotiana tabacum] [NP918018]1673.24 1

gb|KT7C.112C08F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112C08, mRNA sequence [EB451637]642.18 1

Unknown 59.33 1

gb|BL12.103G21F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.103G21, mRNA sequence [EB437086]2839.83 1

gb|KF8C.103G19F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103G19, mRNA sequence [EB425471]1600.35 1

gb|BP525578 MAT001 Nicotiana tabacum cDNA clone BY10260, mRNA sequence [BP525578]46.17 1

gb|AM843516 seedling library, SL Nicotiana tabacum cDNA clone nt002111072, mRNA sequence [AM843516]321.51 1

gb|AGN_PNL206cf1_f5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG183282]29.54 1

Unknown 30.17 1

tc|Rep: Catalase isozyme 3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (62%) [TC49150]3707.46 1

Unknown 44.48 1

gb|KF8C.102I02F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102I02, mRNA sequence [EB425143]59.08 1

gb|KT7C.108N19F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108N19, mRNA sequence [EB450832]233.47 1

gb|KP1B.113H24F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.113H24, mRNA sequence [EB682717]125.24 1

Unknown 67.91 1

tc|Rep: Chromosome chr14 scaffold_26, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC41631]153.98 1

gb|KG9B.102F13F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102F13, mRNA sequence [EB677644]60.59 1

Unknown 49.93 1

tc|Rep: UDP-glucuronic acid decarboxylase 1 - Populus tomentosa (Chinese white poplar), partial (85%) [TC47598]2625.08 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC56316]330.19 1

Unknown 131.17 1

gb|KG9B.103N07F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103N07, mRNA sequence [EB678191]237.32 1

Unknown 33.16 1

gb|KF8C.101E15F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101E15, mRNA sequence [EB424705]462.96 1



gb|AM822487 COL, cold overnight library Nicotiana tabacum cDNA clone nt006178068, mRNA sequence [AM822487]34.11 1

Unknown 31.39 1

tc|Rep: 40S ribosomal protein S19-like - Solanum tuberosum (Potato), complete [TC53455]79.69 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC44754]40.39 1

gb|KL5B.103B17F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.103B17, mRNA sequence [EB429539]500.41 1

gb|Nicotiana tabacum mRNA, transcriptionally up-regulated region associated with genomic hypomethylation, clone: G14 [AB120529]3921.61 1

gb|KP1B.101D13F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101D13, mRNA sequence [DV159724]607.1 1

gb|KP1B.105G24F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105G24, mRNA sequence [EB681752]1253.08 1

tc|Rep: Chromosome chr10 scaffold_433, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC50230]31053.85 1

gb|KF8B.100D10F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100D10, mRNA sequence [EB427825]3451.52 1

tc|Rep: Transcriptional coactivator multiprotein bridging factor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (47%) [TC70434]63.93 1

gb|KF8C.109H20F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109H20, mRNA sequence [EB427252]5276.74 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC61768]20.76 1

gb|Nicotiana tabacum mRNA for cytosolic ascorbate peroxidase, complete cds [D85912]1081.93 1

gb|Nicotiana tabacum cultivar Burley 21 arginine decarboxylase 1 (ADC1) mRNA, complete cds [AF127239]8930.92 1

tc|Rep: Chromosome chr12 scaffold_38, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC44355]219.44 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC42518]107.7 1

gb|KG9B.102K02F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102K02, mRNA sequence [EB677750]519.07 1

gb|KG9B.105M08F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105M08, mRNA sequence [EB678890]864.73 1

Unknown 33.26 1

gb|TT-48_L05 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640214]44.79 1

tc|Rep: Clp-like energy-dependent protease precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC45200]38.36 1

tc|Rep: Chromosome undetermined scaffold_533, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC50266]1155.94 1

gb|KG9B.106G12F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106G12, mRNA sequence [EB679128]145.38 1

gb|AGN_RNC030xa01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155294]24.19 1

gb|TT-47_P04 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640186]253.15 1

Unknown 30.75 1

gb|KF8B.201I20F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201I20, mRNA sequence [EB428526]29.1 1

gb|AGN_RPC019xl08f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143463]64.39 1

gb|AGN_ELP008xk06f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136272]20.7 1

gb|BP534288 MAT005 Nicotiana tabacum cDNA clone BY32245, mRNA sequence [BP534288]40.14 1

gb|KL4B.107L11F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107L11, mRNA sequence [EB680579]28.97 1

Unknown 107.87 1

Unknown 19.4 1



tc|Rep: DNA polymerase - Brassica napus (Rape), partial (18%) [TC65518] 26.63 1

gb|AGN_RNC016xi07r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG162382]23.46 1

tc|Rep: Beta-1,3-glucanase, acidic - Coffea arabica (Coffee), partial (73%) [TC46708] 24649.95 1

gb|30F11 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH666154]393.09 1

gb|EST_CSP005xi13f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH614145]146.49 1

Unknown 28.77 1

tc|Rep: Ethylene-responsive small GTP-binding protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC43305]4108.67 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC56858]17483.15 1

gb|CHO_SL025xn08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621781]1021.5 1

gb|TT-21_K22 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644329]28.56 1

gb|Nicotiana tabacum blp4 mRNA for luminal binding protein (BiP) [X60057] 4775.39 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC49329]31.57 1

gb|N.tabacum NeIF-4A15 mRNA [X79138] 231.76 1

gb|AGN_RNC025xm15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157506]53.33 1

tc|Rep: Proteasome subunit alpha type - Solanum tuberosum (Potato), complete [TC40800]30.64 1

gb|AGN_PNL225df1_f1.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG197322]161.79 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC44541]116.53 1

Unknown 272.49 1

Unknown 377.5 1

tc|Rep: 2,3-bisphosphoglycerate-independent phosphoglycerate mutase - Nicotiana tabacum (Common tobacco), partial (32%) [TC53914]10713.95 1

Unknown 21 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC56371]205.68 1

gb|CHO_SL021xp22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619708]76.69 1

Unknown 34.5 1

gb|AGN_RPC022xl07f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142405]18.72 1

gb|AGN_PNL210cr1_c4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG186266]21.57 1

tc|Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC54347]92.7 1

tc|Rep: Chromosome undetermined scaffold_203, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC67352]108.85 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC69905]46.78 1

tc|Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC52806]112.34 1

gb|TT-04_J02 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641836]24.37 1

gb|TT-34_I06 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637765]148.04 1

Unknown 86.27 1

tc|GB|X06310.1|CAA29629.1 unnamed protein product [Nicotiana tabacum] [NP918186]541.47 1



Unknown 49.7 1

Unknown 3170.97 1

gb|KT7C.102N07F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102N07, mRNA sequence [EB449440]135.41 1

Unknown 50.77 1

Unknown 22.96 1

tc|Rep: Pyruvate kinase - Oryza sativa subsp. japonica (Rice), partial (71%) [TC44484] 270.2 1

gb|KN6B.108A05F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.108A05, mRNA sequence [EB441030]71.34 1

Unknown 185.12 1

tc|Rep: ER lumen protein retaining receptor - Petunia hybrida (Petunia), partial (27%) [TC69963]1278.29 1

tc|Rep: Nitrate reductase [NADH] 2 - Nicotiana tabacum (Common tobacco), partial (22%) [TC48660]293.39 1

gb|AGN_RNC020xg03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160044]29.98 1

Unknown 201.29 1

gb|KP1B.001B15F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001B15, mRNA sequence [DV162430]336.32 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC76094]26.21 1

gb|KP1B.101P01F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101P01, mRNA sequence [DV159981]4327.31 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC44160]200.72 1

gb|TT-09_B08 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635938]686.09 1

tc|Rep: Ribosomal protein L37 - Glycine max (Soybean), partial (97%) [TC58707] 57.96 1

Unknown 468.2 1

gb|TT-06_C03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635710]3130.07 1

gb|TT-39_E01 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645098]410.44 1

Unknown 548.57 1

tc|Rep: Glutathione synthetase, chloroplast precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (27%) [TC53317]23.48 1

Unknown 35.62 1

gb|KF8B.201M04F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201M04, mRNA sequence [EB428593]1715.36 1

gb|KT7C.108H18F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108H18, mRNA sequence [EB450702]152.85 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC56721]50.17 1

Unknown 78.19 1

tc|Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC69150]366.66 1

gb|N.tabacum mRNA for protein phosphatase 2A, 65kD regulatory subunit [X97913] 488.74 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC43588]531.85 1

tc|Rep: Actin-101 - Solanum tuberosum (Potato), partial (19%) [TC62782] 10862.75 1

gb|Nicotiana tabacum mRNA for ethylene responsive element binding factor, complete cds [AB024575]4683.18 1

tc|Rep: Alpha chain of nascent polypeptide associated complex - Nicotiana benthamiana, complete [TC42990]373.91 1



tc|Rep: Pyruvate kinase - Arabidopsis thaliana (Mouse-ear cress), partial (84%) [TC53011] 49.6 1

tc|Rep: Dehydrin-like protein - Solanum sogarandinum, partial (86%) [TC57177] 5019.95 1

tc|Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC57174]22.69 1

tc|Rep: DnaJ homolog - Salix gilgiana (Willow), partial (41%) [TC58289] 277.95 1

gb|KF8B.100B11F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100B11, mRNA sequence [EB427789]26.49 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC45282]199.19 1

gb|KF8C.103J18F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103J18, mRNA sequence [EB425537]1326.74 1

Unknown 1578.17 1

gb|Nicotiana tabacum NtTOM1 mRNA for tobamovirus multiplication 1, complete cds [AB193039]93.65 1

gb|KP1B.108E01F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108E01, mRNA sequence [DV161485]495.74 1

gb|CHO_SL006xm14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617354]649.04 1

tc|Rep: Elongation factor 1-alpha - Nicotiana paniculata, partial (53%) [TC48055] 92.04 1

gb|KG9B.104P17F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104P17, mRNA sequence [EB678598]101 1

gb|KL4B.104I05F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104I05, mRNA sequence [DV999968]183.44 1

Unknown 22.86 1

tc|Rep: Integrase core domain containing protein - Solanum demissum (Wild potato), partial (12%) [TC69339]61.19 1

tc|Rep: GTP-binding nuclear protein Ran-A1 - Nicotiana tabacum (Common tobacco), complete [TC40565]2862.21 1

gb|AM830968 COL, cold overnight library Nicotiana tabacum cDNA clone nt006147058, mRNA sequence [AM830968]112.76 1

Unknown 3303.57 1

tc|Rep: Chromosome undetermined scaffold_223, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC50190]1326.98 1

gb|AGN_RNC017xd12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG162154]942.25 1

Unknown 53.52 1

tc|Rep: Gamma hydroxybutyrate dehydrogenase - Arabidopsis thaliana (Mouse-ear cress), partial (97%) [TC57020]789.8 1

tc|Rep: Glycosyltransferase - Pseudomonas stutzeri (strain A1501), partial (5%) [TC66132]18.69 1

gb|Nicotiana tabacum cDNA-AFLP fragment N_BC2M23-2 sequence [DQ460091] 37.78 1

gb|KL4B.103D07F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103D07, mRNA sequence [DV999500]25.66 1

gb|AM783785 DL, diurnal library Nicotiana tabacum cDNA clone nt005196078, mRNA sequence [AM783785]49.96 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC44533]888.14 1

Unknown 764.55 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC49049]1591.41 1

gb|AGN_RNC021xp16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159963]107.52 1

gb|TOBESTR009E12 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG622072]361.48 1

gb|AGN_RNC026xn20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157369]362.51 1

gb|TT-40_L02 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643169]27.42 1



gb|KR2B.111F22F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.111F22, mRNA sequence [EB446390]1400.23 1

gb|AM799744 seedling library, SL Nicotiana tabacum cDNA clone nt002285028, mRNA sequence [AM799744]91.4 1

tc|Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC56973]580.33 1

Unknown 569.8 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC64324]41.59 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC54126]37.16 1

gb|FS412189 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0031_4_F07 5', mRNA sequence [FS412189]42.52 1

Unknown 164.43 1

gb|KL4B.111E15F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111E15, mRNA sequence [EB680757]41.27 1

tc|Rep: Proteasome subunit alpha type - Nicotiana tabacum (Common tobacco), complete [TC40844]137.22 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC52760]215.99 1

tc|Rep: Superoxide dismutase [Mn], mitochondrial precursor - Capsicum annuum (Bell pepper), complete [TC40908]114.68 1

gb|KP1B.102C18F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102C18, mRNA sequence [DV160063]334.4 1

tc|Rep: NADH ubiquinone oxidoreductase PSST subunit - Lupinus luteus (European yellow lupin), partial (83%) [TC43606]16619.1 1

gb|KT7C.113K05F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.113K05, mRNA sequence [EB452141]59.83 1

gb|KG9B.004J08F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004J08, mRNA sequence [DV158783]27.56 1

gb|KP1B.104L24F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104L24, mRNA sequence [DV160978]80.82 1

Unknown 185.71 1

gb|AGN_RNC016xd11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG162573]29.55 1

tc|Rep: RNA Binding Protein 45 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (35%) [TC54367]479.57 1

tc|Rep: AT5g64840/MXK3_6 - Arabidopsis thaliana (Mouse-ear cress), partial (73%) [TC45694]54.74 1

tc|Rep: Chromosome chr8 scaffold_99, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC46369]1383.71 1

Unknown 168.18 1

gb|AGN_RNC018xl18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161660]800.26 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC62626]467.63 1

Unknown 38.27 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC65949]974.67 1

gb|AM835908 DL, diurnal library Nicotiana tabacum cDNA clone nt005254053, mRNA sequence [AM835908]776.56 1

Unknown 79.94 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC41233]137.18 1

tc|Rep: Methionine aminopeptidase - Vitis vinifera (Grape), partial (55%) [TC55832] 23.15 1

Unknown 47.86 1

gb|KG9B.107A16F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107A16, mRNA sequence [EB679363]66.73 1

tc|Rep: Os07g0192300 protein - Oryza sativa subsp. japonica (Rice), partial (68%) [TC66546]183.42 1



gb|KR2B.110B08F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110B08, mRNA sequence [EB446004]109.63 1

gb|AGN_RNC014xg12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163572]263.18 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT22-430, cultivar Bright Yellow 2 [AJ718017]654.43 1

tc|Rep: Aminomethyltransferase, mitochondrial precursor - Solanum tuberosum (Potato), partial (61%) [TC41510]140.35 1

Unknown 31.54 1

gb|TT-22_D24 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642695]244.59 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC66669]42.69 1

gb|AGN_RNC014xg05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163431]22.35 1

gb|Nicotiana tabacum cystathionine gamma-synthase precursor (metB) mRNA, complete cds [AF097180]1285.3 1

tc|Rep: Alpha-1,6-xylosyltransferase - Gossypium raimondii (New World cotton), partial (45%) [TC49024]10291.65 1

Unknown 95.51 1

gb|Nicotiana tabacum mRNA for 21D7, complete cds [AB001422] 35.77 1

gb|AGN_RNC003xc14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG169607]53.2 1

tc|Rep: Alpha-soluble NSF attachment protein - Solanum tuberosum (Potato), partial (48%) [TC76047]788.69 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC49647]256.41 1

gb|KP1B.109J17F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109J17, mRNA sequence [DV161928]79.58 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC43400]130.63 1

gb|Nicotiana tabacum mRNA for putative cytosolic cysteine synthase 7 (oas7 gene) [AM087458]10374.1 1

Unknown 335.52 1

tc|Rep: Os05g0119300 protein - Oryza sativa subsp. japonica (Rice), partial (64%) [TC50444]2188.3 1

gb|KF8B.100K21F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100K21, mRNA sequence [EB427958]3402.71 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC69749]89.25 1

gb|AGN_RNC128xg24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172171]98.08 1

tc|Rep: Auxin conjugate hydrolase - Medicago truncatula (Barrel medic), partial (56%) [TC66278]56.63 1

gb|KG9B.003N01F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003N01, mRNA sequence [DV158504]259.76 1

tc|Rep: Adenylate kinase family-like protein - Solanum tuberosum (Potato), partial (97%) [TC48162]1574.29 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC61190]515.71 1

Unknown 105.32 1

gb|EST_FLW002xn13f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615692]536.87 1

gb|KG9B.104N08F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104N08, mRNA sequence [EB678541]164.25 1

gb|KF8B.202O24F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202O24, mRNA sequence [EB428997]359.2 1

Unknown 138.16 1

tc|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (83%) [TC64399]33.41 1

Unknown 21.67 1



Unknown 27.59 1

Unknown 642 1

gb|KL4B.112G06F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112G06, mRNA sequence [EB681108]3081.18 1

gb|KG9B.103J21F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103J21, mRNA sequence [EB678111]185.92 1

gb|KG9B.002J23F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002J23, mRNA sequence [DV158066]5446.56 1

gb|KL4B.110B23F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110B23, mRNA sequence [DW001094]1282.86 1

gb|AGN_RNC007xa17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167225]66.02 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC45538]64.63 1

gb|KG9B.102F20F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102F20, mRNA sequence [EB677651]20.68 1

gb|Nicotiana tabacum dehydroascorbate reductase (DHAR) mRNA, complete cds [AY074787]372.9 1

Unknown 524.18 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC40285]20902.75 1

gb|Nicotiana tabacum mRNA for nucleosome assembly protein 1 - like protein 4 [AJ438616]219.81 1

tc|Rep: Developmentally regulated GTP binding protein 1 - Pisum sativum (Garden pea), partial (60%) [TC43254]93.47 1

tc|Rep: UMP/CMP kinase like protein - Arabidopsis thaliana (Mouse-ear cress), partial (71%) [TC57081]23.13 1

gb|CHO_SL026xi01f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620000]30.43 1

tc|Rep: Callus-expressing factor - Nicotiana tabacum (Common tobacco), partial (71%) [TC40339]52.76 1

Unknown 60.12 1

Unknown 242.87 1

gb|Nicotiana tabacum mRNA for N-ethylmaleimide sensitive fusion protein, complete cds [D86506]510.54 1

Unknown 28.53 1

gb|AGN_ELP006xc12f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136848]21.55 1

Unknown 517.98 1

Unknown 30.5 1

gb|AGN_RPC020xb05f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143015]87.68 1

Unknown 27.61 1

gb|KN6B.110B11F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.110B11, mRNA sequence [EB441754]61.75 1

tc|Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC50270]20.84 1

tc|Rep: Chromosome chr9 scaffold_90, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC52964]29.26 1

gb|KR3B.101J01F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101J01, mRNA sequence [DW001947]157.57 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC45406]160.86 1

Unknown 1592.17 1

gb|Nicotiana tabacum calreticulin mRNA, complete cds [EU984501] 325.48 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC65505]522.47 1



tc|Rep: Cytosolic aconitase - Nicotiana tabacum (Common tobacco), partial (17%) [TC51083]529.36 1

gb|KP1B.102B23F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102B23, mRNA sequence [DV160047]1054.5 1

tc|Rep: Eukaryotic translation initiation factor 4E - Nicotiana benthamiana, complete [TC45992]187.4 1

gb|KL4B.104H02F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104H02, mRNA sequence [DV999942]25.38 1

gb|AGN_PNL230bf1_e7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG200595]53579.45 1

tc|Rep: Beta-soluble nsf attachment protein - Plasmodium yoelii yoelii, partial (7%) [TC56784]24.24 1

Unknown 937.47 1

Unknown 39.45 1

Unknown 7930.07 1

gb|AM788929 seedling library, SL Nicotiana tabacum cDNA clone nt002233046, mRNA sequence [AM788929]199.56 1

tc|Rep: Rop subfamily GTPase - Nicotiana tabacum (Common tobacco), partial (98%) [TC70323]4826.18 1

Unknown 84.18 1

gb|AGN_RNC126xn17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG173377]20.8 1

Unknown 8729.25 1

Unknown 17.01 1

gb|AGN_RNC029xc14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG156027]25.89 1

Unknown 22.81 1

tc|Rep: TA4 protein - Oryza sativa subsp. japonica (Rice), partial (38%) [TC51802] 28.43 1

tc|Rep: Aerobic azoreductase - Pigmentiphaga kullae, partial (8%) [TC73062] 832.2 1

gb|CHO_SL015xd24f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618903]351.37 1

Unknown 37.18 1

gb|KF8C.103I13F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103I13, mRNA sequence [EB425509]8545.26 1

tc|Rep: Chromosome chr9 scaffold_90, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC73329]78.19 1

gb|Nicotiana tabacum NtFAD3 mRNA for microsomal omega-3 acid desaturase, complete cds [D26509]4840.46 1

gb|BL12.104N17F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.104N17, mRNA sequence [EB437528]202.37 1

Unknown 186.04 1

gb|AGN_PNL203dr1_c8.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG181325]20.53 1

gb|KL4B.107L17F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107L17, mRNA sequence [EB680583]517.37 1

tc|Rep: Senescence-associated protein-like - Oryza sativa subsp. japonica (Rice), partial (12%) [TC74063]539.36 1

Unknown 66.79 1

Unknown 108.53 1

gb|AM783542 seedling library, SL Nicotiana tabacum cDNA clone nt002007045, mRNA sequence [AM783542]141.41 1

Unknown 23.97 1

gb|CHO_SL025xj15f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621686]940.27 1



gb|Nicotiana tabacum 3-dehydroquinate dehydratase [AY578143] 57.55 1

tc|Rep: Tic20-like protein - Solanum tuberosum (Potato), partial (69%) [TC70352] 113 1

gb|Nicotiana tabacum S-adenosyl-L-methionine synthetase (SAMS) mRNA, complete cds [AF127243]7368.1 1

gb|KL4B.101M16F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101M16, mRNA sequence [DV999353]99.36 1

tc|Rep: Chromosome undetermined scaffold_11, whole genome shotgun sequence - Paramecium tetraurelia, partial (5%) [TC76659]1007.02 1

tc|Rep: Chromosome chr5 scaffold_124, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC42568]403.85 1

Unknown 235.82 1

gb|KG9B.005I19F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005I19, mRNA sequence [DV159141]167.4 1

gb|CHO_SL009xe06f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617846]187.61 1

gb|TT-29_F01 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639624]26.13 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC43395]1353.52 1

gb|KG9B.003O07F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003O07, mRNA sequence [DV158532]184.96 1

gb|AGN_RNC017xf14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG162163]36.91 1

gb|TT-22_F21 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644355]153.67 1

Unknown 510.09 1

Unknown 37.66 1

Unknown 24.34 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC52857]138.94 1

Unknown 37.41 1

gb|Nicotiana tabacum NtMPO2 mRNA for N-methylputrescine oxidase, complete cds [AB289457]251.64 1

gb|KR3B.108H08F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.108H08, mRNA sequence [DW004322]341.51 1

gb|AGN_RNC109xl22r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG152078]28.24 1

tc|Rep: Chromosome chr4 scaffold_205, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC71913]16.91 1

gb|AGN_PNL228bf1_d12.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199117]176.26 1

gb|AGN_ELP018xm14f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG133114]50.54 1

gb|KT7C.110K22F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110K22, mRNA sequence [EB451478]55.51 1

tc|Rep: Chromosome chr1 scaffold_180, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC44899]112.2 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC51145]1374.56 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC52630]1138.7 1

gb|N.tabacum mRNA for ribonucleotide reductase R2 protein [X92443] 246.26 1

gb|Nicotiana tabacum ankyrin-repeat protein HBP1 mRNA, complete cds [AF352797] 476.5 1

Unknown 124.45 1

gb|KG9B.003N18F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003N18, mRNA sequence [DV158521]386.23 1

gb|TT-08_E01 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642090]57.82 1



tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC47417]1059.07 1

gb|KG9B.105B23F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105B23, mRNA sequence [EB678649]28.76 1

gb|KR2B.101F09F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.101F09, mRNA sequence [EB443735]12153.3 1

Unknown 24.36 1

gb|CHO_SL016xd21f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623740]528.24 1

tc|Rep: Uncharacterized protein At5g47430.2 - Arabidopsis thaliana (Mouse-ear cress), partial (3%) [TC71932]81.98 1

Unknown 52.87 1

Unknown 1360.13 1

tc|Rep: Chromosome chr8 scaffold_99, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC42338]2937.28 1

tc|Rep: S-adenosylmethionine decarboxylase proenzyme  (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmethionine decarboxylase beta chain] - Ipomoea nil (Japanese morning glory) (Pharbitis nil), partial (89%) [TC4721915.05 1

gb|Nicotiana tabacum vacuolar H+-ATPase B subunit mRNA, complete cds [AF220611] 427.57 1

tc|Rep: Polygalacturonase inhibitor protein precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (94%) [TC48647]19.04 1

tc|Rep: MYST-type acetyltransferase - Solanum chacoense (Chaco potato), partial (57%) [TC42460]115.16 1

gb|TT-40_D14 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643134]884.54 1

Unknown 21.57 1

gb|KF8C.103B05F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103B05, mRNA sequence [EB425343]2362.9 1

Unknown 37.08 1

gb|KF8B.202F17F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202F17, mRNA sequence [EB428797]51.2 1

gb|AGN_RPC016xj21f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144289]101.24 1

gb|KG9B.106A17F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106A17, mRNA sequence [EB678991]901.45 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC44397]176.49 1

gb|KR2B.109J14F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.109J14, mRNA sequence [EB445862]501.16 1

gb|KR2B.101B04F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.101B04, mRNA sequence [EB443661]9689.17 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC57170]1113.7 1

gb|KP1B.103L09F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103L09, mRNA sequence [DV160610]1120.87 1

gb|KP1B.102M02F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102M02, mRNA sequence [DV160268]902.23 1

gb|AGN_ELP025xb18f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139248]104.13 1

gb|AGN_PNL221af1_b5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG193831]18608.15 1

gb|TT-30_J08 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644694]248.6 1

gb|KR2B.001N16F.050815T7 KR2B Nicotiana tabacum cDNA clone KR2B.001N16, mRNA sequence [EB443292]5513.15 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC45208]1522.73 1

Unknown 475.87 1

Unknown 137.46 1

gb|KF8C.106A19F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106A19, mRNA sequence [EB426408]45.19 1



gb|KP1B.102A05F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102A05, mRNA sequence [DV160005]99.36 1

tc|Rep: T-complex protein 1, alpha subunit - Bruguiera sexangula, partial (11%) [TC72829] 55.1 1

Unknown 58.51 1

gb|KR3B.107H04F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.107H04, mRNA sequence [DW003989]650.69 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC65271]112.81 1

tc|Rep: Chromosome chr19 scaffold_126, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC43080]2786.73 1

gb|KG9B.102H09F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102H09, mRNA sequence [EB677687]18.18 1

gb|KT7C.110E22F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110E22, mRNA sequence [EB451348]37.76 1

Unknown 583.9 1

gb|KN6B.102E21F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102E21, mRNA sequence [EB438995]223.11 1

gb|TOBESTR046E09 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625247]47.68 1

gb|Nicotiana tabacum microsomal omega-6-desaturase (FAD2) mRNA, complete cds; nuclear gene for microsomal product [AY660024]35668.25 1

gb|AGN_RNC014xp12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163881]70.79 1

tc|Rep: DEAD-box ATP-dependent RNA helicase 56 - Oryza sativa subsp. japonica (Rice), partial (24%) [TC71127]205.62 1

tc|Rep: 60s acidic ribosomal protein-like protein - Solanum tuberosum (Potato), partial (92%) [TC55285]4797.74 1

gb|Nicotiana tabacum cDNA-AFLP fragment H-N_BC1M33-1 sequence [DQ460062] 38.94 1

gb|KL4B.101O02F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101O02, mRNA sequence [DV999385]43.96 1

gb|CHO_SL028xm03f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621250]53.92 1

gb|TT-41_D05 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643213]178.62 1

gb|KT7C.106J08F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106J08, mRNA sequence [EB450387]27.26 1

tc|Rep: 60s acidic ribosomal protein-like protein - Solanum tuberosum (Potato), complete [TC54942]2507.36 1

Unknown 464.71 1

gb|KG9B.103H20F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103H20, mRNA sequence [EB678062]24.66 1

Unknown 34.75 1

gb|CHO_SL008xk07f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620917]185.41 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC73340]86.05 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC60979]73.33 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC54102]367.16 1

gb|TOBESTR086A03 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG628560]71.52 1

tc|Rep: Chromosome chr10 scaffold_138, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC70059]144.56 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT12-4-420, cultivar Bright Yellow 2 [AJ717873]51.1 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC58559]70.46 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC71890]185.76 1

gb|KT7C.101B19F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.101B19, mRNA sequence [EB448824]31.53 1



tc|Rep: Chromosome undetermined scaffold_87, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC58008]127.81 1

Unknown 138.22 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC54994]1473.73 1

tc|Rep: Chromosome undetermined scaffold_296, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC50151]27.29 1

gb|KL4B.112C24F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112C24, mRNA sequence [EB681049]354.88 1

Unknown 29.17 1

gb|KF8B.100B17F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100B17, mRNA sequence [EB427794]51504.25 1

gb|AGN_PNL223dr1_g6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG195996]34.06 1

Unknown 75.95 1

Unknown 230.31 1

Unknown 27.11 1

Unknown 83.24 1

tc|Rep: DNA-binding protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (53%) [TC45030]55.29 1

Unknown 99.28 1

gb|KT7C.113A06F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.113A06, mRNA sequence [EB451951]25.66 1

Unknown 16.37 1

gb|KF8C.105O02F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105O02, mRNA sequence [EB426348]100.67 1

Unknown 2278.43 1

tc|Rep: Chromosome undetermined scaffold_248, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC49002]821.14 1

Unknown 43.18 1

gb|KL4B.105L10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105L10, mRNA sequence [DW000398]3702.77 1

gb|TT-15_L06 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636454]32.5 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC42620]10505.1 1

tc|Rep: Genomic DNA, chromosome 5, BAC clone:F6N7 - Arabidopsis thaliana (Mouse-ear cress), partial (54%) [TC50580]170.65 1

tc|Rep: 60S ribosomal protein L31 - Nicotiana glutinosa (Tobacco), complete [TC59158] 25.53 1

gb|Nicotiana tabacum nuclease mRNA, partial cds [AY029749] 55.27 1

Unknown 26.89 1

gb|FS387202 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0041_1_C02 5', mRNA sequence [FS387202]2833.51 1

gb|KL4B.105B08F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105B08, mRNA sequence [DW000180]1107.53 1

Unknown 33.41 1

Unknown 43.65 1

Unknown 18.94 1

gb|Nicotiana tabacum dehydroascorbate reductase (DHAR) mRNA, complete cds [AY074787]181.59 1

gb|KR3B.109I23F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109I23, mRNA sequence [DW004725]101.37 1



gb|FS405424 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0013_2_H09 5', mRNA sequence [FS405424]450.13 1

gb|KG9B.106M17F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106M17, mRNA sequence [EB679271]180.69 1

gb|AGN_RNC007xi24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167411]1097.1 1

gb|TT-07_C08 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640788]35.27 1

Unknown 1073.45 1

gb|TT-36_L19 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644997]25.23 1

Unknown 1180.8 1

gb|KR3B.101E04F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101E04, mRNA sequence [DW001838]130.15 1

tc|Rep: Chromosome chr1 scaffold_22, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC61785]40.58 1

gb|AGN_PNL208dr1_a3.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG184961]28.64 1

Unknown 19.72 1

gb|KT7B.100G10F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100G10, mRNA sequence [EB447545]4422.62 1

gb|Nicotiana tabacum S-adenosyl-L-homocysteine hydrolase (SAHH3) mRNA, partial cds [AY639865]9401.12 1

tc|Rep: Bypass1 - Nicotiana benthamiana, partial (68%) [TC45349] 1467.83 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC53392]986.22 1

gb|AGN_PNL226af1_a6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG197449]122.87 1

gb|KN6B.108P09F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.108P09, mRNA sequence [EB441356]265.7 1

gb|KN6B.104I03F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104I03, mRNA sequence [EB439796]28.05 1

gb|KN6B.009M09F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009M09, mRNA sequence [EB438096]22.72 1

Unknown 57.01 1

Unknown 20.25 1

tc|Rep: At5g44450 - Arabidopsis thaliana (Mouse-ear cress), partial (79%) [TC54625] 83.83 1

Unknown 26.49 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC50749]29.15 1

gb|KG9B.106J18F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106J18, mRNA sequence [EB679204]71.4 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC44440]1178.45 1

gb|TT-41_F01 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645200]45.01 1

Unknown 549.41 1

tc|Rep: Serine/threonine protein phosphatase - Vitis vinifera (Grape), complete [TC51772]116.83 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC45949]21.06 1

gb|AGN_RPC020xk06f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142986]82.12 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC76246]94.53 1

gb|KP1B.101L14F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101L14, mRNA sequence [DV159906]92.33 1

tc|Rep: Chromosome undetermined scaffold_324, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC52268]18.19 1



Unknown 2165.79 1

tc|Rep: Chromosome chr2 scaffold_112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC56148]312.98 1

gb|AGN_RNC004xo16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG169124]46.22 1

gb|FS433138 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0089_3_H12 5', mRNA sequence [FS433138]150.83 1

gb|N.tabacum 5-enolpyruvylshikimate-3-phosphate synthase mRNA, complete cds [M61904]97 1

tc|Rep: Silicatein - Halichondria okadai (Marine sponge), partial (15%) [TC67373] 70.89 1

gb|KL4B.100B12F.050922T7 KL4B Nicotiana tabacum cDNA clone KL4B.100B12, mRNA sequence [DV998762]515.25 1

gb|KL4B.103C20F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103C20, mRNA sequence [DV999490]31.72 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC44480]85.04 1

gb|AGN_PNL225df1_f4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG197328]265.62 1

tc|Rep: MYB transcription factor MYB173 - Glycine max (Soybean), partial (55%) [TC40364]2926.33 1

gb|KP1B.001H14F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001H14, mRNA sequence [DV162553]161.2 1

Unknown 41.52 1

gb|TT-07_O15 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635845]683.27 1

gb|CHO_SL003xc11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH624123]129.51 1

Unknown 35.17 1

gb|KR2B.103E15F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.103E15, mRNA sequence [EB444295]671.53 1

gb|Nicotiana tabacum nack1 mRNA for kinesin-like protein NACK1, complete cds [AB071435]82.02 1

tc|Rep: Ribosomal protein L3A - Nicotiana tabacum (Common tobacco), partial (59%) [TC74344]69 1

gb|KN6B.102D04F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102D04, mRNA sequence [EB438959]294.95 1

Unknown 60.68 1

Unknown 683.99 1

tc|Rep: Chromosome chr3 scaffold_117, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC59806]127.09 1

tc|Rep: Chromosome undetermined scaffold_334, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC45053]376.13 1

tc|Rep: Chromosome chr7 scaffold_270, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC48318]690.98 1

tc|Rep: Ubiquinol-cytochrome c reductase complex 6.7 kDa protein - Solanum tuberosum (Potato), partial (85%) [TC59796]107.32 1

tc|Rep: 60S ribosomal protein L24 - Cicer arietinum (Chickpea) (Garbanzo), complete [TC51838]51.49 1

gb|AB032546 Nicotiana tabacum immature pollen grains Nicotiana tabacum cDNA clone C24 similar to ubiquitin polyprotein precursor (C24), mRNA sequence [AB032546]86.21 1

tc|Rep: Chromosome undetermined scaffold_52, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC54601]27.61 1

gb|KR3B.111A19F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111A19, mRNA sequence [EB682879]36.64 1

Unknown 58.45 1

tc|Rep: Calcium homeostasis regulator CHoR1 - Solanum tuberosum (Potato), partial (91%) [TC41730]357.63 1

tc|Rep: Pollen coat-like protein - Camellia sinensis (Tea), complete [TC76886] 1204.66 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC55731]97.44 1



tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC47280]207.59 1

Unknown 206.99 1

Unknown 204.3 1

gb|KG9B.003P21F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003P21, mRNA sequence [DV158570]38.95 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC54892]59.38 1

tc|Rep: Alpha-amylase - Plantago major (Common plantain), partial (53%) [TC44590] 170.84 1

gb|KP1B.101F02F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101F02, mRNA sequence [DV159761]102.39 1

gb|KF8C.103B03F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103B03, mRNA sequence [EB425341]484 1

gb|KG9B.103K21F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103K21, mRNA sequence [EB678134]40.95 1

tc|Rep: At2g43020/MFL8.12 - Arabidopsis thaliana (Mouse-ear cress), partial (38%) [TC44306]677.97 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC49274]2233 1

gb|KF8C.103P24F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103P24, mRNA sequence [EB425683]500.22 1

gb|CHO_SL027xb23f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621959]1670.19 1

gb|AGN_PNL229bf1_a3.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199812]27.4 1

gb|AGN_RPC017xc15f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143827]1557.97 1

gb|KG9B.103M11F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103M11, mRNA sequence [EB678172]92.21 1

Unknown 252.12 1

Unknown 55.92 1

Unknown 513.22 1

tc|Rep: At2g39050/T7F6.22 - Arabidopsis thaliana (Mouse-ear cress), partial (43%) [TC42937]1029.41 1

tc|Rep: Eukaryotic translation initiation factor 3 subunit B - Nicotiana tabacum (Common tobacco), partial (25%) [TC55385]21.19 1

tc|Rep: CBL-interacting protein kinase 7 - Populus trichocarpa (Western balsam poplar) (Populus balsamiferasubsp. trichocarpa), partial (94%) [TC52552]7991.15 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC55169]37.43 1

Unknown 21.56 1

gb|KG9B.001H02F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001H02, mRNA sequence [DV157633]1092.16 1

Unknown 562.09 1

gb|KG9B.102D18F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102D18, mRNA sequence [EB677602]465.51 1

gb|AGN_RNC112xp19r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG150796]24.52 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC51927]48.85 1

gb|AGN_RNC111xd18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG151259]47.93 1

gb|AGN_RNC110xk10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG151438]38.45 1

gb|KR2B.107D18F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.107D18, mRNA sequence [EB445150]253.77 1

tc|Rep: Glutathione S-transferase, class-phi - Solanum commersonii (Commerson's wild potato), partial (51%) [TC56865]102.59 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC70383]91.11 1



tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC57165]2702.44 1

gb|TT-34_B01 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645447]135.15 1

gb|KT7C.102B03F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102B03, mRNA sequence [EB449161]19.97 1

gb|KR3B.107D14F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.107D14, mRNA sequence [DW003912]829.81 1

gb|KP1B.101M16F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101M16, mRNA sequence [DV159929]1003.66 1

gb|TT-38_G05 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634402]38.74 1

tc|Rep: Mitochondrial phosphate transporter - Glycine max (Soybean), partial (44%) [TC44187]5132.18 1

gb|KG9B.107K13F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107K13, mRNA sequence [EB679579]1930.67 1

gb|KR3B.113D07F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.113D07, mRNA sequence [EB683673]173.27 1

gb|KT7C.102O08F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102O08, mRNA sequence [EB449461]31.89 1

gb|AGN_RNC109xb08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG151976]200.69 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC57482]92.16 1

gb|KF8B.200N06F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200N06, mRNA sequence [EB428286]1403.18 1

Unknown 3546.7 1

tc|Rep: S-adenosylmethionine synthetase - Solanum tuberosum (Potato), partial (95%) [TC49983]87.57 1

gb|KL4B.111N08F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111N08, mRNA sequence [EB680939]68.75 1

gb|AGN_PNL231bf1_h8.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG201356]11263.65 1

gb|Nicotiana tabacum mRNA for nucleosome assembly protein 1 - like protein 2 [AJ438614]888.66 1

gb|AGN_RPC009xn03f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146483]98.4 1

tc|Rep: Retrovirus-related Pol polyprotein from transposon TNT 1-94 [Includes: Protease ; Reverse transcriptase ; Endonuclease] - Nicotiana tabacum (Common tobacco), complete [TC55284]20.84 1

tc|Rep: Chromosome undetermined scaffold_80, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC56153]188.95 1

gb|KF8C.109L20F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109L20, mRNA sequence [EB427335]520.02 1

Unknown 260.9 1

Unknown 19.97 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC54085]94.75 1

gb|KP1B.105D21F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105D21, mRNA sequence [EB681685]430.65 1

tc|Rep: Proteasome subunit alpha type-6 - Nicotiana tabacum (Common tobacco), complete [TC54554]216.06 1

tc|Rep: Tryptophan synthase beta subunit - Persicaria tinctoria, partial (83%) [TC49287] 530.13 1

gb|KG9B.102A13F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102A13, mRNA sequence [EB677527]59.17 1

tc|Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC46025]105.43 1

gb|KG9B.102D21F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102D21, mRNA sequence [EB677605]107.8 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC56859]466.8 1

Unknown 916.41 1

Unknown 202.45 1



tc|Rep: Induced stolon tip protein - Capsicum annuum (Bell pepper), partial (66%) [TC71616]1541.12 1

tc|Rep: Chromosome undetermined scaffold_200, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC59559]134.11 1

Unknown 47.38 1

gb|KT7C.104B12F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104B12, mRNA sequence [EB449531]824.95 1

gb|KL4B.104P21F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104P21, mRNA sequence [DW000146]146.08 1

Unknown 450.11 1

gb|AGN_RNC020xa24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160166]26.09 1

gb|TT-01_E10 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645464]2436.48 1

gb|TT-31_K08 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641470]105.77 1

tc|Rep: Shikimate kinase, chloroplast precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (71%) [TC75422]505.08 1

gb|KF8C.101D04F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101D04, mRNA sequence [EB424673]5205.75 1

Unknown 22.44 1

gb|CHO_SL028xj15f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621391]144.82 1

tc|Rep: Chromosome chr9 scaffold_104, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC41767]1539.95 1

Unknown 23.95 1

gb|KP1B.101E23F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101E23, mRNA sequence [DV159758]34.54 1

Unknown 94.3 1

gb|BL12.102O24F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.102O24, mRNA sequence [EB436935]80.15 1

gb|KL4B.112I23F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112I23, mRNA sequence [EB681161]66.1 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC52255]4194.42 1

gb|KL4B.103O05F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103O05, mRNA sequence [DV999740]22.95 1

gb|AGN_RPC017xo19f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143890]238.06 1

Unknown 73.62 1

tc|Rep: Quinolinate phosphoribosyltransferase - Nicotiana tabacum (Common tobacco), complete [TC48430]33.46 1

gb|AM843409 seedling library, SL Nicotiana tabacum cDNA clone nt002193022, mRNA sequence [AM843409]23.15 1

gb|KR3B.104N14F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.104N14, mRNA sequence [DW003107]35.28 1

Unknown 2885.87 1

tc|Rep: Bypass2 - Nicotiana benthamiana, partial (57%) [TC58115] 58.76 1

tc|Rep: Joka2 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (50%) [TC46194]120.75 1

Unknown 443.7 1

Unknown 139.89 1

tc|Rep: Eukaryotic translation initiation factor 3 subunit A - Nicotiana tabacum (Common tobacco), partial (19%) [TC63070]152.38 1

tc|Rep: Voltage-dependent anion channel - Nicotiana tabacum (Common tobacco), complete [TC47545]251.03 1

gb|KG9B.103F14F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103F14, mRNA sequence [EB678011]1038.11 1



gb|TT-28_H09 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644605]52.55 1

gb|KG9B.105F03F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105F03, mRNA sequence [EB678725]552.41 1

tc|Rep: 50S ribosomal protein L4 - Arabidopsis thaliana (Mouse-ear cress), partial (79%) [TC49394]44.06 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC42195]249.9 1

Unknown 48.94 1

tc|Rep: Molecular chaperone Hsp90-2 - Nicotiana benthamiana, partial (25%) [TC47759]2878.78 1

tc|Rep: Cellulose synthase - Populus tremula x Populus tremuloides, partial (86%) [TC48936]280.63 1

Unknown 45.12 1

Unknown 49.53 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC58242]182.84 1

tc|Rep: Chromosome chr9 scaffold_104, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC57001]244.01 1

gb|KF8C.106J03F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106J03, mRNA sequence [EB426600]132.4 1

tc|Rep: Gamma hydroxybutyrate dehydrogenase - Arabidopsis thaliana (Mouse-ear cress), partial (80%) [TC67552]462.32 1

tc|Rep: Joka2 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (40%) [TC46176]226.22 1

Unknown 18.72 1

tc|GB|AJ937852.1|CAI78906.1 putative glutathione S-transferase [NP8635400] 197.67 1

gb|KP1B.113B11F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.113B11, mRNA sequence [EB682588]55 1

tc|Rep: Temperature-induced lipocalin - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC62135]139.59 1

tc|Rep: Chromosome chr2 scaffold_187, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC66644]23.91 1

gb|KN6B.102M07F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102M07, mRNA sequence [EB439165]517.52 1

gb|KL4B.104B16F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104B16, mRNA sequence [DV999819]30.4 1

gb|KR3B.101F04F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101F04, mRNA sequence [DW001859]30.65 1

Unknown 41.56 1

gb|BP528807 MAT001 Nicotiana tabacum cDNA clone BY13673, mRNA sequence [BP528807]26.69 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC65748]64.19 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC61540]180.95 1

Unknown 223.57 1

gb|KF8C.106M20F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106M20, mRNA sequence [EB426680]66.76 1

tc|Rep: Uncharacterized protein At4g38130.2 - Arabidopsis thaliana (Mouse-ear cress), partial (93%) [TC52529]27.26 1

gb|KP1B.101K20F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101K20, mRNA sequence [DV159892]103.23 1

Unknown 11705.25 1

gb|AGN_RNC129xp14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG171924]182.41 1

gb|FS409302 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0024_1_B12 5', mRNA sequence [FS409302]5984.76 1

gb|Nicotiana tabacum mRNA for hypothetical protein (T407 gene) [AM851016] 950.05 1



gb|AGN_RNC116xi22f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148948]23.43 1

gb|EST_FLW001xi04f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615319]32.42 1

Unknown 485.96 1

gb|KL4B.101O02F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101O02, mRNA sequence [DV999385]49.46 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC54166]1964.38 1

gb|TL13.105E03F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.105E03, mRNA sequence [EB433813]44.59 1

gb|KF8C.101C08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101C08, mRNA sequence [EB424654]85.71 1

gb|KT7B.107C22F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107C22, mRNA sequence [EB448164]21.13 1

tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC70202]148.41 1

gb|CHO_SL027xj10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622076]144.26 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC60402]238.84 1

Unknown 19.62 1

gb|KG9B.003B08F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003B08, mRNA sequence [DV158230]21.38 1

gb|KP1B.102P18F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102P18, mRNA sequence [DV160348]909.69 1

gb|CHO_SL008xn09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621092]25.02 1

Unknown 35594.25 1

Unknown 177.77 1

tc|Rep: Nucleosome assembly protein 1-like protein 4 - Nicotiana tabacum (Common tobacco), partial (43%) [TC58102]400.51 1

gb|Nicotiana tabacum WREBP-2 mRNA, complete cds [AB017694] 152.22 1

tc|Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC45685]725.78 1

gb|KL4B.104J05F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104J05, mRNA sequence [DV999990]82.85 1

tc|Rep: Chromosome chr1 scaffold_136, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC67888]4402.81 1

tc|Rep: Heat-shock protein - Arabidopsis thaliana (Mouse-ear cress), partial (52%) [TC45886]64.25 1

Unknown 19.07 1

Unknown 63.63 1

gb|Nicotiana tabacum partial mRNA for cullin 1C (cul1C gene) [AJ344535] 91.94 1

tc|Rep: Chloroplast threonine deaminase 1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (38%) [TC42527]2273.61 1

tc|Rep: Xylose isomerase - Vitis vinifera (Grape), partial (43%) [TC71501] 254.12 1

tc|Rep: Chaperone GrpE type 1 - Nicotiana tabacum (Common tobacco), partial (97%) [TC52077]72.44 1

gb|TT-35_P15 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641433]25.43 1

Unknown 126.37 1

gb|KL5B.118N24F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.118N24, mRNA sequence [EB432745]90.07 1

tc|Rep: Sucrose-phosphate synthase isoform B - Nicotiana tabacum (Common tobacco), partial (12%) [TC75091]2919.81 1

gb|CHO_SL003xk23f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH624166]48.52 1



tc|Rep: Multiprotein bridging factor 1c - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC51670]1645.17 1

gb|TT-17_O12 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639219]144.75 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC44771]134.82 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC52136]179.55 1

tc|Rep: Chromosome undetermined scaffold_248, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC65670]105.5 1

gb|KP1B.109I14F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109I14, mRNA sequence [DV161905]19.04 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC67482]135.17 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC60851]42.57 1

gb|TT-38_J23 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634419]1277.45 1

Unknown 24.29 1

tc|Rep: Chromosome chr16 scaffold_94, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC41197]1867.19 1

gb|KT7C.112K05F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112K05, mRNA sequence [EB451816]97.77 1

tc|Rep: Hsp20.1 protein - Solanum peruvianum (Peruvian tomato) (Lycopersicon peruvianum), complete [TC73797]134.79 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC45480]511.22 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT12-4-420, cultivar Bright Yellow 2 [AJ717873]65.75 1

gb|FS436012 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0097_3_F02 5', mRNA sequence [FS436012]56.39 1

tc|Rep: Glutathione S-transferase - Euphorbia esula (Leafy spurge), partial (87%) [TC41769]4373.96 1

tc|Rep: Chromosome chr13 scaffold_120, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC50032]109.49 1

Unknown 82.45 1

tc|Rep: Chromosome undetermined scaffold_116, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC50521]1593.52 1

gb|EST_FLW001xn16f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615494]1683.3 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC54806]549.08 1

gb|KR2B.105N22F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.105N22, mRNA sequence [EB445042]50.85 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC70007]316.98 1

gb|KL4B.111O19F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111O19, mRNA sequence [EB680971]1340.44 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT2-32-210, cultivar Bright Yellow 2 [AJ719139]35.84 1

gb|TT-36_C17 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642865]552.77 1

gb|TOBESTR089A07 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG628825]75.6 1

tc|Rep: Ubiquitin - Hevea brasiliensis (Para rubber tree), partial (67%) [TC48522] 1757.97 1

tc|Rep: Myosin XI - Nicotiana tabacum (Common tobacco), partial (3%) [TC55717] 65.71 1

Unknown 392.5 1

tc|Rep: Triosephosphate isomerase - Solanum tuberosum (Potato), partial (49%) [TC67321]496.09 1

gb|Nicotiana tabacum mRNA for nucleic acid binding protein (nbp1 gene) [AJ344538] 91.33 1

Unknown 782.26 1



gb|EST_FLW005xb18f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH616239]178.07 1

tc|Rep: Glyceraldehyde-3-phosphate dehydrogenase - Capsicum annuum (Bell pepper), partial (58%) [TC50233]136.7 1

Unknown 57.13 1

tc|Rep: Lysophospholipase-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (71%) [TC47692]968.24 1

gb|KR3B.001L06F.050815T7 KR3B Nicotiana tabacum cDNA clone KR3B.001L06, mRNA sequence [DW001637]24.88 1

gb|KR3B.109P05F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109P05, mRNA sequence [DW004871]184.48 1

tc|Rep: Magnesium dependent soluble inorganic pyrophosphatase - Solanum tuberosum (Potato), partial (97%) [TC41468]4511.76 1

gb|KT7C.109C01F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109C01, mRNA sequence [EB450931]258.25 1

gb|TOBESTR043F12 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625004]43.01 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC54727]183.01 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC54641]158.43 1

gb|KF8C.102O07F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102O07, mRNA sequence [EB425276]13365.8 1

gb|TT-09_F04 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635964]599.19 1

tc|Rep: Chromosome chr9 scaffold_33, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC46751]14305.55 1

Unknown 56.35 1

gb|Nicotiana tabacum A31 mRNA for chromomethylase-like protein, complete cds [AB032538]302.5 1

Unknown 21.08 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC43097]24.36 1

Unknown 30.33 1

Unknown 37.43 1

gb|KN6B.102E03F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102E03, mRNA sequence [EB438979]142.63 1

Unknown 43.81 1

tc|Rep: Na+/H+ antiporter - Mesembryanthemum crystallinum (Common ice plant), partial (20%) [TC62587]88.93 1

Unknown 24.35 1

gb|Nicotiana tabacum mRNA for gibberellin 3beta-hydroxylase, complete cds [AB032198]67.33 1

Unknown 30.15 1

gb|FS416927 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0044_4_D09 5', mRNA sequence [FS416927]1218.11 1

Unknown 10048.38 1

Unknown 37.49 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC55393]1094.87 1

gb|TT-12_L04 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643894]26.12 1

gb|TL13.109B21F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.109B21, mRNA sequence [EB435034]517.41 1

gb|KP1B.104B24F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104B24, mRNA sequence [DV160757]1084.98 1

gb|KL4B.109M15F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.109M15, mRNA sequence [DW001012]29.86 1



tc|Rep: Fructose-bisphosphate aldolase - Solanum tuberosum (Potato), partial (55%) [TC41667]4218.34 1

gb|CHO_SL015xi10f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618757]56.28 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC55772]24.3 1

gb|CHO_SL013xb17f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622289]2436.19 1

gb|KP1B.107I12F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107I12, mRNA sequence [DV161248]274.56 1

gb|KN6B.105C09F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105C09, mRNA sequence [EB440029]96.4 1

Unknown 235.68 1

Unknown 183.85 1

Unknown 22.41 1

Unknown 19.32 1

tc|Rep: Chromosome chr1 scaffold_180, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC76356]47.81 1

Unknown 51.3 1

Unknown 20.01 1

gb|BP530129 MAT005 Nicotiana tabacum cDNA clone BY21114, mRNA sequence [BP530129]651.87 1

gb|KF8B.100G13F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100G13, mRNA sequence [EB427882]33379.55 1

tc|Rep: Chromosome chr13 scaffold_74, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC50534]22.88 1

Unknown 649.89 1

tc|Rep: Chromosome chr2 scaffold_113, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC46175]294.8 1

gb|Nicotiana tabacum NtCHI1 mRNA for chalcone isomerase, complete cds [AB213651] 19.9 1

Unknown 62.91 1

Unknown 639.21 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC40958]138.75 1

gb|KF8C.110B13F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110B13, mRNA sequence [EB427456]2942.77 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC52560]1678.6 1

gb|TOBESTR098B05 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG629636]67414.15 1

gb|BP128854 MAT001 Nicotiana tabacum cDNA clone BY661, mRNA sequence [BP128854]100.79 1

gb|TT-47_F05 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640154]463.63 1

Unknown 208.88 1

gb|BP129934 MAT001 Nicotiana tabacum cDNA clone BY1843, mRNA sequence [BP129934]471.29 1

tc|Rep: Polyprotein - Solanum melongena (Eggplant) (Aubergine), partial (58%) [TC66319]21.74 1

tc|Rep: Chromosome chr12 scaffold_78, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC71426]500.1 1

gb|Nicotiana tabacum calcium-dependent protein kinase-like mRNA, partial sequence [EF051140]110.06 1

tc|Rep: SLT1 protein - Nicotiana tabacum (Common tobacco), partial (37%) [TC52949] 31.81 1

gb|KF8C.108E01F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108E01, mRNA sequence [EB426833]58.27 1



Unknown 1284.86 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC50302]1052.12 1

Unknown 19.58 1

tc|Rep: ATP synthase subunit d, mitochondrial - Arabidopsis thaliana (Mouse-ear cress), complete [TC43259]603.22 1

tc|Rep: Protein yippee-like - Solanum tuberosum (Potato), complete [TC46422] 20.72 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC42131]80.99 1

tc|Rep: Chromosome undetermined scaffold_133, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC52545]268.31 1

tc|Rep: Os07g0192300 protein - Oryza sativa subsp. japonica (Rice), partial (68%) [TC66546]103.99 1

Unknown 24.08 1

gb|KG9B.005B15F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005B15, mRNA sequence [DV158976]41.56 1

tc|Rep: Chromosome chr3 scaffold_157, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC47029]58.39 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC65429]928.02 1

gb|TT-03_C06 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643399]213.11 1

gb|KF8C.108M07F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108M07, mRNA sequence [EB427008]31.21 1

gb|AGN_PNL226df1_e5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG198048]124.44 1

Unknown 48.71 1

gb|KF8C.105O05F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105O05, mRNA sequence [EB426351]175.95 1

Unknown 582.85 1

tc|Rep: NTGP5 - Nicotiana tabacum (Common tobacco), complete [TC75301] 102.38 1

gb|KP1B.111O06F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.111O06, mRNA sequence [EB682214]51.3 1

Unknown 50.35 1

Unknown 183.62 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC74788]262.21 1

gb|TT-10_J17 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643778]24.84 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC57582]115.9 1

tc|Rep: Ubiquitin carrier protein - Vitis vinifera (Grape), complete [TC44653] 514.29 1

tc|Rep: Uncharacterized protein At4g17310.2 - Arabidopsis thaliana (Mouse-ear cress), partial (44%) [TC70869]25.38 1

Unknown 386.31 1

gb|KR2B.115K02F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115K02, mRNA sequence [EB447310]227.87 1

Unknown 33.81 1

gb|KP1B.001N14F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001N14, mRNA sequence [DV162682]214.28 1

Unknown 872.57 1

gb|KP1B.107P21F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107P21, mRNA sequence [DV161398]133.51 1

gb|AGN_ELP005xb01f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137231]36.07 1



tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC68722]525.46 1

Unknown 357.67 1

gb|TT-12_E09 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638986]64.45 1

Unknown 35.4 1

gb|KP1B.110C13F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110C13, mRNA sequence [DV162116]488.47 1

gb|KL5B.104O21F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.104O21, mRNA sequence [EB429936]1057.94 1

gb|KF8C.101M24F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101M24, mRNA sequence [EB424895]18224.15 1

gb|KL4B.110O19F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110O19, mRNA sequence [DW001357]38 1

Unknown 989.92 1

tc|Rep: Chromosome chr3 scaffold_95, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC58904]29.16 1

Unknown 522.61 1

tc|Rep: Chromosome chr13 scaffold_210, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC48341]766.57 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC73919]27.1 1

Unknown 443.26 1

gb|AGN_RPC005xi07f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147452]280.49 1

gb|CHO_SL023xo07f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623052]262.53 1

tc|Rep: Chromosome undetermined scaffold_168, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC61784]24.12 1

tc|Rep: Chromosome chr9 scaffold_104, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC57001]244.29 1

Unknown 35.37 1

Unknown 123.64 1

gb|KG9B.106L14F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106L14, mRNA sequence [EB679246]28.69 1

Unknown 40.3 1

tc|Rep: Chromosome chr1 scaffold_136, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC47641]409.56 1

Unknown 19.49 1

gb|AGN_RNC006xp17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG168120]21.72 1

gb|KP1B.111I22F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.111I22, mRNA sequence [EB682108]80.34 1

gb|AM783100 seedling library, SL Nicotiana tabacum cDNA clone nt002102024, mRNA sequence [AM783100]61.25 1

Unknown 20.6 1

Unknown 280.24 1

gb|KL4B.102I22F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102I22, mRNA sequence [EB679898]273.68 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC45521]655.36 1

tc|Rep: Membrane cofactor protein precursor - Callithrix jacchus (Common marmoset), partial (5%) [TC45396]21.16 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT3-42-370, cultivar Bright Yellow 2 [AJ718115]181.97 1

Unknown 169.33 1



Unknown 6521.98 1

Unknown 27.25 1

Unknown 905.15 1

gb|Nicotiana tabacum microsomal omega-6-desaturase (FAD2) mRNA, complete cds; nuclear gene for microsomal product [AY660024]19132.75 1

Unknown 24.37 1

gb|KL4B.109F14F.051108T7 KL4B Nicotiana tabacum cDNA clone KL4B.109F14, mRNA sequence [DW000906]128.19 1

Unknown 1360.66 1

gb|KF8B.201D21F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201D21, mRNA sequence [EB428418]649.52 1

tc|Rep: 14-3-3 protein - Nicotiana tabacum (Common tobacco), complete [TC40219] 18626.3 1

Unknown 18.3 1

Unknown 73.64 1

gb|AGN_RNC022xp13f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159329]25.9 1

gb|TT-23_N18 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644428]1685.78 1

Unknown 35.63 1

Unknown 23.01 1

Unknown 762.18 1

Unknown 327.19 1

gb|KL4B.101A09F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101A09, mRNA sequence [DV999095]19.4 1

gb|FS377087 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0012_3_E02 5', mRNA sequence [FS377087]53.79 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC59683]26.34 1

Unknown 93.8 1

Unknown 576.93 1

gb|KP1B.109K06F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109K06, mRNA sequence [DV161940]51.13 1

gb|TT-08_E04 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642093]210 1

gb|KR3B.113P03F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.113P03, mRNA sequence [EB683945]1850.37 1

tc|Rep: RING E3 ligase protein - Arabidopsis thaliana (Mouse-ear cress), partial (15%) [TC51477]101.67 1

gb|KL4B.107P19F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107P19, mRNA sequence [EB680653]30.33 1

gb|KF8C.104N08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104N08, mRNA sequence [EB425970]33137.7 1

tc|Rep: Pyruvate dehydrogenase E1 beta subunit isoform 1 - Zea mays (Maize), partial (43%) [TC45485]293.48 1

gb|TT-11_H14 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642298]517.91 1

gb|KL4B.109L22F.051108T7 KL4B Nicotiana tabacum cDNA clone KL4B.109L22, mRNA sequence [DW000999]28.35 1

Unknown 43.61 1

tc|Rep: ARF-like small GTPase-like protein - Solanum tuberosum (Potato), complete [TC40868]9134.44 1

gb|TT-38_F18 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638032]18.84 1



gb|KN6B.104J07F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104J07, mRNA sequence [EB439824]18.9 1

tc|Rep: Chromosome undetermined scaffold_203, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC71206]19.31 1

Unknown 184.91 1

gb|FS417360 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0046_1_B10 5', mRNA sequence [FS417360]838.15 1

tc|Rep: Chromosome undetermined scaffold_203, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC59387]21.01 1

gb|KF8C.106K08F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106K08, mRNA sequence [EB426628]87.81 1

tc|Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC50328]186 1

gb|Nicotiana tabacum mRNA for NAD-dependent isocitrate dehydrogenase, clone pnadidh-c [Y14431]673.82 1

gb|KT7C.106G23F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106G23, mRNA sequence [EB450337]502.8 1

tc|Rep: Chromosome chr18 scaffold_121, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC45647]264.23 1

Unknown 48.77 1

Unknown 236.02 1

Unknown 515.59 1

gb|KL5B.117A02F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.117A02, mRNA sequence [EB432254]26.25 1

Unknown 2998.83 1

gb|TT-09_E09 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643711]19.64 1

gb|TT-01_B04 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641644]136.96 1

gb|AGN_PNL228cf1_a10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199258]2764.14 1

tc|Rep: Chromosome undetermined scaffold_3075, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC55356]37.2 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC56205]65.14 1

gb|KT7B.103C07F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.103C07, mRNA sequence [EB447792]1281.67 1

tc|Rep: Inorganic pyrophosphatase - Nicotiana tabacum (Common tobacco), complete [TC47652]47.66 1

gb|KL4B.104A02F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104A02, mRNA sequence [DV999783]4297.26 1

gb|KL5B.114F14F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.114F14, mRNA sequence [EB431631]30.65 1

Unknown 109.9 1

Unknown 22.99 1

gb|KG9B.002C07F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002C07, mRNA sequence [DV157889]131.29 1

gb|AM816107 seedling library, SL Nicotiana tabacum cDNA clone nt002273078, mRNA sequence [AM816107]255.12 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC54150]327.77 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC68034]31.43 1

Unknown 526.24 1

gb|TT-22_B20 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641047]140.06 1

tc|Rep: Adenine phosphoribosyltransferase-like - Solanum tuberosum (Potato), complete [TC41028]532.61 1

tc|Rep: Squalene monooxygenase - Datura innoxia (Downy thornapple) (Datura meteloides), complete [TC52639]11233.7 1



gb|TT-08_G17 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638812]11692.55 1

Unknown 28.65 1

gb|KR3B.104B22F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.104B22, mRNA sequence [DW002850]114.58 1

gb|AGN_RNC012xp24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164981]530.28 1

tc|Rep: Tocopherol cyclase - Solanum tuberosum (Potato), partial (50%) [TC52369] 23.34 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC45328]500.92 1

Unknown 116.55 1

Unknown 31.63 1

gb|TT-06_C12 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635120]2069.43 1

gb|CHO_SL024xf08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622684]147.84 1

gb|KN6B.104O01F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104O01, mRNA sequence [EB439934]1293.13 1

tc|Rep: Citrate synthase - Nicotiana tabacum (Common tobacco), partial (50%) [TC41992]122.17 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC56572]863.21 1

gb|KT7C.104M15F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104M15, mRNA sequence [EB449765]21.37 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC65693]109.41 1

Unknown 62.56 1

gb|KL4B.103F10F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103F10, mRNA sequence [DV999544]4853.76 1

gb|CHO_SL026xf21f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620138]741.36 1

Unknown 26.71 1

gb|KP1B.109K02F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109K02, mRNA sequence [DV161936]18.73 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC57327]551.24 1

gb|KR3B.113P20F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.113P20, mRNA sequence [EB683961]24.93 1

Unknown 91.14 1

gb|AGN_RNC019xi20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160796]127.17 1

gb|TT-30_H11 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644689]183.19 1

gb|BP526356 MAT001 Nicotiana tabacum cDNA clone BY11073, mRNA sequence [BP526356]17.92 1

gb|KL4B.111O01F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111O01, mRNA sequence [EB680954]1168.62 1

gb|Nicotiana tabacum NtmybA2 mRNA for Myb, complete cds [AB056123] 61.77 1

tc|Rep: Chromosome chr3 scaffold_157, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC59878]338.83 1

gb|TT-24_J23 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633459]172.62 1

Unknown 457.82 1

tc|Rep: Chromosome undetermined scaffold_127, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC59337]20.66 1

gb|KG9B.001G18F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001G18, mRNA sequence [DV157625]2709.73 1

gb|EST_FLW005xl21f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH616218]294.2 1



Unknown 27.44 1

tc|Rep: 40S ribosomal protein S12 - Vitis vinifera (Grape), complete [TC53841] 19.03 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC75750]454.27 1

gb|Nicotiana tabacum mRNA for nucleosome assembly protein 1 - like protein 3 [AJ438615]578.6 1

tc|Rep: AN11 - Petunia hybrida (Petunia), partial (50%) [TC52222] 147.61 1

gb|Nicotiana tabacum S25-PR6 mRNA, complete cds [U44760] 24.94 1

gb|KL5B.115A14F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.115A14, mRNA sequence [EB431800]168.79 1

Unknown 93.43 1

tc|Rep: Uncharacterized protein At1g53880.1 - Arabidopsis thaliana (Mouse-ear cress), partial (61%) [TC46956]45.92 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC42095]27.29 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC51764]142.89 1

Unknown 189.65 1

gb|AGN_RNC007xo06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167434]226.41 1

Unknown 58.33 1

Unknown 22.09 1

gb|KG9B.105C22F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105C22, mRNA sequence [EB678672]181.22 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC50860]42.42 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC47825]27.85 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC42953]80.87 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC66469]1630.59 1

gb|AGN_PNL226df1_d2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG198033]9459.27 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC71650]236.29 1

gb|AGN_RNC116xh11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG149075]89.04 1

gb|KR3B.001C12F.050815T7 KR3B Nicotiana tabacum cDNA clone KR3B.001C12, mRNA sequence [DW001436]836.49 1

tc|Rep: Ubiquitin conjugating enzyme 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (43%) [TC61679]154.16 1

Unknown 976.19 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC57957]22.45 1

tc|Rep: Chromosome undetermined scaffold_267, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC54157]468.34 1

tc|Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC70226]25.18 1

Unknown 55.43 1

gb|AGN_RPC005xi08f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147526]37.6 1

gb|AGN_RNC125xp24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG174018]551.57 1

gb|KR3B.114M20F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.114M20, mRNA sequence [EB684210]1716.86 1

gb|TT-31_N23 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637596]633.09 1



Unknown 1705.42 1

gb|KT7C.112P22F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112P22, mRNA sequence [EB451943]57.46 1

gb|KF8C.105J14F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105J14, mRNA sequence [EB426249]1805.38 1

gb|KL4B.104K06F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104K06, mRNA sequence [DW000015]10861.5 1

tc|Rep: Pathogenesis-related homeodomain protein - Petroselinum crispum (Parsley) (Petroselinum hortense), partial (28%) [TC72901]71.03 1

tc|Rep: Arginine/serine-rich-splicing factor RSP31 - Arabidopsis thaliana (Mouse-ear cress), partial (73%) [TC69290]229.4 1

gb|KF8C.102O07F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102O07, mRNA sequence [EB425276]7703.98 1

tc|Rep: Fructose-bisphosphate aldolase - Vitis vinifera (Grape), complete [TC54270] 64.11 1

gb|Nicotiana tabacum ferritin 2 (Fer2) mRNA, complete cds [AY141105] 80.61 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC61756]1275.3 1

gb|KL4B.101B07F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101B07, mRNA sequence [DV999112]809.81 1

gb|TT-35_J09 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642822]911.5 1

tc|Rep: Mitochondrial small heat shock protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (93%) [TC57449]176.03 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC73117]172.7 1

gb|TT-35_I12 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634699] 23.12 1

gb|AGN_RNC211xl11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155267]226.16 1

Unknown 155.51 1

gb|AGN_RNC026xp05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157245]93.16 1

gb|KR2B.107M04F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.107M04, mRNA sequence [EB445311]27.42 1

Unknown 40.06 1

Unknown 115.36 1

tc|Rep: Mannose-6-phosphate isomerase - Vitis vinifera (Grape), partial (88%) [TC73294]510.91 1

tc|Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC48193]7492.8 1

tc|Rep: Metallothionein-like protein - Nicotiana tabacum (Common tobacco), complete [TC65087]35785.3 1

tc|Rep: Cycloartenol synthase - Dioscorea zingiberensis, partial (24%) [TC52278] 75.41 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC73183]555.87 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC55891]121.48 1

Unknown 10537.65 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC46873]27.72 1

gb|CHO_SL016xb06f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623795]517.84 1

gb|AGN_PNL230bf1_e6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG200594]2792.52 1

Unknown 1073.68 1

gb|CHO_SL015xh02f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618914]146.32 1

gb|TT-47_D17 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643284]39.58 1



tc|Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC60237]41.28 1

gb|KN6B.101B06F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101B06, mRNA sequence [EB438545]267.17 1

gb|CHO_SL013xn02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622432]959.76 1

Unknown 414.29 1

gb|CHO_SL027xj07f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621994]24.93 1

gb|AGN_PNL212df1_f1.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG187855]43517.95 1

gb|10F11 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH664439]42.13 1

gb|KG9B.105G06F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105G06, mRNA sequence [EB678751]52.53 1

Unknown 72.05 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC55734]79.71 1

Unknown 54.72 1

Unknown 107.45 1

Unknown 43.47 1

gb|TT-41_E09 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638255]105.44 1

tc|Rep: AML1 - Medicago truncatula (Barrel medic), partial (23%) [TC52177] 32.44 1

gb|AGN_RNC004xk06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG169100]45.63 1

tc|Rep: Glycoprotein endopeptidase-like protein - Solanum tuberosum (Potato), complete [TC66364]56.03 1

gb|CHO_SL007xl02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620836]423.08 1

Unknown 182.1 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC48461]320.13 1

Unknown 475.39 1

tc|Rep: Luminal-binding protein 5 precursor - Nicotiana tabacum (Common tobacco), partial (30%) [TC47036]8207.34 1

Unknown 22.25 1

gb|KF8C.103B09F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103B09, mRNA sequence [EB425346]1398.96 1

Unknown 26.46 1

tc|Rep: Glutathione S-transferase GST 23 - Glycine max (Soybean), partial (89%) [TC47349]1087.39 1

Unknown 24.31 1

gb|BP530590 MAT005 Nicotiana tabacum cDNA clone BY22227, mRNA sequence [BP530590]34.76 1

tc|Rep: N.plumbaginifolia H+-translocating ATPase mRNA - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (62%) [TC57442]254.92 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC52718]163.89 1

gb|N.tabacum mRNA for phosphoglycerate kinase (chloroplast isoenzyme) [Z48977] 102.79 1

Unknown 31.96 1

tc|Rep: LEA1-like protein - Capsicum annuum (Bell pepper), partial (97%) [TC51846] 174.21 1

tc|Rep: UDP-glucuronate decarboxylase 1 - Nicotiana tabacum (Common tobacco), complete [TC74220]16284.1 1



gb|KL5B.106G19F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.106G19, mRNA sequence [EB430285]130.5 1

gb|CHO_SL024xj20f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622710]27.56 1

gb|KL4B.111K19F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111K19, mRNA sequence [EB680885]103.91 1

Unknown 35.97 1

tc|Rep: Mitochondrial import receptor subunit TOM20 - Solanum tuberosum (Potato), partial (97%) [TC73578]161.54 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC48490]21.07 1

gb|CHO_SL018xk07f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619270]2834.81 1

gb|KN6B.009J12F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009J12, mRNA sequence [EB438050]498.08 1

Unknown 144.55 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC56127]888.05 1

tc|Rep: Chromosome undetermined scaffold_87, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC55548]49.59 1

tc|Rep: Rar1 - Nicotiana tabacum (Common tobacco), complete [TC56002] 17.8 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC53551]62.01 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC54497]34.78 1

gb|KL4B.107D11F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107D11, mRNA sequence [EB680438]763.12 1

gb|AGN_ELP011xp03f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135369]67.29 1

Unknown 1167.27 1

Unknown 186.91 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC54584]203.21 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC55192]56.98 1

gb|KR3B.102P15F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.102P15, mRNA sequence [DW002460]21.04 1

tc|Rep: Sigma factor - Nicotiana tabacum (Common tobacco), complete [TC74868] 81.28 1

gb|FS437774 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0102_3_A04 5', mRNA sequence [FS437774]49.51 1

gb|KR2B.111C20F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.111C20, mRNA sequence [EB446333]56.47 1

gb|TT-25_L17 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644499]31.76 1

gb|KG9B.102J05F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102J05, mRNA sequence [EB677730]1680.74 1

gb|KR3B.101P22F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101P22, mRNA sequence [DW002106]1142.54 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC51383]213.51 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC55896]460.27 1

gb|AGN_RNC014xn24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163876]144.67 1

gb|Nicotiana tabacum mRNA for S-adenosyl-L-homocysteine hydrolase, complete cds [D45204]2060.56 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC42195]477.67 1

gb|KT7C.109J05F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109J05, mRNA sequence [EB451089]876.35 1

gb|KP1B.104O18F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104O18, mRNA sequence [DV161036]27.73 1



gb|Nicotiana tabacum PAP mRNA for purple acid phosphatase, complete cds, isolate:NtPAP21 [AB084124]18.92 1

gb|CHO_SL005xb10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617143]197.7 1

gb|KG9B.103K10F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103K10, mRNA sequence [EB678124]979.55 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC61554]3948.44 1

gb|KP1B.001P06F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001P06, mRNA sequence [DV162718]4200.96 1

Unknown 60.48 1

gb|KF8C.105D01F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105D01, mRNA sequence [EB426099]222.27 1

Unknown 165.35 1

Unknown 874.55 1

gb|BP526377 MAT001 Nicotiana tabacum cDNA clone BY11094, mRNA sequence [BP526377]31.32 1

Unknown 4666.11 1

gb|KR3B.109H16F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109H16, mRNA sequence [DW004694]136.42 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC70237]88.29 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC49591]1524.98 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC50013]27.61 1

gb|KR3B.111D19F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111D19, mRNA sequence [EB682951]58.24 1

tc|Rep: Predicted protein - Ostreococcus lucimarinus (strain CCE9901), partial (5%) [TC70834]4574.94 1

tc|Rep: BTF3 - Nicotiana benthamiana, complete [TC61707] 45.15 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC48021]2405.12 1

gb|KL4B.105A09F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105A09, mRNA sequence [DW000157]249.64 1

Unknown 30.7 1

tc|Rep: Clp protease 2 proteolytic subunit precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (94%) [TC41431]55.62 1

Unknown 65.09 1

gb|TT-36_C22 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639902]17.13 1

gb|KL4B.113D18F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.113D18, mRNA sequence [EB681361]63.87 1

gb|KG9B.102P17F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102P17, mRNA sequence [EB677877]252.77 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC48806]10181.39 1

gb|KT7C.104I04F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104I04, mRNA sequence [EB449668]1026.47 1

Unknown 26.36 1

gb|Nicotiana tabacum 3-dehydroquinate dehydratase [AY578144] 250.21 1

Unknown 50.34 1

gb|KG9B.001H23F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001H23, mRNA sequence [DV157653]54.21 1

Unknown 93.82 1

tc|Rep: Chromosome undetermined scaffold_254, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC54197]4739.07 1



gb|Nicotiana tabacum blp2 mRNA for luminal binding protein (BiP), partial [X60059] 8250.76 1

tc|Rep: Peptide methionine sulfoxide reductase  (Protein- methionine-S-oxide reductase) (Peptide-methionine (S)-S-oxide reductase) (Peptide Met(O) reductase) - Lactuca sativa (Garden lettuce), partial (71%) [TC51679]27.53 1

tc|Rep: Aspartate aminotransferase - Vitis vinifera (Grape), partial (53%) [TC40773] 79.88 1

gb|Nicotiana tabacum TBK11 mRNA for kinesin-like polypeptides 11, partial cds [AB053097]79.63 1

tc|Rep: ALY protein - Nicotiana benthamiana, partial (37%) [TC59866] 449.81 1

tc|Rep: S-adenosylmethionine synthetase - Nicotiana suaveolens, partial (24%) [TC64047]1007.98 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC41583]25.58 1

Unknown 61.38 1

gb|AGN_RNC024xl08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158379]44.69 1

gb|KG9B.102L21F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102L21, mRNA sequence [EB677791]79.03 1

Unknown 28.78 1

Unknown 112.07 1

Unknown 32.07 1

Unknown 263.94 1

Unknown 18150.3 1

Unknown 747.96 1

tc|Rep: Carotenoid cleavage dioxygenase 1B - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (96%) [TC50450]121.18 1

Unknown 32.04 1

gb|AGN_RNC012xh02f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164937]71.47 1

gb|KN6B.104F22F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104F22, mRNA sequence [EB439747]32.29 1

gb|Nicotiana tabacum mRNA for ras-related protein RAB8-4, complete cds [AB079023]3290.49 1

gb|ntsm9 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643438]86.63 1

Unknown 252.2 1

tc|Rep: Protein kinase CK2 alpha subunit - Nicotiana tabacum (Common tobacco), complete [TC40157]190.69 1

gb|KP1B.037P02F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.037P02, mRNA sequence [DV159622]184.74 1

Unknown 22.96 1

Unknown 87.92 1

tc|Rep: Malonyl-CoA:ACP transacylase - Perilla frutescens (Beefsteak plant) (Chinese basil), partial (86%) [TC52294]141.75 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC66082]411.07 1

tc|Rep: Chromosome chr14 scaffold_54, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC57038]797.16 1

Unknown 66.29 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC49207]528.28 1

Unknown 46.15 1

tc|Rep: Ubiquitin carrier protein - Nicotiana benthamiana, complete [TC50166] 130.55 1



gb|Nicotiana tabacum calcium [AF435452] 71.04 1

gb|KF8B.202G14F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202G14, mRNA sequence [EB428815]44.22 1

gb|KG9B.105N12F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105N12, mRNA sequence [EB678917]70.98 1

tc|Rep: Aldehyde dehydrogenase family 7 member A1 - Euphorbia characias (Spurge), partial (36%) [TC53121]106.7 1

Unknown 24.51 1

tc|Rep: Chromosome undetermined scaffold_107, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC48479]40.11 1

gb|CHO_SL014xo09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623341] 17.3 1

Unknown 23.9 1

tc|Rep: Syntaxin-like protein - Solanum tuberosum (Potato), partial (44%) [TC46626] 1077.73 1

gb|KG9B.003C10F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003C10, mRNA sequence [DV158255]43.45 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC51102]502.6 1

tc|Rep: Avr9/Cf-9 rapidly elicited protein 31 - Nicotiana tabacum (Common tobacco), complete [TC49068]74.96 1

tc|Rep: RNA-binding gricine-rich protein-1 - Nicotiana sylvestris (Wood tobacco), complete [TC54223]17174.15 1

Unknown 26.22 1

Unknown 42.86 1

Unknown 466.72 1

gb|KT7C.102N05F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102N05, mRNA sequence [EB449438]32.16 1

Unknown 173.61 1

gb|TOBESTR011H07 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG622275]14454.35 1

gb|TT-20_O05 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644307]188.91 1

gb|Nicotiana tabacum partial mRNA for putative rac protein (rac3 gene) [AJ496227] 22.22 1

gb|CHO_SL012xf09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618507]21.86 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT22-430, cultivar Bright Yellow 2 [AJ718017]1642.58 1

Unknown 266.83 1

gb|KF8C.105N24F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105N24, mRNA sequence [EB426347]278.56 1

tc|Rep: Chromosome chr13 scaffold_210, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC67390]373.76 1

Unknown 1121.38 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC68784]30.91 1

Unknown 28.14 1

gb|CHO_SL013xf01f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622303]259.77 1

Unknown 845.5 1

tc|Rep: Chromosome chr8 scaffold_99, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC73983]320.59 1

gb|AGN_RPC015xi06f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144494]37.06 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC61778]63.16 1



gb|KN6B.101C02F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101C02, mRNA sequence [EB438565]468.8 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC41574]151.6 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC55215]34.97 1

gb|TT-16_E09 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639155]764.17 1

Unknown 6663.42 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC68050]23.99 1

Unknown 19.34 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC41979]149.07 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC59111]185.65 1

gb|TT-19_E12 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641597]210.34 1

Unknown 170.88 1

gb|KG9B.102F14F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102F14, mRNA sequence [EB677645]129.29 1

gb|KP1B.109D18F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109D18, mRNA sequence [DV161802]2862.21 1

tc|Rep: Pantothenate kinase 2 - Arabidopsis thaliana (Mouse-ear cress), partial (56%) [TC43271]49.18 1

Unknown 22.87 1

Unknown 18.57 1

gb|KT7C.108O12F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108O12, mRNA sequence [EB450849]33.11 1

gb|AGN_PNL224bf1_a9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG196196]9412.87 1

Unknown 85.78 1

Unknown 21.38 1

tc|Rep: Ribosomal protein L11-like - Nicotiana tabacum (Common tobacco), complete [TC40828]24.29 1

Unknown 39.01 1

Unknown 100.52 1

gb|EST_FLW001xi04f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615319]101.27 1

Unknown 162.45 1

gb|Nicotiana tabacum mRNA for chloroplast FtsZ-like protein (ftsZ gene), clone FtsZ1-3 [AJ271749]86.21 1

gb|AGN_RNC019xc18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160767]50.22 1

gb|KT7C.104N24F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104N24, mRNA sequence [EB449797]97.15 1

gb|CHO_SL014xb10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623509]1243.11 1

gb|AGN_PNL221cr1_g7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG194337]139.51 1

Unknown 953.02 1

tc|Rep: Probable pectate lyase P59 precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (93%) [TC54000]11548.7 1

tc|Rep: MYB transcription factor MYB123 - Glycine max (Soybean), partial (29%) [TC47485]25.88 1

tc|Rep: Protein kinase MK5 - Mesembryanthemum crystallinum (Common ice plant), partial (80%) [TC45355]272.63 1



tc|Rep: Chromosome undetermined scaffold_130, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC45767]30.16 1

gb|FS407656 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0019_3_A07 5', mRNA sequence [FS407656]2617.54 1

gb|TT-03_J18 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641774]182.69 1

Unknown 54.96 1

gb|KT7C.109P07F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109P07, mRNA sequence [EB451223]113.91 1

gb|KT7C.106N03F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106N03, mRNA sequence [EB450466]17.63 1

Unknown 213.96 1

tc|Rep: Ultraviolet hypersensitive 1 - Arabidopsis thaliana (Mouse-ear cress), partial (16%) [TC63979]41.06 1

gb|TT-12_L23 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636220]903.33 1

gb|AGN_RNC024xc18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158081]2212.81 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC66994]24.66 1

Unknown 124.9 1

Unknown 104.16 1

tc|Rep: Potyviral helper component protease-interacting protein 2 - Solanum tuberosum subsp. andigena, partial (26%) [TC42186]298.71 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC63132]117.87 1

Unknown 4076.58 1

tc|Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC69032]147.43 1

gb|AGN_RNC129xf15r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG171813]21.09 1

tc|Rep: RPN9 - Nicotiana benthamiana, complete [TC56014] 43.38 1

Unknown 20.71 1

tc|Rep: Chromosome undetermined scaffold_186, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC49829]39.18 1

Unknown 104.24 1

gb|KT7C.110C06F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110C06, mRNA sequence [EB451287]26.76 1

tc|Rep: Callus-expressing factor - Nicotiana tabacum (Common tobacco), partial (50%) [TC42996]179.93 1

gb|TT-34_J22 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637773]271.87 1

Unknown 3060.29 1

gb|KR2B.115K02F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115K02, mRNA sequence [EB447310]109.89 1

tc|Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC72351]21.59 1

gb|AGN_ELP007xo11f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136523]19.83 1

tc|Rep: RBX1-like protein - Petunia integrifolia subsp. inflata, complete [TC53068] 389.68 1

gb|CHO_SL005xb10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617143]106.62 1

gb|KP1B.109I14F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109I14, mRNA sequence [DV161905]17.24 1

gb|AM828261 DL, diurnal library Nicotiana tabacum cDNA clone nt005224018, mRNA sequence [AM828261]586.36 1

gb|EST_YP002xo15f1.ab1 EST_YP Nicotiana tabacum cDNA, mRNA sequence [EH616548] 35.52 1



gb|KN6B.115L21F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.115L21, mRNA sequence [EB442981]414.31 1

Unknown 80.37 1

gb|KT7C.112F11F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112F11, mRNA sequence [EB451710]1431.94 1

Unknown 41.94 1

gb|KP1B.102F06F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102F06, mRNA sequence [DV160117]1360.97 1

gb|Nicotiana tabacum osmotic stress-activated protein kinase (OSAK) mRNA, complete cds [AY081175]112.34 1

tc|Rep: Regulator of gene silencing - Nicotiana tabacum (Common tobacco), partial (87%) [TC53241]27.91 1

Unknown 163.15 1

gb|AGN_RPC015xn07f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144602]25.11 1

gb|KT7C.106N04F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106N04, mRNA sequence [EB450467]135.02 1

gb|AM838831 seedling library, SL Nicotiana tabacum cDNA clone nt002239060, mRNA sequence [AM838831]29.73 1

tc|Rep: Cytochrome b-c1 complex subunit Rieske-5, mitochondrial precursor - Nicotiana tabacum (Common tobacco), complete [TC41520]8162.59 1

gb|FS416760 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0044_2_F07 5', mRNA sequence [FS416760]112.52 1

gb|AGN_PNL221af1_e9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG193869]879.45 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC44583]69.5 1

tc|Rep: Small GTPase Rab2 - Nicotiana tabacum (Common tobacco), complete [TC57742]349.89 1

tc|Rep: Ammonium transporter 1 member 1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (48%) [TC55432]7860.53 1

Unknown 32.6 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC66557]122.82 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC75216]242.47 1

gb|AM799615 seedling library, SL Nicotiana tabacum cDNA clone nt002172018, mRNA sequence [AM799615]28.32 1

gb|KL4B.104L10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104L10, mRNA sequence [DW000043]37.88 1

gb|BP534904 MAT005 Nicotiana tabacum cDNA clone BY34113, mRNA sequence [BP534904]418.49 1

gb|KT7C.105B20F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105B20, mRNA sequence [EB449882]69.92 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC31-2-190, cultivar Bright Yellow 2 [AJ718758]51.34 1

gb|KG9B.103M20F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103M20, mRNA sequence [EB678181]801.21 1

gb|KT7C.112I04F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112I04, mRNA sequence [EB451770]59.83 1

gb|AGN_RPC002xi06f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG148388]181.42 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC55687]44.22 1

tc|Rep: Thioredoxin peroxidase - Nicotiana tabacum (Common tobacco), complete [TC51883]39.47 1

gb|TT-08_O21 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643691]58.84 1

tc|Rep: Actin - Nicotiana tabacum (Common tobacco), complete [TC53994] 5988.99 1

gb|AGN_RNC118xp08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG177765]88.3 1

tc|Rep: 1-aminocyclopropane-1-carboxylate oxidase 3 - Petunia hybrida (Petunia), partial (98%) [TC54277]28.75 1



gb|KL4B.107H24F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107H24, mRNA sequence [EB680517]21.96 1

gb|AM842133 COL, cold overnight library Nicotiana tabacum cDNA clone nt006001006, mRNA sequence [AM842133]31.02 1

Unknown 44.98 1

Unknown 180.28 1

gb|AM818734 COL, cold overnight library Nicotiana tabacum cDNA clone nt006087007, mRNA sequence [AM818734]98.89 1

gb|KG9B.104B06F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104B06, mRNA sequence [EB678279]101.74 1

tc|Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC56213]131.35 1

Unknown 23.24 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC59301]2343.99 1

tc|Rep: Sulfate adenylyltransferase - Solanum tuberosum (Potato), partial (37%) [TC53372]4138.03 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC40342]379.33 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC69035]101.11 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC59594]60.85 1

gb|AGN_RNC021xj04f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159928]22.34 1

gb|KL4B.104G11F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104G11, mRNA sequence [DV999927]452.7 1

tc|Rep: Glutamyl-tRNA reductase 1, chloroplast precursor - Cucumis sativus (Cucumber), partial (16%) [TC67685]144.16 1

tc|Rep: tetra-peptide repeat homeobox-like (TPRXL) on chromosome 3 - Homo sapiens, partial (44%) [TC44741]47029.1 1

Unknown 504.63 1

tc|Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC72693]133.88 1

tc|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (48%) [TC44506]35.85 1

gb|KR3B.105P17F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.105P17, mRNA sequence [DW003497]509.75 1

Unknown 18.84 1

gb|KN6B.101G11F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101G11, mRNA sequence [EB438670]108.37 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC47363]178.21 1

gb|KT7C.108D21F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108D21, mRNA sequence [EB450618]421.12 1

Unknown 21.34 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC50549]1052.57 1

Unknown 63.83 1

Unknown 27.64 1

Unknown 24.67 1

gb|KR2B.107D18F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.107D18, mRNA sequence [EB445150]107.05 1

gb|BP129711 MAT001 Nicotiana tabacum cDNA clone BY1592, mRNA sequence [BP129711]331.67 1

Unknown 379.49 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC64907]300.88 1



tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC44771]234.29 1

gb|KT7C.104G04F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104G04, mRNA sequence [EB449629]133.24 1

tc|Rep: Polyprotein - Glycine max (Soybean), partial (5%) [TC55953] 60.32 1

tc|Rep: Chromosome undetermined scaffold_87, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC73352]22.57 1

Unknown 1170.75 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC63210]188.8 1

gb|CHO_SL028xc16f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621285]81.27 1

gb|AGN_RNC108xa04f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG152206]129.65 1

gb|TT-01_C07 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638547]271.34 1

gb|KF8C.104L11F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104L11, mRNA sequence [EB425931]133.39 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC54938]31.63 1

gb|CHO_SL014xo02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623419]134.88 1

gb|TT-38_P23 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643060]1124.61 1

tc|Rep: Cp protein - Celosia cristata, complete [TC69499] 26.51 1

gb|AGN_RNC007xa08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167361]56.64 1

Unknown 33.03 1

gb|Nicotiana tabacum Bax inhibitor 1 (BI-1) mRNA, complete cds [AF390556] 15529.75 1

gb|AM824341 seedling library, SL Nicotiana tabacum cDNA clone nt002316042, mRNA sequence [AM824341]3237.09 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC50981]20.87 1

gb|AM806952 DL, diurnal library Nicotiana tabacum cDNA clone nt005191060, mRNA sequence [AM806952]29.59 1

gb|CHO_SL015xl08f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618938]1004.12 1

gb|KG9B.002G09F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002G09, mRNA sequence [DV157984]635.65 1

Unknown 31.34 1

tc|Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC54256]186 1

gb|TT-10_O03 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643793]475.41 1

tc|Rep: Cellulose synthase catalytic subunit - Nicotiana alata (Winged tobacco) (Persian tobacco), partial (44%) [TC46270]61.55 1

tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC43402]32.32 1

tc|Rep: PH-regulated protein 1 - Candida dubliniensis (Yeast), partial (3%) [TC48134] 47.28 1

gb|KN6B.103B01F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103B01, mRNA sequence [EB439272]114.84 1

gb|KR3B.112G03F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112G03, mRNA sequence [EB683371]59.49 1

Unknown 61.71 1

gb|KL4B.111O01F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111O01, mRNA sequence [EB680954]984.28 1

tc|Rep: Chorismate synthase 1, chloroplast precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (33%) [TC45506]846.43 1

Unknown 27 1



gb|AGN_RPC005xm05f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147471]33.92 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC60772]4176.64 1

gb|KF8B.200P07F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200P07, mRNA sequence [EB428319]1590.67 1

Unknown 95.1 1

tc|Rep: Polyubiquitin - Thlaspi caerulescens (Alpine penny-cress) (Thlaspi calaminare), partial (57%) [TC49099]9677.81 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC44782]9490.25 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC54719]34.12 1

Unknown 197.47 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC64606]458.24 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC58794]178.65 1

gb|tbt_010277 Normalized Nicotiana tabacum cDNA library Nicotiana tabacum cDNA clone tbt_010277 5', mRNA sequence [CV020114]27.78 1

gb|Nicotiana tabacum ADP-glucose pyrophosphorylase small subunit (AGP) mRNA, complete cds [DQ399915]36.39 1

gb|KP1B.103L09F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103L09, mRNA sequence [DV160610]1102.53 1

Unknown 713.42 1

gb|KR3B.102L11F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.102L11, mRNA sequence [DW002369]111.26 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC46111]1433.71 1

gb|KF8C.101E06F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101E06, mRNA sequence [EB424698]38248.15 1

gb|KF8C.102F16F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102F16, mRNA sequence [EB425092]710.03 1

gb|KF8C.102C04F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102C04, mRNA sequence [EB425013]512.66 1

gb|KP1B.101G01F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101G01, mRNA sequence [DV159784]4544.43 1

Unknown 530.55 1

gb|TT-41_F16 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643223]1675.97 1

gb|KG9B.104B13F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104B13, mRNA sequence [EB678285]1548.4 1

tc|Rep: Chromosome chr13 scaffold_45, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC73367]28.77 1

gb|TT-10_M22 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636077]85.23 1

Unknown 599.1 1

gb|AGN_RNC108xp19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG152390]28.23 1

tc|Rep: Multisubunit Na+/H+ antiporter, MnhF subunit - Rickettsia bellii (strain RML369-C), partial (18%) [TC70676]120.9 1

gb|KR3B.102F03F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.102F03, mRNA sequence [DW002225]44.77 1

Unknown 55.41 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC59898]200.41 1

gb|KR3B.111F02F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111F02, mRNA sequence [EB682980]18.5 1

Unknown 78.61 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC57130]18382.85 1



tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC57786]112.71 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC62804]79.67 1

gb|AGN_RNC007xm13f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167278]85.11 1

tc|Rep: Chromosome undetermined scaffold_975, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC59550]22.1 1

Unknown 7162.46 1

Unknown 122.67 1

gb|KL5B.104M05F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.104M05, mRNA sequence [EB429912]54.2 1

tc|Rep: Protein transport protein SEC61 subunit gamma - Oryza sativa subsp. japonica (Rice), partial (97%) [TC54741]2428.71 1

gb|CHO_SL008xp13f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621105]696.47 1

gb|TT-03_G14 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638602]247.85 1

tc|Rep: Class II ethylene responsive element binding factor-like protein - Nicotiana benthamiana, partial (63%) [TC66727]826.3 1

tc|Rep: DNA-binding protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (37%) [TC69321]35.52 1

Unknown 1382.99 1

gb|TL13.101D12F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.101D12, mRNA sequence [EB432836]515.44 1

Unknown 5080.34 1

Unknown 201.27 1

gb|KF8C.103O22F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103O22, mRNA sequence [EB425659]23.72 1

gb|KR3B.106F03F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106F03, mRNA sequence [DW003605]1293.43 1

Unknown 187.75 1

gb|TT-05_K06 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643524]17.34 1

tc|Rep: GRP-like protein 2 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), partial (8%) [TC70220]1432.65 1

Unknown 818.54 1

gb|AGN_PNL223df1_d6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG195867]648.7 1

gb|FS416181 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0042_4_C10 5', mRNA sequence [FS416181]64.96 1

gb|KR2B.001F05F.050815T7 KR2B Nicotiana tabacum cDNA clone KR2B.001F05, mRNA sequence [EB443154]189.92 1

gb|AGN_RNC008xp03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167017]1302.15 1

Unknown 24.79 1

Unknown 463.37 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC62913]505.82 1

tc|Rep: Calmodulin cam-210 - Daucus carota (Carrot), complete [TC42995] 4445.4 1

tc|Rep: Pre-mRNA splicing factor-like protein - Solanum tuberosum (Potato), partial (45%) [TC69461]321.08 1

gb|KR3B.110K20F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110K20, mRNA sequence [DW005137]153.34 1

gb|KG9B.105D18F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105D18, mRNA sequence [EB678692]80.96 1

gb|AGN_RNC018xc01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161194]74.46 1



Unknown 429.08 1

gb|BL12.103A13F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.103A13, mRNA sequence [EB436962]129.84 1

gb|KL4B.100K05F.050922T7 KL4B Nicotiana tabacum cDNA clone KL4B.100K05, mRNA sequence [DV998963]30.2 1

Unknown 22.95 1

tc|Rep: ARF_AJECA ADP-RIBOSYLATION FACTOR - Emericella nidulans (Aspergillus nidulans), partial (5%) [TC72000]26.96 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC50411]185.95 1

gb|AGN_RNC211xf07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155230]8633.3 1

gb|KF8C.101J06F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101J06, mRNA sequence [EB424810]975.16 1

Unknown 102.73 1

tc|Rep: Chromosome chr12 scaffold_103, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC52210]786.08 1

tc|Rep: S-adenosylmethionine decarboxylase proenzyme  (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmethionine decarboxylase beta chain] - Nicotiana tabacum (Common tobacco), partial (98%) [TC53534]2981.58 1

tc|Rep: AT5g44790/K23L20_14 - Arabidopsis thaliana (Mouse-ear cress), partial (18%) [TC74394]56.22 1

gb|ntsm26 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643455]454.79 1

gb|CHO_SL027xo13f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621868]24.34 1

gb|AGN_RNC023xc06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158620]476.08 1

tc|Rep: Calcineurin B-like protein 2 - Arabidopsis thaliana (Mouse-ear cress), partial (59%) [TC51169]502.64 1

Unknown 18.57 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC41673]63.94 1

Unknown 138.46 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC55363]23 1

Unknown 1401.55 1

Unknown 58624.35 1

Unknown 47.97 1

tc|Rep: Transcription factor - Nicotiana tabacum (Common tobacco), partial (33%) [TC67754]147.31 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC50908]257.46 1

gb|KN6B.101I22F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101I22, mRNA sequence [EB438728]923.78 1

gb|TT-47_I07 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640162]27.85 1

gb|FS421124 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0056_2_H11 5', mRNA sequence [FS421124]635.81 1

Unknown 93.94 1

tc|Rep: Succinyl-CoA ligase alpha 2 subunit - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC47453]504.97 1

tc|Rep: Chromosome chr1 scaffold_135, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC46200]10392.3 1

tc|Rep: MybSt1 - Solanum tuberosum (Potato), partial (96%) [TC51706] 415.67 1

gb|KP1B.105L07F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105L07, mRNA sequence [EB681836]465.31 1

Unknown 91.45 1



gb|AGN_ELP022xi18f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG140084]119.01 1

Unknown 140.9 1

Unknown 210.75 1

tc|Rep: Cp protein - Celosia cristata, complete [TC45097] 47.9 1

gb|TT-13_P17 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636318]49394.65 1

gb|KT7C.109B04F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109B04, mRNA sequence [EB450911]94.77 1

gb|KP1B.001I21F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001I21, mRNA sequence [DV162582]29.23 1

gb|AGN_RPC014xn11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144933]108.41 1

Unknown 37102.7 1

Unknown 9473.72 1

gb|AGN_RNC023xp10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158951]63.79 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC70707]57.54 1

Unknown 126.86 1

tc|Rep: Heat shock protein 90 - Nicotiana tabacum (Common tobacco), partial (29%) [TC54825]270.7 1

Unknown 34.3 1

gb|KG9B.001J02F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001J02, mRNA sequence [DV157680]26.98 1

tc|Rep: Gamma hydroxybutyrate dehydrogenase - Arabidopsis thaliana (Mouse-ear cress), partial (93%) [TC54295]218.72 1

gb|KF8C.101J01F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101J01, mRNA sequence [EB424807]957.4 1

gb|KL4B.107P08F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107P08, mRNA sequence [EB680644]51.05 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC42777]104.16 1

gb|KG9B.005E09F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005E09, mRNA sequence [DV159037]390.63 1

gb|KF8C.103B23F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103B23, mRNA sequence [EB425360]375.43 1

gb|AM848538 DL, diurnal library Nicotiana tabacum cDNA clone nt005047013, mRNA sequence [AM848538]151.12 1

Unknown 27.07 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC49191]61.78 1

gb|KP1B.107H01F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107H01, mRNA sequence [DV161215]117.93 1

gb|CHO_SL008xf07f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621051]787.62 1

gb|KL4B.107A04F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107A04, mRNA sequence [EB680374]711.46 1

Unknown 23.3 1

gb|N.tabacum mRNA for delta proteasome subunit [Y09505] 103.03 1

gb|KF8C.103O13F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103O13, mRNA sequence [EB425650]20223.9 1

gb|KG9B.106J08F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106J08, mRNA sequence [EB679195]151.62 1

gb|AGN_ELP017xo20f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG133447]19.25 1

gb|KT7B.107I23F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107I23, mRNA sequence [EB448302]88.28 1



gb|Tabacco Cab40 mRNA for major chlorophyll a [X52744] 26.99 1

tc|Rep: Histone H4 [Contains: Osteogenic growth peptide (OGP)]. - Rattus norvegicus, complete [TC58372]1522.46 1

gb|KG9B.101P01F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101P01, mRNA sequence [EB677494]489.23 1

gb|KP1B.103O07F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103O07, mRNA sequence [DV160677]141.24 1

tc|Rep: Chromosome undetermined scaffold_80, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC60302]32.22 1

Unknown 23.01 1

gb|KG9B.001D20F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001D20, mRNA sequence [DV157557]1442.74 1

tc|Rep: Ubiquitin carrier protein - Capsicum annuum (Bell pepper), complete [TC47237] 275.89 1

gb|KG9B.105D04F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105D04, mRNA sequence [EB678678]1008.54 1

gb|KN6B.106O06F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.106O06, mRNA sequence [EB440641]8017.56 1

tc|Rep: Chromosome chr9 scaffold_33, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC51621]3334.78 1

Unknown 2594.11 1

gb|KG9B.103N06F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103N06, mRNA sequence [EB678190]68.61 1

gb|Nicotiana tabacum NtMFP mRNA for multifunctional protein, complete cds [AB454418]528.34 1

Unknown 18.46 1

Unknown 21.27 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC66077]35.69 1

gb|KF8C.103C05F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103C05, mRNA sequence [EB425366]32.71 1

gb|N.tabacum mRNA for protein disulfide-isomerase precursor [Y11209] 3944.4 1

gb|KF8C.106M22F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106M22, mRNA sequence [EB426682]71.72 1

Unknown 230.53 1

gb|AM822174 DL, diurnal library Nicotiana tabacum cDNA clone nt005006055, mRNA sequence [AM822174]56.9 1

gb|KP1B.108L23F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108L23, mRNA sequence [DV161644]23.54 1

gb|KT7C.101I10F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.101I10, mRNA sequence [EB448976]221.99 1

gb|KP1B.104H11F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104H11, mRNA sequence [DV160879]65.53 1

tc|Rep: 60S ribosomal protein L6 - Mesembryanthemum crystallinum (Common ice plant), partial (90%) [TC40562]269.41 1

Unknown 150.83 1

gb|TOBESTR047H11 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625361]19162.2 1

tc|Rep: Light harvesting chlorophyll a/b-binding protein precursor - Nicotiana sylvestris (Wood tobacco), partial (94%) [TC49566]57.01 1

gb|KG9B.001E04F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001E04, mRNA sequence [DV157565]1894.32 1

Unknown 71.58 1

Unknown 247.29 1

Unknown 4405.64 1

Unknown 413.85 1



gb|KR3B.102D10F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.102D10, mRNA sequence [DW002185]404.61 1

gb|KR2B.001F05F.050815T7 KR2B Nicotiana tabacum cDNA clone KR2B.001F05, mRNA sequence [EB443154]219.17 1

Unknown 56.4 1

gb|KT7C.102C14F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102C14, mRNA sequence [EB449193]26.07 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC66310]32.26 1

gb|KN6B.113A16F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.113A16, mRNA sequence [EB442079]481.04 1

Unknown 115.27 1

gb|BP129638 MAT001 Nicotiana tabacum cDNA clone BY1514, mRNA sequence [BP129638]78.8 1

gb|KP1B.104B06F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104B06, mRNA sequence [DV160739]35.83 1

tc|Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC74503]30.87 1

tc|Rep: Class II small heat shock protein Le-HSP17.6 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (94%) [TC56566]64.91 1

tc|Rep: Ribosomal protein S8 - Vitis vinifera (Grape), partial (25%) [TC71744] 93.5 1

Unknown 40.74 1

gb|KG9B.001G19F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001G19, mRNA sequence [DV157626]66.01 1

gb|KL4B.110O19F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110O19, mRNA sequence [DW001357]48.79 1

gb|AGN_PNL212ar1_c9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG187377]36.46 1

Unknown 19.19 1

gb|N.tabacum mRNA for c subunit of V-type ATPase (980 bp) [X95752] 2987.9 1

Unknown 88.71 1

gb|KL4B.103C18F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103C18, mRNA sequence [DV999488]184.89 1

gb|KG9B.004I10F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004I10, mRNA sequence [DV158763]142.13 1

tc|Rep: Chromosome chr14 scaffold_128, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC67325]26.41 1

Unknown 653.96 1

gb|KP1B.109C10F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109C10, mRNA sequence [DV161777]92.23 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC48330]2542.39 1

gb|AGN_RPC025xn11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141460]152.49 1

gb|KF8C.103N19F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103N19, mRNA sequence [EB425632]56365.15 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC67294]303.84 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC51045]993.73 1

Unknown 1564.76 1

tc|Rep: Chromosome undetermined scaffold_142, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC50337]39.18 1

gb|KL5B.103C20F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.103C20, mRNA sequence [EB429556]21.17 1

tc|Rep: Histidinol dehydrogenase - Vitis vinifera (Grape), partial (54%) [TC43398] 139.29 1

gb|Nicotiana tabacum adenosine kinase isoform 2S mRNA, complete cds [AY695053] 18212.3 1



gb|KR3B.109A07F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109A07, mRNA sequence [DW004524]1648.72 1

Unknown 160.03 1

gb|AGN_RNC021xl08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159939]1633.89 1

gb|TT-49_L17 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645393]730.64 1

gb|KG9B.003L23F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003L23, mRNA sequence [DV158478]249.58 1

gb|KP1B.101N01F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101N01, mRNA sequence [DV159937]153.28 1

tc|Rep: Uncharacterized protein At1g77540 - Arabidopsis thaliana (Mouse-ear cress), partial (59%) [TC56090]112.02 1

tc|Rep: S-adenosylmethionine synthetase - Nicotiana suaveolens, complete [TC43558]15213.15 1

gb|Nicotiana tabacum NtHSF2 mRNA for heat shock factor, complete cds [AB014484] 402.99 1

gb|KP1B.107C03F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107C03, mRNA sequence [DV161110]248.55 1

gb|KP1B.113B24F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.113B24, mRNA sequence [EB682598]128.44 1

gb|KF8C.108E12F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108E12, mRNA sequence [EB426843]23.83 1

Unknown 558.45 1

gb|BP129154 MAT001 Nicotiana tabacum cDNA clone BY986, mRNA sequence [BP129154]472.53 1

tc|Rep: 3'-5'-exoribonuclease/RNA binding-like protein - Solanum tuberosum (Potato), partial (46%) [TC57387]82.22 1

tc|Rep: Actin - Phalaenopsis hybrid cultivar, partial (39%) [TC69811] 19236.85 1

gb|TT-21_I16 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641025]26.07 1

Unknown 61.19 1

tc|Rep: Calcium-dependent protein kinase CPK1 adapter protein 2-like - Oryza sativa subsp. japonica (Rice), partial (44%) [TC69000]259 1

gb|KN6B.102E19F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102E19, mRNA sequence [EB438993]1031.88 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC52488]59.66 1

gb|Nicotiana tabacum NtMKP1 mRNA for MAP kinase phosphatase, complete cds [AB117525]1992.54 1

tc|Rep: Chromosome undetermined scaffold_838, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC53865]241.6 1

tc|Rep: Plastidic ATP/ADP-transporter - Solanum tuberosum (Potato), partial (20%) [TC54561]543.58 1

gb|Nicotiana tabacum ACS4 mRNA, partial cds [EU123523] 46.74 1

Unknown 25.18 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC4-12-390, cultivar Bright Yellow 2 [AJ718660]37.39 1

gb|KP1B.101H09F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101H09, mRNA sequence [DV159814]56.83 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC52477]94.84 1

tc|Rep: ETAG-A3 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (35%) [TC65525]43.78 1

gb|CHO_SL010xk15f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617567]9800.72 1

gb|KF8C.101K12F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101K12, mRNA sequence [EB424839]15771.5 1

tc|Rep: Mitochondrial phosphate transporter - Glycine max (Soybean), partial (44%) [TC44187]1407.04 1

gb|CHO_SL026xc11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619980]533.97 1



gb|KF8C.104J14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104J14, mRNA sequence [EB425891]415.75 1

Unknown 8936.17 1

gb|TT-33_C07 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634597]40.78 1

gb|CHO_SL008xb09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621028]161.44 1

Unknown 29.57 1

gb|AGN_RNC020xd19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160326]64.92 1

tc|Rep: Chromosome chr9 scaffold_33, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC45736]9857.42 1

Unknown 29.97 1

tc|Rep: Chromosome undetermined scaffold_644, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC56807]1023.57 1

gb|KN6B.109N22F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.109N22, mRNA sequence [EB441679]26.85 1

gb|FS429988 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0080_4_E03 5', mRNA sequence [FS429988]2848.11 1

gb|Nicotiana tabacum cytosolic acetoacetyl-coenzyme A thiolase (AACT1) mRNA, complete cds [AY748245]1533.76 1

gb|KN6B.105M19F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105M19, mRNA sequence [EB440265]773.99 1

gb|KL4B.101O19F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101O19, mRNA sequence [DV999401]826.36 1

gb|Nicotiana tabacum internal-motor kinesin mRNA, partial cds [DQ156499] 564.97 1

gb|KR2B.111N18F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.111N18, mRNA sequence [EB446517]94.99 1

gb|TT-11_G14 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636122]63.3 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC75154]75.79 1

gb|KF8C.104F18F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104F18, mRNA sequence [EB425809]3458.81 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC45147]86.59 1

gb|FS407121 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0018_1_C06 5', mRNA sequence [FS407121]2607.96 1

Unknown 61.58 1

Unknown 67.17 1

Unknown 375.82 1

Unknown 187.81 1

tc|Rep: Probable signal peptidase complex subunit 1 - Arabidopsis thaliana (Mouse-ear cress), complete [TC59450]3133.03 1

Unknown 24.16 1

Unknown 168.08 1

Unknown 25.01 1

tc|Rep: Delta-12 fatty acid desaturase - Borago officinalis (Bourrache) (Borage), complete [TC49426]71594.8 1

Unknown 79.37 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC66129]945.2 1

Unknown 694.58 1

gb|FS389605 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0047_3_F03 5', mRNA sequence [FS389605]36.62 1



Unknown 189.4 1

gb|KP1B.102L07F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102L07, mRNA sequence [DV160249]552.61 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC65635]491.6 1

Unknown 199.15 1

Unknown 954.76 1

gb|KT7C.104B18F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104B18, mRNA sequence [EB449537]30.81 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC69593]31.48 1

gb|EST_CSP008xl12f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH615132]632.36 1

Unknown 1082.3 1

Unknown 32.42 1

gb|TT-32_N03 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641516]101.34 1

gb|KF8C.104P10F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104P10, mRNA sequence [EB426018]560.2 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC74787]643.26 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC50731]914.88 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC67823]153.14 1

gb|AGN_PNL207dr1_h7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG184306]32.72 1

gb|CHO_SL024xo11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622517]2066.93 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC57165]1563 1

gb|KG9B.004P01F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004P01, mRNA sequence [DV158914]923.83 1

tc|Rep: Dihydrolipoyl dehydrogenase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC49390]2798.52 1

gb|AGN_ELP022xh17f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG140162]167.84 1

gb|KF8B.200N06F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200N06, mRNA sequence [EB428286]1170.66 1

Unknown 163.61 1

gb|KT7C.106I01F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106I01, mRNA sequence [EB450360]20.72 1

tc|Rep: Thioredoxin - Limonium bicolor, partial (64%) [TC42824] 30.77 1

gb|TT-47_E16 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640153]202.28 1

gb|AGN_RPC014xb03f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144865]108.79 1

Unknown 212.6 1

Unknown 526.42 1

tc|Rep: Probable phospholipid hydroperoxide glutathione peroxidase - Nicotiana sylvestris (Wood tobacco), complete [TC52299]4095.56 1

Unknown 382.11 1

Unknown 27.25 1

Unknown 2887.62 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC44168]21650.75 1



tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC50912]31.03 1

tc|Rep: ORMDL family protein-like - Oryza sativa subsp. japonica (Rice), partial (97%) [TC66065]69.52 1

tc|Rep: Thioredoxin h-like protein - Nicotiana tabacum (Common tobacco), complete [TC68801]623.67 1

tc|Rep: 14-3-3-like protein C - Nicotiana tabacum (Common tobacco), complete [TC40216]20127.4 1

Unknown 382.98 1

gb|FS393322 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0057_4_B02 5', mRNA sequence [FS393322]842.41 1

tc|Rep: Arginase 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC43625]124.24 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC54326]98.14 1

tc|Rep: Chromosome chr4 scaffold_205, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC69345]28.62 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC74795]138.39 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC74924]81.78 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC75020]80.47 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC52146]142.43 1

gb|KF8C.101G03F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101G03, mRNA sequence [EB424739]661.21 1

tc|Rep: Chromosome chr10 scaffold_43, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC52970]30.46 1

Unknown 452.23 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC70801]217.56 1

gb|TT-07_L06 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643621]23.04 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC67417]124.47 1

tc|Rep: Ubiquitin-conjugating enzyme E2-17 kDa - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC40292]4312.65 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC50778]107.09 1

gb|AM848505 seedling library, SL Nicotiana tabacum cDNA clone nt002165079, mRNA sequence [AM848505]87.26 1

Unknown 11095.2 1

gb|AGN_ELP008xd10f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136392]506.76 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC52403]512.12 1

Unknown 1185.07 1

gb|AGN_ELP023xe14f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139766]58.82 1

gb|KG9B.106K09F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106K09, mRNA sequence [EB679219]857.53 1

gb|KL5B.114N09F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.114N09, mRNA sequence [EB431749]215.59 1

Unknown 137.82 1

gb|AGN_RPC004xc02f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147794]28.23 1

Unknown 117.9 1

tc|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (59%) [TC57028]50.85 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC43578]264.75 1



Unknown 25.81 1

gb|KL4B.105B13F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105B13, mRNA sequence [DW000183]26.99 1

gb|KP1B.104N22F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104N22, mRNA sequence [DV161017]564.3 1

Unknown 77.11 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC48514]60.17 1

gb|KF8B.200H02F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200H02, mRNA sequence [EB428177]24418.2 1

Unknown 26.26 1

tc|Rep: Calcium-dependent protein kinase 1 - Datura metel (Devil's trumpet) (Datura fastuosa), partial (21%) [TC60171]17.81 1

Unknown 26.53 1

Unknown 37.95 1

tc|Rep: Actin-7 - Arabidopsis thaliana (Mouse-ear cress), complete [TC40665] 50.63 1

Unknown 96.64 1

Unknown 184.32 1

tc|Rep: Ubiquitin - Medicago truncatula (Barrel medic), partial (79%) [TC50721] 10684.05 1

Unknown 21.72 1

gb|FS409048 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0023_2_C09 5', mRNA sequence [FS409048]25.54 1

tc|LERYGTOM5 L.esculentum (rY mutant) GTOM5 mRNA for mutant phytoene synthase, partial (68%) [TC42032]21.92 1

Unknown 180.6 1

gb|BP131358 MAT001 Nicotiana tabacum cDNA clone BY3395, mRNA sequence [BP131358]31.09 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC59309]158.64 1

gb|EST_FLW001xo10f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615351]586.59 1

gb|AGN_RNC014xk22f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163595]39.34 1

tc|Rep: Predicted protein - Emericella nidulans (Aspergillus nidulans), partial (5%) [TC72641]86.74 1

Unknown 229.65 1

gb|KP1B.101F06F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101F06, mRNA sequence [DV159765]67.03 1

tc|Rep: Chromosome chr1 scaffold_135, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC45704]35.57 1

gb|KF8C.104F18F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104F18, mRNA sequence [EB425809]3236.85 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC63521]3332.82 1

Unknown 34.32 1

gb|KL4B.101J21F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101J21, mRNA sequence [DV999295]32.08 1

gb|KG9B.003H04F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003H04, mRNA sequence [DV158366]28.87 1

tc|Rep: Chalcone--flavonone isomerase - Ipomoea purpurea (Common morning glory) (Pharbitis purpurea), partial (6%) [TC63004]102.97 1

tc|Rep: Thylakoid-bound ascorbate peroxidase - Nicotiana tabacum (Common tobacco), complete [TC43350]19.13 1

tc|Rep: Maturase K - Nicotiana glutinosa (Tobacco), partial (64%) [TC75865] 30.51 1



gb|CHO_SL014xb10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623509]998.79 1

Unknown 125.71 1

Unknown 21.37 1

Unknown 513.02 1

gb|CHO_SL026xc04f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620046]819.88 1

gb|AGN_RPC022xo13f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142279]36.81 1

Unknown 738.09 1

gb|KN6B.104I12F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104I12, mRNA sequence [EB439805]398.45 1

gb|KL5B.104G13F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.104G13, mRNA sequence [EB429842]266.21 1

gb|AGN_RPC018xd15f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143668]27.74 1

gb|FS429988 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0080_4_E03 5', mRNA sequence [FS429988]1818.06 1

Unknown 367.77 1

tc|Rep: Uncharacterized protein At1g04960.2 - Arabidopsis thaliana (Mouse-ear cress), partial (50%) [TC48985]44.31 1

Unknown 37.35 1

Unknown 22.12 1

Unknown 34.83 1

gb|AM817974 seedling library, SL Nicotiana tabacum cDNA clone nt002102049, mRNA sequence [AM817974]203.02 1

gb|AGN_RPC002xf04f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG148524]37.09 1

gb|TT-03_L03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635489]26.72 1

gb|Nicotiana tabacum poly(A)-binding protein (PABP) mRNA, complete cds [AF190655]11612.2 1

Unknown 39.95 1

tc|Rep: Cyc07 - Nicotiana tabacum (Common tobacco), partial (48%) [TC73875] 255.34 1

gb|KL4B.107J08F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107J08, mRNA sequence [EB680539]40.37 1

tc|Rep: Chromosome chr11 scaffold_170, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC54016]987.66 1

Unknown 104.67 1

gb|CHO_SL022xd02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619918]201.79 1

gb|KR3B.107D17F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.107D17, mRNA sequence [DW003915]54.02 1

gb|TT-33_J14 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637689]3202.52 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC54939]284.64 1

gb|KG9B.001A06F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001A06, mRNA sequence [DV157481]24.23 1

Unknown 24.8 1

gb|KF8C.110H03F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110H03, mRNA sequence [EB427579]19784.4 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC45510]134.31 1

tc|Rep: BcDNA.GH02712 - Drosophila melanogaster (Fruit fly), partial (7%) [TC52148] 48.15 1



tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC76424]32.54 1

Unknown 61.1 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT4-11-350, cultivar Bright Yellow 2 [AJ718241]30.39 1

Unknown 18.65 1

Unknown 23.49 1

gb|TT-07_L06 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643621]81.95 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, complete [TC47689] 45.41 1

gb|FS381087 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0024_2_A09 5', mRNA sequence [FS381087]2922.27 1

gb|AM796827 DL, diurnal library Nicotiana tabacum cDNA clone nt005216065, mRNA sequence [AM796827]21.15 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC45027]126.62 1

Unknown 26.52 1

gb|KG9B.106I24F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106I24, mRNA sequence [EB679187]191.45 1

tc|Rep: Chromosome chr16 scaffold_94, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC67590]18.37 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (48%) [TC69765]18500.15 1

Unknown 2750.77 1

gb|BP526533 MAT001 Nicotiana tabacum cDNA clone BY11263, mRNA sequence [BP526533]556.26 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC60699]198.6 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC60555]29.93 1

Unknown 93.02 1

tc|Rep: Chromosome chr13 scaffold_152, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC62774]723.46 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC58323]187.8 1

gb|KN6B.105A24F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105A24, mRNA sequence [EB439999]277.13 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC54357]449.37 1

gb|AGN_PNL205cr1_e5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG182635]100.44 1

Unknown 88.08 1

Unknown 104.21 1

gb|AGN_PNL228bf1_d5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199121]9919.17 1

Unknown 42.45 1

tc|Rep: Chromosome chr1 scaffold_136, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC40403]2545.85 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC59871]18.18 1

tc|Rep: NAD-dependent malic enzyme 62 kDa isoform, mitochondrial precursor - Solanum tuberosum (Potato), partial (34%) [TC73358]36.5 1

tc|Rep: Glucose-6-phosphate/phosphate translocator 1, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (43%) [TC42441]215.47 1

gb|AGN_RPC018xh17f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143691]194.57 1

tc|Rep: ATPase - Camellia sinensis (Tea), complete [TC71603] 1525.01 1



Unknown 72.67 1

Unknown 41.27 1

Unknown 22.32 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC73402]201.81 1

gb|CHO_SL014xb22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623514]3288.78 1

tc|Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC51717]47.84 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC41749]794.67 1

gb|Nicotiana tabacum cultivar Havana SR1 cytosine-5-methyltransferase (MET1) mRNA, complete cds [AY567977]21.03 1

gb|KP1B.037G07F.050623T7 KP1B Nicotiana tabacum cDNA clone KP1B.037G07, mRNA sequence [DV159439]21.81 1

tc|Rep: Enoyl-CoA hydratase/isomerase - Medicago truncatula (Barrel medic), partial (50%) [TC49764]1064.82 1

gb|AGN_ELP025xp16f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139319]238.82 1

gb|KT7C.112H06F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112H06, mRNA sequence [EB451750]1903.76 1

Unknown 28.86 1

gb|KN6B.106O01F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.106O01, mRNA sequence [EB440637]23.19 1

tc|Rep: Predicted protein - Chlamydomonas reinhardtii, partial (9%) [TC58990] 31.24 1

tc|Rep: F17F8.6 - Arabidopsis thaliana (Mouse-ear cress), partial (68%) [TC47498] 95.26 1

gb|N.tabacum mRNA ap24 [X65700] 18.07 1

gb|AGN_ELP007xh11f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136640]20.94 1

tc|Rep: Oligopeptidase A - Medicago truncatula (Barrel medic), partial (98%) [TC46581] 22.75 1

tc|Rep: Histone H3 - Nematostella vectensis (Starlet sea anemone), partial (97%) [TC53111]28.02 1

tc|Rep: Chromosome chr16 scaffold_189, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC60737]433.72 1

Unknown 390.84 1

gb|KL4B.112G20F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112G20, mRNA sequence [EB681120]38.36 1

tc|Rep: Chromosome undetermined scaffold_87, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC52762]274.56 1

gb|KG9B.003D22F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003D22, mRNA sequence [DV158290]532.79 1

gb|KL4B.104C12F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104C12, mRNA sequence [DV999838]511.6 1

gb|AGN_RNC024xc06r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG158149]28.83 1

gb|AGN_RNC110xf13f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG151496]28.07 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (6%) [TC65318] 28.94 1

gb|TT-28_H09 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644605]222.09 1

gb|KL4B.109E12F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.109E12, mRNA sequence [DW000893]20.58 1

gb|CHO_SL015xe18f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618738]25.96 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC53268]207.88 1

Unknown 4360.61 1



tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC56599]151.36 1

tc|Rep: 60S ribosomal protein L34 - Nicotiana tabacum (Common tobacco), complete [TC54100]118.03 1

Unknown 80.72 1

tc|Rep: Transcription factor bZIP63 - Glycine max (Soybean), partial (41%) [TC74000] 133.84 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC44455]412.84 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC52747]88.34 1

Unknown 761.26 1

Unknown 6306.85 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC54543]244.16 1

gb|KL4B.105I22F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105I22, mRNA sequence [DW000343]62.2 1

tc|Rep: Chromosome undetermined scaffold_174, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC63929]520.11 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC62626]1057.45 1

gb|N.tabacum mRNA for phosphoglycerate kinase (chloroplast isoenzyme) [Z48977] 43.69 1

gb|EST_FLW001xi17f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615240]404.01 1

Unknown 222.13 1

Unknown 206.98 1

gb|AGN_RPC023xa05f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141895]225.12 1

tc|Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC75406]228.33 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC41817]185.45 1

gb|KL4B.104M07F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104M07, mRNA sequence [DW000064]21.51 1

Unknown 22.53 1

gb|KF8B.200A23F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200A23, mRNA sequence [EB428068]57.2 1

gb|KG9B.102G04F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102G04, mRNA sequence [EB677659]62.17 1

gb|AGN_ELP024xk02f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139470]58.54 1

gb|KT7C.113I24F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.113I24, mRNA sequence [EB452117]165.39 1

Unknown 20.24 1

Unknown 31.15 1

gb|N.tabacum mRNA for inorganic pyrophosphatase (TVP5clone) [X77915] 253.38 1

Unknown 43.63 1

gb|KL4B.107E16F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107E16, mRNA sequence [EB680458]9523.83 1

tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC44136]258.03 1

gb|KN6B.101P09F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101P09, mRNA sequence [EB438873]1030.87 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC44314]950.71 1

gb|CHO_SL005xm05f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616966]1414.11 1



gb|AGN_RPC018xe15f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143518]42.78 1

tc|Rep: Small GTPase Rab2 - Capsicum annuum (Bell pepper), complete [TC41836] 2855.41 1

gb|AGN_ELP014xc05f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134239]30.77 1

Unknown 23.05 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (4%) [TC46560]85.8 1

gb|BP528616 MAT001 Nicotiana tabacum cDNA clone BY13472, mRNA sequence [BP528616]29.66 1

gb|KF8B.100M23F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100M23, mRNA sequence [EB427996]84.33 1

tc|Rep: Ankyrin repeat-rich protein - Solanum tuberosum (Potato), partial (34%) [TC55987]22.94 1

tc|Rep: Chromosome chr5 scaffold_58, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC56346]352.34 1

Unknown 712.38 1

gb|AGN_RPC025xl04f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141527]24.69 1

tc|Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC69954]409.63 1

Unknown 19.12 1

tc|Rep: Chromosome undetermined scaffold_525, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC55845]122.37 1

gb|AGN_RPC020xb19f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143021]732.18 1

Unknown 18.26 1

gb|N.tabacum mRNA for LIM-domain protein [Y11002] 501.86 1

Unknown 252.51 1

Unknown 583.58 1

gb|KT7C.108F18F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108F18, mRNA sequence [EB450661]871.91 1

tc|Rep: 40S ribosomal protein S15-like - Solanum tuberosum (Potato), complete [TC44936]570.48 1

gb|TOBESTR050A01 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625527]839.5 1

Unknown 1190.43 1

tc|Rep: Os07g0680900 protein - Oryza sativa subsp. japonica (Rice), partial (67%) [TC74845]53.72 1

gb|TT-49_J01 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645381]622.36 1

Unknown 63.38 1

gb|KG9B.003G13F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003G13, mRNA sequence [DV158351]26.28 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC71577]141.48 1

gb|KR3B.110O13F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110O13, mRNA sequence [DW005219]89.91 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT41-4-210, cultivar Bright Yellow 2 [AJ718321]40.4 1

gb|KG9B.106M11F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106M11, mRNA sequence [EB679266]211.38 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC60927]29.2 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC72759]687.89 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC42074]71.95 1



gb|N.tabacum repeat region (Eco4) [X68590] 39.11 1

tc|Rep: Ly200 protein - Capsicum annuum (Bell pepper), complete [TC54024] 22.91 1

tc|Rep: Chromosome chr11 scaffold_177, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC66856]63.13 1

gb|KN6B.105M11F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105M11, mRNA sequence [EB440257]2909.02 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC48900]478.85 1

Unknown 26.64 1

tc|Rep: helicase domain-containing protein - Arabidopsis thaliana, partial (7%) [TC68028] 28.31 1

Unknown 92.69 1

Unknown 184.16 1

gb|KF8B.100C21F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100C21, mRNA sequence [EB427816]1347.5 1

gb|KG9B.005C17F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005C17, mRNA sequence [DV159000]151.47 1

tc|Rep: NADH:cytochrome b5 reductase - Vernicia fordii (Tung) (Aleurites fordii), complete [TC42688]106.16 1

Unknown 142.83 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC46319]84.21 1

tc|Rep: Chromosome undetermined scaffold_171, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC47968]165.24 1

gb|KT7C.106N04F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106N04, mRNA sequence [EB450467]35.7 1

gb|KL4B.106I18F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106I18, mRNA sequence [EB680234]23.86 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC66109]17.94 1

gb|TT-20_G03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636765]2592.46 1

Unknown 17.79 1

gb|AGN_RPC021xo04f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142676]3330.38 1

gb|KR2B.002K11F.051019T7 KR2B Nicotiana tabacum cDNA clone KR2B.002K11, mRNA sequence [EB443533]118.52 1

gb|KF8C.103D11F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103D11, mRNA sequence [EB425395]648.15 1

gb|Nicotiana tabacum GUT15 mRNA, complete cds [U84972] 3200.72 1

gb|CHO_SL015xf03f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618818] 438 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC70621]48.77 1

gb|TT-50_E13 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645419]36.27 1

tc|Rep: Chromosome chr3 scaffold_95, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC73758]2639.48 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC43881]1445.07 1

gb|AGN_PNL201af1_d3.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG179245]34472.8 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC45521]2722.59 1

Unknown 103.25 1

gb|KL4B.111C19F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111C19, mRNA sequence [EB680718]20.5 1

Unknown 28.52 1



tc|Rep: Ribosomal protein S27 - Vitis vinifera (Grape), complete [TC56463] 52.21 1

gb|CHO_SL028xe08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621290]25.36 1

tc|Rep: 60S ribosomal protein L34 - Nicotiana tabacum (Common tobacco), partial (88%) [TC71158]155.37 1

gb|N.tabacum NeIF-4A9 mRNA [X79135] 57.9 1

Unknown 128.32 1

tc|Rep: Ferrochelatase - Vitis vinifera (Grape), partial (42%) [TC54815] 30.89 1

tc|Rep: AT3g06540/F5E6_13 - Arabidopsis thaliana (Mouse-ear cress), partial (37%) [TC46273]466.92 1

Unknown 411.58 1

Unknown 30.2 1

Unknown 21.33 1

tc|Rep: Chromosome undetermined scaffold_1268, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC65036]138.59 1

Unknown 9444.84 1

gb|TT-29_M10 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645576]22.25 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC48639]10199.75 1

Unknown 30.26 1

gb|KF8C.110M11F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110M11, mRNA sequence [EB427690]101.86 1

gb|KT7C.109E03F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109E03, mRNA sequence [EB450979]937.6 1

gb|KG9B.003H12F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003H12, mRNA sequence [DV158374]142.29 1

gb|Nicotiana tabacum mRNA for carbamoyl phosphate synthase small subunit [AJ319873]434.26 1

Unknown 20.87 1

gb|KL5B.118E14F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.118E14, mRNA sequence [EB432598]456.45 1

gb|Nicotiana tabacum calcium-dependent protein kinase CPK4 mRNA, complete cds [AF435451]1328.68 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC51204]54.19 1

gb|AGN_ELP009xm05f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135867]56.05 1

gb|AGN_ELP012xm10f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134932]95.37 1

gb|KL4B.105P04F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105P04, mRNA sequence [DW000482]107.87 1

gb|KP1B.102C22F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102C22, mRNA sequence [DV160066]62.37 1

Unknown 17.19 1

Unknown 184.83 1

gb|KG9B.105K12F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105K12, mRNA sequence [EB678847]250.1 1

gb|AM801363 seedling library, SL Nicotiana tabacum cDNA clone nt002027020, mRNA sequence [AM801363]256.34 1

Unknown 50.01 1

tc|Rep: Ethylene-responsive transcription factor 3 - Nicotiana tabacum (Common tobacco), partial (97%) [TC51212]7308.04 1

gb|KL4B.105E10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105E10, mRNA sequence [DW000246]60.15 1



Unknown 51.66 1

tc|Rep: Peptide-N4-(N-acetyl-beta-glucosaminyl)asparagine amidase A  (PNGase A) (Glycopeptide N-glycosidase) (N-glycanase) [Contains: Peptide-N4-(N-acetyl-beta-glucosaminyl)asparagine amidase A light chain (PNGase A small chain) (PNGase A subunit B); Pept37.27 1

Unknown 29.33 1

gb|EST_FLW005xi04f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH616159]9806.58 1

tc|Rep: Aldose 1-epimerase-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (40%) [TC59013]20.6 1

Unknown 1683.85 1

tc|Rep: Eukaryotic translation initiation factor 5A-3 - Solanum tuberosum (Potato), complete [TC44600]7317.95 1

Unknown 71.46 1

Unknown 25.34 1

Unknown 188.47 1

gb|AM791671 DL, diurnal library Nicotiana tabacum cDNA clone nt005009046, mRNA sequence [AM791671]23.75 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC54529]3503.91 1

gb|AGN_RNC211xp11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155288]34.14 1

tc|Rep: U1snRNP-specific protein, U1A - Solanum tuberosum (Potato), partial (98%) [TC41137]89.48 1

Unknown 10027.7 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC57058]344.94 1

Unknown 4676.01 1

tc|Rep: Pyruvate kinase - Oryza sativa subsp. japonica (Rice), partial (28%) [TC74474] 254.42 1

Unknown 31.85 1

tc|Rep: Prolyl 4-hydroxylase - Dianthus caryophyllus (Carnation) (Clove pink), partial (20%) [TC73673]93.94 1

Unknown 184.49 1

gb|AGN_RNC125xp24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG174018]535.25 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC46544]47.51 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC71321]181.27 1

gb|KL4B.105O01F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105O01, mRNA sequence [DW000456]589.53 1

Unknown 87.27 1

tc|Rep: Vacuolar ATP synthase catalytic subunit A - Daucus carota (Carrot), partial (11%) [TC63790]1407.6 1

gb|AM793907 seedling library, SL Nicotiana tabacum cDNA clone nt002270041, mRNA sequence [AM793907]43.35 1

Unknown 26.87 1

Unknown 229.06 1

gb|CHO_SL024xi23f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622499]1127.7 1

tc|Rep: 40S ribosomal protein S23 - Fragaria ananassa (Strawberry), complete [TC45881] 60.39 1

gb|KG9B.106A07F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106A07, mRNA sequence [EB678983]57.54 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC48056]258.47 1



tc|Rep: Malate dehydrogenase - Solanum tuberosum (Potato), partial (62%) [TC45490] 143.82 1

gb|KL4B.101K11F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101K11, mRNA sequence [DV999307]573.94 1

gb|KT7C.108A21F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108A21, mRNA sequence [EB450549]134.9 1

Unknown 39.61 1

gb|TT-05_D19 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635626]3050.42 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC41372]135.24 1

gb|AM789234 seedling library, SL Nicotiana tabacum cDNA clone nt002190071, mRNA sequence [AM789234]5756.97 1

tc|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (5%) [TC46992]759.19 1

gb|BP129233 MAT001 Nicotiana tabacum cDNA clone BY1074, mRNA sequence [BP129233]2097.46 1

gb|Nicotiana tabacum A26 mRNA for NtEPc-like protein, complete cds [AB032528] 21.39 1

gb|KN6B.102G19F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102G19, mRNA sequence [EB439038]520.48 1

tc|Rep: Cystathionine gamma-synthase isoform 2 - Solanum tuberosum (Potato), partial (29%) [TC50349]7966.72 1

tc|Rep: Ketol-acid reductoisomerase, chloroplast precursor - Spinacia oleracea (Spinach), partial (36%) [TC41036]337.91 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC50908]494.84 1

gb|KL4B.107L17F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107L17, mRNA sequence [EB680583]570 1

Unknown 78.99 1

gb|KF8B.100E05F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100E05, mRNA sequence [EB427837]22.98 1

gb|KF8C.109I04F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109I04, mRNA sequence [EB427259]31.05 1

gb|KP1B.102O01F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102O01, mRNA sequence [DV160311]90.96 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC42830]684.87 1

gb|Nicotiana tabacum partial mRNA for hypothetical protein, clone PBF80non [AJ344537] 47.7 1

tc|Rep: Chromosome undetermined scaffold_171, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC74944]21.03 1

gb|TOBESTR033H07 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG624146]51.16 1

Unknown 19.48 1

gb|TT-09_I07 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642183]21.06 1

gb|Nicotiana tabacum mRNA for protein phosphatase 2A catalytic subunit [AJ007496] 721.88 1

gb|KL4B.103B21F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103B21, mRNA sequence [DV999471]1040.12 1

gb|KN6B.105F14F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105F14, mRNA sequence [EB440103]53.52 1

gb|KP1B.101G01F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101G01, mRNA sequence [DV159784]7202.28 1

gb|AGN_RNC029xc12r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG156089]22.14 1

gb|Nicotiana tabacum NtFAD3 mRNA for microsomal omega-3 acid desaturase, complete cds [D26509]41833.85 1

gb|AGN_RNC024xc10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158077]77.83 1

Unknown 70.83 1

Unknown 35.37 1



Unknown 230.4 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC72558]114.25 1

Unknown 375.43 1

gb|KF8B.100O01F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100O01, mRNA sequence [EB428013]519.19 1

gb|CHO_SL023xh08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623218]84.55 1

gb|KF8C.105P14F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105P14, mRNA sequence [EB426380]41.4 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC59848]41.01 1

Unknown 251.9 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC69864]107.99 1

gb|AM829948 seedling library, SL Nicotiana tabacum cDNA clone nt002139094, mRNA sequence [AM829948]174.58 1

tc|Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC53806]19.85 1

tc|Rep: 60S ribosomal protein L7A-like protein - Solanum tuberosum (Potato), complete [TC60309]30.23 1

gb|KN6B.101A21F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101A21, mRNA sequence [EB438536]35.23 1

gb|KG9B.103N02F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103N02, mRNA sequence [EB678186]673.11 1

tc|Rep: Ribosomal protein PETRP - Capsicum annuum (Bell pepper), complete [TC43915]132.81 1

Unknown 84.19 1

gb|TT-17_E04 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640417]2907.79 1

gb|BP129575 MAT001 Nicotiana tabacum cDNA clone BY1446, mRNA sequence [BP129575]23.32 1

Unknown 96.75 1

gb|AGN_RNC013xb13f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164240]31.92 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC62150]115.76 1

tc|Rep: 40S ribosomal protein S4 - Solanum tuberosum (Potato), complete [TC40763] 129.89 1

gb|TT-47_D22 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640148]23.53 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC51536]254.63 1

tc|Rep: Chromosome undetermined scaffold_448, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC47895]84.96 1

gb|AGN_RPC014xk09f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144751]33.01 1

Unknown 270.7 1

tc|Rep: PSI-H precursor - Nicotiana sylvestris (Wood tobacco), partial (50%) [TC55546] 29.75 1

gb|KF8B.202H20F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202H20, mRNA sequence [EB428843]45.2 1

tc|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (17%) [TC42079]36.95 1

gb|TT-23_F13 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641103]1420.32 1

gb|TT-03_G14 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638602]263.65 1

Unknown 32.44 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC76615]99.24 1



tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC51641]46.57 1

Unknown 101.53 1

gb|KG9B.002F23F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002F23, mRNA sequence [DV157974]104.54 1

Unknown 38.18 1

Unknown 31.26 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC55377]186.96 1

gb|KR2B.109N16F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.109N16, mRNA sequence [EB445932]260.23 1

gb|TT-06_D09 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635717]18.7 1

gb|KL4B.108E19F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108E19, mRNA sequence [DW000590]30.27 1

tc|Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC62511]36.26 1

gb|KT7C.109M19F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109M19, mRNA sequence [EB451168]1315.22 1

Unknown 85.6 1

gb|AGN_RNC008xp03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167017]1199.03 1

gb|BP533801 MAT005 Nicotiana tabacum cDNA clone BY31121, mRNA sequence [BP533801]254.2 1

gb|AGN_RPC010xa17f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG145978]253.09 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC50076]18.68 1

gb|KG9B.001L02F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001L02, mRNA sequence [DV157727]194.96 1

gb|AM827696 seedling library, SL Nicotiana tabacum cDNA clone nt002053082, mRNA sequence [AM827696]67.88 1

gb|CHO_SL008xi09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620909]350.39 1

tc|Rep: Urate oxidase - Nicotiana tabacum (Common tobacco), complete [TC40906] 28.16 1

gb|AGN_RNC003xe02f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG169612]31.96 1

Unknown 23.79 1

Unknown 19.52 1

tc|Rep: Small subunit ribosomal protein - Berberis thunbergii (Japanese barberry), partial (51%) [TC60544]520.04 1

tc|Rep: Sulfate adenylyltransferase - Solanum tuberosum (Potato), partial (37%) [TC53372]5268.74 1

gb|AGN_RNC012xg16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164682]111.45 1

Unknown 103.93 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC77059]3314.99 1

gb|AGN_RPC006xp21f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147325]26.21 1

gb|CHO_SL006xd12f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617454]18055.15 1

Unknown 94.41 1

gb|Nicotiana tabacum peptidyl-prolyl cis [EF051139] 36.62 1

gb|KG9B.104B16F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104B16, mRNA sequence [EB678288]51.07 1

Unknown 21.2 1



gb|AGN_RNC029xc03r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG155952]17.77 1

gb|BP133207 MAT001 Nicotiana tabacum cDNA clone BY5446, mRNA sequence [BP133207]112.93 1

gb|KT7B.100K11F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100K11, mRNA sequence [EB447626]511.52 1

tc|Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC46174]62.49 1

gb|AM783661 seedling library, SL Nicotiana tabacum cDNA clone nt002328038, mRNA sequence [AM783661]147.62 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC56833]27.41 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC46030]1364.1 1

Unknown 746.77 1

Unknown 25.41 1

tc|Rep: 60S ribosomal protein L19 - Capsicum annuum (Bell pepper), partial (80%) [TC41217]155.2 1

Unknown 39.21 1

Unknown 845.67 1

gb|KP1B.103P19F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103P19, mRNA sequence [DV160708]24.15 1

Unknown 57559.3 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC51133]28.08 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC43196]34.65 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT22-1-195, cultivar Bright Yellow 2 [AJ719169]156.73 1

gb|KT7C.110P12F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110P12, mRNA sequence [EB451572]2784.58 1

Unknown 22.31 1

Unknown 516.04 1

tc|Rep: Thylakoid lumenal 15.0 kDa protein 2, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (66%) [TC64830]80.09 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC41951]63.43 1

gb|AGN_PNL205cf1_b2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG182506]18.42 1

gb|AGN_RPC015xi11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144419]25.08 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC56789]1585.68 1

Unknown 60.25 1

Unknown 1466.48 1

Unknown 24.9 1

Unknown 49.38 1

gb|ntsm8 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643437]108.14 1

gb|KG9B.101P14F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101P14, mRNA sequence [EB677507]19.54 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC56416]28.82 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC62794]40.87 1

gb|AGN_PNL215dr1_f7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG190124]61 1



gb|AM835641 COL, cold overnight library Nicotiana tabacum cDNA clone nt006016063, mRNA sequence [AM835641]29.4 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC50776]107.42 1

Unknown 33.45 1

Unknown 14869.2 1

gb|AM845282 seedling library, SL Nicotiana tabacum cDNA clone nt002332051, mRNA sequence [AM845282]935.96 1

gb|AGN_RPC020xa07f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142863]182.18 1

Unknown 22.52 1

gb|KR3B.113P03F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.113P03, mRNA sequence [EB683945]1211.86 1

Unknown 134.1 1

gb|AGN_RNC007xl24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167705]295.29 1

gb|KT7C.110O11F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110O11, mRNA sequence [EB451550]5186.49 1

gb|CHO_SL016xh03f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623749]3849 1

gb|TT-36_P10 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637949]30.64 1

tc|Rep: 14-3-3 protein - Nicotiana tabacum (Common tobacco), partial (98%) [TC44748] 52.53 1

tc|Rep: Chromosome chr14 scaffold_26, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC75251]21.81 1

Unknown 1056.09 1

gb|TT-38_K22 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639994]485.73 1

gb|KT7C.112M02F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112M02, mRNA sequence [EB451857]796.72 1

gb|TT-30_F03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637455]165.16 1

gb|Nicotiana tabacum plastid phosphate [U66402] 199.61 1

tc|Rep: Like-Sm ribonucleoprotein-related, core - Medicago truncatula (Barrel medic), partial (98%) [TC57531]30.07 1

gb|KT7C.102F13F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102F13, mRNA sequence [EB449259]262.69 1

Unknown 107.96 1

gb|KG9B.104O21F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104O21, mRNA sequence [EB678578]24.7 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC40839]5394.17 1

tc|Rep: DnaJ-like protein isoform - Solanum phureja, partial (75%) [TC43875] 395.95 1

gb|KN6B.105G06F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105G06, mRNA sequence [EB440118]211.11 1

tc|Rep: 1-acyl-sn-glycerol-3-phosphate acyltransferase - Prunus dulcis (Almond) (Prunus amygdalus), partial (42%) [TC59103]3995.65 1

gb|TL13.106B21F.060315T7 TL13 Nicotiana tabacum cDNA clone TL13.106B21, mRNA sequence [EB434108]159.4 1

tc|Rep: Peroxidase - Nicotiana tabacum (Common tobacco), partial (65%) [TC69233] 44.66 1

gb|FS425927 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0069_4_A03 5', mRNA sequence [FS425927]16986.4 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC51045]134.74 1

tc|AAD27719.1 - Arabidopsis thaliana (Mouse-ear cress), partial (46%) [TC55496] 87.97 1

gb|KG9B.005F14F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005F14, mRNA sequence [DV159065]29.3 1



gb|KF8B.200P08F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200P08, mRNA sequence [EB428320]28199.55 1

Unknown 514.49 1

gb|CHO_SL022xi08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619820]194.49 1

Unknown 57.53 1

gb|KP1B.103B19F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103B19, mRNA sequence [DV160394]103.82 1

tc|Rep: Chromosome chr18 scaffold_24, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC73795]60.37 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC45063]35.96 1

gb|KF8C.102P14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102P14, mRNA sequence [EB425306]24.35 1

gb|TT-06_E05 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643555]47.97 1

gb|CHO_SL022xi08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619820]224.94 1

gb|KG9B.103I21F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103I21, mRNA sequence [EB678087]39.51 1

gb|AGN_RPC018xk07f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143546]18.94 1

gb|CHO_SL007xo02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620700]972.24 1

Unknown 122.94 1

tc|Rep: Chromosome undetermined scaffold_69, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC44643]10669.2 1

gb|CHO_SL002xf06f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620431]24.71 1

gb|Nicotiana tabacum mRNA for peroxidase, complete cds, clone:NTPXC8.1 [AB044153] 30.14 1

tc|Rep: Chromosome undetermined scaffold_1179, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC48542]9455.55 1

gb|TT-48_C09 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645304]358.4 1

tc|Rep: BZIP transcription factor bZIP124 - Glycine max (Soybean), partial (54%) [TC76719]572.48 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC61538]22.82 1

Unknown 17.98 1

Unknown 81.63 1

Unknown 332.8 1

Unknown 107.21 1

Unknown 34.7 1

gb|Nicotiana tabacum mRNA for shaggy-like kinase 59 [AJ002315] 948.88 1

tc|Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC54767]157.53 1

tc|Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC56290]76.74 1

tc|Rep: Ethylene-responsive element binding protein 6 - Nicotiana tabacum (Common tobacco), complete [TC47074]531.54 1

gb|KR3B.108M05F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.108M05, mRNA sequence [DW004427]21958.8 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC50175]20.32 1

gb|KP1B.110I21F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110I21, mRNA sequence [DV162248]174.23 1

tc|Rep: Chromosome chr14 scaffold_63, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC54052]512.01 1



tc|Rep: ATP synthase subunit delta', mitochondrial precursor - Ipomoea batatas (Sweet potato) (Batate), partial (94%) [TC41890]681.01 1

Unknown 486.58 1

tc|Rep: G/HBF-1 - Glycine max (Soybean), complete [TC48109] 653.44 1

Unknown 377.37 1

tc|Rep: Serine acetyltransferase 1 - Nicotiana tabacum (Common tobacco), partial (47%) [TC59119]263.17 1

Unknown 25.14 1

Unknown 379.12 1

Unknown 22.09 1

tc|Rep: T1K7.26 protein - Arabidopsis thaliana (Mouse-ear cress), partial (17%) [TC49165]1157.25 1

gb|AM819928 seedling library, SL Nicotiana tabacum cDNA clone nt002008041, mRNA sequence [AM819928]19.62 1

tc|Rep: Cystathionine gamma-synthase isoform 2 - Solanum tuberosum (Potato), partial (84%) [TC42310]1061.9 1

Unknown 86.97 1

tc|Rep: RAD23-like - Solanum tuberosum (Potato), complete [TC48167] 59.1 1

gb|KT7C.112H03F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112H03, mRNA sequence [EB451747]184.15 1

tc|Rep: Eukaryotic initiation factor iso4E - Nicotiana tabacum (Common tobacco), partial (84%) [TC61622]1299.05 1

Unknown 209.56 1

gb|KP1B.108L06F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108L06, mRNA sequence [DV161627]29.4 1

gb|AGN_RNC029xp09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG156212]40.13 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC71430]48.97 1

Unknown 21.52 1

Unknown 20.19 1

gb|KP1B.111C19F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.111C19, mRNA sequence [EB681987]22.68 1

tc|Rep: Chromosome undetermined scaffold_984, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC63827]2624.35 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC47466]153.67 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC58106]86.75 1

gb|TT-29_J20 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641634]131.51 1

tc|Rep: Chromosome undetermined scaffold_71, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC44280]618.39 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC41444]19.23 1

gb|Nicotiana tabacum NtNRAMP1 mRNA for metal transporter, complete cds [AB505625]30.39 1

tc|Rep: Chromosome undetermined scaffold_296, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC54493]33.01 1

gb|Nicotiana tabacum NtNRAMP1 mRNA for metal transporter, complete cds [AB505625]34.26 1

Unknown 58.57 1

gb|AGN_RPC022xi19f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142249]556.4 1

tc|Rep: CBL-interacting protein kinase 25 - Populus trichocarpa (Western balsam poplar) (Populus balsamiferasubsp. trichocarpa), partial (46%) [TC54670]1137.94 1



gb|CHO_SL018xb09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619367]108.28 1

Unknown 30.78 1

Unknown 51301.6 1

Unknown 250.26 1

gb|KL4B.101K06F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101K06, mRNA sequence [DV999303]519.26 1

gb|Nicotiana tabacum adc mRNA for arginine decarboxylase, complete cds [AB110952]3527.65 1

tc|Rep: H+-transporting two-sector ATPase, C (AC39) subunit - Medicago truncatula (Barrel medic), complete [TC43105]3297.93 1

tc|Rep: Serine hydroxymethyltransferase - Populus tremuloides (Quaking aspen), partial (95%) [TC42485]14924.95 1

Unknown 23.11 1

tc|Rep: 26S protease regulatory subunit 6A homolog (TAT-binding protein homolog 1) (TBP-1) (Mg(2+)-dependent ATPase 1) - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (41%) [TC49046]614.91 1

gb|AGN_RNC024xp05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158261]18830.75 1

Unknown 89.69 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC56451]74.72 1

tc|Rep: Ribosomal protein L23 family protein - Solanum tuberosum (Potato), partial (90%) [TC49818]86.9 1

gb|Tobacco mRNA fragment for nitrate reductase [X06134] 25.77 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (96%) [TC64296] 41.61 1

gb|KG9B.003J03F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003J03, mRNA sequence [DV158412]5073.25 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC68722]1505.79 1

Unknown 222.27 1

gb|AGN_RPC003xo05f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG148050]21.04 1

tc|Rep: Formate--tetrahydrofolate ligase - Spinacia oleracea (Spinach), partial (25%) [TC45841]487.65 1

gb|AM784687 seedling library, SL Nicotiana tabacum cDNA clone nt002217060, mRNA sequence [AM784687]86.67 1

gb|tbt_009695 Normalized Nicotiana tabacum cDNA library Nicotiana tabacum cDNA clone tbt_009695 5', mRNA sequence [CV017986]136.01 1

Unknown 22.3 1

gb|AM830119 seedling library, SL Nicotiana tabacum cDNA clone nt002310054, mRNA sequence [AM830119]1044.97 1

gb|KG9B.105M12F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105M12, mRNA sequence [EB678894]25.33 1

Unknown 24.2 1

gb|TT-21_M06 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644332]429.86 1

tc|Rep: Transcription factor bZIP63 - Glycine max (Soybean), partial (41%) [TC74000] 891.88 1

gb|N.tabacum mRNA for pectate lyase [X67159] 50341 1

gb|Nicotiana tabacum mRNA for putative putative beta-(1,2)-xylosyltransferase (xylt gene) [AJ627182]28.92 1

gb|KP1B.101G10F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101G10, mRNA sequence [DV159792]43.82 1

Unknown 28.41 1

Unknown 48.94 1



tc|Rep: Calcium-binding protein CAST - Solanum tuberosum (Potato), partial (87%) [TC47650]359.14 1

tc|Rep: Heat shock 70 kDa protein, mitochondrial precursor - Pisum sativum (Garden pea), partial (24%) [TC63071]80.93 1

gb|KF8C.103M04F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103M04, mRNA sequence [EB425594]54.06 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (96%) [TC64296]129.74 1

tc|Rep: Splicing factor-like protein - Vitis riparia (Frost grape) (Vitis vulpina), partial (22%) [TC45522]70.63 1

gb|EST_YP003xg02f1.ab1 EST_YP Nicotiana tabacum cDNA, mRNA sequence [EH616346] 82.49 1

Unknown 165.84 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC58848]142.81 1

gb|AM824464 DL, diurnal library Nicotiana tabacum cDNA clone nt005080040, mRNA sequence [AM824464]59.77 1

tc|Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC73611]75.54 1

tc|Rep: Chloride channel Stclc1 - Solanum tuberosum (Potato), partial (27%) [TC55101] 607.99 1

gb|KG9B.107M14F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107M14, mRNA sequence [EB679623]594.23 1

gb|TT-03_F12 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641760]426.13 1

gb|Nicotiana tabacum mRNA for putative 16kDa membrane protein [AJ272037] 47.95 1

gb|KR2B.109P14F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.109P14, mRNA sequence [EB445968]1087.5 1

gb|TT-03_B09 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640545]459.59 1

gb|AM803568 COL, cold overnight library Nicotiana tabacum cDNA clone nt006165068, mRNA sequence [AM803568]27.2 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC54441]32.05 1

Unknown 76.03 1

gb|TT-21_K15 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642661]530.21 1

Unknown 786.35 1

Unknown 2816.52 1

Unknown 179.64 1

gb|KP1B.001I07F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001I07, mRNA sequence [DV162568]249.53 1

Unknown 151.59 1

tc|Rep: Chromosome undetermined scaffold_310, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC65696]24.02 1

Unknown 502.48 1

Unknown 51.06 1

tc|Rep: Histone H3 - Vitis vinifera (Grape), complete [TC47009] 869.11 1

Unknown 37.4 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC51133]23.71 1

gb|KG9B.105H20F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105H20, mRNA sequence [EB678788]283.09 1

gb|AGN_RNC211xl21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155271]4424.67 1

tc|Rep: Chromosome chr13 scaffold_210, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC48341]564.36 1



Unknown 123.24 1

gb|AGN_PNL206af1_g11.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG182925]25.97 1

gb|KL4B.102B08F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102B08, mRNA sequence [EB679730]31.38 1

tc|Rep: Nucleic acid binding protein - Nicotiana tabacum (Common tobacco), partial (45%) [TC42936]1642.32 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC54959]141.5 1

tc|Rep: S-adenosylmethionine synthetase 3 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (94%) [TC45128]50106.4 1

gb|AGN_RNC012xc03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164541]185.77 1

gb|KN6B.103G02F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103G02, mRNA sequence [EB439386]8329.68 1

Unknown 181.32 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC48679]73.18 1

tc|Rep: Transport protein particle component Bet3-like protein - Oryza sativa subsp. japonica (Rice), partial (64%) [TC52902]61.13 1

gb|KG9B.106E05F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106E05, mRNA sequence [EB679073]208.28 1

gb|KR3B.105K07F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.105K07, mRNA sequence [DW003387]296.98 1

tc|Rep: ACS2 - Ricinus communis (Castor bean), partial (22%) [TC54234] 91.61 1

tc|Rep: Ubiquitin carrier protein - Nicotiana benthamiana, complete [TC69183] 17.14 1

tc|Rep: Serine acetyltransferase 4 - Nicotiana tabacum (Common tobacco), complete [TC43695]490.96 1

Unknown 107.24 1

Unknown 99.72 1

tc|Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC49680]72.5 1

Unknown 146.96 1

gb|AGN_RNC017xp19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG162079]90.08 1

gb|Nicotiana tabacum hydroxy-methyl-glutaryl-coenzyme A reductase (HMGR2) mRNA, complete cds [AF004232]48369.85 1

gb|Nicotiana tabacum cyclin-dependent kinase B1-2 (CdkB1-2) mRNA, complete cds [AF289466]29.19 1

gb|TL13.109B21F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.109B21, mRNA sequence [EB435034]379.86 1

tc|Rep: Chromosome chr5 scaffold_58, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC44584]7922.05 1

gb|Nicotiana tabacum Avr9 [AY220479] 224.37 1

tc|Rep: 40S ribosomal protein S15-like - Solanum tuberosum (Potato), complete [TC48340]234.35 1

gb|Tobacco (N.tabacum) GapC mRNA encoding cytosolic glyceraldehyde-3-phosphophate dehydrogenase, partial cds [M14419]1174.17 1

gb|N.tabacum mRNA for aquaporin 1 [Y08161] 1018.07 1

Unknown 88.98 1

Unknown 28.18 1

tc|Rep: U1 snRNP-interacting 70 kDa protein - Triticum aestivum (Wheat), partial (28%) [TC53879]251.89 1

Unknown 3680.16 1

tc|Rep: RNA-binding protein RZ-1 - Nicotiana sylvestris (Wood tobacco), complete [TC41002]635.21 1



Unknown 26.68 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC66192]17.43 1

Unknown 727.35 1

Unknown 61.32 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC53462]27.63 1

gb|KR2B.105G16F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.105G16, mRNA sequence [EB444918]63.15 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC40618]2569.59 1

tc|Rep: Sulfite oxidase-like - Solanum tuberosum (Potato), partial (71%) [TC47831] 2864.09 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC67958]106.85 1

gb|KT7B.114M24F.060127T7 KT7 Nicotiana tabacum cDNA clone KT7B.114M24, mRNA sequence [EB448723]40 1

gb|TT-36_P15 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637951]10214.55 1

gb|KR3B.107K07F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.107K07, mRNA sequence [DW004055]66.88 1

tc|Rep: Impa2 - Nicotiana benthamiana, partial (98%) [TC72049] 3056.52 1

Unknown 22.06 1

tc|Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC77241]168.33 1

gb|AM845812 seedling library, SL Nicotiana tabacum cDNA clone nt002002037, mRNA sequence [AM845812]120.24 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC44800]59.02 1

Unknown 28.47 1

Unknown 78.81 1

Unknown 93.68 1

gb|AGN_ELP023xo22f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139817]77.19 1

gb|AGN_ELP018xj16f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG133250]2209.87 1

gb|CHO_SL002xn01f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620397]6493.57 1

Unknown 421.09 1

Unknown 177.95 1

gb|TT-01_F11 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640499]39.08 1

gb|tbt_010968 Normalized Nicotiana tabacum cDNA library Nicotiana tabacum cDNA clone tbt_010968 5', mRNA sequence [CV020529]15870.95 1

gb|KL5B.115L21F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.115L21, mRNA sequence [EB431969]386.53 1

gb|KL5B.106E03F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.106E03, mRNA sequence [EB430245]1075.21 1

gb|KL4B.103K02F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103K02, mRNA sequence [DV999652]842.21 1

Unknown 20.02 1

tc|Rep: Digalactosyldiacylglycerol synthase 2, chloroplast - Glycine max (Soybean), partial (27%) [TC51705]10202.06 1

gb|CHO_SL017xp04f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619214]57.07 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC59114]131.62 1



gb|N.tabacum cDNA for glutamine synthetase (3' region) [X68604] 1473.21 1

Unknown 85.65 1

gb|KP1B.001B19F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001B19, mRNA sequence [DV162434]26.5 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC47778]1491.75 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC46822]259.65 1

Unknown 276.54 1

Unknown 269.08 1

tc|Rep: Chromosome undetermined scaffold_69, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC48897]352.5 1

gb|KN6B.101B19F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101B19, mRNA sequence [EB438558]25.57 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC45088]601.01 1

Unknown 1121.29 1

tc|Rep: Endo-1,4-beta-glucanase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (60%) [TC50297]93.17 1

gb|KG9B.001H19F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001H19, mRNA sequence [DV157649]925.36 1

gb|KL4B.100C13F.050922T7 KL4B Nicotiana tabacum cDNA clone KL4B.100C13, mRNA sequence [DV998783]143.07 1

gb|TOBESTR060C10 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG626433]70.6 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC71039]155.82 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC71137]165.48 1

gb|KR2B.104F07F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.104F07, mRNA sequence [EB444599]80.67 1

tc|Rep: Peptidyl-prolyl cis-trans isomerase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC53578]296.69 1

tc|Rep: RNA binding protein - Nicotiana sylvestris (Wood tobacco), complete [TC44757] 54.18 1

Unknown 255.04 1

gb|KP1B.101J23F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101J23, mRNA sequence [DV159872]255.64 1

tc|Rep: Os05g0227700 protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC44589]207.03 1

Unknown 151.93 1

gb|FS388031 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0043_2_D06 5', mRNA sequence [FS388031]521.18 1

Unknown 64.76 1

gb|KG9B.106A17F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106A17, mRNA sequence [EB678991]525.5 1

tc|Rep: Inorganic pyrophosphatase - Nicotiana tabacum (Common tobacco), complete [TC47943]265.65 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC62820]130.44 1

tc|Rep: Brain protein 44-like - Zea mays (Maize), partial (89%) [TC53445] 1918.09 1

tc|Rep: Regulatory protein, TetR:Tetracyclin repressor, C-terminal - Enterococcus faecium DO, partial (6%) [TC52841]77.5 1

gb|TT-09_B21 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635943]88.12 1

tc|Rep: Chromosome chr2 scaffold_187, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC56787]49.41 1

gb|AGN_RPC010xl18f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146239]71.6 1



gb|TT-02_K13 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635430]27.14 1

tc|Rep: Chloroplast photosystem I reaction center V - Camellia sinensis (Tea), partial (74%) [TC53981]18.96 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC40379]380.83 1

tc|Rep: Elongation factor 1-alpha - Nicotiana paniculata, partial (23%) [TC64911] 3603.4 1

Unknown 71.29 1

tc|CHEVIARRN E.virginiana plastid ribosomal RNA operon, trnI and trnA pseudogenes, partial (9%) [TC74407]231.53 1

gb|Nicotiana tabacum mRNA for putative alpha7 proteasome subunit (a7 gene) [AJ291738]23.01 1

Unknown 21.88 1

gb|AGN_RPC007xp13f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147028]19.49 1

Unknown 19.65 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC47920]11122.25 1

tc|Rep: Hypersensitive-induced reaction protein - Capsicum annuum (Bell pepper), complete [TC48192]833.23 1

Unknown 116.64 1

gb|KP1B.108N20F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108N20, mRNA sequence [DV161682]36.04 1

gb|Nicotiana tabacum mRNA for hsr203J, complete cds [AB091430] 43.14 1

tc|Rep: Methionine aminopeptidase - Vitis vinifera (Grape), partial (92%) [TC51281] 34.58 1

Unknown 140.21 1

gb|AGN_RNC025xo07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157511]74.59 1

gb|AGN_RNC017xo13f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161814]50.4 1

Unknown 54.98 1

gb|Nicotiana tabacum mRNA for malate dehydrogenase (md1 gene) [AJ299256] 111.79 1

tc|Rep: Late embryogenis abundant protein 5 - Nicotiana tabacum (Common tobacco), partial (94%) [TC64460]18585.7 1

Unknown 36.95 1

gb|KG9B.102C13F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102C13, mRNA sequence [EB677573]8894.49 1

Unknown 2004.87 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC42883]1078.14 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC42840]86.07 1

Unknown 55.03 1

gb|KG9B.105O22F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105O22, mRNA sequence [EB678951]3280.16 1

gb|CHO_SL018xo19f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619290]395.28 1

gb|KP1B.103C08F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103C08, mRNA sequence [DV160405]72.44 1

gb|KG9B.105L09F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105L09, mRNA sequence [EB678867]429.21 1

gb|CHO_SL025xf23f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621670]31.48 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC69592]508.39 1



gb|CHO_SL024xm08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622574]137.64 1

gb|KL4B.105L07F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105L07, mRNA sequence [DW000395]21.57 1

tc|Rep: AT3g06540/F5E6_13 - Arabidopsis thaliana (Mouse-ear cress), partial (8%) [TC49534]1211.89 1

gb|KL4B.113H18F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.113H18, mRNA sequence [EB681442]51.63 1

gb|TT-47_P04 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640186]1317.3 1

tc|Rep: Avr9/Cf-9 rapidly elicited protein 284 - Nicotiana tabacum (Common tobacco), partial (22%) [TC59622]1298.45 1

gb|AGN_RPC024xa10f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141642]23.78 1

gb|KL4B.103G04F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103G04, mRNA sequence [DV999561]89.93 1

gb|KG9B.001E12F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001E12, mRNA sequence [DV157573]23.28 1

Unknown 20.9 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC57360]48.8 1

gb|KL5B.001F15F.050901T7 KL5B Nicotiana tabacum cDNA clone KL5B.001F15, mRNA sequence [EB429106]2962.4 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC62934]22.63 1

gb|TT-29_K04 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637399]150.3 1

Unknown 20.89 1

tc|Rep: Ubiquitin carboxyl-terminal hydrolase - Vitis vinifera (Grape), partial (31%) [TC56128]63.52 1

gb|KG9B.104F17F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104F17, mRNA sequence [EB678380]1013 1

tc|Rep: RSH2 - Nicotiana tabacum (Common tobacco), partial (35%) [TC57269] 2856.5 1

gb|CHO_SL019xk08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623982]441.97 1

tc|Rep: Endonuclease/Exonuclease/phosphatase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (51%) [TC71231]58.4 1

Unknown 35.1 1

tc|Rep: Chromosome chr1 scaffold_166, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC52028]111.94 1

tc|Rep: ATP synthase subunit a - Nicotiana tabacum (Common tobacco), complete [TC60690]142.55 1

tc|Rep: Heat shock protein 90 - Nicotiana tabacum (Common tobacco), partial (29%) [TC54825]69.51 1

gb|KG9B.102L14F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102L14, mRNA sequence [EB677784]85.84 1

tc|Rep: Lipoprotein signal peptidase - Bradyrhizobium japonicum, partial (9%) [TC60466]147.29 1

Unknown 119.17 1

tc|Rep: Chromosome undetermined scaffold_235, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC63135]24.16 1

tc|Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC66292]558.09 1

gb|KR2B.103A09F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.103A09, mRNA sequence [EB444224]567.6 1

Unknown 123.18 1

tc|Rep: Glycine dehydrogenase [decarboxylating], mitochondrial precursor - Solanum tuberosum (Potato), partial (27%) [TC45251]2949.05 1

Unknown 77.01 1

gb|KF8C.102D20F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102D20, mRNA sequence [EB425050]644.18 1



Unknown 355.32 1

Unknown 172.26 1

tc|Rep: Chromosome undetermined scaffold_203, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC53947]10258.25 1

gb|Nicotiana tabacum cultivar Havana SR1 cytosine-5-methyltransferase (MET1) mRNA, complete cds [AY567977]32.47 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC47653]84.84 1

Unknown 82.58 1

Unknown 29.94 1

tc|Rep: G/HBF-1 - Glycine max (Soybean), partial (68%) [TC41471] 495.22 1

Unknown 106.4 1

Unknown 632.37 1

tc|Rep: ASC1-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (98%) [TC56704]436.42 1

gb|AGN_RPC008xi04f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146677]38.39 1

tc|Rep: F18O14.8 - Arabidopsis thaliana (Mouse-ear cress), partial (90%) [TC46547] 528.15 1

gb|KG9B.004E04F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004E04, mRNA sequence [DV158664]57.95 1

Unknown 157.14 1

Unknown 575.95 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC53558]72.03 1

gb|AGN_RNC003xh03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG169769]38 1

gb|KL4B.106F05F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106F05, mRNA sequence [EB680165]750.99 1

Unknown 5697 1

gb|KR3B.108M02F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.108M02, mRNA sequence [DW004424]28.88 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC53309]134.62 1

tc|Rep: Chromosome chr9 scaffold_49, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC50735]985.76 1

Unknown 108.81 1

gb|KP1B.104M15F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104M15, mRNA sequence [DV160992]551.68 1

Unknown 520.62 1

Unknown 1360.88 1

tc|Rep: Enhanced disease susceptibility 5 - Arabidopsis thaliana (Mouse-ear cress), partial (21%) [TC64331]37.21 1

gb|TL13.108B10F.060315T7 TL13 Nicotiana tabacum cDNA clone TL13.108B10, mRNA sequence [EB434745]179.95 1

gb|KR3B.110K10F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110K10, mRNA sequence [DW005127]102.2 1

Unknown 40.17 1

gb|KT7C.105E05F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105E05, mRNA sequence [EB449939]35.13 1

gb|AGN_RNC003xe06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG169614]57.47 1

gb|KF8C.102P17F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102P17, mRNA sequence [EB425309]9897.97 1



gb|TT-23_E11 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639450]51.69 1

gb|BP134667 MAT001 Nicotiana tabacum cDNA clone BY7087, mRNA sequence [BP134667]80.03 1

gb|KG9B.001K19F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001K19, mRNA sequence [DV157720]262.96 1

Unknown 115.09 1

tc|Rep: 1-acyl-sn-glycerol-3-phosphate acyltransferase - Prunus dulcis (Almond) (Prunus amygdalus), partial (42%) [TC59103]3256.92 1

tc|Rep: Sodium/hydrogen exchanger - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (16%) [TC71929]432.73 1

gb|AGN_RNC127xb08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172952]51.04 1

Unknown 816.29 1

gb|TT-11_H14 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642298]1185.07 1

Unknown 3551.59 1

gb|TT-28_J08 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641302]20.73 1

gb|KF8C.102M21F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102M21, mRNA sequence [EB425244]19094.7 1

Unknown 257.93 1

Unknown 104.48 1

Unknown 144.32 1

gb|AGN_RNC023xe14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158633]84.02 1

gb|TT-07_I07 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638771]1053.72 1

Unknown 533.94 1

tc|Rep: Photosystem II P680 chlorophyll A apoprotein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC43990]67.13 1

Unknown 31.62 1

gb|KG9B.002E04F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002E04, mRNA sequence [DV157934]518.73 1

gb|Nicotiana tabacum pectin methylesterase (PPME1) mRNA, complete cds [AY772945]89600.8 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC42546]1495.9 1

gb|Nicotiana tabacum D31 mRNA for 14-3-3 protein, complete cds [AB071967] 39100.1 1

gb|FS416927 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0044_4_D09 5', mRNA sequence [FS416927]1225 1

Unknown 50.84 1

gb|N.tabacum mRNA for ribonucleotide reductase, clone R1-2 [Y10862] 19.24 1

tc|Rep: Chromosome chr13 scaffold_210, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC52734]442.66 1

tc|Rep: Chromosome undetermined scaffold_147, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC40760]107.47 1

gb|AGN_PNL230df1_g11.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG200980]351.82 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC47198]811.66 1

tc|Rep: Ubiquitin conjugating enzyme 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC50801]626.78 1

tc|Rep: 60S ribosomal protein L19-like protein - Solanum tuberosum (Potato), partial (97%) [TC41676]219.4 1

tc|Rep: Calmodulin binding heat shock protein - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), partial (23%) [TC68270]24.36 1



tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC73592]89.83 1

gb|KG9B.001E17F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001E17, mRNA sequence [DV157578]1867.47 1

gb|KL4B.110F15F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110F15, mRNA sequence [DW001171]93.84 1

Unknown 4898.63 1

gb|KF8C.106A11F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106A11, mRNA sequence [EB426400]1344.4 1

gb|Nicotiana tabacum cig3 mRNA, complete cds [AB041352] 2778.45 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC40965]104.99 1

tc|Rep: Chromosome undetermined scaffold_80, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC55260]270.31 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC52381]218.14 1

gb|AGN_RPC024xk11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141610]135.31 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC46825]19.66 1

gb|KL4B.103K19F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103K19, mRNA sequence [DV999667]81.11 1

tc|Rep: High mobility group protein 2 HMG2 - Ipomoea nil (Japanese morning glory) (Pharbitis nil), partial (85%) [TC57079]7725.68 1

gb|TT-04_H17 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641828]109.09 1

gb|AGN_PNL201br1_c10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG179505]109.24 1

Unknown 29.37 1

tc|Rep: Urease accessory protein G - Solanum tuberosum (Potato), partial (94%) [TC53221]61.42 1

gb|KL4B.103J08F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103J08, mRNA sequence [DV999635]115.08 1

gb|KP1B.104L22F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104L22, mRNA sequence [DV160976]651.28 1

gb|KP1B.107M11F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107M11, mRNA sequence [DV161328]212.8 1

Unknown 67.92 1

gb|KN6B.100P17F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100P17, mRNA sequence [EB438510]166.28 1

tc|Rep: Ras-related GTP-binding protein - Nicotiana tabacum (Common tobacco), complete [TC40240]8183.04 1

Unknown 416.77 1

tc|Rep: Genomic DNA, chromosome 5, TAC clone:K17O22 - Arabidopsis thaliana (Mouse-ear cress), partial (49%) [TC46858]391.85 1

gb|AM819186 DL, diurnal library Nicotiana tabacum cDNA clone nt005051041, mRNA sequence [AM819186]55.79 1

gb|KR3B.103O03F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.103O03, mRNA sequence [DW002773]37.79 1

gb|AGN_PNL219dr1_e8.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG193046]29.76 1

gb|KP1B.107H01F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107H01, mRNA sequence [DV161215]110.13 1

Unknown 486.37 1

Unknown 147.54 1

tc|Rep: Dehydroquinate dehydratase/shikimate dehydrogenase precursor - Nicotiana tabacum (Common tobacco), partial (53%) [TC45486]683.21 1

gb|CHO_SL009xa08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617829]271.1 1

tc|Rep: Oxysterol-binding protein - Solanum tuberosum (Potato), partial (47%) [TC53195]172.89 1



tc|Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC51502]42.29 1

Unknown 18.96 1

tc|Rep: DNA-binding protein phosphatase 2C - Nicotiana tabacum (Common tobacco), complete [TC44079]38.83 1

tc|Rep: 60S ribosomal protein L41 - Homo sapiens (Human), complete [TC69557] 224.68 1

Unknown 515.66 1

gb|KR2B.102N04F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.102N04, mRNA sequence [EB444165]20.78 1

gb|AM840689 seedling library, SL Nicotiana tabacum cDNA clone nt002001079, mRNA sequence [AM840689]31.18 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC76991]3005.38 1

Unknown 67.15 1

Unknown 948.98 1

tc|Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC56083]29.25 1

Unknown 143.77 1

tc|Rep: Chromosome undetermined SCAF8942, whole genome shotgun sequence - Tetraodon nigroviridis (Green puffer), partial (6%) [TC73640]436.75 1

Unknown 70.92 1

Unknown 63.45 1

gb|KR3B.101H09F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101H09, mRNA sequence [DW001909]25.87 1

gb|KG9B.106D20F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106D20, mRNA sequence [EB679064]26.15 1

gb|KN6B.115K16F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.115K16, mRNA sequence [EB442957]2697.26 1

tc|Rep: Probable transcriptional regulator - Pseudomonas aeruginosa (strain PA7), partial (5%) [TC56813]84.77 1

Unknown 51.37 1

gb|TT-07_I07 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638771]1236.43 1

tc|Rep: NtEIG-E80 protein - Nicotiana tabacum (Common tobacco), complete [TC68754]57366.1 1

tc|Rep: Induced stolon tip protein - Capsicum annuum (Bell pepper), partial (66%) [TC53671]7542.56 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC45236]225.05 1

tc|Rep: Os01g0945800 protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC44275]324.19 1

gb|KP1B.107L14F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107L14, mRNA sequence [DV161310]22.23 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC47933]124.03 1

tc|Rep: Chromosome chr13 scaffold_45, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC53127]35.56 1

tc|Rep: DnaJ-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (89%) [TC42677]4715.85 1

gb|Nicotiana tabacum NIM1-like protein 1 (NML1) mRNA, complete cds [AY640382] 162.34 1

gb|AGN_RPC022xl10f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142490]50.16 1

tc|Rep: GDA2 protein - Pisum sativum (Garden pea), partial (70%) [TC48476] 29.89 1

gb|AGN_RNC105xi20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG153655]34.69 1

tc|Rep: Induced stolon tip protein - Capsicum annuum (Bell pepper), partial (66%) [TC71616]3173.16 1



Unknown 2669.84 1

tc|Rep: B-type cyclin - Nicotiana tabacum (Common tobacco), partial (24%) [TC66057] 46.64 1

gb|KG9B.002H24F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002H24, mRNA sequence [DV158020]18.03 1

gb|AGN_RNC105xe02f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG153629]2804.73 1

gb|KP1B.110A01F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110A01, mRNA sequence [DV162062]47.03 1

Unknown 31.98 1

gb|KN6B.105G10F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105G10, mRNA sequence [EB440122]76.75 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT31-540, cultivar Bright Yellow 2 [AJ718154]71.22 1

Unknown 19.15 1

Unknown 92.81 1

Unknown 182.28 1

tc|Rep: SGT1-2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (60%) [TC41230]97.15 1

gb|Nicotiana tabacum ankyrin-repeat protein HBP1 mRNA, complete cds [AF352797] 540.04 1

gb|EST_FLW004xb16f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615961]118.06 1

Unknown 27.74 1

gb|AGN_RPC012xj12f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG145625]26.11 1

gb|Nicotiana tabacum mRNA for putative esterase (T36 gene) [AM851012] 22.94 1

gb|KP1B.001L15F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001L15, mRNA sequence [DV162641]253.72 1

gb|TT-30_P14 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639706]99.72 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC47375]489.41 1

gb|AM839155 COL, cold overnight library Nicotiana tabacum cDNA clone nt006221010, mRNA sequence [AM839155]78.58 1

gb|KF8C.101M05F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101M05, mRNA sequence [EB424878]517.51 1

tc|Rep: Chromosome chr3 scaffold_199, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC65504]247.54 1

Unknown 180.21 1

gb|CHO_SL002xi14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620311]821.82 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC55799]29.62 1

tc|Rep: Protein ABIL1 - Arabidopsis thaliana (Mouse-ear cress), partial (12%) [TC72967] 219.95 1

gb|KF8C.102P04F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102P04, mRNA sequence [EB425297]27.37 1

gb|AGN_ELP014xd23f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134412]514.5 1

gb|KG9B.105J18F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105J18, mRNA sequence [EB678829]408.82 1

Unknown 240.36 1

gb|TT-50_M03 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645435]848.26 1

tc|Rep: Nitrate reductase [NADH] 1 - Nicotiana tabacum (Common tobacco), complete [TC40073]85.97 1

gb|KP1B.110M19F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110M19, mRNA sequence [DV162331]192.52 1



tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC56828]55.32 1

gb|KL4B.102J09F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102J09, mRNA sequence [EB679909]3814.1 1

tc|Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC61146]169.81 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC2-23-220, cultivar Bright Yellow 2 [AJ718543]46.42 1

Unknown 36.45 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC52757]746.25 1

tc|Rep: Ly200 protein - Capsicum annuum (Bell pepper), complete [TC52727] 86.09 1

tc|Rep: Chromosome chr13 scaffold_210, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC44739]3960.46 1

Unknown 40.48 1

tc|Rep: Pre-mRNA-splicing factor SLU7 - Oryza sativa subsp. indica (Rice), partial (76%) [TC44448]680.42 1

Unknown 478.59 1

Unknown 53.57 1

Unknown 24.36 1

Unknown 81.06 1

Unknown 102.89 1

Unknown 326.46 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC77194]38.85 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC43306]53.15 1

tc|Rep: F5D14.18 protein - Arabidopsis thaliana (Mouse-ear cress), partial (11%) [TC71228]798.17 1

tc|Rep: SNF2-related; Zinc finger, RING-type; ATP-requiring DNA helicase RecQ - Medicago truncatula (Barrel medic), partial (9%) [TC58320]28.89 1

gb|KG9B.002O05F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002O05, mRNA sequence [DV158163]107.03 1

tc|Rep: NADH:ubiquinone oxidoreductase-like - Solanum tuberosum (Potato), complete [TC40739]1031.07 1

Unknown 21.52 1

Unknown 682.09 1

gb|TT-47_N21 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640182]113.6 1

gb|TOBESTR020D12 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG622950]194.89 1

Unknown 40.18 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC67417]36.37 1

gb|KG9B.103M10F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103M10, mRNA sequence [EB678171]2980.14 1

Unknown 23.21 1

Unknown 35.77 1

Unknown 31.34 1

Unknown 50.68 1

tc|Rep: Actin - Phalaenopsis hybrid cultivar, partial (39%) [TC69811] 33203.05 1



gb|Nicotiana tabacum partial mRNA for putative chloroplast cysteine synthase 1 precursor (oas1 gene) [AM087457]90.95 1

Unknown 251.3 1

gb|KN6B.102M01F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102M01, mRNA sequence [EB439159]39811.6 1

tc|Rep: ATP synthase delta chain - Buchnera aphidicola subsp. Schizaphis graminum, partial (12%) [TC69357]38.41 1

tc|Rep: Serine/threonine-protein phosphatase PP1 - Brassica napus (Rape), partial (57%) [TC65480]2762.99 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC57903]22.22 1

gb|BP133763 MAT001 Nicotiana tabacum cDNA clone BY6059, mRNA sequence [BP133763]64.35 1

gb|Nicotiana tabacum NtYSL1 mRNA for putative yellow stripe-like protein, complete cds [AB263747]142.55 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC66512]130.36 1

Unknown 336.65 1

gb|KG9B.005J14F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005J14, mRNA sequence [DV159157]1548.76 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT12-4-420, cultivar Bright Yellow 2 [AJ717873]67.03 1

tc|Rep: Pyrroline-5-carboxylate reductase - Actinidia chinensis (Kiwi) (Yangtao), partial (96%) [TC60840]96.12 1

tc|Rep: Salt-induced AAA-Type ATPase - Mesembryanthemum crystallinum (Common ice plant), partial (65%) [TC41419]139.07 1

gb|TL13.111K09F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.111K09, mRNA sequence [EB435594]223.38 1

Unknown 57.65 1

gb|KL4B.112I10F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112I10, mRNA sequence [EB681148]1019.17 1

gb|TT-17_K11 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642423]72.47 1

gb|Nicotiana tabacum proline oxidase [AY639145] 4073.13 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC54200]56.9 1

gb|KR2B.109P14F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.109P14, mRNA sequence [EB445968]834.78 1

Unknown 42.25 1

Unknown 352.41 1

Unknown 230.47 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC51015]151.31 1

tc|Rep: Eukaryotic translation initiation factor 3 subunit A - Nicotiana tabacum (Common tobacco), partial (25%) [TC48000]103.99 1

gb|KL4B.105A10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105A10, mRNA sequence [DW000158]2654.06 1

gb|KP1B.108C10F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108C10, mRNA sequence [DV161452]951.63 1

gb|KL4B.103E09F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103E09, mRNA sequence [DV999521]1589.8 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC43578]166.44 1

Unknown 26.79 1

Unknown 19040.9 1

tc|Rep: StubSNF1 protein - Solanum tuberosum (Potato), partial (45%) [TC41271] 5123.64 1

tc|Rep: Chromosome undetermined scaffold_608, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC50034]31.59 1



Unknown 107.59 1

tc|Rep: Pollen coat-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (58%) [TC68927]26.76 1

Unknown 21.08 1

gb|CHO_SL023xn07f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623173]43.54 1

tc|Rep: Ribosome recycling factor, chloroplast precursor - Daucus carota (Carrot), partial (81%) [TC56111]38.51 1

tc|Rep: Serine/threonine protein kinase SAPK8-like protein - Solanum tuberosum (Potato), partial (31%) [TC60251]35.93 1

gb|KG9B.001M19F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001M19, mRNA sequence [DV157767]59.62 1

Unknown 590.49 1

gb|AGN_RNC030xm24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155496]55.64 1

tc|Rep: UDP-glucose:protein transglucosylase-like protein SlUPTG1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (56%) [TC42005]681.95 1

gb|Nicotiana tabacum osmotic stress-activated protein kinase (OSAK) mRNA, complete cds [AY081175]93.39 1

tc|Rep: BZIP transcription factor BZI-4 - Nicotiana tabacum (Common tobacco), complete [TC70192]4692.86 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC53924]140.7 1

Unknown 24.26 1

Unknown 18.94 1

Unknown 151.25 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC50058]3204.68 1

gb|TT-19_N02 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636725]560.4 1

gb|BP534468 MAT005 Nicotiana tabacum cDNA clone BY33047, mRNA sequence [BP534468]747.47 1

gb|AGN_RPC027xi20f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141044]1528.13 1

tc|Rep: E1 alpha subunit of pyruvate dehydrogenase - Petunia hybrida (Petunia), partial (93%) [TC64670]5937.15 1

tc|Rep: F9L1.14 protein - Arabidopsis thaliana (Mouse-ear cress), partial (28%) [TC73519] 25.57 1

Unknown 978.6 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC67761]36.31 1

tc|Rep: Prephenate dehydratase family protein - Solanum demissum (Wild potato), partial (50%) [TC46934]51.64 1

Unknown 115.61 1

gb|TT-18_O05 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644201]16432.95 1

Unknown 23.62 1

Unknown 31.07 1

Unknown 151.31 1

gb|EST_FLW002xc16f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615570]206.79 1

Unknown 20.7 1

gb|AGN_RPC020xk05f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142908]31.5 1

tc|Rep: Predicted protein - Botryotinia fuckeliana (strain B05.10) (Noble rot fungus) (Botrytiscinerea), partial (9%) [TC75307]21.27 1



Unknown 79.25 1

gb|KP1B.110D03F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110D03, mRNA sequence [DV162128]250.92 1

tc|Rep: Chromosome chr9 scaffold_104, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC64512]42.33 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC60604]2868.94 1

Unknown 87.98 1

gb|Nicotiana tabacum NtWRKY-6 mRNA for WRKY DNA-binding protein, complete cds [AB063573]112.94 1

tc|Rep: Chromosome undetermined scaffold_339, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC54618]54 1

Unknown 80.78 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC55765]213.28 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC54860]1164.69 1

gb|Nicotiana tabacum nack2 mRNA for kinesin-like protein NACK2, complete cds [AB071436]38.18 1

tc|Rep: Cysteine synthase - Solanum tuberosum (Potato), partial (97%) [TC46420] 20.37 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC50067]273.46 1

Unknown 189.38 1

tc|Rep: Ubiquinol-cytochrome c reductase complex 6.7 kDa protein - Solanum tuberosum (Potato), complete [TC57839]9775.27 1

Unknown 44.97 1

Unknown 1289.97 1

tc|Rep: NADH-ubiquinone oxidoreductase chain 1 - Stomoxys calcitrans (Stable fly), partial (5%) [TC49626]1766.54 1

gb|KR2B.113M10F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.113M10, mRNA sequence [EB447061]118.54 1

gb|KL4B.106C07F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106C07, mRNA sequence [EB680105]73.04 1

gb|TT-09_J12 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638862]525.15 1

Unknown 55.62 1

gb|KN6B.115A02F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.115A02, mRNA sequence [EB442754]103.84 1

tc|Rep: Chromosome chr3 scaffold_199, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC49172]2588.18 1

tc|Rep: Chromosome undetermined scaffold_144, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC56597]2856.84 1

gb|KL4B.101A05F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101A05, mRNA sequence [DV999092]249.73 1

Unknown 17.71 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC66633]229.34 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (69%) [TC53922]522.44 1

gb|XXXP141 Nicotiana tabacum Pollen PCR-based subtractive library Nicotiana tabacum cDNA clone Peg97BS, mRNA sequence [CN949733]36.52 1

gb|FS391062 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0051_3_D08 5', mRNA sequence [FS391062]79.32 1

tc|Rep: Histone H4 [Contains: Osteogenic growth peptide (OGP)]. - Rattus norvegicus, complete [TC58435]1259.24 1

gb|KT7C.106J08F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106J08, mRNA sequence [EB450387]23.61 1

gb|KT7C.102B06F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102B06, mRNA sequence [EB449164]201.29 1



tc|Rep: SAT5 - Pisum sativum (Garden pea), partial (70%) [TC41109] 521.39 1

Unknown 114.62 1

gb|KN6B.105B12F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105B12, mRNA sequence [EB440010]14449.7 1

gb|KL4B.105H12F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105H12, mRNA sequence [DW000312]161.09 1

tc|Rep: MRNA, complete cds, clone: RAFL25-18-P16 - Arabidopsis thaliana (Mouse-ear cress), partial (77%) [TC54145]52.15 1

tc|Rep: Sulfate adenylyltransferase - Solanum tuberosum (Potato), partial (95%) [TC44511]1538.66 1

tc|Rep: Mitochondrial phosphate transporter - Lotus japonicus, partial (88%) [TC44229] 31.35 1

Unknown 539.59 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC54208]150.16 1

tc|Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC64013]220.47 1

gb|TT-19_G14 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633763]85.33 1

tc|Rep: Chromosome chr11 scaffold_170, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC44437]383.5 1

Unknown 2234.77 1

Unknown 105.27 1

tc|Rep: Proteasome subunit beta type-6 precursor - Nicotiana tabacum (Common tobacco), partial (62%) [TC58953]110.26 1

Unknown 259.87 1

gb|KL4B.104H17F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104H17, mRNA sequence [DV999956]721.86 1

Unknown 790.42 1

gb|KG9B.102A13F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102A13, mRNA sequence [EB677527]152.64 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC70257]1620.97 1

gb|10D01 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH664411]237.93 1

gb|KG9B.106L19F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106L19, mRNA sequence [EB679251]92.75 1

Unknown 309.3 1

gb|KR2B.105A21F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.105A21, mRNA sequence [EB444815]1143.52 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT44-3-240, cultivar Bright Yellow 2 [AJ718381]48.24 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC69936]570.93 1

gb|AGN_RNC025xc17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157459]18.2 1

Unknown 61.82 1

gb|KG9B.002E04F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002E04, mRNA sequence [DV157934]643.84 1

gb|Nicotiana tabacum S-adenosyl-L-homocysteine hydrolase (SAHH4) mRNA, complete cds [AY639866]1601.49 1

Unknown 2374.83 1

gb|Nicotiana tabacum mRNA for proteasome A-type subunit [Y16644] 125.13 1

gb|KT7C.112B13F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112B13, mRNA sequence [EB451619]5019.44 1

gb|AGN_RNC029xd05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG156146]21.48 1



tc|Rep: 2-polyprenyl-3-methyl-5-hydroxy-6-metoxy-1, 4-benzoquinol methylase - Thiomicrospira denitrificans (strain ATCC 33889 / DSM 1351), partial (6%) [TC71527]100.21 1

Unknown 26.64 1

tc|Rep: Ethylene-responsive small GTP-binding protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC51331]9590.44 1

gb|AGN_PNL222af1_c12.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194561]2702.05 1

gb|FS423299 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0062_3_B03 5', mRNA sequence [FS423299]62.33 1

tc|Rep: 50S ribosomal protein L17 - Syntrophomonas wolfei subsp. wolfei (strain Goettingen), partial (19%) [TC49646]1379.59 1

gb|KN6B.109M18F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.109M18, mRNA sequence [EB441655]165.44 1

Unknown 119.86 1

gb|KR3B.104I03F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.104I03, mRNA sequence [DW002989]57.2 1

gb|AGN_ELP012xj01f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134987]54.61 1

gb|CHO_SL017xj24f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619192] 37.4 1

gb|KL4B.101N15F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101N15, mRNA sequence [DV999374]1489.04 1

gb|KR2B.002L12F.051019T7 KR2B Nicotiana tabacum cDNA clone KR2B.002L12, mRNA sequence [EB443556]100.71 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC69002]268.26 1

tc|Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC48323]854.26 1

Unknown 877.05 1

gb|Nicotiana tabacum mRNA for putative 16kDa membrane protein [AJ272037] 61.63 1

gb|Nicotiana tabacum microsomal omega-6-desaturase (FAD2) mRNA, complete cds; nuclear gene for microsomal product [AY660024]45283.55 1

tc|Rep: Chromosome chr4 scaffold_162, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC47428]287.32 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC52824]433.58 1

gb|KF8B.202N08F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202N08, mRNA sequence [EB428959]42.51 1

tc|Rep: Ribosomal protein L37 - Glycine max (Soybean), complete [TC54477] 326.91 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC49550]28.41 1

gb|KL5B.114K06F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.114K06, mRNA sequence [EB431697]43.05 1

Unknown 18.98 1

gb|KL5B.112H09F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.112H09, mRNA sequence [EB431214]47.76 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (9%) [TC68875] 33.87 1

tc|Rep: NADPH-cytochrome P450 oxidoreductase - Nicotiana tabacum (Common tobacco), partial (16%) [TC64463]38.94 1

tc|Rep: Progesterone 5-beta-reductase - Digitalis minor var. minor, partial (40%) [TC44283]2181.64 1

gb|AGN_PNL213cr1_d6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG188473]21.81 1

tc|Rep: 40S ribosomal protein S15-like - Solanum tuberosum (Potato), complete [TC41184]70.28 1

Unknown 273.19 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC73360]699.91 1

tc|Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC70565]27.24 1



Unknown 692.58 1

tc|Rep: Voltage-dependent anion channel - Nicotiana tabacum (Common tobacco), complete [TC40438]375.48 1

Unknown 92.19 1

gb|AGN_ELP016xe16f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG133725]96.8 1

Unknown 34.49 1

Unknown 87.05 1

tc|Rep: 14-3-3-like protein B - Nicotiana tabacum (Common tobacco), partial (50%) [TC69625]49.46 1

Unknown 62.74 1

tc|Rep: Metallothionein-like protein - Nicotiana tabacum (Common tobacco), complete [TC65087]42437.55 1

Unknown 36.09 1

Unknown 39546.6 1

gb|TL13.110G08F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.110G08, mRNA sequence [EB435329]152.73 1

gb|KT7C.102G19F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102G19, mRNA sequence [EB449289]199.69 1

gb|CHO_SL004xm10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616737]135.63 1

gb|KR3B.103F05F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.103F05, mRNA sequence [DW002575]33.28 1

gb|BP530311 MAT005 Nicotiana tabacum cDNA clone BY21319, mRNA sequence [BP530311]89.95 1

gb|N.tabacum mRNA for glutamine synthetase, gln1-3 [X95933] 244.59 1

gb|Nicotiana tabacum mRNA for proteasome A-type subunit [Y16644] 242 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC41392]713.77 1

Unknown 157.11 1

Unknown 140.58 1

tc|Rep: CPR1-like cysteine proteinase - Nicotiana tabacum (Common tobacco), complete [TC40192]61.8 1

Unknown 200.99 1

Unknown 65.93 1

gb|KP1B.110N09F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110N09, mRNA sequence [DV162343]973.82 1

Unknown 475.61 1

tc|Rep: Proteasome subunit alpha type - Vitis vinifera (Grape), partial (74%) [TC58426] 25.47 1

Unknown 57.31 1

gb|AGN_RNC129xd21r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG171806]40.26 1

gb|KL5B.117K21F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.117K21, mRNA sequence [EB432436]2511.41 1

gb|basic chitinase [Nicotiana tabacum=tobacco, cv Samsun nn, floral bud day 7 explant, mRNA, 1156 nt] [S44869]133.79 1

gb|Nicotiana tabacum clone PR20 mRNA sequence [AF154644] 21.44 1

tc|Rep: Histone H3 - Vitis vinifera (Grape), complete [TC47009] 159.68 1

Unknown 59.2 1



gb|AGN_PNL222dr1_c8.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG195217]573.27 1

Unknown 1373.47 1

gb|AGN_PNL210df1_h6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG186420]38.6 1

tc|Rep: H+-transporting two-sector ATPase, C (AC39) subunit - Medicago truncatula (Barrel medic), complete [TC43105]9378.59 1

gb|KT7C.105K23F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105K23, mRNA sequence [EB450071]24.66 1

gb|KF8B.200P08F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200P08, mRNA sequence [EB428320]23446.8 1

gb|KP1B.001F10F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001F10, mRNA sequence [DV162505]406.92 1

tc|Rep: Ly200 protein - Capsicum annuum (Bell pepper), complete [TC65471] 21.66 1

Unknown 61.48 1

Unknown 123.05 1

Unknown 2724.7 1

Unknown 923.77 1

gb|Nicotiana tabacum obtusifoliol-14-demethylase (CYP51) mRNA, complete cds [AF116915]72.45 1

Unknown 792.76 1

tc|Rep: Two-component response regulator-like PRR37 - Oryza sativa subsp. indica (Rice), partial (9%) [TC45593]46.44 1

gb|N.tabacum mRNA for phosphoglycerate kinase (cytosolic isoenzyme) [Z48976] 1914.08 1

tc|Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC58003]66.78 1

Unknown 41.83 1

gb|TT-47_I23 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640166]810.12 1

Unknown 43.11 1

tc|Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC40637]221.52 1

tc|Rep: Fas-associated factor 1-like protein - Capsicum annuum (Bell pepper), partial (91%) [TC47078]472.54 1

gb|AGN_ELP019xp05f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG132886]19.18 1

gb|KP1B.107F12F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107F12, mRNA sequence [DV161181]21.15 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC46747]2244.71 1

tc|Rep: Acireductone dioxygenase - Solanum tuberosum (Potato), complete [TC40547] 1019.7 1

Unknown 229.64 1

gb|KG9B.005L07F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005L07, mRNA sequence [DV159197]840.87 1

Unknown 30.92 1

Unknown 241.2 1

gb|KG9B.004M18F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004M18, mRNA sequence [DV158862]64.96 1

Unknown 26.02 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC50620]28.25 1

tc|Rep: Cell division cycle protein 48 homolog - Capsicum annuum (Bell pepper), partial (24%) [TC54412]4801.17 1



gb|KP1B.112G11F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.112G11, mRNA sequence [EB682378]248.92 1

Unknown 65.56 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC57815]495.91 1

tc|Rep: Vacuolar proton pump subunit F - Corchorus olitorius, complete [TC69780] 1270.49 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC45535]35.83 1

tc|Rep: Nudix hydrolase 17, mitochondrial precursor - Arabidopsis thaliana (Mouse-ear cress), partial (59%) [TC75342]119.15 1

Unknown 93.77 1

gb|KP1B.107P09F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107P09, mRNA sequence [DV161386]9960.34 1

tc|Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC46174]58.31 1

gb|Nicotiana tabacum blp1 mRNA for luminal binding protein (BiP), partial [X60060] 16599 1

gb|Nicotiana tabacum mRNA for protein kinase Ck2 regulatory subunit 2 (ck2beta2 gene) [AJ488194]484.63 1

tc|Rep: Chromosome chr19 scaffold_111, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC53255]157.52 1

Unknown 29.29 1

gb|Nicotiana tabacum diacylglycerol acylCoA acyltransferase (DAGAT) mRNA, complete cds [AF129003]593.06 1

Unknown 22.37 1

tc|Rep: ORF45 protein - Spinacia oleracea (Spinach), partial (60%) [TC76983] 24.07 1

Unknown 100.92 1

tc|Rep: GPI-anchored protein - Vigna radiata, partial (24%) [TC66563] 910 1

tc|Rep: Ubiquitin carrier protein - Arachis hypogaea (Peanut), complete [TC49627] 419.62 1

gb|CHO_SL006xm14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617354]969.9 1

Unknown 27.69 1

gb|AGN_RNC023xo09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158536]123.79 1

gb|KP1B.001O22F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001O22, mRNA sequence [DV162712]649.21 1

gb|TT-25_O16 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637164]778.64 1

gb|CHO_SL025xf17f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621667]540.94 1

Unknown 18.7 1

gb|KR2B.115C11F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115C11, mRNA sequence [EB447172]172.04 1

gb|ntsm10 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643439]224.65 1

gb|KT7C.105A16F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105A16, mRNA sequence [EB449854]174.84 1

gb|KG9B.106P22F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106P22, mRNA sequence [EB679346]2393.36 1

gb|TT-40_F13 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643145]278.5 1

Unknown 33.1 1

gb|BP132909 MAT001 Nicotiana tabacum cDNA clone BY5120, mRNA sequence [BP132909]18.5 1

gb|CHO_SL008xb22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621119]23.27 1



Unknown 43.53 1

Unknown 626.81 1

gb|KN6B.109C02F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.109C02, mRNA sequence [EB441417]26.19 1

Unknown 4256.2 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC41324]4552.52 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC44572]24.65 1

gb|CHO_SL006xc12f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617306]1058.21 1

gb|AM802729 COL, cold overnight library Nicotiana tabacum cDNA clone nt006217081, mRNA sequence [AM802729]87.26 1

gb|KP1B.104K12F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104K12, mRNA sequence [DV160945]11083.95 1

tc|Rep: Granule-bound starch synthase 1, chloroplast precursor - Solanum tuberosum (Potato), partial (75%) [TC49295]45.66 1

gb|KG9B.001I09F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001I09, mRNA sequence [DV157663]964.55 1

gb|Nicotiana tabacum mitogen-activated protein kinase Ntf4-1 mRNA, complete cds [DQ229077]1392.31 1

Unknown 60.27 1

gb|AGN_PNL216cf1_b9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG190544]1111.34 1

tc|Rep: lipase class 3 family protein - Arabidopsis thaliana, partial (65%) [TC44539] 387.26 1

tc|Rep: Microtubule-associated protein 1 light chain 3 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), partial (98%) [TC54784]1543.86 1

gb|KG9B.103C11F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103C11, mRNA sequence [EB677938]45.49 1

Unknown 187.85 1

gb|KR3B.001P23F.050815T7 KR3B Nicotiana tabacum cDNA clone KR3B.001P23, mRNA sequence [DW001744]653.04 1

tc|Rep: Possible DNA polymerase III delta prime subunit - Bifidobacterium adolescentis (strain ATCC 15703 / DSM 20083), partial (5%) [TC72743]72.95 1

tc|Rep: Transcription factor - Enterocytozoon bieneusi H348, partial (11%) [TC77145] 588.85 1

Unknown 25.57 1

tc|Rep: Peptide methionine sulfoxide reductase  (Protein- methionine-S-oxide reductase) (Peptide-methionine (S)-S-oxide reductase) (Peptide Met(O) reductase) - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (94%) [TC42503]74.66 1

gb|CHO_SL017xb13f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619079]190.73 1

tc|Rep: Superoxide dismutase [Mn], mitochondrial precursor - Capsicum annuum (Bell pepper), complete [TC43129]89.43 1

Unknown 73.03 1

gb|KL4B.101M16F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101M16, mRNA sequence [DV999353]98.1 1

gb|KG9B.003L23F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003L23, mRNA sequence [DV158478]136.65 1

Unknown 42.77 1

gb|AGN_RPC025xj09f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141437]23.41 1

tc|Rep: Histone H4 [Contains: Osteogenic growth peptide (OGP)]. - Rattus norvegicus, complete [TC61955]1039.44 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC42498]45882 1

Unknown 21.22 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC62079]107.19 1



gb|KF8B.100D07F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100D07, mRNA sequence [EB427822]1183.42 1

gb|KF8C.103M14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103M14, mRNA sequence [EB425603]35.49 1

Unknown 441.56 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC44554]580.75 1

Unknown 31.63 1

tc|Rep: Chromosome chr10 scaffold_138, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC46947]970.62 1

gb|KN6B.102A05F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102A05, mRNA sequence [EB438892]52.38 1

gb|KF8C.108G03F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108G03, mRNA sequence [EB426879]65.33 1

gb|AGN_RPC017xn01f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144026]61.32 1

gb|KT7C.110M19F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110M19, mRNA sequence [EB451516]793.68 1

Unknown 240.71 1

Unknown 2774.6 1

Unknown 80.31 1

Unknown 22.81 1

gb|TT-30_H15 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639683]28.78 1

Unknown 62.3 1

tc|Rep: Ubiquitin carrier protein - Vitis vinifera (Grape), complete [TC56781] 627.28 1

Unknown 211.97 1

gb|KP1B.107J22F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107J22, mRNA sequence [DV161279]273.14 1

gb|BP135342 MAT001 Nicotiana tabacum cDNA clone BY7842, mRNA sequence [BP135342]14037.65 1

tc|Rep: Chromosome chr8 scaffold_41, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC46407]24.95 1

tc|Rep: 40S ribosomal protein S24 - Vitis vinifera (Grape), partial (96%) [TC48753] 33.59 1

Unknown 38.55 1

tc|Rep: DNA-binding protein - Nicotiana tabacum (Common tobacco), partial (63%) [TC56184]2702.32 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC56074]453.99 1

Unknown 388.5 1

gb|Nicotiana tabacum mRNA for phage-type RNA polymerase (rpoT1-tom gene) [AJ302018]82.66 1

gb|KF8B.202M24F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202M24, mRNA sequence [EB428953]39.55 1

gb|AGN_PNL205df1_a12.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG182677]207.12 1

Unknown 29.74 1

gb|TT-13_P17 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636318]9440.15 1

tc|Rep: Eukaryotic translation initiation factor 3 subunit K - Oryza sativa subsp. japonica (Rice), partial (94%) [TC49521]84.9 1

gb|CHO_SL007xl24f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620847]69.11 1

tc|Rep: Protein ULTRAPETALA 1 - Arabidopsis thaliana (Mouse-ear cress), partial (52%) [TC67519]1689.25 1



gb|KG9B.106M19F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106M19, mRNA sequence [EB679273]27.68 1

gb|KL4B.112K18F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112K18, mRNA sequence [EB681194]473.52 1

Unknown 41.72 1

tc|Rep: Plastid glucose-6-phosphate/phosphate translocator - Helianthus annuus (Common sunflower), partial (38%) [TC54258]721.77 1

gb|AGN_RNC017xg05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161776]1161.1 1

gb|KG9B.103F04F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103F04, mRNA sequence [EB678001]30.2 1

Unknown 379.39 1

tc|Rep: Ribosomal protein S27 - Vitis vinifera (Grape), complete [TC58062] 64.23 1

Unknown 685.19 1

tc|Rep: Succinyl CoA ligase beta subunit - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (55%) [TC43207]506.42 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC53779]1178.66 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC46767]243.96 1

gb|Nicotiana tabacum clone PR19 mRNA sequence [AF154643] 18.87 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, complete [TC58159] 46.61 1

Unknown 94.24 1

gb|KL5B.001F22F.050901T7 KL5B Nicotiana tabacum cDNA clone KL5B.001F22, mRNA sequence [EB429111]23.04 1

gb|KL4B.109O09F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.109O09, mRNA sequence [DW001038]523.87 1

tc|Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC57388]99.67 1

Unknown 42.79 1

gb|TT-09_J12 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638862]150.33 1

Unknown 22.81 1

Unknown 21.37 1

Unknown 35.65 1

gb|KL4B.108M21F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108M21, mRNA sequence [DW000754]114.63 1

tc|Rep: Chromosome chr9 scaffold_33, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC47829]52682.3 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC71577]244.88 1

gb|KL4B.102L15F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102L15, mRNA sequence [EB679961]1591.03 1

tc|Rep: Chromosome undetermined scaffold_383, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC56320]116.45 1

Unknown 47.61 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC52108]538.93 1

Unknown 21.87 1

gb|AGN_RNC107xj15r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG152875]21.06 1

Unknown 21.68 1

Unknown 43.66 1



tc|Rep: Salt-induced AAA-Type ATPase - Mesembryanthemum crystallinum (Common ice plant), partial (89%) [TC52526]80.65 1

tc|Rep: 26S protease regulatory subunit 6A homolog (TAT-binding protein homolog 1) (TBP-1) (Mg(2+)-dependent ATPase 1) - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (35%) [TC43499]442.75 1

Unknown 690.32 1

gb|KF8B.200B10F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200B10, mRNA sequence [EB428076]54.9 1

tc|Rep: 40S ribosomal protein S23 - Fragaria ananassa (Strawberry), complete [TC54841]206.18 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC53628]807.56 1

Unknown 33.82 1

tc|Rep: Ubiquitin carboxyl-terminal hydrolase - Vitis vinifera (Grape), partial (7%) [TC69246]59.86 1

Unknown 53.91 1

tc|Rep: Ubiquitin extension protein - Solanum tuberosum (Potato), complete [TC51899] 98.62 1

Unknown 2722.76 1

gb|TT-12_H24 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643880]173.75 1

tc|Rep: N-(5'-phosphoribosyl)anthranilate isomerase - Vitis vinifera (Grape), partial (67%) [TC43166]521.5 1

Unknown 75.83 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC52590]29.81 1

gb|KR3B.104M16F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.104M16, mRNA sequence [DW003088]291.48 1

Unknown 65.36 1

gb|BP534280 MAT005 Nicotiana tabacum cDNA clone BY32237, mRNA sequence [BP534280]57.48 1

gb|KT7C.113E07F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.113E07, mRNA sequence [EB452029]272.6 1

gb|KG9B.103O07F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103O07, mRNA sequence [EB678213]539.67 1

gb|AGN_PNL229bf1_a1.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199807]79 1

gb|KL4B.103K19F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103K19, mRNA sequence [DV999667]51.24 1

Unknown 37.94 1

Unknown 30.23 1

tc|Rep: Ribosomal protein L24E - Medicago truncatula (Barrel medic), complete [TC66413]151.53 1

gb|KF8C.106B04F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106B04, mRNA sequence [EB426417]86.13 1

Unknown 1122.1 1

tc|Rep: EMB1579 (EMBRYO DEFECTIVE 1579); binding - Arabidopsis thaliana, partial (6%) [TC66294]133.8 1

Unknown 613.11 1

Unknown 19.17 1

Unknown 28.4 1

gb|CHO_SL011xi16f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618184]1732.8 1

gb|KF8C.101K11F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101K11, mRNA sequence [EB424838]43.96 1

gb|TT-23_O11 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637017]1547.81 1



tc|Rep: Glutathione S-transferase - Euphorbia esula (Leafy spurge), partial (87%) [TC41769]4321.05 1

gb|BP534488 MAT005 Nicotiana tabacum cDNA clone BY33067, mRNA sequence [BP534488]246.76 1

Unknown 20.82 1

gb|KG9B.105G09F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105G09, mRNA sequence [EB678753]151.38 1

gb|AGN_RNC007xf16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167679]74.96 1

tc|Rep: At1g04290/F19P19_27 - Arabidopsis thaliana (Mouse-ear cress), partial (80%) [TC55812]125.96 1

gb|KN6B.103G24F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103G24, mRNA sequence [EB439408]227.14 1

gb|KP1B.101E18F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101E18, mRNA sequence [DV159753]694.8 1

gb|AM796086 seedling library, SL Nicotiana tabacum cDNA clone nt002064010, mRNA sequence [AM796086]333.98 1

Unknown 65.74 1

tc|Rep: Os05g0119300 protein - Oryza sativa subsp. japonica (Rice), partial (63%) [TC44034]9994.08 1

Unknown 79.56 1

gb|KF8C.103N03F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103N03, mRNA sequence [EB425616]3007.89 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC56594]175.69 1

tc|Rep: Luminal-binding protein 3 - Nicotiana tabacum (Common tobacco), partial (46%) [TC64422]11114.4 1

gb|KN6B.105L17F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105L17, mRNA sequence [EB440239]100.49 1

gb|TT-09_J21 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638864]324.4 1

gb|TT-16_J10 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639166]34.46 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC67513]57.57 1

tc|Rep: 40S ribosomal protein S5 - Capsicum annuum (Bell pepper), partial (96%) [TC40489]71.3 1

gb|Nicotiana tabacum GNOM-like 1 protein mRNA, complete cds [EF520731] 3287.13 1

Unknown 51.79 1

tc|Rep: Ribonuclease E - Lyngbya sp. PCC 8106, partial (3%) [TC65320] 32.44 1

tc|Rep: ADP ribosylation factor 002 - Daucus carota (Carrot), partial (93%) [TC51485] 13479.5 1

gb|KL4B.105C19F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105C19, mRNA sequence [DW000208]423.77 1

Unknown 123.43 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC48079]129.52 1

Unknown 66.57 1

tc|Rep: Regulator of ribonuclease-like protein 3 - Arabidopsis thaliana (Mouse-ear cress), partial (96%) [TC46059]23.8 1

tc|Rep: Chromosome chr5 scaffold_58, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC56346]513.02 1

tc|Rep: Ribosomal protein S10, eukaryotic and archaeal form - Medicago truncatula (Barrel medic), partial (98%) [TC55254]200.49 1

tc|Rep: Inositol-3-phosphate synthase - Nicotiana tabacum (Common tobacco), partial (86%) [TC48433]468.14 1

gb|AGN_RPC005xd06f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147652]100.62 1

gb|TT-22_D24 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642695]239.81 1



gb|KF8C.101E14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101E14, mRNA sequence [EB424704]22488.65 1

gb|KR3B.106M07F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106M07, mRNA sequence [DW003761]277.48 1

Unknown 19.57 1

tc|Rep: Eukaryotic peptide chain release factor subunit 1-3 - Oryza sativa subsp. japonica (Rice), partial (19%) [TC72248]59.07 1

Unknown 25.83 1

gb|KN6B.105B09F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105B09, mRNA sequence [EB440007]101.55 1

tc|Rep: Triosephosphate isomerase - Solanum tuberosum (Potato), complete [TC40338]5840.61 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC41732]153.2 1

gb|Nicotiana tabacum mRNA for NtSar1 protein, complete cds [D87821] 19715.4 1

gb|TT-30_F06 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644682]22.96 1

gb|KN6B.009O23F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009O23, mRNA sequence [EB438136]2388.72 1

tc|Rep: Predicted protein - Chlamydomonas reinhardtii, partial (3%) [TC45915] 375.89 1

gb|AGN_RPC005xd04f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147651]365.35 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC48258]511.32 1

tc|Rep: Chromosome undetermined scaffold_257, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC43062]148.98 1

gb|Nicotiana tabacum ribosomal protein L3A (RPL3A) mRNA, complete cds [AY395738] 34.75 1

gb|KL5B.011G19F.051129T7 KL5B Nicotiana tabacum cDNA clone KL5B.011G19, mRNA sequence [EB429369]179.58 1

Unknown 102.78 1

gb|Nicotiana tabacum NtJAZ2 mRNA for jasmonate ZIM-domain protein 2, complete cds [AB433897]531.82 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC47984]124.39 1

Unknown 41.47 1

Unknown 105.9 1

tc|Rep: POM30-like protein - Solanum tuberosum (Potato), partial (36%) [TC64626] 523.28 1

Unknown 1680.26 1

Unknown 535.51 1

tc|Rep: Hypersensitive-induced response protein - Oryza sativa (Rice), partial (96%) [TC77227]73.67 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC75483]42.02 1

tc|Rep: Acyl-CoA binding protein - Digitalis lanata (Foxglove), partial (97%) [TC63348] 7678.46 1

tc|Rep: 60S ribosomal protein L21-like protein - Solanum tuberosum (Potato), complete [TC49869]130.75 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC73804]1790.8 1

Unknown 17371.85 1

tc|Rep: 50S ribosomal protein L33 - Vitis vinifera (Grape), partial (86%) [TC62776] 37.61 1

Unknown 2127 1

gb|KR2B.107E11F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.107E11, mRNA sequence [EB445165]21.13 1



gb|AGN_RPC007xn02f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147089]29.08 1

Unknown 1179.18 1

Unknown 22.96 1

tc|Rep: 40S ribosomal protein S15a-1 - Arabidopsis thaliana (Mouse-ear cress), complete [TC52490]67.26 1

gb|Nicotiana tabacum mRNA for protoporphyrin IX oxidase, ppxII gene [Y13466] 82.88 1

gb|AM847113 DL, diurnal library Nicotiana tabacum cDNA clone nt005140079, mRNA sequence [AM847113]25.11 1

gb|TOBESTR123H09 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG631866]513.19 1

tc|Rep: Delta-1-pyrroline-5-carboxylate synthetase (P5CS) [Includes: Glutamate 5-kinase  (Gamma-glutamyl kinase) (GK); Gamma-glutamyl phosphate reductase (GPR)  (Glutamate-5-semialdehyde dehydrogenase) (Glutamyl-gamma-semialdehyde dehydrogenase)] - Solanu42.17 1

tc|Rep: Chromosome undetermined scaffold_171, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC56492]264.18 1

gb|KG9B.103J17F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103J17, mRNA sequence [EB678107]1297.36 1

gb|KP1B.037J03F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.037J03, mRNA sequence [DV159496]38.22 1

tc|Rep: Chromosome undetermined scaffold_298, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC71852]380.34 1

gb|TT-27_O15 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644587]18.34 1

gb|Nicotiana tabacum apyrase-like protein (APY1) mRNA, complete cds [EF051589] 5180.85 1

gb|KP1B.113I05F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.113I05, mRNA sequence [EB682721]698.76 1

gb|KF8B.200E12F.060128T7 KF8 Nicotiana tabacum cDNA clone KF8B.200E12, mRNA sequence [EB428134]1950.3 1

gb|BP129934 MAT001 Nicotiana tabacum cDNA clone BY1843, mRNA sequence [BP129934]92.93 1

gb|FS437228 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0100_4_H08 5', mRNA sequence [FS437228]3342.41 1

tc|Rep: Glutamate/malate translocator - Nicotiana tabacum (Common tobacco), complete [TC43717]88.6 1

tc|Rep: Chromosome chr5 scaffold_156, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC41712]152.55 1

tc|Rep: Guanine nucleotide-binding protein subunit beta - Nicotiana tabacum (Common tobacco), complete [TC44127]110.47 1

Unknown 178.6 1

tc|Rep: Chromosome undetermined scaffold_346, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC66977]40.09 1

gb|AGN_PNL229bf1_b6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199826]45.64 1

tc|Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (57%) [TC70509]13019.9 1

Unknown 106.31 1

gb|KG9B.105N09F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105N09, mRNA sequence [EB678914]136.3 1

tc|Rep: Chromosome undetermined scaffold_123, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC51676]257.29 1

gb|AGN_RNC129xp14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG171924]128.54 1

gb|TT-11_C11 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640950]8569.66 1

Unknown 6679.68 1

gb|AGN_RPC021xc19f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142534]60.05 1

gb|KG9B.101P02F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101P02, mRNA sequence [EB677495]950.14 1

gb|TT-10_L06 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642251]25.15 1



gb|Nicotiana tabacum B38 mRNA for DnaJ homolog, complete cds [AB032545] 974.3 1

Unknown 11150.1 1

gb|CHO_SL010xi12f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617633]3224.87 1

gb|KF8B.100F20F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100F20, mRNA sequence [EB427867]2803.87 1

tc|Rep: Chromosome chr12 scaffold_38, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC51505]152.36 1

gb|KR3B.113N05F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.113N05, mRNA sequence [EB683902]514.72 1

tc|Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC42432]22.31 1

gb|CHO_SL020xp20f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622995]142.9 1

tc|Rep: 2-oxoglutarate dehydrogenase E2 subunit - Arabidopsis thaliana (Mouse-ear cress), partial (79%) [TC46048]181.57 1

gb|KL4B.109A09F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.109A09, mRNA sequence [DW000825]164.7 1

gb|BP531659 MAT005 Nicotiana tabacum cDNA clone BY25183, mRNA sequence [BP531659]17.96 1

Unknown 3437.2 1

Unknown 134.55 1

gb|AGN_ELP009xm05f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135867]78.61 1

tc|Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC73611]119.47 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC50173]19.7 1

gb|Nicotiana tabacum NtYSL1 mRNA for putative yellow stripe-like protein, complete cds [AB263747]151.65 1

Unknown 23.69 1

gb|KP1B.102P18F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102P18, mRNA sequence [DV160348]822.31 1

Unknown 64.95 1

Unknown 507.86 1

tc|Rep: HSR203J - Nicotiana tabacum (Common tobacco), partial (59%) [TC48050] 28.52 1

Unknown 27.77 1

gb|TOBESTR062H06 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG626648]18.93 1

Unknown 428.13 1

Unknown 106.59 1

gb|KP1B.102J04F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102J04, mRNA sequence [DV160201]127.78 1

gb|KT7C.108B12F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108B12, mRNA sequence [EB450564]1845.75 1

Unknown 27.86 1

gb|KN6B.102L11F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102L11, mRNA sequence [EB439146]152.12 1

tc|Rep: Gamma response I protein-like - Oryza sativa subsp. japonica (Rice), partial (17%) [TC75885]26.31 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC59312]129.28 1

tc|Rep: CPD photolyase - Spinacia oleracea (Spinach), partial (30%) [TC50636] 496.47 1

gb|TT-35_B02 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642795]961.82 1



Unknown 28.13 1

gb|KF8C.108H04F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108H04, mRNA sequence [EB426901]28.94 1

Unknown 72.21 1

gb|KL5B.111M22F.060117T7 KL5B Nicotiana tabacum cDNA clone KL5B.111M22, mRNA sequence [EB431066]649.06 1

gb|Nicotiana tabacum mRNA for 14-3-3 f-1 protein, complete cds [AB119476] 18316.3 1

Unknown 105.93 1

Unknown 67.39 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (9%) [TC59462] 517.9 1

gb|KG9B.102G14F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102G14, mRNA sequence [EB677669]668.46 1

gb|BP132748 MAT001 Nicotiana tabacum cDNA clone BY4943, mRNA sequence [BP132748]18.26 1

tc|Rep: Molecular chaperone Hsp90-2 - Nicotiana benthamiana, partial (76%) [TC42762]871.66 1

tc|Rep: Cyc07 - Nicotiana tabacum (Common tobacco), partial (72%) [TC72415] 524.33 1

gb|KN6B.102A05F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102A05, mRNA sequence [EB438892]97.22 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC50314]31.42 1

gb|CHO_SL017xj01f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619111]30.55 1

Unknown 61.36 1

tc|Rep: Similarity - Yarrowia lipolytica (Candida lipolytica), partial (7%) [TC65945] 375.72 1

gb|KL4B.102B04F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102B04, mRNA sequence [EB679726]18.85 1

tc|Rep: ribosomal protein L16 - Paramecium aurelia, partial (15%) [TC43985] 45.34 1

Unknown 239.05 1

gb|AGN_RNC116xe20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148930]19.23 1

tc|Rep: Chromosome undetermined scaffold_70, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC43279]13968.6 1

gb|AGN_RPC027xk03f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG140967]43.08 1

Unknown 29.88 1

Unknown 525.91 1

Unknown 993.05 1

gb|N.tabacum NeIF-4A14 mRNA [X79141] 8135.52 1

Unknown 46.88 1

gb|KN6B.105K11F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105K11, mRNA sequence [EB440211]64.58 1

tc|Rep: Nucleobase-ascorbate transporter 6 - Arabidopsis thaliana (Mouse-ear cress), partial (32%) [TC54101]58.92 1

Unknown 61.03 1

gb|AGN_RNC021xj19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159805]36.27 1

gb|KF8C.101O13F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101O13, mRNA sequence [EB424930]191.08 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT33-1-270, cultivar Bright Yellow 2 [AJ718197]477.13 1



gb|AM832190 DL, diurnal library Nicotiana tabacum cDNA clone nt005007062, mRNA sequence [AM832190]35.43 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC42709]245.8 1

tc|Rep: Enolase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (40%) [TC60105]485.25 1

gb|TT-22_O05 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642724]44.31 1

gb|TL13.106C03F.060315T7 TL13 Nicotiana tabacum cDNA clone TL13.106C03, mRNA sequence [EB434114]19.91 1

gb|TT-31_F05 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637548]58.95 1

gb|Nicotiana tabacum sphingolipid delta-8 desaturase (DXDES) mRNA, complete cds [EF110692]133.9 1

Unknown 22.26 1

gb|KP1B.113H03F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.113H03, mRNA sequence [EB682700]19.04 1

gb|CHO_SL025xe13f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621524]155.13 1

tc|Rep: 101 kDa heat shock protein - Nicotiana tabacum (Common tobacco), partial (6%) [TC70296]73.43 1

Unknown 48.27 1

Unknown 54.63 1

tc|Rep: TPSI1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (31%) [TC63866]56.03 1

Unknown 35.96 1

gb|Tabacco Cab21 mRNA for major chlorophyll a [X52743] 26.54 1

gb|KT7C.102H09F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102H09, mRNA sequence [EB449303]1250.83 1

gb|AGN_RNC211xf07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155230]2726.88 1

Unknown 208.93 1

Unknown 47.59 1

Unknown 46.64 1

gb|Nicotiana tabacum calcium-dependent protein kinase CDPK5 (CDPK5) mRNA, complete cds [FJ026805]57.49 1

gb|AGN_RNC020xa07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160018]22.5 1

Unknown 36.7 1

Unknown 763.67 1

tc|Rep: Peptidyl-prolyl cis-trans isomerase - Solanum tuberosum (Potato), partial (93%) [TC43986]516.59 1

tc|Rep: Enod93 protein - Sonneratia alba, partial (80%) [TC68459] 27.62 1

gb|AGN_ELP024xp15f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139580]18.97 1

gb|KF8C.103L11F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103L11, mRNA sequence [EB425577]26.49 1

gb|KR3B.108F08F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.108F08, mRNA sequence [DW004280]87.45 1

tc|Rep: Methylenetetrahydrofolate reductase - Vitis vinifera (Grape), partial (34%) [TC52651]1233.47 1

tc|Rep: Hydroxyacylglutathione hydrolase cytoplasmic-like - Solanum tuberosum (Potato), complete [TC47891]25.12 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC72485]25.37 1

gb|KP1B.101C11F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101C11, mRNA sequence [DV159699]32.07 1



Unknown 21.76 1

tc|Rep: Pyruvate kinase - Arabidopsis thaliana (Mouse-ear cress), partial (84%) [TC53011] 62.95 1

gb|TOBESTR030H01 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG623870]36.16 1

Unknown 19.01 1

Unknown 25.24 1

Unknown 21.67 1

gb|KF8B.100B22F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100B22, mRNA sequence [EB427799]21.88 1

gb|AGN_RNC118xn10r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG177828]78.44 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC55801]46.46 1

Unknown 11392 1

gb|KR3B.106J18F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106J18, mRNA sequence [DW003703]183.16 1

gb|AGN_PNL228ar1_h4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG199077]71.4 1

tc|Rep: Transcription factor JERF1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC40619]1032.99 1

gb|EST_CSP005xf15f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH614292]87.41 1

Unknown 553.71 1

tc|Rep: 4D11_4 - Brassica rapa subsp. pekinensis (Chinese cabbage), partial (26%) [TC52900]39.23 1

tc|Rep: Chloroplast heavy metal P-type ATPase precursor - Arabidopsis thaliana (Mouse-ear cress), partial (16%) [TC59570]1176.03 1

Unknown 61.67 1

tc|Rep: Ribosomal protein S10, eukaryotic and archaeal form - Medicago truncatula (Barrel medic), partial (98%) [TC55254]505.74 1

Unknown 1806.08 1

Unknown 22.31 1

tc|Rep: Chromosome chr2 scaffold_196, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC51879]221.15 1

Unknown 246.7 1

Unknown 32.09 1

Unknown 37.07 1

tc|Rep: Ferrochelatase - Vitis vinifera (Grape), partial (16%) [TC55575] 228.42 1

gb|AGN_RNC127xi20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172791]86.47 1

tc|Rep: ATP synthase subunit d, mitochondrial - Arabidopsis thaliana (Mouse-ear cress), complete [TC61455]2877.03 1

gb|Nicotiana tabacum NtLCB2 mRNA for serine palmitpoyltransferase subunit2, complete cds [AB264104]11712.05 1

Unknown 21.26 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC53382]528.37 1

gb|N.tabacum mRNA for glutamate-1-semialdehyde aminotransferase [X65974] 20.32 1

Unknown 2430.15 1

tc|Rep: Ascorbate peroxidase - Capsicum annuum (Bell pepper), complete [TC47153] 1167.33 1



gb|KG9B.002B01F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002B01, mRNA sequence [DV157864]213.33 1

tc|Rep: Superoxide dismutase [Mn], mitochondrial precursor - Capsicum annuum (Bell pepper), complete [TC43129]263.03 1

gb|FS416927 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0044_4_D09 5', mRNA sequence [FS416927]2913.01 1

Unknown 33.58 1

gb|TT-24_A21 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641133]607.04 1

tc|Rep: Endoglucanase-like protein - Saccharophagus degradans (strain 2-40 / ATCC 43961 / DSM 17024), partial (5%) [TC69433]92.49 1

gb|N.tabacum mRNA for GTP-binding protein, SAR1 [X97967] 7095.38 1

tc|Rep: Metallothionein-like protein type 2 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), complete [TC56710]48.06 1

gb|KF8B.100M11F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100M11, mRNA sequence [EB427988]170.99 1

gb|KR3B.101A06F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101A06, mRNA sequence [DW001751]43.95 1

tc|Rep: Glycoprotein-like protein - Solanum tuberosum (Potato), partial (55%) [TC62705] 33.74 1

Unknown 101 1

gb|AGN_ELP024xf21f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139528]61.1 1

Unknown 74.62 1

tc|Rep: Chromosome undetermined scaffold_69, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC56737]127.84 1

tc|Rep: Ubiquitin activating enzyme 2 - Nicotiana tabacum (Common tobacco), complete [TC50006]226.5 1

Unknown 265.94 1

tc|Rep: Chromosome undetermined scaffold_222, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC68194]31.84 1

gb|AGN_RNC116xi22f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148948]61.92 1

gb|KR3B.110G23F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110G23, mRNA sequence [DW005049]1303.8 1

Unknown 640.3 1

Unknown 74.11 1

gb|CHO_SL004xn19f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616818]86.92 1

gb|KL4B.108P15F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108P15, mRNA sequence [DW000809]35.95 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC54660]25.43 1

gb|KT7B.100A12F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100A12, mRNA sequence [EB447431]257.91 1

gb|AGN_RNC025xb07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157727]103.42 1

gb|KG9B.005C06F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005C06, mRNA sequence [DV158991]26.6 1

gb|KF8C.102B01F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102B01, mRNA sequence [EB424987]96.89 1

gb|KP1B.111O22F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.111O22, mRNA sequence [EB682225]191.87 1

gb|Nicotiana tabacum S-adenosylmethionine synthase mRNA, complete cds [AF321140]18678.15 1

gb|KP1B.101E15F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101E15, mRNA sequence [DV159750]66.98 1

gb|KL4B.101I19F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101I19, mRNA sequence [DV999271]20.64 1

Unknown 403.87 1



gb|KG9B.105F07F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105F07, mRNA sequence [EB678729]41.85 1

gb|KL4B.107F01F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107F01, mRNA sequence [EB680466]91.66 1

gb|AGN_RNC026xj02f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157344]1163.15 1

tc|Rep: Chromosome chr5 scaffold_58, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC52943]2521.32 1

gb|KT7C.108F18F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108F18, mRNA sequence [EB450661]594.73 1

tc|Rep: Chromosome undetermined scaffold_257, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC43062]115.39 1

Unknown 23.55 1

Unknown 33.32 1

gb|KP1B.110K21F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110K21, mRNA sequence [DV162291]25.47 1

tc|Rep: Chromosome undetermined scaffold_53, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC60877]48.98 1

gb|Nicotiana tabacum peptidyl-prolyl cis [EF051139] 33 1

gb|Nicotiana tabacum calcium [AF435452] 92.66 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC46835]57.37 1

tc|Rep: Ubiquitin carrier protein - Nicotiana benthamiana, complete [TC50166] 127.65 1

Unknown 20.85 1

Unknown 22.76 1

tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC46588]532.1 1

gb|EST_FLW001xa18f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615283]649.7 1

Unknown 40292.5 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (32%) [TC48685] 85.2 1

Unknown 260.1 1

Unknown 1536.5 1

Unknown 227.04 1

tc|Rep: Progesterone 5beta-reductase - Isoplexis chalcantha, partial (47%) [TC47166] 2549.3 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC49501]1569.92 1

Unknown 99.94 1

gb|AM821017 seedling library, SL Nicotiana tabacum cDNA clone nt002264067, mRNA sequence [AM821017]147.26 1

gb|KF8B.200C17F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200C17, mRNA sequence [EB428100]527.88 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC74736]49.35 1

gb|Nicotiana tabacum mRNA for 14-3-3 i-1 protein, complete cds [AB119480] 492.01 1

gb|CHO_SL023xa21f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623004]498.23 1

Unknown 34.83 1

tc|Rep: Beta-carbonic anhydrase - Nicotiana tabacum (Common tobacco), complete [TC40222]824.97 1

gb|AGN_ELP006xn23f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136991]71.98 1



tc|Rep: Fumarate hydratase - Synechococcus sp. WH 5701, partial (4%) [TC45005] 18.24 1

gb|CHO_SL016xb13f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623728]21.73 1

gb|EST_FLW001xl23f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615412]760.41 1

gb|BL12.001G14F.060117T7 BL12 Nicotiana tabacum cDNA clone BL12.001G14, mRNA sequence [EB437715]552.47 1

Unknown 24.2 1

tc|Rep: Pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit alpha - Solanum tuberosum (Potato), partial (89%) [TC64194]185.72 1

gb|TT-17_K11 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642423]71.41 1

tc|Rep: Chromosome chr5 scaffold_124, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC45600]32.18 1

gb|AGN_RNC017xc21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161763]32.22 1

Unknown 58.57 1

tc|Rep: DNAJ heat shock protein - Nicotiana tabacum (Common tobacco), partial (98%) [TC58603]155.07 1

gb|AM828280 seedling library, SL Nicotiana tabacum cDNA clone nt002181074, mRNA sequence [AM828280]98.86 1

gb|AGN_RPC011xi02f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG145780]136.04 1

Unknown 79.83 1

gb|AGN_RNC025xl24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157904]497.32 1

Unknown 37.07 1

tc|Rep: Thiosulfate sulfurtransferase - Datisca glomerata (Durango root), partial (84%) [TC44186]30.99 1

Unknown 29.78 1

gb|N.tabacum mRNA for cyclin A-like protein (clone 30) [X92967] 56.34 1

gb|N.tabacum mRNA for PRT1 protein [Y11996] 136.28 1

Unknown 267.08 1

gb|KR3B.103O02F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.103O02, mRNA sequence [DW002772]456.17 1

Unknown 35.57 1

gb|Nicotiana tabacum mRNA for glyceraldehyde-3-phosphate dehydrogenase [AJ133422]517.03 1

gb|KG9B.005H16F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005H16, mRNA sequence [DV159114]30.96 1

gb|FS429628 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0079_4_E04 5', mRNA sequence [FS429628]10740.45 1

gb|KT7C.110G02F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110G02, mRNA sequence [EB451374]119.41 1

tc|Rep: Chromosome undetermined scaffold_221, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC75916]324.19 1

gb|Nicotiana tabacum B37 mRNA for MCM protein-like protein, complete cds [AB032541]21.12 1

tc|Rep: ATP-dependent Clp protease ATP-binding subunit clpA homolog CD4B, chloroplast precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (24%) [TC68755]62.5 1

tc|Rep: Chromosome undetermined scaffold_55, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC51217]144.41 1

gb|AGN_RNC021xj15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159803]26.37 1

gb|KG9B.106G24F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106G24, mRNA sequence [EB679140]80.61 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC40494]812.59 1



tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC42581]27.03 1

tc|Rep: F3O9.16 - Arabidopsis thaliana (Mouse-ear cress), partial (48%) [TC63404] 163.4 1

tc|Rep: Fiber protein Fb12 - Gossypium barbadense (Sea-island cotton) (Egyptian cotton), partial (43%) [TC50236]1727.93 1

Unknown 995.84 1

tc|Rep: Chromosome chr2 scaffold_112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC47437]46263.35 1

tc|Rep: DNA binding protein homolog - Solanum tuberosum (Potato), partial (13%) [TC74099]80.46 1

tc|Rep: Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial precursor - Arabidopsis thaliana (Mouse-ear cress), partial (81%) [TC41342]125.73 1

gb|TT-24_M03 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641158]133.79 1

gb|TT-31_B14 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641440]134.25 1

gb|TT-18_E11 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643304]23.25 1

tc|Rep: Protein phosphatase 2C - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC42643]249.88 1

Unknown 26.56 1

gb|Nicotiana tabacum Fas-associated factor-like protein mRNA, partial cds [AY740530] 209.36 1

gb|KP1B.001N23F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001N23, mRNA sequence [DV162691]31983.1 1

tc|Rep: F-ATPase family transporter: protons - Ostreococcus lucimarinus (strain CCE9901), partial (9%) [TC44840]23.42 1

gb|KP1B.109P05F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109P05, mRNA sequence [DV162045]61.44 1

gb|KL4B.101J19F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101J19, mRNA sequence [DV999293]77.57 1

tc|Rep: Cellulose synthase 3 - Eucalyptus grandis (Flooded gum), partial (58%) [TC67466]502.04 1

Unknown 124.81 1

Unknown 1926.15 1

gb|KF8C.102H19F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102H19, mRNA sequence [EB425137]57.29 1

gb|AM819908 DL, diurnal library Nicotiana tabacum cDNA clone nt005005087, mRNA sequence [AM819908]79.97 1

gb|Nicotiana tabacum cinnamyl alcohol dehydrogenase 1 (CAD1-7) mRNA, complete cds [AY911855]986.55 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (90%) [TC64051] 99.17 1

tc|Rep: Chromosome undetermined scaffold_448, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC47895]264.85 1

gb|AGN_PNL227af1_d11.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG198220]36.28 1

tc|Rep: 40S ribosomal protein S15-like - Solanum tuberosum (Potato), complete [TC48340]111.03 1

gb|KT7C.104K01F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104K01, mRNA sequence [EB449711]2762.76 1

gb|BP130751 MAT001 Nicotiana tabacum cDNA clone BY2751, mRNA sequence [BP130751]41.23 1

tc|Rep: Chromosome undetermined scaffold_235, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC54267]55.75 1

gb|CHO_SL009xf05f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617929]977.39 1

Unknown 236.7 1

Unknown 26.13 1

gb|KF8C.106G12F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106G12, mRNA sequence [EB426542]443.54 1



gb|TT-01_A03 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638542]679.89 1

Unknown 28.12 1

gb|KG9B.103D08F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103D08, mRNA sequence [EB677958]362.26 1

tc|Rep: Phosphosulfolactate synthase-related protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (50%) [TC63372]309.78 1

gb|N.tabacum mRNA for cyclin A-like protein (clone 19) [X92966] 46.19 1

Unknown 23.66 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC61969]410.59 1

Unknown 256.96 1

gb|CHO_SL014xb10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623509]1054.03 1

Unknown 78.06 1

gb|KG9B.001B21F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001B21, mRNA sequence [DV157514]185.61 1

gb|KG9B.003B22F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003B22, mRNA sequence [DV158244]132.02 1

gb|KF8B.201A07F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201A07, mRNA sequence [EB428339]21.4 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC69917]34.82 1

gb|KG9B.103P09F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103P09, mRNA sequence [EB678237]322.27 1

gb|TT-41_F01 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645200]35.71 1

Unknown 52.92 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC48243]40.23 1

Unknown 32.6 1

Unknown 62.53 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC47712]1032.46 1

Unknown 18.96 1

gb|Nicotiana tabacum clone D222-BH4 CYP71AU1 mRNA, complete cds [DQ350357] 92.43 1

gb|KP1B.101O10F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101O10, mRNA sequence [DV159967]513.57 1

Unknown 245.98 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC62289]2865.6 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC65614]32.39 1

tc|Rep: Chromosome undetermined scaffold_298, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC59466]45.56 1

tc|Rep: Ribulose-5-phosphate-3-epimerase - Pisum sativum (Garden pea), partial (91%) [TC40282]192.02 1

tc|Rep: AML1 - Medicago truncatula (Barrel medic), partial (38%) [TC58030] 69.96 1

gb|KR3B.114P19F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.114P19, mRNA sequence [EB684268]226.36 1

Unknown 20.76 1

gb|AGN_RPC015xi19f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144423]28.12 1

gb|FS391824 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0053_3_F07 5', mRNA sequence [FS391824]32.25 1



Unknown 61.74 1

tc|Rep: Predicted protein - Chlamydomonas reinhardtii, partial (5%) [TC56158] 514.51 1

tc|Rep: MYB-CC type transfactor - Solanum tuberosum (Potato), partial (89%) [TC55367]469.89 1

gb|AGN_RPC007xg16f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146934]48.24 1

Unknown 2986.99 1

tc|LERYGTOM5 L.esculentum (rY mutant) GTOM5 mRNA for mutant phytoene synthase, partial (22%) [TC41882]25.72 1

gb|AGN_ELP008xn07f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136365]79.95 1

gb|KP1B.107P23F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107P23, mRNA sequence [DV161400]1116.21 1

gb|BP135456 MAT001 Nicotiana tabacum cDNA clone BY7971, mRNA sequence [BP135456]23.18 1

Unknown 19.09 1

gb|Nicotiana tabacum callus associated protein (CAP) mRNA, partial cds [U01961] 45.03 1

gb|KF8C.101E15F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101E15, mRNA sequence [EB424705]1206.88 1

Unknown 44.82 1

tc|Rep: Glycine dehydrogenase [decarboxylating], mitochondrial precursor - Solanum tuberosum (Potato), partial (39%) [TC70320]15693.2 1

Unknown 7930.03 1

Unknown 42.28 1

gb|Nicotiana tabacum Avr9 [AF211537] 624.3 1

gb|KP1B.107F16F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107F16, mRNA sequence [DV161185]1755.19 1

Unknown 41.23 1

gb|AGN_PNL224bf1_d7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG196229]60.95 1

Unknown 18.23 1

tc|Rep: Common plant regulatory factor 7 - Petroselinum crispum (Parsley) (Petroselinum hortense), partial (17%) [TC68395]1044.3 1

gb|TT-04_C17 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640610]4747.74 1

gb|TL13.102D10F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.102D10, mRNA sequence [EB433140]232.38 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC66525]68.94 1

tc|Rep: Ribulose-5-phosphate-3-epimerase - Pisum sativum (Garden pea), partial (91%) [TC40282]135.3 1

Unknown 28.73 1

tc|Rep: Ran binding protein - Nicotiana benthamiana, partial (89%) [TC70300] 85.05 1

Unknown 43.25 1

tc|Rep: Tubby-like F-box protein 7 - Arabidopsis thaliana (Mouse-ear cress), partial (50%) [TC49724]71.93 1

tc|Rep: 26S proteasome regulatory particle non-ATPase subunit5 - Oryza sativa subsp. japonica (Rice), partial (63%) [TC47848]534.03 1

gb|3H05 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH663872]59.33 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC73870]97.55 1

gb|TT-09_F08 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634009]41.63 1



tc|Rep: Ribosomal protein L11-like - Nicotiana tabacum (Common tobacco), complete [TC46922]176.92 1

tc|Rep: Adenylate kinase family-like protein - Solanum tuberosum (Potato), partial (97%) [TC48162]615.47 1

tc|Rep: Peptidyl-prolyl cis-trans isomerase - Vitis vinifera (Grape), partial (82%) [TC54723]505.41 1

Unknown 1617.05 1

tc|Rep: Cyc07 - Nicotiana tabacum (Common tobacco), partial (72%) [TC72415] 756.43 1

gb|KP1B.101J04F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101J04, mRNA sequence [DV159853]29.73 1

gb|KG9B.104P06F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104P06, mRNA sequence [EB678587]226.08 1

gb|AGN_RNC021xm19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159598]24.64 1

tc|Rep: PRP38 - Medicago truncatula (Barrel medic), partial (90%) [TC60543] 443.5 1

gb|AGN_RNC114xb17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG150142]365.24 1

tc|Rep: Ubiquitin carrier protein - Mesembryanthemum crystallinum (Common ice plant), complete [TC46990]8953.59 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC42214]27.11 1

gb|AGN_RNC007xc16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167375]489.32 1

gb|AM809125 seedling library, SL Nicotiana tabacum cDNA clone nt002125036, mRNA sequence [AM809125]503.16 1

tc|Rep: YUP8H12R.36 - Arabidopsis thaliana (Mouse-ear cress), partial (9%) [TC50260] 32.02 1

tc|Rep: Chlorophyll a-b binding protein 7, chloroplast precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (63%) [TC45883]78.56 1

tc|Rep: Small basic intrinsic protein 1 - Vitis vinifera (Grape), partial (76%) [TC70667] 26.15 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC69211]64.68 1

tc|Rep: Per1-like family protein - Solanum tuberosum (Potato), partial (97%) [TC40275] 32.41 1

gb|KG9B.004H05F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004H05, mRNA sequence [DV158734]25.23 1

Unknown 44.28 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC72801]180.61 1

gb|N.tabacum npp1 mRNA for protein phosphatase type 1 [Z93768] 2622.26 1

Unknown 34.32 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (40%) [TC43199]2870.93 1

gb|AGN_RNC021xp22f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159966]26.03 1

tc|Rep: P40-like protein - Solanum tuberosum (Potato), partial (93%) [TC43627] 36.77 1

gb|Nicotiana tabacum UDP-glucuronate decarboxylase 1 mRNA, complete cds [AY619950]1454.72 1

Unknown 547.58 1

gb|KR3B.106B02F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106B02, mRNA sequence [DW003523]387.95 1

tc|Rep: Hexaprenyldihydroxybenzoate methyltransferase, mitochondrial precursor - Arabidopsis thaliana (Mouse-ear cress), partial (48%) [TC62440]128.9 1

Unknown 2822.87 1

gb|KL4B.108M21F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108M21, mRNA sequence [DW000754]41.3 1

tc|Rep: Histone deacetylase HDT1 - Solanum chacoense (Chaco potato), partial (88%) [TC57872]78.46 1



tc|Rep: Predicted protein - Chlamydomonas reinhardtii, partial (12%) [TC75316] 248.37 1

gb|TL13.101G08F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.101G08, mRNA sequence [EB432890]1988.4 1

tc|Rep: Probable U6 snRNA-associated Sm-like protein LSm4 - Nicotiana tabacum (Common tobacco), complete [TC69909]271.66 1

gb|KP1B.112B14F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.112B14, mRNA sequence [EB682276]39.46 1

tc|Rep: Actin-related protein 3 - Nicotiana tabacum (Common tobacco), complete [TC50703]18.21 1

tc|Rep: GRAS1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (62%) [TC52661]18.9 1

tc|Rep: NmrA-like family protein - Solanum demissum (Wild potato), complete [TC42867]198.96 1

gb|AGN_ELP009xo18f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135966]29.59 1

tc|Rep: 1,4-alpha-glucan-maltohydrolase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (93%) [TC58247]616.02 1

tc|Rep: Chromosome chr5 scaffold_58, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC40769]900.07 1

gb|TT-21_J07 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636844]851.92 1

Unknown 29.92 1

gb|BP136794 MAT001 Nicotiana tabacum cDNA clone BY9418, mRNA sequence [BP136794]512.89 1

gb|KG9B.105H19F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105H19, mRNA sequence [EB678787]342.39 1

Unknown 99.9 1

tc|Rep: ATP synthase subunit d, mitochondrial - Arabidopsis thaliana (Mouse-ear cress), complete [TC61455]2944.23 1

Unknown 23.11 1

Unknown 19.72 1

Unknown 346.99 1

gb|KR3B.113F23F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.113F23, mRNA sequence [EB683736]243.68 1

Unknown 18.61 1

Unknown 278.54 1

Unknown 97.75 1

tc|Rep: Tobamovirus multiplication 1 - Nicotiana tabacum (Common tobacco), partial (94%) [TC42345]138.06 1

Unknown 102.91 1

gb|AGN_RNC015xc08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG162981]182.83 1

tc|Rep: Glyceraldehyde-3-phosphate dehydrogenase - Nicotiana tabacum (Common tobacco), partial (56%) [TC45184]336.59 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC50183]174.72 1

tc|Rep: KH domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (47%) [TC49388]21.56 1

Unknown 88.38 1

tc|Rep: Ribosomal protein S19 - Nicotiana tabacum (Common tobacco), complete [TC73162]165.48 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC58468]68.21 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC53771]376.82 1

Unknown 676.25 1



tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC54823]1511.33 1

tc|Rep: Chromosome chr12 scaffold_78, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC42309]230.79 1

gb|KG9B.103L11F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103L11, mRNA sequence [EB678148]66.32 1

tc|Rep: Chromosome chr13 scaffold_74, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC65381]80.63 1

tc|Rep: ATP synthase subunit beta, mitochondrial precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), complete [TC42344]445.85 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC73919]915.44 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC52024]57.8 1

tc|Rep: DnaJ-like protein - Solanum tuberosum (Potato), partial (41%) [TC52062] 146.38 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC46938]650.55 1

tc|Rep: Chromosome chr2 scaffold_112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC45909]38.74 1

tc|Rep: Plasma membrane ATPase 4 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (34%) [TC51458]71.02 1

gb|KN6B.106O06F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.106O06, mRNA sequence [EB440641]7816.97 1

Unknown 30.74 1

gb|KT7B.107M20F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107M20, mRNA sequence [EB448388]22.95 1

Unknown 29.23 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT24-1-320, cultivar Bright Yellow 2 [AJ718047]89.17 1

gb|CHO_SL013xn02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622432]765.11 1

Unknown 382.56 1

Unknown 148.39 1

gb|AGN_ELP012xk06f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134918]182.87 1

Unknown 43.08 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC69035]513.17 1

tc|Rep: Ankyrin domain protein - Nicotiana tabacum (Common tobacco), partial (47%) [TC52679]174.54 1

gb|N.tabaccum mRNA for ubiquitin activating enzyme E1 [Y10804] 301.52 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC72707]85.98 1

gb|AGN_RNC016xb07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG162563]139.09 1

Unknown 26 1

Unknown 21.96 1

Unknown 27.46 1

gb|Peg19C Early stage of anther development specific suppression subtractive cDNA library Nicotiana tabacum cDNA clone 16 5' similar to mRNA for putative patatin homolog, mRNA sequence [ES658986]352.56 1

Unknown 58.03 1

gb|CHO_SL011xi16f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618184]1676.78 1

gb|AGN_PNL227af1_b12.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG198197]1691.29 1

gb|KG9B.104B08F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104B08, mRNA sequence [EB678281]916.4 1



gb|KF8C.109L11F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109L11, mRNA sequence [EB427326]11532.4 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC47602]24.54 1

Unknown 457.79 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC70663]247.48 1

gb|KF8B.201F18F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201F18, mRNA sequence [EB428460]136.45 1

Unknown 83.4 1

tc|Rep: Chromosome undetermined scaffold_257, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC55606]4651.02 1

gb|KN6B.100I14F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100I14, mRNA sequence [EB438347]36.82 1

tc|Rep: Chromosome chr10 scaffold_312, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC59631]16489.9 1

Unknown 34379.6 1

gb|AGN_RNC026xk17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG156975]133.66 1

gb|KT7C.108N19F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108N19, mRNA sequence [EB450832]234.59 1

Unknown 20.98 1

tc|Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC68780]134.92 1

tc|Rep: Cell division cycle protein 48 homolog - Capsicum annuum (Bell pepper), partial (46%) [TC44648]1111.55 1

gb|Nicotiana tabacum PK12 protein kinase (PK12) mRNA, complete cds [U73937] 113.83 1

gb|TT-30_N17 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639700]127.89 1

tc|Rep: Beta-ketoacyl-ACP synthase III - Jatropha curcas, partial (38%) [TC52485] 8641.23 1

gb|AM830473 seedling library, SL Nicotiana tabacum cDNA clone nt002049033, mRNA sequence [AM830473]49.84 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC55487]72.73 1

Unknown 46.28 1

gb|TT-10_C12 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638884]23.71 1

Unknown 49.83 1

tc|Rep: Eukaryotic peptide chain release factor subunit 1-3-like - Solanum tuberosum (Potato), complete [TC47691]24.62 1

gb|KT7C.108J02F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108J02, mRNA sequence [EB450728]1585.58 1

tc|Rep: Plasma membrane ATPase 4 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (28%) [TC66269]68.78 1

gb|CHO_SL022xm01f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619757]2905.6 1

tc|Rep: Chromosome undetermined scaffold_129, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC67974]370.86 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC75623]249.93 1

gb|AGN_PNL210af1_h12.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG185867]44.38 1

Unknown 564.37 1

Unknown 531.68 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC42627]31.85 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC63740]517.71 1



gb|AGN_ELP009xl12f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136120]18.28 1

tc|Rep: Alcohol dehydrogenase class III-like protein - Solanum tuberosum (Potato), complete [TC46930]176.24 1

gb|KF8B.202P17F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202P17, mRNA sequence [EB429014]56.74 1

tc|Rep: Heat shock factor 2-binding protein. - Gallus gallus, partial (6%) [TC66474] 25.4 1

gb|KG9B.005M08F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005M08, mRNA sequence [DV159219]41.66 1

Unknown 903 1

gb|KF8C.101D17F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101D17, mRNA sequence [EB424685]2689.41 1

gb|TT-31_K24 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641473]55.3 1

gb|Nicotiana tabacum SR1 Nt-rab7b mRNA, complete cds [L29275] 250.39 1

gb|Nicotiana tabacum putative mitotic phosphoprotein N' end family protein-like mRNA, partial sequence [EF051138]115.31 1

Unknown 42.17 1

tc|Rep: Chromosome undetermined scaffold_2548, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC66969]25.37 1

Unknown 26.66 1

Unknown 17.86 1

gb|AGN_RPC024xg23f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141593]79.74 1

gb|TT-23_H10 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642762]276.21 1

gb|KN6B.100O16F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100O16, mRNA sequence [EB438485]256.48 1

gb|KT7C.101C21F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.101C21, mRNA sequence [EB448849]47.1 1

Unknown 122.44 1

Unknown 421.73 1

Unknown 525.48 1

gb|KN6B.106B02F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.106B02, mRNA sequence [EB440363]31.14 1

gb|BP534117 MAT005 Nicotiana tabacum cDNA clone BY32072, mRNA sequence [BP534117]25.26 1

gb|Nicotiana tabacum vacuolar H+-ATPase B subunit mRNA, complete cds [AF220611] 505.83 1

gb|KF8C.105D01F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105D01, mRNA sequence [EB426099]978.37 1

tc|Rep: Chromosome undetermined scaffold_345, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC47152]65.94 1

gb|BP534541 MAT005 Nicotiana tabacum cDNA clone BY33121, mRNA sequence [BP534541]91.63 1

gb|TOBESTR023F04 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG623230]784.64 1

Unknown 18317.6 1

gb|AGN_RPC015xd09f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144547]24.87 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC59798]144.23 1

gb|KR3B.108H08F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.108H08, mRNA sequence [DW004322]409.13 1

gb|KR2B.109K19F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.109K19, mRNA sequence [EB445884]36.95 1

gb|AGN_RPC020xn11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143076]99.95 1



Unknown 66.04 1

Unknown 21.39 1

gb|AGN_RNC020xm19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160077]889.57 1

gb|KP1B.001G02F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001G02, mRNA sequence [DV162520]33.56 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC48537]528.7 1

tc|Rep: AML1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (13%) [TC47497]11549 1

gb|KT7C.112F11F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112F11, mRNA sequence [EB451710]936.62 1

Unknown 36.38 1

Unknown 26.33 1

tc|Rep: Os08g0518300 protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC73489]42.02 1

Unknown 3742.22 1

Unknown 128.34 1

tc|Rep: Impa2 - Nicotiana benthamiana, partial (98%) [TC72049] 4741.67 1

gb|KP1B.101O18F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101O18, mRNA sequence [DV159975]67.49 1

gb|AGN_RPC021xl03f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142745]36.66 1

gb|KR2B.107P02F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.107P02, mRNA sequence [EB445354]2643.33 1

gb|KG9B.001F13F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001F13, mRNA sequence [DV157598]168.6 1

gb|Nicotiana tabacum putative UDP-glucuronate decarboxylase 4 mRNA, partial cds [AY619953]2961.5 1

gb|CHO_SL005xm18f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617048]1757.5 1

tc|Rep: Mitochondrial phosphate transporter - Lotus japonicus, partial (88%) [TC44229]18531.65 1

gb|CHO_SL013xg16f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622237]523.05 1

tc|Rep: Hsp20.1 protein - Solanum peruvianum (Peruvian tomato) (Lycopersicon peruvianum), partial (98%) [TC53709]18.98 1

tc|Rep: Chromosome chr12 scaffold_78, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC54215]51.11 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC70791]144.46 1

gb|FS411604 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0030_2_D05 5', mRNA sequence [FS411604]24.44 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC44413]1447.96 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC52142]150.92 1

Unknown 23.75 1

Unknown 116.41 1

Unknown 81.36 1

gb|KF8C.102A21F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102A21, mRNA sequence [EB424983]53080.1 1

tc|Rep: Elongation factor 1-alpha - Nicotiana tabacum (Common tobacco), partial (16%) [TC76460]189.46 1

Unknown 511.39 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC57552]245.59 1



tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC48745]33698.05 1

gb|AGN_RPC019xj05f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143367]27.37 1

Unknown 92.95 1

gb|KG9B.001K12F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001K12, mRNA sequence [DV157713]23.04 1

gb|KL5B.116F12F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.116F12, mRNA sequence [EB432106]86.32 1

tc|Rep: Centrin - Nicotiana tabacum (Common tobacco), complete [TC41163] 39.67 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC46906]388.22 1

gb|Nicotiana tabacum mRNA for thioredoxin peroxidase [AJ309009] 625.38 1

gb|BP132942 MAT001 Nicotiana tabacum cDNA clone BY5155, mRNA sequence [BP132942]33.82 1

tc|Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC67201]33.41 1

gb|AGN_RNC109xb01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG151860]171.05 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC46045]346.55 1

gb|KL4B.101G02F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101G02, mRNA sequence [DV999212]48.63 1

Unknown 18.05 1

gb|TOBESTR017C04 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG622663]49.77 1

gb|AGN_RNC019xg12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160784]116.9 1

Unknown 44.48 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC56074]61.09 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC71172]24.39 1

tc|Rep: Chromosome chr8 scaffold_115, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC59552]519.25 1

gb|CHO_SL025xc21f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621518]2588.02 1

gb|TOBESTR094D04 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG629295]144.36 1

gb|KP1B.101N06F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101N06, mRNA sequence [DV159941]185.55 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC47302]140.03 1

Unknown 41.23 1

gb|TT-27_J08 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644568]1714.38 1

gb|TL13.102I09F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.102I09, mRNA sequence [EB433245]58.67 1

tc|Rep: AMP-binding protein - Arabidopsis thaliana (Mouse-ear cress), partial (29%) [TC71480]160.69 1

gb|AGN_RNC010xj15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG165897]17.29 1

tc|Rep: Ras-related protein Rab5 - Nicotiana tabacum (Common tobacco), complete [TC58915]206.36 1

gb|AGN_PNL221cf1_d10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194205]23.71 1

gb|Nicotiana tabacum mRNA for transcription factor Ntlim1, complete cds [AB023479] 28.9 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC42185]105.81 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC61250]89.22 1



tc|Rep: Chromosome chr5 scaffold_124, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC58652]123.27 1

gb|TT-27_L12 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639578]31.55 1

tc|Rep: Chromosome undetermined scaffold_734, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC56966]428.99 1

Unknown 44.76 1

gb|KR2B.110C17F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110C17, mRNA sequence [EB446027]24.71 1

tc|Rep: Nucleoside diphosphate kinase 2, chloroplast precursor - Nicotiana tabacum (Common tobacco), complete [TC44638]343.17 1

gb|KG9B.003K05F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003K05, mRNA sequence [DV158438]37.07 1

gb|AGN_RNC106xd06r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG153457]47.43 1

Unknown 23.94 1

tc|Rep: SLT1 protein - Nicotiana tabacum (Common tobacco), partial (41%) [TC53067] 83.63 1

tc|Rep: Common plant regulatory factor 7 - Petroselinum crispum (Parsley) (Petroselinum hortense), partial (17%) [TC68395]1185.69 1

gb|KN6B.107N21F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.107N21, mRNA sequence [EB440979]60.6 1

Unknown 25.1 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC54139]423.57 1

tc|Rep: RNA-binding protein - Medicago truncatula (Barrel medic), partial (50%) [TC44043]460.12 1

gb|KF8C.102A06F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102A06, mRNA sequence [EB424969]1022.51 1

Unknown 497.76 1

Unknown 406.8 1

Unknown 141.03 1

gb|TDF16 Tobacco BY-2 ESTs modulated by Rhodococcus fascians Nicotiana tabacum cDNA, mRNA sequence [EG036055]3124.07 1

Unknown 1301.08 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC41688]263.96 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT33-3-245, cultivar Bright Yellow 2 [AJ718211]22.49 1

Unknown 34.15 1

Unknown 1073.85 1

Unknown 43.85 1

tc|Rep: Elicitor-inducible protein EIG-J7 - Capsicum annuum (Bell pepper), partial (88%) [TC43461]3137.84 1

Unknown 1103.02 1

gb|TT-38_D17 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634385]424.79 1

gb|KR3B.109F02F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109F02, mRNA sequence [DW004634]12519.15 1

tc|Rep: Proline oxidase/dehydrogenase 1 - Nicotiana tabacum (Common tobacco), partial (95%) [TC58478]1348.28 1

tc|Rep: Chromosome chr13 scaffold_152, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC54155]28.75 1

gb|TT-18_H11 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642462]159.77 1

gb|KL4B.111C04F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111C04, mRNA sequence [EB680704]101.44 1



tc|Rep: Chromosome undetermined scaffold_1169, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC41885]52.62 1

gb|EST_CSP001xg06f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH614541]32.85 1

gb|TT-19_N13 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639284]642.47 1

tc|Rep: Potassium channel NKT1 - Nicotiana tabacum (Common tobacco), complete [TC49302]1442.57 1

gb|AGN_RPC007xc24f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146921]129.85 1

gb|AGN_PNL213ar1_b8.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG188087]94.36 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC73110]22.9 1

gb|TL13.111M15F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.111M15, mRNA sequence [EB435618]573.91 1

gb|FS412034 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0031_3_A06 5', mRNA sequence [FS412034]18.17 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC59224]1046.43 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC70261]721.27 1

tc|Rep: Glutamine synthetase - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (52%) [TC47217]3266.36 1

tc|Rep: Chromosome undetermined scaffold_349, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC70944]45.64 1

gb|TT-47_I23 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640166]444.25 1

tc|Rep: Chromosome undetermined scaffold_143, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC75038]19.14 1

Unknown 821.91 1

tc|Rep: Cell division cycle protein 48 homolog - Glycine max (Soybean), partial (42%) [TC41223]510.06 1

tc|Rep: GDP-D-mannose pyrophosphorylase - Nicotiana tabacum (Common tobacco), partial (49%) [TC48288]328.27 1

gb|KR3B.111D18F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111D18, mRNA sequence [EB682950]171.15 1

tc|Rep: Chromosome chr10 scaffold_43, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC68060]763.59 1

gb|EST_YP003xn17f1.ab1 EST_YP Nicotiana tabacum cDNA, mRNA sequence [EH616394] 19.54 1

Unknown 610.88 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC46411]208 1

Unknown 126.47 1

tc|Rep: Chromosome chr3 scaffold_95, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC76377]27.06 1

tc|Rep: 50S ribosomal protein L33 - Vitis vinifera (Grape), partial (86%) [TC61399] 19.74 1

Unknown 40.17 1

gb|TT-29_J20 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641634]109.98 1

gb|BP530118 MAT005 Nicotiana tabacum cDNA clone BY21102, mRNA sequence [BP530118]9479.35 1

gb|KF8C.106A11F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106A11, mRNA sequence [EB426400]667.73 1

tc|Rep: Chromosome chr7 scaffold_275, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC54581]734.51 1

Unknown 1166.48 1

gb|AJ632774 Nicotiana tabacum leaf Nicotiana tabacum cDNA clone Nt02-F06, mRNA sequence [AJ632774]25.69 1

gb|KP1B.105D14F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105D14, mRNA sequence [EB681678]183.73 1



gb|EST_FLW001xk07f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615247]679.22 1

tc|Rep: Catalase isozyme 3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (62%) [TC49150]9346.91 1

tc|Rep: Peroxisomal acyl-CoA oxidase 1A - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (61%) [TC49728]906.82 1

tc|Rep: PRL1 protein - Arabidopsis thaliana (Mouse-ear cress), partial (83%) [TC58735] 331.85 1

Unknown 756.19 1

gb|Nicotiana tabacum Mg protoporphyrin chelatase subunit (Chl I) mRNA, complete cds [AF014053]26.95 1

gb|AM832067 DL, diurnal library Nicotiana tabacum cDNA clone nt005227057, mRNA sequence [AM832067]22.3 1

gb|AGN_PNL225dr1_b12.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG197371]120.42 1

gb|KL4B.103L20F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103L20, mRNA sequence [DV999689]517.02 1

Unknown 41.25 1

gb|FS392203 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0054_3_G01 5', mRNA sequence [FS392203]226.89 1

Unknown 198.69 1

Unknown 75.2 1

gb|KF8B.200B01F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200B01, mRNA sequence [EB428069]42.22 1

Unknown 23.92 1

gb|TT-08_N19 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635922]42.31 1

tc|Rep: Chromosome chr12 scaffold_57, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC45459]201.59 1

tc|Rep: Chromosome undetermined scaffold_171, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC58923]1034.32 1

Unknown 4729.49 1

tc|Rep: ADP ribosylation factor 002 - Daucus carota (Carrot), partial (93%) [TC51485] 13808.05 1

gb|Nicotiana tabacum mRNA for Avr9 elicitor response protein [AJ006228] 52.57 1

tc|Rep: Ycf3 - Ranunculus macranthus (Large buttercup), partial (71%) [TC72285] 41.13 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC50251]144.04 1

gb|AM802310 seedling library, SL Nicotiana tabacum cDNA clone nt002093050, mRNA sequence [AM802310]157.73 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC56551]234.37 1

Unknown 117.16 1

gb|KR3B.108J11F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.108J11, mRNA sequence [DW004366]148.38 1

gb|TT-07_I17 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633965]151.83 1

Unknown 108.61 1

gb|KL5B.001H06F.050901T7 KL5B Nicotiana tabacum cDNA clone KL5B.001H06, mRNA sequence [EB429134]938.95 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC55037]723.35 1

Unknown 23.29 1

gb|Nicotiana tabacum GTP-binding protein (Ran-A1) mRNA, complete cds [L16767] 2873.9 1

gb|KP1B.101O07F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101O07, mRNA sequence [DV159964]33.26 1



gb|KP1B.101G06F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101G06, mRNA sequence [DV159788]1150.02 1

gb|KL4B.109G08F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.109G08, mRNA sequence [DW000916]38.1 1

Unknown 101.06 1

gb|KP1B.104L17F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104L17, mRNA sequence [DV160971]138.13 1

Unknown 113.67 1

gb|CHO_SL008xc16f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620962]576.98 1

tc|Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC69604]3212.76 1

tc|Rep: inositol or phosphatidylinositol phosphatase/ phosphoric monoester hydrolase - Arabidopsis thaliana, partial (58%) [TC47769]23.72 1

gb|KL5B.110N11F.060117T7 KL5B Nicotiana tabacum cDNA clone KL5B.110N11, mRNA sequence [EB430842]184.79 1

gb|KF8C.104K05F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104K05, mRNA sequence [EB425904]181.44 1

tc|Rep: Luminal-binding protein 3 - Nicotiana tabacum (Common tobacco), partial (46%) [TC64422]10914.55 1

Unknown 26.39 1

gb|TT-36_F22 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642881]158.58 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC60662]163.66 1

tc|Rep: SNF7 family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (89%) [TC47690]1034.11 1

gb|KN6B.103P05F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103P05, mRNA sequence [EB439593]24.45 1

Unknown 33.14 1

gb|AGN_RNC127xd05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172556]20.45 1

Unknown 511.97 1

Unknown 35.16 1

Unknown 65.33 1

tc|Rep: Nuclear transport factor 2 - Arabidopsis thaliana (Mouse-ear cress), partial (98%) [TC51511]1200.9 1

gb|N.tabacum PKTL7 mRNA for protein kinase [X71057] 189.65 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC52132]221.24 1

Unknown 25014.75 1

gb|KF8C.102A21F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102A21, mRNA sequence [EB424983]53803.5 1

tc|Rep: Ripening regulated protein-like - Solanum tuberosum (Potato), complete [TC61288]97.55 1

gb|TT-17_J16 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644144]3338.33 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC50254]28.55 1

gb|AGN_RNC018xn19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161520]32.13 1

Unknown 102.81 1

Unknown 19.44 1

gb|AGN_RNC010xc01r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG165655]55.42 1

gb|Nicotiana tabacum cDNA-AFLP fragment N_BC2M34-310 sequence [DQ460102] 471.29 1



tc|Rep: Acyl-CoA binding protein - Digitalis lanata (Foxglove), partial (97%) [TC63348] 510.22 1

Unknown 1138.27 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC55037]2013.15 1

Unknown 20748.85 1

Unknown 106.9 1

Unknown 44.28 1

gb|CHO_SL019xi02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623972]489.44 1

tc|Rep: Luminal-binding protein 8 - Nicotiana tabacum (Common tobacco), complete [TC40306]8226.14 1

gb|AGN_PNL224af1_h1.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG196092]51.66 1

gb|AM783324 COL, cold overnight library Nicotiana tabacum cDNA clone nt006021037, mRNA sequence [AM783324]96.21 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC69344]43.43 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC66158]1576.36 1

Unknown 45.96 1

tc|Rep: Acireductone dioxygenase - Solanum tuberosum (Potato), complete [TC40547] 7594.06 1

gb|KN6B.105P12F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105P12, mRNA sequence [EB440325]36.03 1

tc|Rep: Nt-rab7c protein - Nicotiana tabacum (Common tobacco), partial (52%) [TC52434]18407.6 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT1-31-215, cultivar Bright Yellow 2 [AJ717826]32.21 1

gb|TT-34_N02 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639851]348 1

Unknown 962.33 1

gb|TT-01_B03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635361]24.73 1

gb|KF8C.102F19F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102F19, mRNA sequence [EB425095]101.3 1

Unknown 84.87 1

tc|Rep: Acyltransferase family protein - Cytophaga hutchinsonii (strain ATCC 33406 / NCIMB 9469), partial (5%) [TC53870]210.73 1

gb|BP131040 MAT001 Nicotiana tabacum cDNA clone BY3062, mRNA sequence [BP131040]147.42 1

gb|CHO_SL018xn22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619487]2094.89 1

gb|KR3B.108D01F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.108D01, mRNA sequence [DW004236]22.4 1

gb|KN6B.105P19F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105P19, mRNA sequence [EB440332]41.09 1

gb|TT-17_I13 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636593]43.23 1

Unknown 13902.5 1

gb|AGN_RPC019xa16f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143242]1139.21 1

tc|Rep: Galactinol synthase - Brassica napus (Rape), partial (65%) [TC72414] 27.67 1

gb|AGN_RPC011xd05f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG145825]185.72 1

Unknown 122.98 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC50654]757.99 1



Unknown 21.7 1

gb|TT-47_H20 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638357]64.43 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC58672]159.35 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC53882]519.15 1

Unknown 8538.06 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC52432]18.26 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC68387]29.55 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC69976]49.68 1

tc|Rep: Glycoprotein-like protein - Solanum tuberosum (Potato), partial (97%) [TC53122] 53.49 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC61854]839.87 1

Unknown 27.68 1

tc|Rep: Branched-chain amino acid aminotransferase - Solanum tuberosum (Potato), partial (50%) [TC41333]102.07 1

Unknown 246.75 1

Unknown 41.69 1

gb|KF8B.202A03F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202A03, mRNA sequence [EB428682]10466.9 1

tc|Rep: DnaJ-like protein - Solanum tuberosum (Potato), partial (46%) [TC44527] 8103.07 1

Unknown 3303.59 1

gb|AGN_RNC026xd16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157322]40.32 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC41950]83.93 1

gb|KP1B.102J04F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102J04, mRNA sequence [DV160201]34.81 1

gb|Nicotiana tabacum NtADH mRNA for allyl alcohol dehydrogenase, complete cds [AB036735]1092.09 1

gb|AGN_RNC005xc17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG168352]224.59 1

gb|BP534488 MAT005 Nicotiana tabacum cDNA clone BY33067, mRNA sequence [BP534488]179.65 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC52967]23.99 1

tc|Rep: MYB-CC type transfactor - Solanum tuberosum (Potato), partial (97%) [TC42456] 31.12 1

tc|GB|U66264.1|AAC49970.1 ubiquitin [Nicotiana tabacum] [NP917335] 30228.45 1

Unknown 44.15 1

tc|Rep: Tousled-like protein kinase - Nicotiana glutinosa (Tobacco), partial (44%) [TC57987]20.79 1

Unknown 79.07 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC41372]91.15 1

tc|Rep: AT4g05320/C17L7_240 - Arabidopsis thaliana (Mouse-ear cress), partial (98%) [TC76250]648.43 1

gb|KR3B.111J10F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111J10, mRNA sequence [EB683080]47.73 1

tc|Rep: ATP synthase subunit delta', mitochondrial precursor - Ipomoea batatas (Sweet potato) (Batate), partial (96%) [TC40747]663.41 1

Unknown 27.66 1



tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (93%) [TC54949] 42.28 1

Unknown 58.05 1

tc|Rep: Homolog of defender against apoptotic death 1 homolog - Nicotiana suaveolens x Nicotiana tabacum, complete [TC54081]886.84 1

tc|Rep: NtK-1-like - Solanum tuberosum (Potato), complete [TC43192] 10458.85 1

gb|AGN_RNC125xn09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG173876]133.29 1

Unknown 2483.77 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC1-12-275, cultivar Bright Yellow 2 [AJ718441]2858.45 1

gb|KP1B.111O22F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.111O22, mRNA sequence [EB682225]189.37 1

gb|KG9B.001M18F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001M18, mRNA sequence [DV157766]44.89 1

Unknown 156.24 1

Unknown 31.76 1

tc|Rep: Chromosome undetermined scaffold_143, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC47904]387.3 1

gb|AGN_PNL222br1_d1.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG194848]112.16 1

tc|Rep: 3-isopropylmalate dehydrogenase 2, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (9%) [TC68911]26.7 1

tc|Rep: Os05g0119300 protein - Oryza sativa subsp. japonica (Rice), partial (63%) [TC44034]474.78 1

gb|KR3B.112J23F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112J23, mRNA sequence [EB683457]79.85 1

gb|TT-35_B15 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642800]298.07 1

gb|TT-34_K15 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639842]69.41 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC67970]21.47 1

gb|Nicotiana tabacum relA [AY046898] 682.45 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC49861]39.59 1

tc|Rep: RanBP2-type zinc finger protein At1g67325 - Arabidopsis thaliana (Mouse-ear cress), partial (68%) [TC48465]478.97 1

gb|AGN_ELP005xb08f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137301]73 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC63765]196.99 1

Unknown 22.69 1

Unknown 97.73 1

Unknown 25.71 1

gb|Nicotiana tabacum S25-PR6 mRNA, complete cds [U44760] 31.17 1

tc|Rep: F3L24.22 protein - Arabidopsis thaliana (Mouse-ear cress), partial (78%) [TC68856]35.12 1

Unknown 265.1 1

Unknown 29.95 1

Unknown 20.74 1

Unknown 68.78 1

gb|KN6B.102J12F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102J12, mRNA sequence [EB439100]24.84 1



tc|Rep: Diacylglycerol acylCoA acyltransferase - Nicotiana tabacum (Common tobacco), partial (28%) [TC65248]135.15 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC53660]241.15 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC73014]53.62 1

gb|AM782197 seedling library, SL Nicotiana tabacum cDNA clone nt002176022, mRNA sequence [AM782197]49.35 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC48781]27.17 1

Unknown 1538.11 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC57749]38.73 1

tc|Rep: Polyubiquitin - Thlaspi caerulescens (Alpine penny-cress) (Thlaspi calaminare), partial (66%) [TC41862]686.87 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC46624]23.31 1

Unknown 27.16 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC57870]2326.56 1

tc|Rep: MYB-CC type transfactor - Solanum tuberosum (Potato), partial (97%) [TC42456] 21.36 1

Unknown 197.39 1

Unknown 36.06 1

Unknown 377.67 1

gb|KR3B.113N15F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.113N15, mRNA sequence [EB683911]1451.56 1

gb|AGN_RNC009xg09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG166173]28.5 1

tc|Rep: Chromosome chr19 scaffold_35, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC61831]2721.98 1

gb|CHO_SL004xg01f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616635]145.84 1

gb|TT-30_F22 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637459]3686.88 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC62934]59.58 1

gb|AGN_ELP022xa22f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG140044]45.25 1

gb|AGN_RPC014xb21f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144874]38.46 1

tc|Rep: Succinate dehydrogenase subunit 3 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC54284]2808.97 1

gb|KL4B.103H20F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103H20, mRNA sequence [DV999599]47.89 1

Unknown 220.26 1

Unknown 103.71 1

gb|KG9B.103L12F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103L12, mRNA sequence [EB678149]197.9 1

gb|KF8C.108A02F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108A02, mRNA sequence [EB426751]9828.19 1

tc|Rep: Cytochrome c1-1, heme protein, mitochondrial precursor - Solanum tuberosum (Potato), partial (65%) [TC49936]4078.27 1

tc|Rep: Chromosome undetermined scaffold_2463, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC54480]486.72 1

gb|Nicotiana tabacum phospholipase C2 mRNA, complete cds [AF223573] 52.66 1

gb|AGN_RNC013xn09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164295]35.62 1

gb|N.tabacum mRNA for pyruvate kinase [Z29492] 264.41 1



gb|KR2B.107G14F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.107G14, mRNA sequence [EB445207]57.99 1

gb|AGN_ELP019xk13f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG132709]197.21 1

gb|TT-23_K11 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644418]201.81 1

Unknown 178.26 1

Unknown 85.46 1

gb|TT-13_H21 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636272]510.34 1

Unknown 50.4 1

gb|TT-26_M20 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637219]8304.63 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT2-12-440, cultivar Bright Yellow 2 [AJ719117]32.2 1

gb|KR3B.001E07F.050815T7 KR3B Nicotiana tabacum cDNA clone KR3B.001E07, mRNA sequence [DW001479]136.29 1

tc|Rep: Mature anther-specific protein LAT61 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (22%) [TC61517]41.88 1

gb|Nicotiana tabacum blp4 mRNA for luminal binding protein (BiP) [X60057] 5073.58 1

gb|KT7C.104I03F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104I03, mRNA sequence [EB449667]575.8 1

Unknown 23.45 1

Unknown 27.98 1

Unknown 45547.15 1

tc|Rep: Chromosome undetermined scaffold_53, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC61137]19.27 1

gb|TT-10_J09 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643775]488.95 1

gb|AGN_RNC022xb02f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159394]25.67 1

Unknown 62.71 1

tc|Rep: Chromosome chr4 scaffold_373, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC68903]194.69 1

Unknown 25.21 1

gb|KL5B.118B19F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.118B19, mRNA sequence [EB432554]152.78 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC48750]95.7 1

Unknown 31.21 1

Unknown 4106.82 1

Unknown 67.58 1

tc|Rep: 26S proteasome regulatory particle non-ATPase subunit 12 - Camellia sinensis (Tea), complete [TC53529]36.08 1

gb|Nicotiana tabacum mRNA for protein kinase CK2 alpha chain (ck2A2 gene) [AJ438264]123.64 1

Unknown 387.26 1

gb|KP1B.037F02F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.037F02, mRNA sequence [DV159414]54.06 1

tc|Rep: Proteasome subunit beta type-1 - Petunia hybrida (Petunia), complete [TC43727]117.77 1

tc|Rep: Guanine nucleotide-binding protein subunit beta-2 - Nicotiana tabacum (Common tobacco), complete [TC40915]86.94 1

Unknown 273.31 1



gb|CHO_SL018xl20f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619479]86.76 1

tc|Rep: Copper-transporting P-type ATPase - Brassica napus (Rape), partial (37%) [TC49717]346.79 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC43537]122.65 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC46643]635.32 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC47183]121.91 1

tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC60763]291.43 1

tc|Rep: Chromosome chr15 scaffold_82, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC40871]39893.4 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC68850]96.31 1

gb|BP128844 MAT001 Nicotiana tabacum cDNA clone BY650, mRNA sequence [BP128844]31.55 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC51278]595.52 1

Unknown 23.36 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC46103]84.26 1

Unknown 30.43 1

Unknown 747.98 1

gb|KN6B.100O04F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100O04, mRNA sequence [EB438473]29.61 1

tc|Rep: Glyoxalase/bleomycin resistance protein/dioxygenase - Sphingomonas wittichii (strain RW1 / DSM 6014 / JCM 10273), partial (8%) [TC67096]587.47 1

gb|KL4B.103F22F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103F22, mRNA sequence [DV999555]550.33 1

gb|27E04 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH665894]170.57 1

Unknown 2704.08 1

Unknown 6109.6 1

tc|Rep: Chloride channel Stclc1 - Solanum tuberosum (Potato), partial (27%) [TC55101] 988.98 1

Unknown 78.33 1

gb|EST_CSP001xg06f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH614541]22.18 1

gb|KL4B.103C02F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103C02, mRNA sequence [DV999474]934.69 1

gb|KR3B.110K15F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110K15, mRNA sequence [DW005132]1347.54 1

tc|Rep: Chromosome partitioning parB family protein - Clostridium tetani, partial (6%) [TC65596]24.39 1

tc|Rep: Syntaxin-52 - Arabidopsis thaliana (Mouse-ear cress), partial (86%) [TC43420] 1024.75 1

Unknown 21.8 1

Unknown 181.42 1

gb|KL5B.118O02F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.118O02, mRNA sequence [EB432747]1504.38 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC44314]755.8 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC43074]656.23 1

gb|CHO_SL014xb22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623514]3647.46 1

tc|Rep: GTP cyclohydrolase I - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (23%) [TC53148]1035.97 1



gb|CHO_SL011xk16f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618193]1983.07 1

Unknown 933.01 1

gb|KF8C.101J01F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101J01, mRNA sequence [EB424807]422.89 1

tc|Rep: 40S ribosomal protein S24 - Vitis vinifera (Grape), partial (96%) [TC50264] 67.91 1

Unknown 514.4 1

gb|KF8C.102O14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102O14, mRNA sequence [EB425283]551.88 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC61180]151.06 1

gb|KF8C.102C14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102C14, mRNA sequence [EB425023]107.39 1

gb|KF8B.100A11F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100A11, mRNA sequence [EB427773]348.54 1

gb|TOBESTR057A06 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG626149]220.73 1

gb|KG9B.002O02F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002O02, mRNA sequence [DV158160]52.65 1

Unknown 32.99 1

gb|TT-08_O03 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642146]31.94 1

gb|KR2B.115F21F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115F21, mRNA sequence [EB447232]26.14 1

Unknown 32.01 1

Unknown 24.7 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC54674]139.38 1

gb|Nicotiana tabacum mRNA for ras-related protein RAB8-2, complete cds [AB079021]1477.54 1

Unknown 443.48 1

gb|KR2B.104E14F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.104E14, mRNA sequence [EB444586]181.86 1

gb|TT-50_E13 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645419]4574.07 1

gb|KT7C.102A17F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102A17, mRNA sequence [EB449152]397.48 1

gb|TT-09_K18 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638865]241.32 1

tc|Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC48351]120.36 1

Unknown 260.31 1

Unknown 2883.79 1

tc|Rep: Chromosome undetermined scaffold_131, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC51632]160.77 1

tc|Rep: UDP-glucuronic acid 4-epimerase - Zea mays (Maize), partial (84%) [TC52776] 11347.2 1

Unknown 28.59 1

gb|TT-05_F02 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635635]19.12 1

tc|Rep: Chromosome chr9 scaffold_33, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC46751]5357.3 1

Unknown 1207.34 1

Unknown 28.71 1

gb|KG9B.002J02F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002J02, mRNA sequence [DV158046]175.88 1



Unknown 980.96 1

gb|KT7C.105E22F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105E22, mRNA sequence [EB449952]126.86 1

Unknown 106.99 1

Unknown 38.1 1

tc|Rep: Enolase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (40%) [TC60105]1530.62 1

gb|Nicotiana tabacum mRNA for putative hydrolase (C171 gene) [AM851007] 52.84 1

gb|Nicotiana tabacum Avr9 [AF211537] 53.66 1

gb|TT-08_A23 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635140]513.91 1

gb|EST_FLW001xl22f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615487]18.74 1

gb|BP128827 MAT001 Nicotiana tabacum cDNA clone BY631, mRNA sequence [BP128827]23.4 1

tc|Rep: Acireductone dioxygenase - Solanum tuberosum (Potato), complete [TC44361] 4615.85 1

gb|KF8B.100D08F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100D08, mRNA sequence [EB427823]283.04 1

gb|TT-10_P03 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643798]103.01 1

gb|KF8B.202A23F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202A23, mRNA sequence [EB428701]9030.24 1

Unknown 32.84 1

Unknown 60.72 1

tc|Rep: Chromosome chr5 scaffold_156, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC51501]28410.3 1

gb|EST_FLW004xa24f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615846]16069.4 1

tc|Rep: Sensor protein - Marinobacter sp. ELB17, partial (4%) [TC42609] 184.53 1

gb|BP533680 MAT005 Nicotiana tabacum cDNA clone BY30378, mRNA sequence [BP533680]46.64 1

Unknown 631.67 1

tc|Rep: Chromosome chr2 scaffold_187, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC54955]174.57 1

gb|KG9B.102I18F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102I18, mRNA sequence [EB677719]101.22 1

gb|TT-47_K11 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645282]325.16 1

tc|Rep: Mitochondrial import receptor subunit TOM6 homolog - Arabidopsis thaliana (Mouse-ear cress), partial (93%) [TC60876]79.64 1

gb|KF8C.103C17F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103C17, mRNA sequence [EB425378]1264.17 1

gb|AGN_PNL229af1_c8.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199650]28.55 1

gb|TL13.002I13F.060117T7 TL13 Nicotiana tabacum cDNA clone TL13.002I13, mRNA sequence [EB435837]105.85 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC49767]728.31 1

tc|Rep: Single-stranded nucleic acid binding R3H - Medicago truncatula (Barrel medic), partial (28%) [TC55098]8572.56 1

tc|Rep: ATP-dependent Clp protease proteolytic subunit - Vitis vinifera (Grape), partial (72%) [TC41320]281.14 1

gb|KP1B.102C06F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102C06, mRNA sequence [DV160054]32.89 1

gb|EST_YP003xi04f1.ab1 EST_YP Nicotiana tabacum cDNA, mRNA sequence [EH616351]447.34 1

gb|TT-15_M17 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640413]129.29 1



tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC40791]718.83 1

tc|Rep: Chromosome chr1 scaffold_166, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC41458]78.44 1

gb|KG9B.001K18F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001K18, mRNA sequence [DV157719]592.76 1

Unknown 804.65 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (4%) [TC67203]481.63 1

Unknown 465.48 1

gb|Nicotiana tabacum mRNA for cytosolic ascorbate peroxidase, complete cds [D85912]1528.76 1

gb|TT-36_I13 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639914]34.54 1

tc|Rep: 60S ribosomal protein L41 - Homo sapiens (Human), complete [TC71128] 86.12 1

gb|BP530129 MAT005 Nicotiana tabacum cDNA clone BY21114, mRNA sequence [BP530129]307.94 1

gb|EST_FLW002xl09f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615679]1675.47 1

gb|AGN_PNL224dr1_g6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG196716]44.99 1

tc|Rep: Bax inhibitor 1 - Nicotiana tabacum (Common tobacco), complete [TC41290] 8974.62 1

Unknown 23.71 1

gb|KP1B.001H22F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001H22, mRNA sequence [DV162559]44.69 1

tc|Rep: L-galactose dehydrogenase - Nicotiana langsdorffii x Nicotiana sanderae (Ornamental tobacco), complete [TC44752]1358.87 1

tc|Rep: Ubiquitin carrier protein - Vitis vinifera (Grape), partial (75%) [TC47081] 144.13 1

Unknown 758.5 1

gb|N.tabacum mRNA for transformer-SR ribonucleoprotein [Y09506] 226.76 1

gb|KN6B.009I02F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009I02, mRNA sequence [EB438033]244.94 1

gb|CHO_SL003xp03f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH624317]20.17 1

tc|Rep: Joka2 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (78%) [TC59987]23.22 1

gb|KG9B.002B01F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002B01, mRNA sequence [DV157864]66.15 1

Unknown 51.32 1

gb|KP1B.102P18F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102P18, mRNA sequence [DV160348]19915.05 1

Unknown 248.6 1

gb|AGN_RNC005xc17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG168352]210.68 1

Unknown 33769.9 1

Unknown 4067.36 1

Unknown 25.67 1

gb|KG9B.106M06F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106M06, mRNA sequence [EB679261]45.37 1

gb|EST_YP004xo19f1.ab1 EST_YP Nicotiana tabacum cDNA, mRNA sequence [EH616479]519.46 1

tc|Rep: Splicing factor U2AF 65 kDa subunit - Caenorhabditis briggsae, partial (6%) [TC72449]765.7 1

tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC66534]41.89 1



gb|BP192620 Nicotiana tabacum BY-2 Nicotiana tabacum cDNA clone n4, mRNA sequence [BP192620]24.17 1

gb|KP1B.110N09F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110N09, mRNA sequence [DV162343]751.74 1

gb|TT-38_G05 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634402]34.16 1

gb|KN6B.105C10F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105C10, mRNA sequence [EB440030]21452.25 1

Unknown 354.06 1

gb|KF8C.106A10F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106A10, mRNA sequence [EB426399]78.25 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC57568]544.64 1

gb|Nicotiana tabacum putative chloroplast ribonucleoprotein-like mRNA, partial sequence; nuclear gene for chloroplast product [EF051141]172.77 1

gb|KG9B.003K18F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003K18, mRNA sequence [DV158451]118.87 1

Unknown 56.2 1

gb|FS411044 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0028_4_C11 5', mRNA sequence [FS411044]99.58 1

tc|Rep: Endoplasmin homolog precursor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle), partial (14%) [TC54992]342.97 1

gb|N.tabacum mRNA for pyruvate decarboxylase 2 [X81855] 157.07 1

gb|KF8B.201M04F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201M04, mRNA sequence [EB428593]1595.65 1

tc|Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC49669]26.67 1

tc|Rep: Os05g0557700 protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC75574]27.49 1

gb|KP1B.107F21F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107F21, mRNA sequence [DV161190]26.81 1

tc|Rep: 40S ribosomal protein S2-3 - Arabidopsis thaliana (Mouse-ear cress), partial (80%) [TC50758]187.79 1

Unknown 835.99 1

Unknown 238.61 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC60182]27.3 1

tc|Rep: Chromosome undetermined scaffold_77, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC60538]72.14 1

gb|EST_FLW002xn07f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615689]30.52 1

Unknown 51.47 1

tc|Rep: Thioredoxin - Limonium bicolor, partial (64%) [TC42824] 63.13 1

gb|N.tabacum mRNA for GTP-binding protein, SAR1 [X97967] 13089.45 1

tc|Rep: UDP-glucose:protein transglucosylase-like - Solanum tuberosum (Potato), complete [TC48667]1317.7 1

Unknown 60.52 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC67277]1031.91 1

Unknown 37.61 1

gb|TT-04_H17 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641828]37.7 1

Unknown 518.09 1

gb|TT-49_L11 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640251]568.91 1

gb|BP533240 MAT005 Nicotiana tabacum cDNA clone BY29305, mRNA sequence [BP533240]21.24 1



Unknown 159.26 1

Unknown 52.43 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC43030]34.82 1

tc|Rep: GDP-mannose-3',5'-epimerase - Vitis vinifera (Grape), partial (44%) [TC44625] 3205.04 1

gb|AGN_ELP003xf11f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137860]20.87 1

tc|Rep: AGAP000318-PA - Anopheles gambiae str. PEST, partial (9%) [TC72511] 25.04 1

Unknown 29.38 1

gb|KG9B.005B15F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005B15, mRNA sequence [DV158976]199.52 1

Unknown 139.86 1

gb|KG9B.003K21F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003K21, mRNA sequence [DV158454]23.04 1

tc|Rep: RAN GTPase-activating protein 2 - Nicotiana benthamiana, partial (19%) [TC53852] 138 1

gb|AGN_RNC008xd08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167098]32.53 1

gb|Tobacco (N.tabacum) endochitinase mRNA, partial cds [M15173] 56.95 1

tc|Rep: 3-phosphoshikimate 1-carboxyvinyltransferase 1, chloroplast precursor - Nicotiana tabacum (Common tobacco), partial (41%) [TC60500]145.84 1

gb|KG9B.001N04F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001N04, mRNA sequence [DV157776]35.36 1

gb|KN6B.102A09F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102A09, mRNA sequence [EB438896]123.93 1

gb|Nicotiana tabacum mRNA for 14-3-3 a-1 protein, complete cds [AB119466] 7097.38 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC55238]46.69 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (72%) [TC61743] 85.74 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC47277]71.87 1

Unknown 264.25 1

tc|Rep: TPR repeat - Medicago truncatula (Barrel medic), partial (75%) [TC62088] 18.87 1

Unknown 138.27 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC47362]249.1 1

gb|KP1B.104N18F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104N18, mRNA sequence [DV161013]1183.64 1

gb|KL4B.105F18F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105F18, mRNA sequence [DW000274]13984.7 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC45323]152.62 1

gb|KP1B.101L08F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101L08, mRNA sequence [DV159900]2913.68 1

gb|KN6B.110B11F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.110B11, mRNA sequence [EB441754]56.87 1

tc|Rep: EF hand family protein - Solanum demissum (Wild potato), complete [TC58164] 105.97 1

gb|CHO_SL013xb17f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622289]50.12 1

Unknown 138.75 1

tc|Rep: Plasma membrane ATPase 1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (18%) [TC49800]26.32 1

gb|KG9B.102A23F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102A23, mRNA sequence [EB677535]2911.92 1



Unknown 17.09 1

gb|TT-36_F05 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644966]2784.75 1

tc|Rep: Chromosome undetermined scaffold_1021, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC55338]108.75 1

Unknown 107.33 1

tc|Rep: Chromosome chr1 scaffold_136, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC67093]81.63 1

gb|Nicotiana tabacum NtINV mRNA for invertase, partial cds [AB055500] 17845 1

gb|CHO_SL020xm13f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622808]334.47 1

gb|KP1B.103C08F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103C08, mRNA sequence [DV160405]70.6 1

Unknown 35.08 1

Unknown 1563.39 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC44421]106.87 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC50859]686.54 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC40342]489.26 1

Unknown 118.57 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC56013]227.49 1

Unknown 225 1

tc|Rep: Chromosome chr10 scaffold_138, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC46947]558.34 1

tc|Rep: Histone H3.2 - Encephalartos altensteinii (Altenstein's bread tree) (Cycad), complete [TC59320]25.5 1

Unknown 2862.37 1

Unknown 27.48 1

Unknown 20.73 1

gb|Nicotiana tabacum bZIP transcription factor (BZI-1) mRNA, complete cds [AY061648] 455.51 1

gb|KR3B.113A04F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.113A04, mRNA sequence [EB683600]102.98 1

gb|Nicotiana tabacum mRNA for hypothetical protein [AJ133502] 465.42 1

tc|Rep: Predicted protein - Chlamydomonas reinhardtii, partial (9%) [TC69281] 267.65 1

tc|Rep: Chromosome chr10 scaffold_312, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC74335]3755.07 1

Unknown 211.71 1

tc|Rep: Eukaryotic translation initiation factor eIF4E - Nicotiana tabacum (Common tobacco), complete [TC45041]268.65 1

gb|BP134733 MAT001 Nicotiana tabacum cDNA clone BY7163, mRNA sequence [BP134733]20.91 1

tc|Rep: H+-transporting two-sector ATPase, C (AC39) subunit - Medicago truncatula (Barrel medic), partial (45%) [TC49092]3276.36 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC54860]4040.26 1

Unknown 145.12 1

tc|Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (60%) [TC47488] 98.69 1

tc|Rep: Glutathione S-transferase - Capsicum annuum (Bell pepper), partial (85%) [TC54685]20.41 1



gb|TT-20_A05 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644264]23.91 1

gb|AGN_PNL223br1_a3.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG195555]80.69 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC40538]3075.27 1

tc|Rep: Ubiquitin carrier protein - Solanum tuberosum (Potato), complete [TC46310] 463.84 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC44294]377.14 1

Unknown 24.47 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, complete [TC53383] 22.44 1

gb|KN6B.102G12F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102G12, mRNA sequence [EB439032]3322.54 1

tc|Rep: Ubiquitin carboxyl-terminal hydrolase - Vitis vinifera (Grape), partial (7%) [TC61456]65.27 1

gb|TT-09_M01 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635995]242.7 1

gb|CHO_SL014xg01f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623306]397.92 1

gb|Nicotiana tabacum glutamate [AY123847] 138.82 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC64054]2758.1 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC61458]749.99 1

Unknown 88.33 1

gb|TT-39_O03 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643114]128.45 1

Unknown 1484.6 1

Unknown 118.03 1

tc|Rep: Bypass2 - Nicotiana benthamiana, complete [TC47299] 80.35 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC62719]3358.36 1

Unknown 586.89 1

Unknown 1254.93 1

gb|FS408454 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0021_3_F10 5', mRNA sequence [FS408454]258.1 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC69847]42.71 1

Unknown 29.78 1

gb|AGN_ELP006xn06f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137063]36.74 1

Unknown 40.14 1

gb|Nicotiana tabacum fatty acid hydroperoxide lyase mRNA, complete cds [DQ129870] 900.67 1

gb|KR2B.115K01F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115K01, mRNA sequence [EB447309]26.61 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC66883]53.39 1

tc|Rep: Chromosome chr14 scaffold_190, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC63561]30.96 1

Unknown 20.55 1

gb|KR3B.106G05F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106G05, mRNA sequence [DW003630]810.66 1

gb|KR2B.101B04F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.101B04, mRNA sequence [EB443661]2625.67 1



gb|AGN_RNC025xl24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157904]511.38 1

Unknown 90.68 1

gb|KP1B.108O07F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108O07, mRNA sequence [DV161692]135.01 1

Unknown 76.98 1

gb|KL4B.101I21F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101I21, mRNA sequence [DV999273]151.57 1

Unknown 20.77 1

Unknown 48.31 1

gb|Nicotiana tabacum clone PR26 mRNA sequence [AF154645] 47.97 1

gb|CHO_SL013xk01f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622168]891.12 1

Unknown 72.79 1

Unknown 1149.79 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC51712]2719.44 1

gb|KL4B.101I23F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101I23, mRNA sequence [DV999274]28.75 1

gb|KR3B.111N12F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111N12, mRNA sequence [EB683173]685.17 1

gb|KF8C.110J01F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110J01, mRNA sequence [EB427619]15026.65 1

Unknown 453.26 1

gb|KP1B.104N22F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104N22, mRNA sequence [DV161017]3420.21 1

gb|KG9B.002C21F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002C21, mRNA sequence [DV157903]22.92 1

gb|KR3B.108M01F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.108M01, mRNA sequence [DW004423]10834.85 1

gb|KN6B.102L11F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102L11, mRNA sequence [EB439146]3738.55 1

Unknown 34.73 1

tc|Rep: E-class P450, group I - Medicago truncatula (Barrel medic), partial (17%) [TC50914]90.39 1

gb|KR3B.112M13F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112M13, mRNA sequence [EB683516]540.08 1

Unknown 40.08 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC56480]182.67 1

gb|KF8C.101J09F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101J09, mRNA sequence [EB424813]937.13 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC49992]382.19 1

tc|Rep: ADP-ribosylation factor - Hyacinthus orientalis (Common hyacinth), partial (92%) [TC41004]44701.85 1

gb|CHO_SL027xa24f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621882]259.13 1

gb|KG9B.106H16F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106H16, mRNA sequence [EB679155]376.32 1

tc|Rep: Alpha-amylase precursor - Solanum tuberosum (Potato), complete [TC40594] 186.09 1

Unknown 31.69 1

gb|AM790664 seedling library, SL Nicotiana tabacum cDNA clone nt002250054, mRNA sequence [AM790664]31.98 1

gb|KL4B.102K23F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102K23, mRNA sequence [EB679945]29246.25 1



Unknown 21.41 1

gb|N.tabacum mRNA for acidic chitinase PR-P [X51426] 42.32 1

gb|Nicotiana tabacum geranylgeranylated protein NTGP2 mRNA, complete cds [U64923]1590.56 1

Unknown 34.86 1

Unknown 81.25 1

gb|KT7C.104P01F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104P01, mRNA sequence [EB449817]2990.07 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC76105]557.37 1

tc|Rep: UDP-glucuronic acid 4-epimerase - Zea mays (Maize), partial (53%) [TC48748] 6561.96 1

tc|Rep: Chromosome undetermined scaffold_254, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC50946]25.57 1

gb|KF8B.200H02F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200H02, mRNA sequence [EB428177]34814.55 1

Unknown 229.48 1

Unknown 518.49 1

gb|AGN_RNC026xj12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157348]53.95 1

gb|CHO_SL016xd16f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623811]23.95 1

Unknown 22.93 1

gb|KR3B.107E09F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.107E09, mRNA sequence [DW003929]414.16 1

gb|KL4B.102E02F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102E02, mRNA sequence [EB679789]27.62 1

gb|Nicotiana tabacum NtVDAC2 mRNA for voltage-dependent anion channel, complete cds [AB286177]237.73 1

Unknown 1153.33 1

gb|AM827545 seedling library, SL Nicotiana tabacum cDNA clone nt002038039, mRNA sequence [AM827545]26.39 1

gb|N.tabacum mRNA for alcohol dehydrogenase [X81853] 2766.67 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC53739]513.95 1

gb|KG9B.002A07F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002A07, mRNA sequence [DV157850]628.28 1

gb|AGN_PNL212cr1_e11.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG187755]37.75 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT12-2-230, cultivar Bright Yellow 2 [AJ717852]62.23 1

gb|KP1B.111A19F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.111A19, mRNA sequence [EB681947]25.08 1

tc|Rep: P18 - Solanum chacoense (Chaco potato), complete [TC54135] 212.19 1

Unknown 60.19 1

Unknown 907.11 1

gb|KF8C.106P09F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106P09, mRNA sequence [EB426734]491.19 1

gb|KL4B.103E19F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103E19, mRNA sequence [DV999531]25.39 1

gb|KN6B.104N20F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104N20, mRNA sequence [EB439929]135.25 1

gb|AM807444 seedling library, SL Nicotiana tabacum cDNA clone nt002277076, mRNA sequence [AM807444]25.04 1

tc|Rep: Light harvesting chlorophyll a/b-binding protein precursor - Nicotiana sylvestris (Wood tobacco), complete [TC40329]36.7 1



tc|Rep: WERBP-1 protein - Nicotiana tabacum (Common tobacco), partial (29%) [TC69189]791.84 1

tc|Rep: ER lumen protein retaining receptor - Vitis vinifera (Grape), partial (54%) [TC71191]1185.74 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC53379]73.08 1

Unknown 984.73 1

gb|CHO_SL023xa21f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623004]721.76 1

tc|Rep: Chromosome chr16 scaffold_94, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC57710]17.88 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC40854]25489.05 1

Unknown 67.3 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC55754]50.16 1

gb|AGN_RNC105xb24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG153827]21.88 1

tc|Rep: SGS3-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (32%) [TC65190]48.09 1

Unknown 169.53 1

Unknown 816.57 1

gb|Nicotiana tabacum NtP4H2.2 mRNA for type 2 proly 4-hydroxylase, complete cds [AB471927]1768.63 1

tc|Rep: Glycine-rich RNA-binding protein - Ricinus communis (Castor bean), partial (38%) [TC68991]732.68 1

Unknown 67.2 1

gb|KR2B.107K23F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.107K23, mRNA sequence [EB445287]462.88 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC42510]372.99 1

gb|KL4B.105N07F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105N07, mRNA sequence [DW000438]71.38 1

tc|Rep: Chromosome chr8 scaffold_41, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC73119]54.49 1

Unknown 1447.78 1

tc|Rep: Glucose-6-phosphate isomerase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (40%) [TC43107]498.73 1

gb|KN6B.101J14F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101J14, mRNA sequence [EB438743]268.94 1

tc|Rep: P40-like protein - Solanum tuberosum (Potato), partial (93%) [TC71777] 72.9 1

tc|Rep: Cysteine proteinase inhibitor - Petunia hybrida (Petunia), partial (86%) [TC40506]683.08 1

gb|KF8C.110N09F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110N09, mRNA sequence [EB427708]43238.75 1

tc|Rep: UDP-glucuronate 4-epimerase 5 - Arabidopsis thaliana (Mouse-ear cress), partial (37%) [TC58223]2440.37 1

Unknown 151.21 1

tc|Rep: DWARF1/DIMINUTO - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (77%) [TC45554]527.52 1

gb|TT-14_D11 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639066]56.39 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC53021]1546.57 1

Unknown 20.22 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC44172]580.3 1

tc|Rep: TPK1 - Nicotiana tabacum (Common tobacco), complete [TC64081] 74.63 1



tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC44404]109.09 1

gb|CHO_SL004xp09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616823]106.87 1

gb|KT7B.107I23F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107I23, mRNA sequence [EB448302]126.44 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC57756]141.35 1

Unknown 270.32 1

tc|Rep: Histone H4 - Tetraodon nigroviridis (Green puffer), partial (45%) [TC59268] 1741.64 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC62826]684.26 1

Unknown 67.6 1

gb|KP1B.107E12F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107E12, mRNA sequence [DV161159]48.46 1

Unknown 83.5 1

tc|Rep: Citrate synthase - Nicotiana tabacum (Common tobacco), partial (46%) [TC41657]11130.35 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC64941]110.77 1

tc|Rep: Predicted protein - Emericella nidulans (Aspergillus nidulans), partial (5%) [TC72641]102.06 1

gb|TT-20_A05 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644264]122.38 1

Unknown 1511.92 1

Unknown 466.91 1

Unknown 21.42 1

gb|AGN_RNC026xh22f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157342]24.33 1

gb|KG9B.003N01F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003N01, mRNA sequence [DV158504]179.09 1

gb|KT7C.106N02F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106N02, mRNA sequence [EB450465]249.42 1

gb|TT-41_E06 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643216]31.7 1

Unknown 20.66 1

gb|KL4B.102M10F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102M10, mRNA sequence [EB679979]19.13 1

Unknown 27.91 1

Unknown 103.52 1

tc|Rep: Ferredoxin--NADP reductase, root-type isozyme, chloroplast precursor - Nicotiana tabacum (Common tobacco), complete [TC51778]30.59 1

gb|AGN_RNC013xm11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164011]530.57 1

gb|KP1B.001I07F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001I07, mRNA sequence [DV162568]246.4 1

gb|20.2D01 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH665273]535.95 1

Unknown 442.47 1

tc|Rep: Glycine dehydrogenase [decarboxylating], mitochondrial precursor - Solanum tuberosum (Potato), partial (74%) [TC45791]14322.7 1

tc|Rep: Chromosome chr1 scaffold_166, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC52028]144.7 1

gb|AM786200 seedling library, SL Nicotiana tabacum cDNA clone nt002063089, mRNA sequence [AM786200]1362.71 1

tc|Rep: Decreased apical dominance protein - Petunia hybrida (Petunia), partial (47%) [TC43224]51.42 1



Unknown 54.56 1

tc|Rep: 50S ribosomal protein L27, chloroplast precursor - Nicotiana tabacum (Common tobacco), complete [TC48459]33.84 1

tc|Rep: Nuclear-localized RNA binding protein - Capsicum annuum (Bell pepper), partial (34%) [TC70639]35.33 1

Unknown 2376.78 1

gb|KG9B.106L01F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106L01, mRNA sequence [EB679234]212.35 1

gb|TOBESTR046E09 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625247]92.76 1

gb|KG9B.105L07F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105L07, mRNA sequence [EB678865]181.74 1

Unknown 21.13 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC74955]67.12 1

Unknown 29.24 1

Unknown 211.42 1

tc|Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC43239]104.67 1

gb|KP1B.109K19F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109K19, mRNA sequence [DV161952]523.91 1

Unknown 1090.87 1

Unknown 68.28 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC59538]97.65 1

gb|Nicotiana tabacum mRNA for hypothetical protein (c17 gene) [AJ966358] 17.89 1

Unknown 40.31 1

tc|Rep: Chromosome chr13 scaffold_74, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC46196]21.66 1

gb|KN6B.103M03F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103M03, mRNA sequence [EB439523]81.6 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC52757]882.85 1

tc|Rep: RWD domain-containing protein - Solanum tuberosum (Potato), partial (93%) [TC53034]19.65 1

gb|AGN_RNC114xj01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG150164]146.33 1

gb|TT-25_H03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637133]72.67 1

Unknown 262.01 1

tc|Rep: Pm27 protein - Prunus mume (Japanese flowering apricot), partial (57%) [TC54735]550.21 1

tc|Rep: Vacuolar ATP synthase 16 kDa proteolipid subunit - Nicotiana tabacum (Common tobacco), complete [TC44174]2678.67 1

tc|Rep: Polygalacturonase-like protein-like - Solanum tuberosum (Potato), partial (95%) [TC50403]202.23 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC76450]43.01 1

gb|KF8C.102C22F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102C22, mRNA sequence [EB425031]140413.5 1

gb|KR2B.108M01F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.108M01, mRNA sequence [EB445607]176.04 1

Unknown 27.24 1

Unknown 175.57 1

tc|Rep: Low temperature and salt responsive protein - Solanum tuberosum (Potato), complete [TC59490]1231.2 1



tc|Rep: 60S ribosomal protein L6 - Mesembryanthemum crystallinum (Common ice plant), partial (90%) [TC43324]107.2 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC47893]749.65 1

gb|AGN_RNC003xn20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG169948]24.78 1

gb|AGN_RPC007xp13f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147028]28.2 1

gb|KL4B.105P21F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105P21, mRNA sequence [DW000495]158.35 1

Unknown 42.73 1

tc|Rep: Ethylene-responsive element binding protein 5 - Nicotiana tabacum (Common tobacco), partial (98%) [TC44766]211.29 1

gb|TT-48_J10 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638464]416.61 1

tc|Rep: Enolase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (93%) [TC44462]259.22 1

Unknown 45.76 1

gb|TT-30_L15 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641422]41.13 1

tc|Rep: Glutamine synthetase - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), complete [TC40645]1679.35 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC59805]135.09 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC40538]882.02 1

tc|Rep: Nucleic acid binding protein - Brassica campestris (Field mustard), partial (70%) [TC49145]17.42 1

gb|CHO_SL022xi08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619820]213.9 1

gb|KF8C.110G08F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110G08, mRNA sequence [EB427561]367.2 1

Unknown 88.92 1

Unknown 29.41 1

gb|TT-15_O07 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636470]98.18 1

Unknown 140.19 1

gb|KL4B.105L10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105L10, mRNA sequence [DW000398]17074.6 1

tc|Rep: Chromosome undetermined scaffold_438, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC44087]107.5 1

Unknown 23.35 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC58625]95.79 1

Unknown 321.95 1

gb|AGN_RNC025xl24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157904]502.26 1

gb|TT-19_K15 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633777]5899.97 1

Unknown 12457 1

Unknown 69.29 1

gb|Nicotiana tabacum adenosine kinase isoform 2T mRNA, complete cds [AY695055] 11131.65 1

gb|KT7C.113M12F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.113M12, mRNA sequence [EB452191]1118.3 1

Unknown 22.7 1

Unknown 19.34 1



gb|KR2B.115B01F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115B01, mRNA sequence [EB447150]165.92 1

Unknown 18.6 1

gb|AGN_RNC108xf20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG152454]133.73 1

tc|Rep: AT5g19750/T29J13_170 - Arabidopsis thaliana (Mouse-ear cress), partial (38%) [TC45226]26.8 1

Unknown 19039.75 1

Unknown 891.54 1

Unknown 70.23 1

Unknown 25.42 1

gb|KT7C.112O16F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112O16, mRNA sequence [EB451916]105.66 1

Unknown 48.12 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC53818]69.32 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC42365]137.53 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC49078]652.67 1

gb|BP128651 MAT001 Nicotiana tabacum cDNA clone BY423, mRNA sequence [BP128651]222.5 1

Unknown 219.53 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC50120]505.05 1

gb|KP1B.109H15F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109H15, mRNA sequence [DV161884]241.97 1

Unknown 187.53 1

gb|N.tabacum NTP303 pollen specific mRNA [X61146] 61177.85 1

tc|Rep: Chromosome chr1 scaffold_135, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC63313]18.85 1

Unknown 20.01 1

Unknown 52.87 1

gb|KL4B.101K21F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101K21, mRNA sequence [DV999315]58.68 1

gb|KL4B.102G10F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102G10, mRNA sequence [EB679843]840.47 1

gb|KR2B.105H17F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.105H17, mRNA sequence [EB444939]82.02 1

Unknown 9962.55 1

tc|Rep: CDC5-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (10%) [TC48325]190.89 1

tc|Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC45351]84.93 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC53401]749.6 1

Unknown 22.16 1

gb|KF8C.106O11F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106O11, mRNA sequence [EB426714]27.78 1

Unknown 1580.43 1

Unknown 17959.2 1

Unknown 78.06 1



tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC55897]552.64 1

Unknown 177.19 1

tc|Rep: Delta-1-pyrroline-5-carboxylate synthetase (P5CS) [Includes: Glutamate 5-kinase  (Gamma-glutamyl kinase) (GK); Gamma-glutamyl phosphate reductase (GPR)  (Glutamate-5-semialdehyde dehydrogenase) (Glutamyl-gamma-semialdehyde dehydrogenase)] - Solanu2858 1

Unknown 38.95 1

gb|BP530158 MAT005 Nicotiana tabacum cDNA clone BY21148, mRNA sequence [BP530158]633.55 1

gb|KR3B.114C14F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.114C14, mRNA sequence [EB684021]64.45 1

tc|Rep: Chromosome chr13 scaffold_74, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC46421]131.37 1

gb|KN6B.103A01F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103A01, mRNA sequence [EB439249]641.62 1

gb|ntsm20 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643449]34.3 1

gb|KR3B.102K01F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.102K01, mRNA sequence [DW002335]234.99 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC48320]436.45 1

Unknown 28.81 1

gb|FS422353 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0059_4_F06 5', mRNA sequence [FS422353]1884.47 1

tc|Rep: MYB-CC type transfactor - Solanum tuberosum (Potato), partial (64%) [TC62680]208.95 1

gb|KF8B.202D12F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202D12, mRNA sequence [EB428754]31.23 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC76535]96.82 1

tc|Rep: Potyviral capsid protein interacting protein 1 - Nicotiana tabacum (Common tobacco), partial (28%) [TC71174]40.79 1

gb|TT-14_N07 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636378]81.12 1

Unknown 864.04 1

tc|Rep: Chromosome chr12 scaffold_103, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC48810]1837.41 1

gb|CHO_SL012xd11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618496]9560.95 1

tc|Rep: Fiber protein Fb2 - Gossypium barbadense (Sea-island cotton) (Egyptian cotton), partial (61%) [TC52442]262.91 1

gb|KN6B.109N09F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.109N09, mRNA sequence [EB441669]45.84 1

tc|Rep: Chromosome chr4 scaffold_373, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC60117]54.91 1

tc|Rep: DNA-directed RNA polymerase subunit beta'' - Nicotiana tomentosiformis (Tobacco), partial (9%) [TC71962]131.52 1

tc|Rep: F6A14.10 protein - Arabidopsis thaliana (Mouse-ear cress), partial (78%) [TC60192]20.74 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC45855]152.61 1

tc|Rep: binding - Arabidopsis thaliana, partial (72%) [TC49231] 27.31 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC58786]23.18 1

gb|KF8C.106P01F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106P01, mRNA sequence [EB426727]3365.9 1

tc|Rep: Glucose-6-phosphate isomerase - Solanum tuberosum (Potato), complete [TC42144]1217.02 1

tc|Rep: Chromosome chr15 scaffold_82, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC40871]28173.2 1

gb|KN6B.104I12F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104I12, mRNA sequence [EB439805]60.41 1

gb|TT-20_E11 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636756]1122.05 1



gb|KL4B.105L08F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105L08, mRNA sequence [DW000396]78.17 1

tc|Rep: Molecular chaperone Hsp90-2 - Nicotiana benthamiana, partial (35%) [TC45364]1111.44 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC54788]110.98 1

tc|Rep: Ubiquitin carrier protein - Vitis vinifera (Grape), partial (69%) [TC62639] 253.95 1

gb|AM793637 COL, cold overnight library Nicotiana tabacum cDNA clone nt006155027, mRNA sequence [AM793637]35.76 1

gb|KL4B.102P10F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102P10, mRNA sequence [EB680047]19.01 1

tc|Rep: Microtubule-associated protein MAP65-1a - Nicotiana tabacum (Common tobacco), partial (18%) [TC69809]29.43 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC48679]106.41 1

gb|KG9B.104J04F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104J04, mRNA sequence [EB678453]227.26 1

Unknown 67.35 1

gb|KT7C.106O09F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106O09, mRNA sequence [EB450495]32.65 1

gb|TOBESTR130D05 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG632147]539.41 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC43367]86.88 1

gb|Nicotiana tabacum NtbZIP60 mRNA for basic region leucine zipper protein, complete cds [AB281271]3006.53 1

gb|KF8B.100E16F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100E16, mRNA sequence [EB427846]43786.65 1

gb|Nicotiana tabacum mRNA for omega-3 fatty acid desaturase, complete cds [D79979]7905.51 1

gb|AGN_ELP025xl06f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139295]30.33 1

Unknown 267.07 1

tc|Rep: STY-L protein - Antirrhinum majus (Garden snapdragon), partial (40%) [TC53215] 51.74 1

Unknown 1136.24 1

tc|Rep: Adenylyl cyclase-associated protein - Vitis vinifera (Grape), partial (43%) [TC67044]28.74 1

gb|KF8C.102B07F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102B07, mRNA sequence [EB424993]951.32 1

tc|Rep: Ferrochelatase-2, chloroplast precursor - Hordeum vulgare (Barley), partial (48%) [TC47105]86.24 1

gb|TT-38_H12 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643022]50.46 1

Unknown 1125.08 1

Unknown 29.51 1

Unknown 37.31 1

Unknown 66.71 1

tc|Rep: RAN - Nicotiana sylvestris (Wood tobacco), complete [TC41527] 93 1

tc|Rep: Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone:K9D7 - Arabidopsis thaliana (Mouse-ear cress), partial (3%) [TC41706]111.8 1

Unknown 61.98 1

Unknown 182.84 1

gb|KF8C.103M15F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103M15, mRNA sequence [EB425604]55486.8 1

gb|KR2B.110D06F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110D06, mRNA sequence [EB446037]266.82 1



gb|BP529129 MAT001 Nicotiana tabacum cDNA clone BY14015, mRNA sequence [BP529129]42.41 1

tc|Rep: 28 kDa small subunit ribosomal protein - Capsicum annuum (Bell pepper), complete [TC61164]17.7 1

gb|Nicotiana tabacum partial mRNA for putative calcium dependent protein kinase (cdpk2 gene) [AJ549110]31.14 1

gb|CHO_SL003xl06f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH624379]377.01 1

Unknown 173 1

gb|KN6B.009L20F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009L20, mRNA sequence [EB438084]29.41 1

tc|Rep: Chitinase 134 - Nicotiana tabacum (Common tobacco), partial (98%) [TC70862] 36.28 1

gb|KN6B.113H03F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.113H03, mRNA sequence [EB442211]74.4 1

Unknown 97.37 1

Unknown 155.08 1

gb|KL4B.104M03F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104M03, mRNA sequence [DW000060]203.04 1

gb|KG9B.105H03F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105H03, mRNA sequence [EB678771]495.54 1

Unknown 48.53 1

tc|Rep: Serine hydroxymethyltransferase, mitochondrial precursor - Solanum tuberosum (Potato), partial (75%) [TC56702]3809.15 1

tc|Rep: Adenosylhomocysteinase - Nicotiana sylvestris (Wood tobacco), partial (57%) [TC43142]21791.1 1

gb|TL13.103C23F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.103C23, mRNA sequence [EB433468]60.88 1

gb|FSI_51 flooding-treated Nicotiana tabacum cDNA library Nicotiana tabacum cDNA, mRNA sequence [EV849919]259.08 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC41942]608.92 1

tc|Rep: Phytoene dehydrogenase-like protein - Oryza sativa subsp. japonica (Rice), partial (91%) [TC59501]128.89 1

gb|KF8C.109F12F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109F12, mRNA sequence [EB427201]46299 1

gb|AGN_RNC023xl07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158801]39.46 1

Unknown 244.74 1

tc|Rep: 28 kDa small subunit ribosomal protein - Capsicum annuum (Bell pepper), complete [TC58328]169.34 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC53250]29.15 1

Unknown 237.06 1

Unknown 1027.32 1

Unknown 48.63 1

gb|TT-41_K18 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638289]136.62 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC54374]25.69 1

tc|Rep: Elongation factor 1-gamma 2 - Oryza sativa subsp. japonica (Rice), partial (95%) [TC41327]330.77 1

gb|Nicotiana tabacum mRNA for vacuolar invertase (vi gene) [AJ305044] 84.96 1

Unknown 69.17 1

tc|Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC69161]22.46 1

gb|CHO_SL024xb11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622594]197.77 1



gb|KG9B.003H12F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003H12, mRNA sequence [DV158374]179.42 1

gb|KG9B.105I09F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105I09, mRNA sequence [EB678800]981.48 1

gb|KN6B.104H04F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104H04, mRNA sequence [EB439775]65.39 1

gb|CHO_SL015xh04f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618915]21.05 1

gb|KG9B.002B01F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002B01, mRNA sequence [DV157864]150.1 1

Unknown 21.13 1

gb|AM807789 COL, cold overnight library Nicotiana tabacum cDNA clone nt006056024, mRNA sequence [AM807789]57.75 1

Unknown 2112.25 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC50364]1503.63 1

gb|AM819791 seedling library, SL Nicotiana tabacum cDNA clone nt002152035, mRNA sequence [AM819791]327.55 1

gb|KF8C.101H12F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101H12, mRNA sequence [EB424771]18.19 1

tc|Rep: Chromosome chr12 scaffold_103, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC44392]151.71 1

gb|KG9B.102B16F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102B16, mRNA sequence [EB677552]72.73 1

gb|FS422353 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0059_4_F06 5', mRNA sequence [FS422353]2036.35 1

Unknown 4341.57 1

tc|Rep: Profilin - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC50042]2891.99 1

gb|KR2B.112B23F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.112B23, mRNA sequence [EB446595]30.49 1

gb|KG9B.102B10F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102B10, mRNA sequence [EB677546]222.4 1

gb|KT7C.110D02F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110D02, mRNA sequence [EB451306]146.35 1

gb|Nicotiana tabacum cDNA-AFLP fragment H-N_BC4M31-261 sequence [DQ460163] 22.43 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC42577]390.05 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC73131]266.59 1

gb|CHO_SL012xk03f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618371]3282.58 1

tc|Rep: DEAD-box ATP-dependent RNA helicase 53 - Oryza sativa subsp. japonica (Rice), partial (51%) [TC67305]35.5 1

tc|Rep: Plasma membrane proton ATPase 5 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (38%) [TC46985]32038.65 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC66919]236.74 1

gb|KL4B.104J20F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104J20, mRNA sequence [DW000005]127.81 1

gb|KR3B.109J15F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109J15, mRNA sequence [DW004740]572.55 1

gb|KF8C.101I13F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101I13, mRNA sequence [EB424796]1471.39 1

Unknown 23.75 1

Unknown 95.64 1

Unknown 259.49 1

gb|KP1B.108F23F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108F23, mRNA sequence [DV161522]144.06 1

Unknown 26.72 1



gb|KT7C.108F09F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108F09, mRNA sequence [EB450652]2602.06 1

Unknown 21.84 1

Unknown 10626.9 1

gb|KP1B.111B04F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.111B04, mRNA sequence [EB681955]600.83 1

gb|KT7B.100M10F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100M10, mRNA sequence [EB447664]32.75 1

gb|KF8B.100E17F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100E17, mRNA sequence [EB427847]529.76 1

tc|Rep: Chromosome chr16 scaffold_271, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC56970]1159.02 1

Unknown 29.37 1

Unknown 1021.36 1

Unknown 37.06 1

gb|KG9B.001H20F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001H20, mRNA sequence [DV157650]88.42 1

gb|KP1B.001O05F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001O05, mRNA sequence [DV162696]104.65 1

gb|KG9B.001G24F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001G24, mRNA sequence [DV157631]86.01 1

gb|AM838397 seedling library, SL Nicotiana tabacum cDNA clone nt002112049, mRNA sequence [AM838397]2209.66 1

Unknown 3116.78 1

tc|Rep: Chromosome chr10 scaffold_297, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC67086]221.05 1

gb|KN6B.107N03F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.107N03, mRNA sequence [EB440965]213.52 1

tc|Rep: CONSTANS interacting protein 2a - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (31%) [TC72073]5022.8 1

Unknown 60.96 1

gb|AGN_ELP014xd23f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134412]2932.4 1

gb|KL5B.111A10F.060117T7 KL5B Nicotiana tabacum cDNA clone KL5B.111A10, mRNA sequence [EB430886]2602.24 1

gb|KT7C.110C22F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110C22, mRNA sequence [EB451303]924.02 1

Unknown 202.65 1

tc|Rep: Protein kinase Pti1 - Glycine max (Soybean), partial (69%) [TC45973] 3030.78 1

Unknown 16.08 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT22-1-360, cultivar Bright Yellow 2 [AJ719171]84.35 1

gb|KN6B.105M18F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105M18, mRNA sequence [EB440264]24.81 1

gb|KR2B.108G23F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.108G23, mRNA sequence [EB445511]973.01 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC55621]58.25 1

tc|Rep: Mitochondrial import receptor subunit TOM7-1 - Solanum tuberosum (Potato), complete [TC70748]176.37 1

Unknown 68.19 1

gb|TL13.105M01F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.105M01, mRNA sequence [EB433985]122.57 1

gb|KG9B.003L11F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003L11, mRNA sequence [DV158468]39.8 1

gb|TOBESTR071C10 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG627369]270.21 1



Unknown 31.86 1

Unknown 399.37 1

gb|KG9B.105B16F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105B16, mRNA sequence [EB678643]35.05 1

Unknown 30.75 1

gb|KL4B.107A04F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107A04, mRNA sequence [EB680374]510.88 1

Unknown 24.9 1

gb|KN6B.104B18F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104B18, mRNA sequence [EB439650]36.15 1

tc|Rep: 6,7-dimethyl-8-ribityllumazine synthase - Nicotiana tabacum (Common tobacco), partial (81%) [TC45920]52.76 1

tc|Rep: Uncharacterized protein At2g43190.3 - Arabidopsis thaliana (Mouse-ear cress), partial (28%) [TC52207]269.05 1

gb|CHO_SL015xf10f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618908]72.89 1

tc|Rep: Chromosome undetermined scaffold_60, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC55995]48.38 1

Unknown 34.91 1

gb|KL4B.102B08F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102B08, mRNA sequence [EB679730]49.31 1

Unknown 2994.36 1

gb|KN6B.108C13F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.108C13, mRNA sequence [EB441079]45.88 1

gb|KL4B.100G09F.050922T7 KL4B Nicotiana tabacum cDNA clone KL4B.100G09, mRNA sequence [DV998879]470.92 1

tc|Rep: Cytochrome b561 - Citrullus lanatus (Watermelon) (Citrullus vulgaris), partial (94%) [TC44109]148.59 1

gb|TT-12_I21 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635177]144.61 1

Unknown 43.33 1

tc|Rep: Signal recognition particle receptor beta subunit-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (53%) [TC56525]68.65 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC55016]403.59 1

gb|KN6B.104I22F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104I22, mRNA sequence [EB439815]674.02 1

gb|AGN_PNL226df1_h12.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG198080]2940.04 1

gb|KL4B.105A02F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105A02, mRNA sequence [DW000151]50.78 1

gb|AGN_RNC018xi16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161364]100.78 1

Unknown 145.86 1

gb|KG9B.106H08F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106H08, mRNA sequence [EB679147]133.77 1

gb|CHO_SL008xh08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621143]217.74 1

gb|AM836818 seedling library, SL Nicotiana tabacum cDNA clone nt002035064, mRNA sequence [AM836818]540.93 1

gb|KN6B.102M01F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102M01, mRNA sequence [EB439159]40191.75 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC70440]63.49 1

tc|Rep: Non-intrinsic ABC protein - Nicotiana benthamiana, partial (30%) [TC71223] 107.5 1

Unknown 31.07 1

Unknown 23.83 1



tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC43603]1674.32 1

gb|KG9B.103F01F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103F01, mRNA sequence [EB677998]256.76 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC56054]21.52 1

tc|Rep: Ubiquitin-like protein SMT3 - Oryza sativa subsp. japonica (Rice), partial (87%) [TC56231]366.44 1

Unknown 28.19 1

gb|Nicotiana tabacum mRNA for protein kinase 1 (pk1 gene) [AJ608156] 211.79 1

tc|Rep: Endoplasmin homolog precursor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle), partial (14%) [TC54992]19.4 1

tc|Rep: 50S ribosomal protein L3, chloroplast precursor - Nicotiana tabacum (Common tobacco), partial (47%) [TC68988]18.58 1

tc|Rep: Chromosome chr4 scaffold_73, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC58561]91.16 1

tc|Rep: DEAD-box ATP-dependent RNA helicase 8 - Arabidopsis thaliana (Mouse-ear cress), partial (25%) [TC55369]126.12 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC55541]26.34 1

tc|Rep: Peptide deformylase, chloroplast precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC55510]25.64 1

gb|Nicotiana tabacum ethylene-responsive element binding protein 5 mRNA, complete cds [AY627865]532.45 1

tc|Rep: Allyl alcohol dehydrogenase - Nicotiana tabacum (Common tobacco), partial (36%) [TC68909]89.2 1

Unknown 6550.06 1

Unknown 22.59 1

tc|Rep: Ubiquitin carrier protein - Vitis vinifera (Grape), partial (88%) [TC66484] 103.71 1

Unknown 818.62 1

Unknown 619.26 1

gb|AGN_RPC003xd07f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG148134]58.17 1

tc|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (5%) [TC46992]753.43 1

gb|KT7C.105B24F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105B24, mRNA sequence [EB449886]1108.73 1

Unknown 118.66 1

tc|Rep: NRC1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (10%) [TC72378]35.5 1

gb|KG9B.004A05F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004A05, mRNA sequence [DV158578]95.25 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC52386]276.32 1

gb|KF8C.106P09F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106P09, mRNA sequence [EB426734]935.35 1

tc|Rep: GDP dissociation inhibitor 1-like - Solanum tuberosum (Potato), partial (41%) [TC55410]285.7 1

tc|Rep: Chromosome undetermined scaffold_252, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC56587]159.49 1

tc|Rep: Glutathione peroxidase - Vitis vinifera (Grape), complete [TC72413] 4089.54 1

Unknown 114.34 1

tc|Rep: 60S ribosomal protein L41 - Homo sapiens (Human), complete [TC69610] 219.89 1

gb|TT-15_P19 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644072]80.37 1

tc|Rep: Chromosome undetermined scaffold_768, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC48446]95.01 1



tc|Rep: 40S ribosomal protein S15-like - Solanum tuberosum (Potato), complete [TC44936]475.03 1

gb|KG9B.105G16F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105G16, mRNA sequence [EB678760]1185.41 1

Unknown 42.27 1

gb|Nicotiana tabacum inosine-5'-phosphate dehydrogenase (guaB) mRNA, partial cds [AY433959]50.4 1

Unknown 23.04 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC44666]121.91 1

gb|AM809865 DL, diurnal library Nicotiana tabacum cDNA clone nt005093022, mRNA sequence [AM809865]74.06 1

gb|TOBESTR014E12 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG622424]88.22 1

gb|TT-12_L04 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643894]67.09 1

gb|KG9B.102L17F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102L17, mRNA sequence [EB677787]446.89 1

tc|Rep: Phosphate/phosphoenolpyruvate translocator - Nicotiana tabacum (Common tobacco), partial (58%) [TC52185]51.74 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC50303]49809.75 1

tc|Rep: 26S protease regulatory subunit 6B homolog - Solanum tuberosum (Potato), partial (41%) [TC47095]178.11 1

Unknown 10302.3 1

tc|Rep: Protein translation factor SUI1 homolog - Sporobolus stapfianus (Ressurection grass), partial (97%) [TC76411]289.78 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC49227]422.98 1

tc|Rep: Autophagy-related protein 3 - Arabidopsis thaliana (Mouse-ear cress), partial (57%) [TC54446]25.34 1

gb|KF8C.102F16F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102F16, mRNA sequence [EB425092]240.43 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC56292]22.79 1

Unknown 45.48 1

gb|KG9B.105H03F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105H03, mRNA sequence [EB678771]1023.58 1

gb|Nicotiana tabacum CYI 1a mRNA, complete cds [AF019202] 54.44 1

tc|Rep: 2-oxoacid dehydrogenase family protein - Arabidopsis thaliana, partial (55%) [TC49101]58.06 1

tc|Rep: Chromosome chr16 scaffold_271, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC40794]1358.59 1

Unknown 71.2 1

Unknown 21.3 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC46235]97.82 1

Unknown 26.49 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC66933]24.26 1

Unknown 105.12 1

Unknown 81.4 1

Unknown 1359.37 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC52936]69.06 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC55217]199.89 1



Unknown 79.29 1

Unknown 2975.16 1

Unknown 2753.94 1

Unknown 116.71 1

tc|Rep: Chromosome undetermined scaffold_69, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC53711]10638.45 1

tc|Rep: ORF459 - Beta vulgaris subsp. vulgaris, partial (63%) [TC62558] 36.15 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC42334]32.22 1

tc|Rep: Proteasome subunit alpha type - Solanum tuberosum (Potato), partial (98%) [TC49215]66.22 1

gb|KF8C.105J14F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105J14, mRNA sequence [EB426249]2755.88 1

gb|Nicotiana tabacum mRNA for alpha-tubulin (tubA2 gene) [AJ421412] 49053.45 1

gb|N.tabacum mRNA for voltage-dependent chloride channel [X95576] 508.05 1

tc|Rep: Os11g0496400 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC67864]5187.91 1

gb|KF8C.109O04F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109O04, mRNA sequence [EB427385]6670.05 1

Unknown 1126.79 1

gb|AGN_ELP006xa11f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136761]63.88 1

gb|Nicotiana tabacum DNA topoisomerase II mRNA, complete cds [AY169238] 55.7 1

tc|Rep: Glutamate/malate translocator - Nicotiana tabacum (Common tobacco), complete [TC43717]92.82 1

Unknown 29.1 1

gb|TOBESTR046E09 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625247]82.1 1

gb|KF8C.102G18F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102G18, mRNA sequence [EB425115]54122 1

gb|TT-21_L02 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636850]133.83 1

Unknown 63.39 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC45484]471.62 1

gb|KF8C.109G06F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109G06, mRNA sequence [EB427218]25.62 1

gb|Nicotiana tabacum cDNA-AFLP fragment H-N_BT3M23-215 sequence [DQ460191] 55.43 1

gb|KR3B.001D06F.050815T7 KR3B Nicotiana tabacum cDNA clone KR3B.001D06, mRNA sequence [DW001454]222.37 1

tc|Rep: Hexose transporter 6 - Vitis vinifera (Grape), partial (50%) [TC56604] 143.11 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC65418]33.25 1

Unknown 8641.39 1

tc|MRARRHA M.racemosus (Zygomycetes) 25S ribosomal RNA gene, partial (9%) [TC71169]661.06 1

tc|Rep: RPN9 - Nicotiana benthamiana, partial (43%) [TC52004] 60.62 1

Unknown 47.19 1

Unknown 563 1

tc|Rep: Coatomer subunit epsilon-1 - Arabidopsis thaliana (Mouse-ear cress), partial (82%) [TC72381]744.61 1



tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC58999]630.38 1

Unknown 529.75 1

Unknown 53.87 1

gb|KR3B.110K20F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110K20, mRNA sequence [DW005137]30.11 1

gb|KP1B.107I22F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107I22, mRNA sequence [DV161257]1404.7 1

gb|TT-40_F21 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635358]76.87 1

tc|Rep: Chromosome undetermined scaffold_644, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC46431]261.56 1

Unknown 67.6 1

tc|Rep: Pyridoxal kinase - Solanum tuberosum (Potato), partial (33%) [TC65370] 196.96 1

gb|KN6B.104P14F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104P14, mRNA sequence [EB439968]31.31 1

gb|AGN_RNC011xk14r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG165288]40.36 1

gb|KR3B.105E09F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.105E09, mRNA sequence [DW003255]49.04 1

gb|Nicotiana tabacum mRNA for NtSar1 protein, complete cds [D87821] 11240.65 1

Unknown 30.78 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC51193]135.77 1

gb|AGN_PNL211df1_f11.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG187123]40.7 1

tc|Rep: Peptidyl-prolyl cis-trans isomerase 1 - Malus domestica (Apple) (Malus sylvestris), partial (97%) [TC53044]24 1

tc|Rep: Ribosomal protein L24E - Medicago truncatula (Barrel medic), complete [TC66413]384.43 1

gb|AM792691 DL, diurnal library Nicotiana tabacum cDNA clone nt005153020, mRNA sequence [AM792691]67.2 1

Unknown 20.43 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC41840]336.82 1

Unknown 207.28 1

gb|KT7B.107O17F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107O17, mRNA sequence [EB448428]2789.26 1

tc|Rep: Mitochondrial ribosomal protein S13 - Nicotiana tabacum (Common tobacco), complete [TC76984]95.96 1

gb|TOBESTR057D10 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG626184]159.73 1

tc|Rep: Chromosome chr4 scaffold_443, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC52710]73.78 1

Unknown 46.81 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC54790]104.57 1

tc|Rep: F3O9.16 - Arabidopsis thaliana (Mouse-ear cress), partial (48%) [TC63404] 379.84 1

tc|Rep: Sulfite reductase - Nicotiana tabacum (Common tobacco), partial (16%) [TC53946]3387.09 1

Unknown 230.26 1

gb|AGN_RPC015xj05f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144580]31.91 1

gb|TT-05_N04 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640697]44.55 1

tc|Rep: Alpha-tubulin - Nicotiana tabacum (Common tobacco), complete [TC41070] 42134.85 1



tc|Rep: RNA-binding protein RZ-1 - Nicotiana sylvestris (Wood tobacco), complete [TC41002]964.07 1

gb|KF8C.101J22F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101J22, mRNA sequence [EB424826]383.11 1

tc|Rep: Ferric-chelate reductase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (12%) [TC44212]28.15 1

Unknown 18041.45 1

tc|Rep: Ribosomal protein S6-like protein - Solanum tuberosum (Potato), complete [TC40247]223.13 1

gb|Nicotiana tabacum TORK1 mRNA for potassium channel TORK1, complete cds [AB196792]29.86 1

gb|AGN_RNC005xe12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG168503]49.39 1

Unknown 519.93 1

gb|CHO_SL004xl02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616876]43.75 1

gb|AGN_RNC012xp06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164975]377.79 1

Unknown 118.78 1

gb|AGN_RNC129xb18r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG171937]25.93 1

Unknown 88.2 1

Unknown 48.75 1

gb|KF8B.202J14F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202J14, mRNA sequence [EB428883]1482.54 1

gb|Nicotiana tabacum  mRNA, complete cds, 1290 bp sequence [AB024511] 511.84 1

gb|AGN_ELP022xg17f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139988]35.45 1

gb|KP1B.102P01F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102P01, mRNA sequence [DV160333]24.85 1

Unknown 134.39 1

gb|BL12.101D20F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.101D20, mRNA sequence [EB436402]29.65 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC52702]29.07 1

Unknown 24.35 1

gb|KR3B.107D17F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.107D17, mRNA sequence [DW003915]32.12 1

tc|Rep: 60S ribosomal protein L7A-like protein - Solanum tuberosum (Potato), complete [TC70741]30.66 1

gb|AGN_RNC024xc18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158081]6535.26 1

tc|Rep: Vacuolar H(+)-ATPase subunit B - Suaeda salsa (Seepweed) (Chenopodium salsum), partial (56%) [TC46446]303.81 1

gb|TT-11_H13 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643824]1132.91 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC57883]195.21 1

gb|N.tabacum Nthsp70 mRNA for heat shock protein 70 [X63106] 33.73 1

gb|AGN_RPC005xl10f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147699]19.98 1

gb|KL4B.111A04F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111A04, mRNA sequence [EB680661]35.42 1

Unknown 181.12 1

gb|KG9B.105B20F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105B20, mRNA sequence [EB678646]1901.48 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC60406]29.57 1



tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC56987]44.26 1

gb|CHO_SL028xk23f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621249]473.62 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC45035]563.58 1

Unknown 203.74 1

gb|KG9B.001G15F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001G15, mRNA sequence [DV157622]1844.69 1

Unknown 1921.39 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC70383]179.6 1

Unknown 21.61 1

tc|Rep: Ubiquitin-conjugating enzyme E2-17 kDa - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC46172]1271.08 1

tc|Rep: Chromosome chr8 scaffold_99, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC74021]25.82 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC42205]82.24 1

Unknown 2496.86 1

gb|Tobacco (N.tabacum) GapA mRNA encoding A-subunit of chloroplast glyceradehyde-3-phosphate dehydrogenase [M14417]21.25 1

Unknown 379.77 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC70191]83.54 1

Unknown 135.62 1

Unknown 32.46 1

gb|TT-36_B15 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637879]81.35 1

gb|AGN_RPC006xp21f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147325]155.65 1

gb|Nicotiana tabacum kinesin-like protein (tck1) mRNA, complete cds [U52078] 112.48 1

gb|KL4B.103C22F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103C22, mRNA sequence [DV999492]54.39 1

gb|FS382718 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0028_3_G02 5', mRNA sequence [FS382718]91.71 1

tc|Rep: Formate--tetrahydrofolate ligase - Spinacia oleracea (Spinach), partial (25%) [TC45841]147.65 1

gb|KG9B.107B23F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107B23, mRNA sequence [EB679392]87.8 1

gb|TT-04_H10 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643465]24.86 1

Unknown 56.81 1

gb|BP528671 MAT001 Nicotiana tabacum cDNA clone BY13532, mRNA sequence [BP528671]143.46 1

gb|AGN_RNC020xb11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160313]18.14 1

Unknown 22.84 1

gb|Nicotiana tabacum mRNA for putative reductase (MC118 gene) [AM851011] 44.77 1

tc|Rep: Brain and reproductive organ-expressed protein-like - Arabidopsis thaliana (Mouse-ear cress), partial (19%) [TC64598]23.58 1

gb|AGN_RNC107xa04r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG152714]18.71 1

tc|Rep: Thioredoxin peroxidase - Nicotiana tabacum (Common tobacco), partial (85%) [TC41007]44.05 1

tc|Rep: 40S ribosomal protein S12 - Vitis vinifera (Grape), partial (96%) [TC67348] 31.34 1



gb|EST_FLW002xp07f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615699]32.74 1

tc|Rep: Ci21A protein - Solanum tuberosum (Potato), partial (94%) [TC69256] 346.69 1

Unknown 951.46 1

gb|TT-31_J19 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641465]26.46 1

Unknown 62.62 1

tc|Rep: ATP:citrate lyase - Capsicum annuum (Bell pepper), partial (76%) [TC45257] 31.66 1

tc|Rep: Triosephosphate isomerase, chloroplast precursor - Fragaria ananassa (Strawberry), partial (91%) [TC45320]3973.99 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC50640]158.18 1

tc|Rep: Chromosome undetermined scaffold_1331, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC48653]203.78 1

Unknown 159.79 1

Unknown 103.78 1

Unknown 150.51 1

Unknown 897.25 1

gb|TT-05_M07 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643534]143.74 1

gb|FS409145 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0023_3_D10 5', mRNA sequence [FS409145]21.19 1

gb|AM840564 seedling library, SL Nicotiana tabacum cDNA clone nt002013085, mRNA sequence [AM840564]162.77 1

gb|KG9B.105O22F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105O22, mRNA sequence [EB678951]3338 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC49307]27.74 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (4%) [TC55057]70.83 1

Unknown 545.72 1

Unknown 502.67 1

gb|KR3B.110K16F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110K16, mRNA sequence [DW005133]37.7 1

gb|TT-27_D09 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634827]370.55 1

Unknown 53.94 1

gb|KP1B.107G01F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107G01, mRNA sequence [DV161194]91.48 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC54830]58.89 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC46315]189.36 1

gb|KP1B.108G24F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108G24, mRNA sequence [DV161541]2623.76 1

tc|Rep: Lactoylglutathione lyase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (44%) [TC68939]507.08 1

tc|Rep: DNA-directed RNA polymerase IIb - Nicotiana tabacum (Common tobacco), partial (85%) [TC75693]57.55 1

gb|AGN_RNC116xg16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148938]18.57 1

Unknown 497.48 1

Unknown 24.93 1

tc|Rep: 40S ribosomal protein S23 - Fragaria ananassa (Strawberry), complete [TC56773]113.96 1



Unknown 85.84 1

gb|KR3B.105C01F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.105C01, mRNA sequence [DW003203]522.39 1

gb|AM780197 seedling library, SL Nicotiana tabacum cDNA clone nt002317013, mRNA sequence [AM780197]54.5 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC75346]204.86 1

tc|Rep: Spermidine synthase 1 - Datura stramonium (Jimsonweed) (Common thornapple), complete [TC66119]942.64 1

Unknown 75.78 1

tc|Rep: Class II small heat shock protein Le-HSP17.6 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (94%) [TC55582]180.97 1

gb|CHO_SL028xe24f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621296]35.23 1

gb|KF8C.103J18F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103J18, mRNA sequence [EB425537]2709.88 1

gb|KP1B.108G15F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108G15, mRNA sequence [DV161533]35.68 1

tc|Rep: Genomic DNA, chromosome 5, TAC clone:K2A18 - Arabidopsis thaliana (Mouse-ear cress), partial (5%) [TC77117]203.85 1

Unknown 59.11 1

gb|AGN_RNC017xd14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG162155]2925.97 1

gb|ntsm10 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643439]177.11 1

Unknown 8875.84 1

tc|Rep: AT3g42050/F4M19_10 - Arabidopsis thaliana (Mouse-ear cress), complete [TC57493]212.63 1

Unknown 140.73 1

Unknown 247.76 1

gb|KG9B.002E03F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002E03, mRNA sequence [DV157933]1171.93 1

gb|TT-36_P10 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637949]109.87 1

Unknown 63.44 1

tc|Rep: Chromosome chr15 scaffold_82, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC73491]63.32 1

Unknown 86.33 1

gb|KL4B.112M07F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112M07, mRNA sequence [EB681224]167.77 1

gb|AGN_PNL226bf1_d6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG197665]33.82 1

Unknown 234.18 1

Unknown 28.54 1

gb|AM794263 COL, cold overnight library Nicotiana tabacum cDNA clone nt006206042, mRNA sequence [AM794263]97.5 1

Unknown 996.31 1

Unknown 27.65 1

gb|KG9B.102E19F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102E19, mRNA sequence [EB677626]100.65 1

Unknown 378.03 1

gb|Nicotiana tabacum mRNA for gamma tubulin (gtub gene) [AJ278739] 35.53 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (25%) [TC69311]207.17 1



Unknown 183.15 1

tc|Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC49680]167.66 1

Unknown 27.44 1

gb|CHO_SL002xi14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620311]431.24 1

gb|TT-06_M07 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643574]69.28 1

Unknown 284.49 1

gb|TOBESTR120F08 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG631576]168.21 1

tc|Rep: Phosphoenolpyruvate carboxylase - Nicotiana sylvestris (Wood tobacco), partial (24%) [TC72819]98.14 1

Unknown 23.04 1

gb|CHO_SL015xj07f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618843]120.75 1

gb|KR3B.112M13F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112M13, mRNA sequence [EB683516]250.77 1

gb|TT-06_A07 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635699]54.98 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC75704]29.94 1

Unknown 40.57 1

tc|Rep: Chromosome undetermined scaffold_114, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC43589]50.54 1

Unknown 21.59 1

gb|KF8C.104G19F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104G19, mRNA sequence [EB425832]1650.45 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC54368]4138.79 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC51220]232.51 1

gb|AGN_ELP012xa10f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134864]27.96 1

Unknown 23.76 1

Unknown 49.47 1

gb|Nicotiana tabacum cultivar Samsun respiratory burst oxidase protein mRNA, partial cds [DQ218337]536.31 1

gb|KF8C.110N22F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110N22, mRNA sequence [EB427721]75.81 1

Unknown 548.8 1

gb|TT-12_O24 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639010]640.37 1

Unknown 2539.65 1

tc|Rep: Chromosome chr10 scaffold_43, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC64972]1083.94 1

Unknown 136.42 1

tc|Rep: B2-type cyclin dependent kinase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (83%) [TC55095]100.1 1

gb|KR3B.105H05F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.105H05, mRNA sequence [DW003320]3969.89 1

tc|Rep: Pyruvate decarboxylase - Solanum tuberosum (Potato), complete [TC48760] 22.03 1

gb|AGN_RNC009xg01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG166170]904.6 1

Unknown 5812.16 1



gb|KG9B.101D11F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101D11, mRNA sequence [EB677243]816.06 1

gb|KT7B.107P18F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107P18, mRNA sequence [EB448450]30.59 1

gb|KR2B.115F20F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115F20, mRNA sequence [EB447231]49.13 1

tc|Rep: AT4g05320/C17L7_240 - Arabidopsis thaliana (Mouse-ear cress), partial (98%) [TC51280]3951.3 1

gb|AGN_ELP010xd20f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135742]113.72 1

gb|KR2B.102E02F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.102E02, mRNA sequence [EB444005]46.3 1

gb|TT-03_F07 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635097]184.36 1

Unknown 515.19 1

tc|Rep: Arginine decarboxylase 1 - Nicotiana tabacum (Common tobacco), partial (27%) [TC73325]3581.77 1

Unknown 32.95 1

tc|Rep: AGAP000318-PA - Anopheles gambiae str. PEST, partial (9%) [TC72511] 71.02 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC49320]100.25 1

gb|KT7C.104G18F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104G18, mRNA sequence [EB449640]1433.18 1

tc|Rep: CDPK-like protein - Solanum tuberosum (Potato), partial (77%) [TC63214] 22.97 1

tc|Rep: 1,4-alpha-glucan-maltohydrolase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (31%) [TC55688]255.07 1

gb|KP1B.108I18F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108I18, mRNA sequence [DV161576]57.28 1

gb|AGN_ELP019xm04f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG132790]79.8 1

Unknown 38.28 1

Unknown 28.7 1

tc|Rep: Xaa-Pro aminopeptidase 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (21%) [TC64098]1101.58 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC63413]1896.5 1

Unknown 22.76 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC51571]1024.18 1

gb|N.tabacum mRNA for transformer-SR ribonucleoprotein [Y09506] 396.31 1

Unknown 1048.33 1

Unknown 1504.87 1

tc|Rep: Chromosome chr19 scaffold_35, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC75884]138.65 1

gb|AM806329 seedling library, SL Nicotiana tabacum cDNA clone nt002240007, mRNA sequence [AM806329]33.72 1

gb|KG9B.101O02F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101O02, mRNA sequence [EB677472]2852.49 1

gb|AGN_RNC023xe15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158493]32.37 1

tc|Rep: Ubiquitin carboxyl-terminal hydrolase - Vitis vinifera (Grape), partial (23%) [TC65711]202.9 1

gb|AGN_RNC005xf04f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG168780]870.66 1

gb|TT-07_G15 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633958]65.66 1

Unknown 105.76 1



gb|Nicotiana tabacum putative chloroplast thiazole biosynthetic protein (ThiI) mRNA, complete cds; nuclear gene for chloroplast product [AY220080]41.86 1

tc|Rep: Chromosome chr12 scaffold_38, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC44355]257.53 1

gb|Nicotiana tabacum heterotrimeric GTP-binding protein subunit beta 1 mRNA, complete cds [AF249743]41.4 1

gb|AB257509 MAT001 Nicotiana tabacum cDNA clone BY4861 similar to KED, mRNA sequence [AB257509]181.74 1

gb|Nicotiana tabacum cyclin-dependent kinase B1-2 (CdkB1-2) mRNA, complete cds [AF289466]18.59 1

gb|KT7B.100M14F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100M14, mRNA sequence [EB447668]522.19 1

tc|Rep: Chromosome chr2 scaffold_112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC56148]222.25 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC44713]509.47 1

tc|Rep: T23O15.3/T23O15.3 - Arabidopsis thaliana (Mouse-ear cress), partial (33%) [TC48065]1568.58 1

tc|Rep: Endomembrane protein EMP70 precusor isolog; 68664-64364 - Arabidopsis thaliana (Mouse-ear cress), partial (14%) [TC69127]4462.03 1

gb|CHO_SL007xb23f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620721]1559.08 1

tc|Rep: Silicatein - Halichondria okadai (Marine sponge), partial (15%) [TC67373] 240.52 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC66115]4995.82 1

tc|Rep: Chromosome undetermined scaffold_147, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC72236]478.89 1

Unknown 56.47 1

tc|Rep: Aspartic proteinase precursor - Cucurbita pepo (Vegetable marrow) (Summer squash), partial (35%) [TC56388]19285.8 1

gb|Nicotiana tabacum anther-specific myb-related protein 2 (mybAS2) mRNA, complete cds [AF198498]1099.82 1

Unknown 284.28 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC45433]750.32 1

Unknown 19.84 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC62590]1521.83 1

gb|KL4B.103I18F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103I18, mRNA sequence [DV999621]38969.75 1

gb|AGN_RNC008xk13f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG166736]100.4 1

gb|KL4B.100C09F.050922T7 KL4B Nicotiana tabacum cDNA clone KL4B.100C09, mRNA sequence [DV998765]21098.3 1

gb|CB_NPSSHcDNA_26 CB_NPSSHcDNA Library Nicotiana tabacum cDNA clone NP26, mRNA sequence [GH986496]621.57 1

Unknown 19.92 1

tc|Rep: Cytochrome b5 - Nicotiana tabacum (Common tobacco), complete [TC72059] 4758.8 1

gb|BP534328 MAT005 Nicotiana tabacum cDNA clone BY32285, mRNA sequence [BP534328]34.03 1

Unknown 41.5 1

gb|TT-06_I16 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640747]58.38 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC56660]3374.37 1

gb|KG9B.004E04F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004E04, mRNA sequence [DV158664]153.2 1

Unknown 22.21 1

Unknown 291.98 1



Unknown 336.15 1

tc|Rep: Aspartate aminotransferase - Vitis vinifera (Grape), partial (97%) [TC43521] 151.31 1

Unknown 61.05 1

gb|KF8C.104F20F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104F20, mRNA sequence [EB425810]37007.2 1

Unknown 23.97 1

Unknown 2774.29 1

gb|KR3B.109F13F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109F13, mRNA sequence [DW004644]59.5 1

tc|Rep: Fumarylacetoacetase - Medicago truncatula (Barrel medic), partial (55%) [TC41896] 31 1

gb|KL4B.102A12F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102A12, mRNA sequence [EB679710]243.01 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC68292]590.91 1

Unknown 93.94 1

tc|Rep: BTF3 - Nicotiana benthamiana, complete [TC68489] 32.49 1

Unknown 21.59 1

Unknown 25.08 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC41396]20.47 1

Unknown 70.82 1

Unknown 87 1

gb|KT7C.110F03F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110F03, mRNA sequence [EB451352]225.57 1

gb|TT-40_K09 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643166]291.93 1

gb|KT7B.103H05F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.103H05, mRNA sequence [EB447902]38.49 1

gb|BL12.001C03F.060117T7 BL12 Nicotiana tabacum cDNA clone BL12.001C03, mRNA sequence [EB437617]82.01 1

tc|Rep: DCK/dGK-like deoxyribonucleoside kinase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (55%) [TC59649]28.72 1

tc|Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC47215]136.77 1

Unknown 105.69 1

gb|AGN_RPC015xi03f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144415]91.99 1

gb|AGN_PNL210af1_f11.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG185842]68.69 1

gb|CHO_SL013xg13f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622151] 184 1

gb|TT-06_N13 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643580]422.6 1

Unknown 50.64 1

gb|Nicotiana tabacum mRNA for mitochondrial 2-oxoglutarate [AJ299250] 1576.9 1

Unknown 27.35 1

tc|Rep: Ubiquitin carrier protein - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), complete [TC46139]1392.25 1

tc|Rep: Chromosome chr5 scaffold_124, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC58989]35.33 1

gb|KG9B.105I20F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105I20, mRNA sequence [EB678811]25.84 1



Unknown 31.38 1

gb|CHO_SL022xp22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619964]95.88 1

gb|KL4B.111M23F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111M23, mRNA sequence [EB680934]22.2 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC52516]8258.06 1

Unknown 19.43 1

gb|AGN_RNC211xb13f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155210]224.94 1

Unknown 62.26 1

gb|KP1B.113A16F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.113A16, mRNA sequence [EB682574]251.52 1

tc|Rep: Water channel protein - Nicotiana excelsior, complete [TC40274] 26.16 1

tc|Rep: Eukaryotic translation initiation factor 5A-1/2 - Solanum tuberosum (Potato), complete [TC46450]1883.66 1

Unknown 22.66 1

tc|Rep: Ubiquitin fusion-degradation protein-like - Solanum tuberosum (Potato), partial (94%) [TC53385]24.97 1

Unknown 2950.81 1

Unknown 254.46 1

Unknown 2638.24 1

Unknown 557.39 1

Unknown 490.63 1

tc|Rep: Elongation factor EF-2 - Arabidopsis thaliana (Mouse-ear cress), partial (27%) [TC46656]273.44 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC43541]2632.13 1

tc|Rep: ABC transporter - Populus tremula x Populus tremuloides, partial (42%) [TC44632] 20.5 1

gb|KG9B.104F17F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104F17, mRNA sequence [EB678380]34.54 1

tc|Rep: Glutaredoxin - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC58761]289.3 1

tc|Rep: Chromosome chr18 scaffold_24, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC58562]43.39 1

gb|Nicotiana tabacum SR1 Nt-rab11a mRNA, complete cds [L29271] 744.16 1

gb|KP1B.103C06F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103C06, mRNA sequence [DV160403]1570.6 1

gb|KT7C.105D06F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105D06, mRNA sequence [EB449916]89.63 1

gb|KG9B.107P08F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107P08, mRNA sequence [EB679684]145.94 1

tc|Rep: Histone H2B-like protein - Solanum tuberosum (Potato), partial (98%) [TC53403]393.87 1

gb|AGN_RNC002xm03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG170078]24.82 1

Unknown 56.45 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC73959]80.7 1

gb|AGN_ELP015xh06f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134195]19.08 1

tc|Rep: Ras-related protein RAB8-4 - Nicotiana tabacum (Common tobacco), complete [TC40444]467.35 1

Unknown 20.66 1



Unknown 21.64 1

gb|AGN_PNL231af1_b2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG201107]22535.75 1

Unknown 678.1 1

Unknown 379.91 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC55680]2388.94 1

Unknown 61.97 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC54022]50.33 1

gb|TT-08_O04 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635924]350.05 1

gb|KR3B.110K10F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110K10, mRNA sequence [DW005127]85.27 1

gb|KF8C.110H13F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110H13, mRNA sequence [EB427587]26.39 1

gb|AM779996 seedling library, SL Nicotiana tabacum cDNA clone nt002097061, mRNA sequence [AM779996]150.9 1

gb|AGN_RPC017xd20f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144055]47.74 1

tc|Rep: NRC1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (15%) [TC43602]26.51 1

Unknown 21.55 1

Unknown 505.27 1

tc|Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC74953]112.19 1

Unknown 23 1

gb|AM835066 seedling library, SL Nicotiana tabacum cDNA clone nt002084073, mRNA sequence [AM835066]94.21 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC56217]216.76 1

gb|KR3B.106M07F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106M07, mRNA sequence [DW003761]500.86 1

gb|KG9B.102O14F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102O14, mRNA sequence [EB677852]859.35 1

gb|KG9B.103F12F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103F12, mRNA sequence [EB678009]165.62 1

gb|KN6B.101L22F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101L22, mRNA sequence [EB438793]740.92 1

tc|Rep: NADPH-dependent mannose 6-phosphate reductase - Orobanche ramosa (Hemp broomrape), complete [TC42617]50.93 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC50755]466.78 1

tc|Rep: Ozone-responsive stress-related protein-like - Oryza sativa subsp. japonica (Rice), partial (94%) [TC69833]640.05 1

gb|KL4B.101L06F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101L06, mRNA sequence [DV999323]7793.21 1

gb|KL4B.101J12F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101J12, mRNA sequence [DV999286]386.13 1

tc|Rep: Chromosome chr4 scaffold_333, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC49034]28.09 1

gb|KR3B.101A04F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101A04, mRNA sequence [DW001749]126.24 1

gb|12.2A02 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH664552]4644.71 1

gb|TL13.106E17F.060315T7 TL13 Nicotiana tabacum cDNA clone TL13.106E17, mRNA sequence [EB434170]605.72 1

gb|Nicotiana tabacum mRNA for hypothetical protein (mc304 gene) [AJ966361] 1758.98 1

Unknown 43.83 1



Unknown 46.54 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC48009]119.87 1

Unknown 27.14 1

tc|Rep: Ubiquitin carrier protein - Solanum tuberosum (Potato), partial (98%) [TC41704] 25.57 1

Unknown 95.41 1

gb|AGN_RNC029xh08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG156321]94.09 1

gb|TT-08_I07 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640840]63.12 1

tc|Rep: Low molecular weight heat-shock protein - Nicotiana tabacum (Common tobacco), complete [TC50563]27.36 1

Unknown 1124.47 1

tc|Rep: UDP-N-acetylmuramoyl-tripeptide--D-alanyl-D-alanine ligase - Brucella suis ATCC 23445, partial (4%) [TC76366]84.99 1

gb|KF8C.102A04F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102A04, mRNA sequence [EB424967]758.26 1

gb|N.tabacum mRNA for ras-related GTP-binding protein [X72212] 2232.78 1

gb|TL13.101P14F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.101P14, mRNA sequence [EB433061]99.38 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC45293]47.77 1

gb|AM840678 seedling library, SL Nicotiana tabacum cDNA clone nt002181068, mRNA sequence [AM840678]23.09 1

Unknown 151.2 1

gb|AGN_RNC017xd21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG162032]458.29 1

gb|Nicotiana tabacum cytosolic aconitase (ACO) mRNA, complete cds [AF194945] 19.04 1

Unknown 284.9 1

gb|KG9B.106K08F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106K08, mRNA sequence [EB679218]61 1

tc|Rep: Heat shock protein 70-3 - Nicotiana tabacum (Common tobacco), partial (37%) [TC47882]765.14 1

gb|Nicotiana tabacum mRNA for NAD-dependent isocitrate dehydrogenase, clone pnadidh-b [Y14432]491.87 1

gb|30G03 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH666157]844.18 1

gb|AGN_RNC116xe09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148784]260.45 1

gb|CHO_SL025xj11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621684]512.05 1

Unknown 36.68 1

Unknown 32.38 1

gb|KL4B.103D12F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103D12, mRNA sequence [DV999505]76.04 1

gb|BP535201 MAT005 Nicotiana tabacum cDNA clone BY35035, mRNA sequence [BP535201]793.94 1

tc|Rep: HyPRP2 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), partial (92%) [TC45850]18.75 1

gb|TT-07_D03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635797]134.43 1

Unknown 85.45 1

gb|KF8B.201H23F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201H23, mRNA sequence [EB428507]20.78 1

gb|AM818672 DL, diurnal library Nicotiana tabacum cDNA clone nt005209092, mRNA sequence [AM818672]49.49 1



tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC50513]40.04 1

gb|3H05 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH663872]89.55 1

Unknown 18 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC40620]137.89 1

tc|Rep: Mitochondrial small heat shock protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (94%) [TC42536]833.07 1

tc|Rep: Pyruvate kinase - Vitis vinifera (Grape), partial (19%) [TC70531] 3312.58 1

Unknown 26.42 1

gb|TOBESTR023C01 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG623196]370.45 1

Unknown 87.22 1

Unknown 118.82 1

tc|Rep: TCTR2 protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (8%) [TC68027]184.16 1

tc|Rep: 60S ribosomal protein L35 - Euphorbia esula (Leafy spurge), complete [TC54786] 169.5 1

gb|TT-20_O05 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644307]522.68 1

Unknown 139.79 1

Unknown 548.9 1

tc|Rep: Chromosome undetermined scaffold_533, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC40264]131.01 1

tc|Rep: ZTL - Ipomoea nil (Japanese morning glory) (Pharbitis nil), partial (96%) [TC47763]270.93 1

gb|TT-11_N02 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636154]450.79 1

gb|KN6B.100O15F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100O15, mRNA sequence [EB438484]80.16 1

gb|KL4B.106B16F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106B16, mRNA sequence [EB680094]55.78 1

tc|Rep: Chromosome undetermined scaffold_363, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC49946]2253.42 1

tc|Rep: Uncharacterized protein At1g73350.2 - Arabidopsis thaliana (Mouse-ear cress), partial (68%) [TC64107]42.38 1

Unknown 44.23 1

gb|AGN_PNL222df1_e5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG195144]3099.98 1

tc|Rep: Chromosome chr5 scaffold_156, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC51501]24180.15 1

Unknown 952.84 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC55067]58.2 1

gb|AGN_RNC023xi12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158652]25.75 1

Unknown 40.27 1

gb|KF8C.108O20F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108O20, mRNA sequence [EB427062]93.43 1

Unknown 21.23 1

tc|Rep: Nt-rab7c protein - Nicotiana tabacum (Common tobacco), partial (97%) [TC43801]160.84 1

tc|Rep: 26S proteasome regulatory particle non-ATPase subunit5 - Oryza sativa subsp. japonica (Rice), partial (63%) [TC47848]743.97 1

tc|Rep: Tuber-specific protein - Capsicum annuum (Bell pepper), partial (37%) [TC43267] 46.26 1



gb|KG9B.102G16F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102G16, mRNA sequence [EB677671]1888.05 1

gb|TT-07_D06 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643597]21.85 1

gb|KL4B.104D09F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104D09, mRNA sequence [DV999856]85.8 1

gb|KG9B.003L13F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003L13, mRNA sequence [DV158470]22.93 1

Unknown 205.57 1

Unknown 233.14 1

tc|Rep: Ubiquitin carrier protein - Arachis hypogaea (Peanut), partial (11%) [TC66804] 1233.82 1

gb|KP1B.037J20F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.037J20, mRNA sequence [DV159511]20.98 1

Unknown 25.56 1

tc|Rep: Chromosome chr16 scaffold_189, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC57733]79.45 1

tc|Rep: PRL1 protein - Arabidopsis thaliana (Mouse-ear cress), partial (83%) [TC58735] 86.25 1

Unknown 21.18 1

gb|KT7C.109C11F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109C11, mRNA sequence [EB450940]110.32 1

gb|TT-05_F22 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643512]128.77 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC48175]21.73 1

gb|AGN_RNC003xm07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG169521]38.3 1

Unknown 18.47 1

gb|KP1B.102L17F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102L17, mRNA sequence [DV160259]27.66 1

gb|AGN_RNC020xf15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160334]115.24 1

tc|Rep: Eukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (44%) [TC47246]1050.38 1

tc|Rep: Spliceosomal protein - Solanum tuberosum (Potato), partial (35%) [TC51541] 235.89 1

gb|Nicotiana tabacum WREBP-2 mRNA, complete cds [AB017694] 96.68 1

tc|Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC45685]563.5 1

gb|KF8C.101N10F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101N10, mRNA sequence [EB424905]255.01 1

tc|Rep: CONSTANS interacting protein 2b - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (97%) [TC54613]561.24 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC50183]208.78 1

gb|KF8C.106E15F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106E15, mRNA sequence [EB426498]671.25 1

Unknown 25.7 1

tc|Rep: Ribosomal protein L33 - Castanea sativa (Sweet chestnut), complete [TC53189] 353.29 1

gb|AGN_ELP025xg20f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139104]58.71 1

gb|BL12.103D22F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.103D22, mRNA sequence [EB437031]524.25 1

gb|TT-36_A04 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637873]82.91 1

Unknown 237.78 1

gb|KG9B.103F19F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103F19, mRNA sequence [EB678015]110.75 1



tc|Rep: AN14 - Zea mays (Maize), partial (75%) [TC45728] 708.79 1

gb|KT7B.100M05F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100M05, mRNA sequence [EB447660]40.07 1

gb|KL4B.108B07F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108B07, mRNA sequence [DW000523]216.21 1

Unknown 781.57 1

gb|TT-36_N18 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639922]178.16 1

Unknown 3523.23 1

gb|TT-48_F18 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638437]3324.32 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC72488]75.78 1

tc|Rep: Arm repeat containing protein homolog-like - Oryza sativa subsp. japonica (Rice), partial (15%) [TC59074]75.81 1

Unknown 23.59 1

gb|KP1B.107N10F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107N10, mRNA sequence [DV161349]739.25 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC43328]240.49 1

Unknown 58.03 1

gb|Nicotiana tabacum mRNA for phosphate translocator [X75088] 768.38 1

gb|TT-21_P08 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635257]18.05 1

Unknown 2479.59 1

Unknown 4151.93 1

Unknown 63.89 1

tc|Rep: Chromosome chr12 scaffold_38, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC46792]545.96 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC45560]30.29 1

Unknown 97.26 1

tc|Rep: Chloroplast photosystem I reaction center V - Camellia sinensis (Tea), partial (74%) [TC53981]49 1

tc|Rep: Ribosomal protein L11-like - Nicotiana tabacum (Common tobacco), complete [TC44193]94.32 1

tc|Rep: Thioredoxin - Limonium bicolor, partial (65%) [TC49822] 23.43 1

gb|KL4B.103H13F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103H13, mRNA sequence [DV999592]2625.9 1

tc|Rep: Ribosomal protein S10 containing protein - Tetrahymena thermophila SB210, partial (11%) [TC66987]35 1

gb|KR2B.111L06F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.111L06, mRNA sequence [EB446476]17.96 1

Unknown 158.75 1

Unknown 781.14 1

Unknown 2472.43 1

gb|TT-31_E17 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644729]21.74 1

tc|Rep: Peptidyl-prolyl cis-trans isomerase - Vitis vinifera (Grape), partial (91%) [TC49379]14167.6 1

Unknown 55.21 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC49916]52.29 1



tc|Rep: Ripening regulated protein DDTFR19 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (93%) [TC66296]114.52 1

Unknown 103.82 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC69880]22.72 1

gb|AGN_RPC022xe13f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142227]8525.87 1

Unknown 27.67 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC48178]3078.9 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC75619]813.08 1

gb|TOBESTR043D08 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG624980]37321.95 1

tc|Rep: Chromosome undetermined scaffold_44, whole genome shotgun sequence - Paramecium tetraurelia, partial (5%) [TC60776]23.58 1

gb|AM817228 seedling library, SL Nicotiana tabacum cDNA clone nt002051027, mRNA sequence [AM817228]25.35 1

gb|KP1B.108B21F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108B21, mRNA sequence [DV161442]101.35 1

Unknown 52.15 1

gb|KN6B.102G12F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102G12, mRNA sequence [EB439032]3094.8 1

Unknown 100.8 1

Unknown 46.85 1

gb|Nicotiana tabacum Tobacco mosaic virus helicase domain-binding protein mRNA, partial cds [AF426837]223.7 1

Unknown 961.28 1

Unknown 22.13 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC54316]53993.5 1

tc|Rep: SWIb domain-containing protein - Solanum chacoense (Chaco potato), complete [TC62615]50.32 1

gb|KF8B.200J22F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200J22, mRNA sequence [EB428227]251.68 1

tc|Rep: Nuclear transport factor 2 - Arabidopsis thaliana (Mouse-ear cress), partial (98%) [TC51511]1011.77 1

Unknown 239.9 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC58831]672.43 1

gb|TT-03_L14 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635493]3955.02 1

gb|AGN_ELP024xd21f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139517]30.19 1

Unknown 1607.83 1

Unknown 766.22 1

gb|KT7C.106G04F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106G04, mRNA sequence [EB450319]19.08 1

gb|KN6B.100C14F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100C14, mRNA sequence [EB438212]214.46 1

gb|KL4B.112O03F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112O03, mRNA sequence [EB681257]78.24 1

tc|Rep: Glucose-1-phosphate adenylyltransferase - Nicotiana tabacum (Common tobacco), partial (38%) [TC57956]18.1 1

tc|Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC77241]144.09 1

Unknown 124.67 1



gb|AGN_ELP007xg03f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136481]47.74 1

Unknown 55.3 1

tc|Rep: Chromosome chr2 scaffold_187, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC51784]123.29 1

gb|Nicotiana tabacum pollen specific actin-depolymerizing factor 1 (ADF1) mRNA, complete cds [AY081941]18226.8 1

gb|BP530854 MAT005 Nicotiana tabacum cDNA clone BY23117, mRNA sequence [BP530854]48.94 1

tc|Rep: Protein transport protein SEC61 subunit gamma - Oryza sativa subsp. japonica (Rice), partial (97%) [TC54741]1858.3 1

tc|Rep: Tonoplast intrinsic protein bobTIP26-1 - Brassica oleracea var. botrytis (Cauliflower), partial (80%) [TC64039]138.04 1

Unknown 80.22 1

Unknown 44.42 1

gb|TT-35_B02 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642795]92.74 1

gb|KT7C.108P21F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108P21, mRNA sequence [EB450882]194.7 1

gb|KT7C.105L12F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105L12, mRNA sequence [EB450082]98.24 1

gb|KL4B.100E12F.050922T7 KL4B Nicotiana tabacum cDNA clone KL4B.100E12, mRNA sequence [DV998837]29.82 1

Unknown 139.94 1

gb|AGN_RNC004xc19r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG168999]25.67 1

Unknown 373.02 1

Unknown 140.47 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC53181]49.07 1

gb|KN6B.109O12F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.109O12, mRNA sequence [EB441692]43.24 1

tc|Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC73812]9546.57 1

tc|Rep: Chromosome undetermined scaffold_134, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC58747]20.08 1

gb|KP1B.109O15F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109O15, mRNA sequence [DV162033]866.44 1

tc|Rep: Beta-amylase 1 - Nicotiana langsdorffii x Nicotiana sanderae (Ornamental tobacco), partial (63%) [TC44518]44.16 1

Unknown 216.7 1

tc|Rep: Genomic DNA, chromosome 3, P1 clone: MUO10 - Arabidopsis thaliana (Mouse-ear cress), partial (15%) [TC63458]29.86 1

gb|AM818734 COL, cold overnight library Nicotiana tabacum cDNA clone nt006087007, mRNA sequence [AM818734]114.35 1

gb|KL4B.110N18F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110N18, mRNA sequence [DW001338]29.43 1

tc|Rep: Septin - Candida albicans (Yeast), partial (3%) [TC45048] 26.57 1

Unknown 659.4 1

Unknown 179 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC44463]569.86 1

Unknown 98.36 1

Unknown 195.06 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC58177]444.54 1



gb|CHO_SL004xm23f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616675]1655.36 1

gb|KL4B.111A08F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111A08, mRNA sequence [EB680665]64.97 1

tc|Rep: Chromosome undetermined scaffold_139, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC70471]1415.38 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC53739]590.58 1

gb|TT-18_L23 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640354]49.97 1

tc|Rep: Chromosome chr3 scaffold_199, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC44269]145.14 1

gb|KP1B.101E12F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101E12, mRNA sequence [DV159747]568.51 1

tc|Rep: LEA1-like protein - Capsicum annuum (Bell pepper), partial (97%) [TC51846] 35.57 1

Unknown 267.54 1

gb|KT7B.103H05F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.103H05, mRNA sequence [EB447902]41.07 1

gb|BP532909 MAT005 Nicotiana tabacum cDNA clone BY28342, mRNA sequence [BP532909]95.32 1

Unknown 13769 1

gb|BP132789 MAT001 Nicotiana tabacum cDNA clone BY4987, mRNA sequence [BP132789]67.75 1

gb|KN6B.106I24F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.106I24, mRNA sequence [EB440534]92.38 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (66%) [TC65707] 94.9 1

Unknown 236.05 1

gb|AGN_PNL216af1_h10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG190228]784.9 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC48359]549.12 1

Unknown 107.47 1

gb|BL12.001M03F.060117T7 BL12 Nicotiana tabacum cDNA clone BL12.001M03, mRNA sequence [EB437833]1179.33 1

gb|KG9B.002B01F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002B01, mRNA sequence [DV157864]645.11 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC72843]38.77 1

gb|KF8B.100L06F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100L06, mRNA sequence [EB427964]86.26 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC4-41-230, cultivar Bright Yellow 2 [AJ718708]174.49 1

gb|KP1B.110A22F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110A22, mRNA sequence [DV162082]137.97 1

gb|CHO_SL005xa16f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616991]244.03 1

Unknown 319.51 1

Unknown 27.82 1

gb|KT7C.110F08F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110F08, mRNA sequence [EB451357]971.45 1

Unknown 90.01 1

gb|KL5B.116A10F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.116A10, mRNA sequence [EB432034]61.52 1

Unknown 1617.63 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC40532]19191.05 1

gb|KG9B.002H24F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002H24, mRNA sequence [DV158020]20.65 1



Unknown 19.23 1

tc|Rep: Thioredoxin peroxidase - Nicotiana tabacum (Common tobacco), partial (85%) [TC41007]25.69 1

gb|TT-39_L02 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645125]38.92 1

gb|Nicotiana tabacum mRNA for carbamoyl phosphate synthase small subunit [AJ319873]193.42 1

Unknown 85.36 1

gb|BP530687 MAT005 Nicotiana tabacum cDNA clone BY22326, mRNA sequence [BP530687]17.62 1

gb|TT-36_L19 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644997]48.68 1

Unknown 91.09 1

Unknown 179.23 1

gb|AGN_PNL221df1_g3.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194427]244.45 1

gb|AGN_RPC008xm20f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146706]166.83 1

Unknown 22.02 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC47183]109.26 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC40672]659.15 1

tc|Rep: Chromosome chr13 scaffold_210, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC74049]47.4 1

gb|CHO_SL023xa21f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623004]56.47 1

gb|TT-04_L05 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635575]538.98 1

Unknown 26.89 1

tc|Rep: Histone H2B-like protein - Solanum tuberosum (Potato), complete [TC55388] 39.47 1

gb|TL13.101C08F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.101C08, mRNA sequence [EB432816]2829.35 1

gb|AGN_RNC116xc13f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148776]17622.1 1

Unknown 32593.85 1

gb|KF8C.101A13F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101A13, mRNA sequence [EB424612]4664.06 1

Unknown 27.68 1

gb|KL5B.111K19F.060117T7 KL5B Nicotiana tabacum cDNA clone KL5B.111K19, mRNA sequence [EB431036]14798.7 1

tc|Rep: Chromosome undetermined scaffold_52, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC72383]39.06 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC66557]69.55 1

gb|AGN_RPC014xi17f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144744]68.1 1

tc|Rep: Delta-1-pyrroline-5-carboxylate synthetase (P5CS) [Includes: Glutamate 5-kinase  (Gamma-glutamyl kinase) (GK); Gamma-glutamyl phosphate reductase (GPR)  (Glutamate-5-semialdehyde dehydrogenase) (Glutamyl-gamma-semialdehyde dehydrogenase)] - Solanu2726.93 1

Unknown 56.82 1

tc|Rep: Chromosome undetermined scaffold_89, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC43112]280.25 1

gb|CHO_SL005xa23f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616914]580.28 1

Unknown 27.24 1

gb|KL4B.110O11F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110O11, mRNA sequence [DW001352]25.69 1



gb|KL4B.101H07F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101H07, mRNA sequence [DV999238]746.29 1

Unknown 135.38 1

Unknown 429.64 1

Unknown 112.85 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC52781]26.52 1

tc|Rep: Elongation factor 1-alpha - Nicotiana paniculata, partial (34%) [TC52938] 1288.59 1

tc|Rep: Selenocysteine methyltransferase - Camellia sinensis (Tea), partial (43%) [TC53153]80.44 1

tc|Rep: Chromosome chr13 scaffold_149, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC43291]258.97 1

tc|Rep: Aspartate aminotransferase - Nicotiana tabacum (Common tobacco), complete [TC51695]995.04 1

gb|TT-20_O19 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642619]535.3 1

gb|AGN_PNL204dr1_a9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG182040]26.79 1

gb|KF8B.202M15F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202M15, mRNA sequence [EB428944]37649.5 1

gb|KP1B.109I09F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109I09, mRNA sequence [DV161900]266.48 1

tc|Rep: Light harvesting chlorophyll a/b-binding protein precursor - Nicotiana sylvestris (Wood tobacco), partial (32%) [TC73474]128.53 1

gb|AGN_PNL221df1_b7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194373]28614.15 1

gb|KF8C.105B21F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105B21, mRNA sequence [EB426072]245.62 1

tc|Rep: Chromosome undetermined scaffold_221, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC42975]101.23 1

gb|TT-12_H17 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636194]32.76 1

gb|KG9B.107A02F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107A02, mRNA sequence [EB679350]983.76 1

gb|KN6B.110L20F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.110L20, mRNA sequence [EB441981]47.12 1

gb|KL5B.116C11F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.116C11, mRNA sequence [EB432066]32.87 1

Unknown 81.54 1

tc|Rep: LeOPT1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (93%) [TC52686]396.04 1

gb|KF8C.102A19F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102A19, mRNA sequence [EB424981]7544.71 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC50541]527.29 1

Unknown 1138.96 1

Unknown 556.01 1

gb|TT-07_K11 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643619]86.33 1

gb|AGN_RNC121xg07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG175728]44.78 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC56167]20.47 1

Unknown 81.87 1

Unknown 32.79 1

Unknown 25.59 1

gb|KP1B.104P16F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104P16, mRNA sequence [DV161057]546.02 1



gb|TT-41_B11 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645193]116.54 1

gb|Nicotiana tabacum chloroplast carbonic anhydrase gene, complete cds [M94135] 8349.84 1

gb|KL4B.113A05F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.113A05, mRNA sequence [EB681289]229.65 1

Unknown 100.47 1

Unknown 426.54 1

Unknown 262.43 1

tc|Rep: Acetyl-CoA synthetase - Solanum tuberosum (Potato), partial (58%) [TC51864] 2642.49 1

gb|TT-17_K19 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644146]82.17 1

tc|Rep: Methionine synthase - Nicotiana suaveolens, partial (20%) [TC64608] 22767.9 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC47417]1487.92 1

gb|AGN_RNC005xg15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG168370]43.4 1

gb|KF8C.103M14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103M14, mRNA sequence [EB425603]113.33 1

gb|Nicotiana tabacum putative ethylene receptor (NTHK2) mRNA, complete cds [AF203476]182.5 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC62766]20.09 1

gb|KR2B.110I09F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110I09, mRNA sequence [EB446133]84.57 1

tc|Rep: Acetolactate synthase 2, chloroplast precursor - Nicotiana tabacum (Common tobacco), complete [TC41376]1034.81 1

gb|KR2B.109J07F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.109J07, mRNA sequence [EB445856]144.17 1

Unknown 96.24 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC76183]21.31 1

Unknown 27.96 1

Unknown 21.14 1

tc|Rep: MYB transcription factor MYB143 - Glycine max (Soybean), partial (53%) [TC43208]9458.4 1

Unknown 2817.85 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC75442]233.12 1

Unknown 4956.01 1

tc|Rep: Chromosome undetermined scaffold_133, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC56344]43.54 1

tc|Rep: EIN3-binding F-box protein 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (9%) [TC41075]1601.56 1

tc|Rep: LYTB-like protein-like - Solanum tuberosum (Potato), partial (17%) [TC74043] 20.35 1

tc|Rep: Thaliana 60S ribosomal protein L7 - Solanum tuberosum (Potato), complete [TC45721]25.23 1

gb|CHO_SL025xa09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621504]360.68 1

tc|Rep: Common plant regulatory factor 7 - Petroselinum crispum (Parsley) (Petroselinum hortense), partial (17%) [TC68395]1570.86 1

Unknown 422.89 1

gb|TL13.110G08F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.110G08, mRNA sequence [EB435329]217.39 1

tc|Rep: Chromosome chr8 scaffold_150, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC71261]61.5 1



gb|KT7B.100G14F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100G14, mRNA sequence [EB447549]111.57 1

gb|AGN_RNC127xf10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172968]32.07 1

Unknown 141.93 1

tc|Rep: Pleckstrin homology domain-containing protein 1 - Arabidopsis thaliana (Mouse-ear cress), partial (92%) [TC55002]53.78 1

gb|KG9B.005A19F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005A19, mRNA sequence [DV158956]121.22 1

gb|TT-29_N16 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635016] 35.7 1

Unknown 521.6 1

Unknown 151.27 1

gb|KR2B.113N20F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.113N20, mRNA sequence [EB447085]51.81 1

gb|N.tabacum mRNA for chloroplast glucose-6-phosphate dehydrogenase [X99405] 518.2 1

gb|Nicotiana tabacum peroxisome biogenesis factor 10 (PEX10) mRNA, complete cds [EU418730]35.86 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (65%) [TC43873] 23.44 1

Unknown 74.24 1

Unknown 24.99 1

gb|CHO_SL013xk10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622255]71.46 1

tc|Rep: Delta-tonoplast intrinsic protein - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), complete [TC40609]100.64 1

Unknown 80.72 1

gb|Nicotiana tabacum 14-3-3 isoform f T14-3f mRNA, complete cds [U91727] 2678.16 1

gb|AM808208 seedling library, SL Nicotiana tabacum cDNA clone nt002145096, mRNA sequence [AM808208]21.37 1

tc|Rep: Nudix hydrolase 17, mitochondrial precursor - Arabidopsis thaliana (Mouse-ear cress), partial (59%) [TC75342]519.19 1

gb|TT-28_P10 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641328]72.76 1

tc|Rep: Calcineurin B-like interacting protein kinase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC53223]109.64 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC54879]24.36 1

tc|Rep: Pectin methylesterase - Nicotiana tabacum (Common tobacco), partial (34%) [TC42690]42.3 1

gb|KL4B.103H13F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103H13, mRNA sequence [DV999592]2368.57 1

tc|Rep: CBS1 - Hyacinthus orientalis (Common hyacinth), partial (93%) [TC50285] 38.92 1

Unknown 41.25 1

gb|AGN_RNC023xa09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158472]24.39 1

tc|Rep: Chromosome chr18 scaffold_59, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC68516]54.45 1

tc|Rep: Fiber protein Fb2 - Gossypium barbadense (Sea-island cotton) (Egyptian cotton), partial (76%) [TC40581]542.14 1

tc|Rep: Ribosomal protein L17 - Branchiostoma belcheri tsingtauense, partial (50%) [TC76552]21.4 1

Unknown 112.46 1

tc|Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC48193]6111.62 1

tc|Rep: Probable histone-arginine methyltransferase CARM1 - Oryza sativa subsp. indica (Rice), partial (27%) [TC41379]38.99 1



Unknown 83.83 1

tc|Rep: Glycolate oxidase - Cucurbita cv. Kurokawa Amakuri, partial (44%) [TC42274] 51.84 1

gb|AGN_RPC006xo06f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147247]1585.01 1

gb|TT-48_C07 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645303]54 1

Unknown 80.82 1

gb|ntsm5 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643434]121.36 1

tc|Rep: 40S ribosomal protein S19-like - Solanum tuberosum (Potato), complete [TC46449]487.59 1

Unknown 65.04 1

tc|Rep: Proteasome subunit alpha type - Nicotiana tabacum (Common tobacco), complete [TC40853]21.76 1

Unknown 37.95 1

tc|Rep: Histone H4 [Contains: Osteogenic growth peptide (OGP)]. - Rattus norvegicus, complete [TC52826]394.61 1

tc|Rep: Chromosome chr13 scaffold_45, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC45802]796.05 1

Unknown 400.44 1

Unknown 63.77 1

gb|KN6B.109M07F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.109M07, mRNA sequence [EB441645]80.11 1

Unknown 33.99 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC61531]24.74 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC75072]92.2 1

tc|Rep: Adenylate kinase family-like protein - Solanum tuberosum (Potato), partial (62%) [TC75066]1850.76 1

gb|TT-08_M12 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635915]105.86 1

tc|Rep: AG-motif binding protein-2 - Nicotiana tabacum (Common tobacco), complete [TC46337]980.33 1

gb|TT-23_L07 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639462]100.49 1

tc|Rep: 40S ribosomal protein S16 - Euphorbia esula (Leafy spurge), partial (97%) [TC56911]1115.35 1

Unknown 245.07 1

tc|GB|DQ536198.1|ABK81124.1 spermidine synthase;tSPDS [NP8635107] 4740.66 1

Unknown 18.05 1

tc|Rep: Homolog of Homo sapiens "Histone 1, H2ai - Takifugu rubripes, partial (30%) [TC66663]173.8 1

Unknown 261.64 1

gb|KG9B.102L17F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102L17, mRNA sequence [EB677787]293.28 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC54820]22.68 1

Unknown 44.02 1

gb|AGN_RNC017xi07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161784]23.7 1

tc|Rep: ATP-dependent Clp protease ATP-binding subunit clpA homolog CD4B, chloroplast precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (18%) [TC45115]609.31 1

Unknown 57.02 1



Unknown 1277.26 1

tc|Rep: Histone H1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (55%) [TC45701]24.14 1

gb|CHO_SL015xc14f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618725]784.67 1

tc|Rep: Genomic DNA, chromosome 5, BAC clone:F6N7 - Arabidopsis thaliana (Mouse-ear cress), partial (50%) [TC50800]570.47 1

gb|TT-22_O04 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642723]922.08 1

gb|KR2B.001N02F.050815T7 KR2B Nicotiana tabacum cDNA clone KR2B.001N02, mRNA sequence [EB443281]793.96 1

Unknown 27.71 1

Unknown 252.53 1

tc|Rep: DNA-directed RNA polymerase - Glycine max (Soybean), partial (25%) [TC70767] 25.27 1

tc|Rep: Chromosome chr2 scaffold_187, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC52474]593.25 1

gb|KF8C.103A11F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103A11, mRNA sequence [EB425326]149.12 1

gb|KT7C.106J06F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106J06, mRNA sequence [EB450385]507.46 1

gb|TT-23_L09 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644421]67.82 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC48276]29.03 1

tc|Rep: 26S protease regulatory subunit 6B homolog - Solanum tuberosum (Potato), complete [TC46691]29.8 1

Unknown 249.37 1

gb|KP1B.110N09F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110N09, mRNA sequence [DV162343]217.06 1

Unknown 8929.38 1

gb|TT-12_E19 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636182]79.45 1

Unknown 195.2 1

gb|AM808541 seedling library, SL Nicotiana tabacum cDNA clone nt002203031, mRNA sequence [AM808541]60.08 1

tc|Rep: Os09g0554000 protein - Oryza sativa subsp. japonica (Rice), partial (37%) [TC50274]52.2 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC59798]119.25 1

Unknown 707.23 1

Unknown 73.86 1

Unknown 25.37 1

Unknown 52.49 1

gb|KL4B.104O13F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104O13, mRNA sequence [DW000116]50.56 1

gb|KR3B.110O13F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110O13, mRNA sequence [DW005219]185.56 1

gb|KT7C.110J10F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110J10, mRNA sequence [EB451448]129.11 1

Unknown 38.48 1

gb|TT-34_B02 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637726]30.26 1

Unknown 72.36 1

Unknown 506.09 1



gb|TT-24_N22 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637100]387.15 1

tc|Rep: Protein phosphatase 2C - Nicotiana benthamiana, partial (69%) [TC54430] 107.92 1

gb|FS413263 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0034_4_B07 5', mRNA sequence [FS413263]680.95 1

tc|Rep: 60S ribosomal protein L34 - Nicotiana tabacum (Common tobacco), complete [TC54100]67.24 1

gb|CHO_SL013xh02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622397]23.72 1

gb|KT7C.102N01F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102N01, mRNA sequence [EB449435]85.54 1

gb|Nicotiana tabacum putative red chlorophyll catabolite reductase mRNA, complete cds [EU294213]21.44 1

gb|FS438234 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0103_4_A07 5', mRNA sequence [FS438234]78.26 1

gb|KF8C.104F02F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104F02, mRNA sequence [EB425796]2950.84 1

tc|Rep: Cytochrome P450 52 - Aspergillus niger, partial (3%) [TC75821] 376.36 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC69708]159.66 1

gb|Nicotiana tabacum RhoGAP1 mRNA, complete cds [DQ813657] 941.11 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC43572]405.82 1

gb|KL4B.109D12F.051108T7 KL4B Nicotiana tabacum cDNA clone KL4B.109D12, mRNA sequence [DW000878]29.25 1

Unknown 28.06 1

gb|CHO_SL010xl06f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617796]561.35 1

gb|AGN_PNL220bf1_b1.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG193269]152.72 1

Unknown 1571.16 1

tc|Rep: Dihydrolipoyllysine-residue acetyltransferase component 2 of pyruvate dehydrogenase complex, mitochondrial precursor - Arabidopsis thaliana (Mouse-ear cress), partial (73%) [TC45307]5490.39 1

gb|KG9B.005I12F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005I12, mRNA sequence [DV159134]292.47 1

gb|KP1B.103E06F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103E06, mRNA sequence [DV160447]32.41 1

gb|CHO_SL020xm13f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622808]103.18 1

gb|KN6B.104B07F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104B07, mRNA sequence [EB439640]1170.23 1

gb|TT-10_M22 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636077]41.93 1

tc|Rep: Allyl alcohol dehydrogenase - Nicotiana tabacum (Common tobacco), partial (36%) [TC68909]150.21 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC59033]476.18 1

gb|KG9B.105P22F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105P22, mRNA sequence [EB678974]585.48 1

Unknown 1036.64 1

tc|Rep: Ribosomal protein L24-like protein - Solanum tuberosum (Potato), partial (28%) [TC69777]1229.11 1

gb|KT7C.110O15F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110O15, mRNA sequence [EB451554]21.33 1

gb|TT-21_K15 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642661]24.77 1

Unknown 2744.94 1

gb|AGN_RPC007xg20f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146936]43.07 1

gb|FS403398 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0007_4_H07 5', mRNA sequence [FS403398]101.06 1



Unknown 32.8 1

tc|Rep: 26S proteasome subunit 4-like - Solanum tuberosum (Potato), complete [TC47361]263.37 1

gb|TT-50_I09 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645425]150.75 1

gb|KF8C.103M14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103M14, mRNA sequence [EB425603]150.48 1

gb|CHO_SL027xe15f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621820]25.69 1

gb|KP1B.107J17F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107J17, mRNA sequence [DV161275]136.96 1

gb|TT-04_B13 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635525]25.88 1

gb|TT-08_C20 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638800]20.04 1

Unknown 640.92 1

tc|AAC32911.1 - Arabidopsis thaliana (Mouse-ear cress), partial (24%) [TC63379] 69.41 1

Unknown 980.82 1

Unknown 24.13 1

gb|KP1B.107F21F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107F21, mRNA sequence [DV161190]23.83 1

tc|Rep: Nucleosome assembly protein 1-like protein 1 - Nicotiana tabacum (Common tobacco), complete [TC62207]51.53 1

gb|CHO_SL020xa06f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622823]342.9 1

gb|KF8C.101H24F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101H24, mRNA sequence [EB424783]181.45 1

gb|KP1B.108B21F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108B21, mRNA sequence [DV161442]60.84 1

Unknown 26.61 1

gb|KT7B.107G19F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107G19, mRNA sequence [EB448253]575.62 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC60209]18127.2 1

tc|Rep: Endoglucanase-like protein - Saccharophagus degradans (strain 2-40 / ATCC 43961 / DSM 17024), partial (5%) [TC69433]56.14 1

gb|KL4B.100L09F.050922T7 KL4B Nicotiana tabacum cDNA clone KL4B.100L09, mRNA sequence [DV998989]107.8 1

tc|Rep: Vacuolar ATP synthase catalytic subunit A - Daucus carota (Carrot), partial (23%) [TC44914]1153.91 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC45885]3852.26 1

Unknown 440.38 1

tc|Rep: Inositol-1,4,5-triphosphate-5-phosphatase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (51%) [TC46976]21.8 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC61944]72.85 1

Unknown 7621.34 1

gb|KL4B.104N10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104N10, mRNA sequence [DW000090]561.77 1

tc|Rep: SKP1-like protein - Nicotiana clevelandii (Wild tobacco), complete [TC50857] 1206.63 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC48157]453.9 1

Unknown 78.25 1

tc|Rep: Cellulose synthase - Solanum tuberosum (Potato), partial (40%) [TC50352] 91.67 1

tc|Rep: Ubiquitin-like protein SMT3 - Oryza sativa subsp. japonica (Rice), partial (85%) [TC57304]4055.48 1



Unknown 520.68 1

gb|Nicotiana tabacum EIL5 mRNA, complete cds [AY248907] 55.05 1

Unknown 134.96 1

gb|KN6B.104G15F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104G15, mRNA sequence [EB439763]1128.02 1

tc|Rep: Targeting protein for Xklp2 containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (20%) [TC48025]1102.37 1

gb|Nicotiana tabacum EIL2 mRNA, complete cds [AY248904] 65.76 1

gb|KF8C.101C13F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101C13, mRNA sequence [EB424659]22.13 1

gb|KT7C.109A05F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109A05, mRNA sequence [EB450890]188.27 1

gb|AGN_PNL226df1_e5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG198048]255.46 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC71826]25.65 1

gb|KL4B.106A05F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106A05, mRNA sequence [EB680066]41.56 1

gb|FS408551 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0021_4_G02 5', mRNA sequence [FS408551]9621.67 1

tc|Rep: Fructose-bisphosphate aldolase - Vitis vinifera (Grape), complete [TC54270] 85.1 1

gb|2A-2 tobacco suppression subtractive hybridization cDNA library Nicotiana tabacum cDNA clone 2A-2 cDNA 5' similar to S-adenosyl-L-methionine synthetase, mRNA sequence [EX465326]171.47 1

Unknown 2093.86 1

gb|AGN_ELP008xk23f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136199]21.18 1

gb|TT-41_B09 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638239]79.8 1

gb|KR3B.110I21F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110I21, mRNA sequence [DW005092]28.69 1

Unknown 14937.05 1

Unknown 426.72 1

Unknown 376.32 1

tc|Rep: Aminoalcoholphosphotransferase - Brassica campestris (Field mustard), partial (36%) [TC48352]1606.48 1

Unknown 2675.4 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC43747]1468.38 1

gb|KG9B.002N07F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002N07, mRNA sequence [DV158142]4915.45 1

Unknown 2445.5 1

Unknown 26.13 1

Unknown 28.51 1

gb|KP1B.101K20F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101K20, mRNA sequence [DV159892]370.26 1

gb|AM837768 COL, cold overnight library Nicotiana tabacum cDNA clone nt006109079, mRNA sequence [AM837768]24.61 1

gb|KN6B.104G15F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104G15, mRNA sequence [EB439763]1247.01 1

Unknown 75.57 1

Unknown 24.82 1

tc|Rep: Bifunctional dihydrofolate reductase-thymidylate synthase (DHFR-TS) [Includes: Dihydrofolate reductase ; Thymidylate synthase ] - Glycine max (Soybean), partial (56%) [TC56263]68.46 1



tc|Rep: Signal recognition particle 54 kDa protein 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (60%) [TC68774]329.8 1

tc|Rep: Glycosyl hydrolase family-like protein - Salvia miltiorrhiza (Chinese sage), partial (78%) [TC71291]23.45 1

tc|Rep: Chromosome chr1 scaffold_22, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC69770]82.88 1

Unknown 36.06 1

gb|TT-25_J09 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644493]44.31 1

tc|Rep: Fumarase - Solanum tuberosum (Potato), partial (69%) [TC58517] 1031.11 1

gb|TT-09_A07 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642155]152.73 1

Unknown 40.64 1

tc|Rep: Serpin-like protein - Citrus paradisi (Grapefruit), partial (86%) [TC43466] 21.54 1

gb|AGN_ELP006xa10f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136839]77.71 1

tc|Rep: BTF3 - Nicotiana benthamiana, complete [TC68489] 34 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC61539]121.54 1

tc|Rep: Possible high light inducible protein - Prochlorococcus marinus (strain MIT 9303), partial (20%) [TC70513]31.13 1

Unknown 658.26 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC41306]23.02 1

gb|KF8C.101M19F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101M19, mRNA sequence [EB424890]415.21 1

gb|KF8C.101C08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101C08, mRNA sequence [EB424654]895.07 1

gb|Nicotiana tabacum partial mRNA for glutamyl tRNA Reductase (hemA gene) [AM746200]1526.08 1

tc|Rep: Pyruvate kinase - Vitis vinifera (Grape), partial (91%) [TC46839] 25.98 1

gb|KF8B.202C03F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202C03, mRNA sequence [EB428726]4029.88 1

tc|Rep: 60S ribosomal protein l2 - Oryza sativa subsp. indica (Rice), partial (36%) [TC69710]229.55 1

tc|Rep: Chromosome undetermined scaffold_734, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC56966]498.55 1

tc|Rep: 2OG-Fe(II) oxygenase - Medicago truncatula (Barrel medic), partial (8%) [TC62536]60.41 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC46543]789.54 1

gb|KR3B.103H22F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.103H22, mRNA sequence [DW002636]331.3 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC58672]101.03 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (43%) [TC68362]520.48 1

gb|KL4B.105C19F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105C19, mRNA sequence [DW000208]85.97 1

gb|AGN_RNC021xc12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159665]136.37 1

Unknown 795.26 1

gb|KR3B.111A24F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111A24, mRNA sequence [EB682884]185.44 1

Unknown 2270.29 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC63441]1258.73 1

gb|KG9B.001F17F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001F17, mRNA sequence [DV157600]31.97 1



tc|Rep: Thioredoxin H-type 1 - Nicotiana tabacum (Common tobacco), partial (71%) [TC51795]42.25 1

gb|AGN_RPC013xb19f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG145186]57.66 1

Unknown 87.99 1

gb|TT-18_F15 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642455]81.78 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC77096]95.98 1

Unknown 666.95 1

Unknown 438.13 1

gb|KR2B.104L20F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.104L20, mRNA sequence [EB444722]60.13 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC72950]197.82 1

gb|KT7C.108N21F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108N21, mRNA sequence [EB450834]92.33 1

tc|Rep: Bromodomain-containing RNA-binding protein 1 - Nicotiana benthamiana, partial (13%) [TC61111]2775.92 1

Unknown 53.53 1

tc|Rep: Probable phospholipid hydroperoxide glutathione peroxidase - Nicotiana tabacum (Common tobacco), complete [TC42444]4668.53 1

tc|Rep: Chromosome chr19 scaffold_35, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC49538]515.42 1

tc|Rep: Cytochrome c oxidase family protein-like - Solanum tuberosum (Potato), complete [TC46289]250.55 1

gb|TT-07_O15 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635845]1049.06 1

Unknown 108.49 1

tc|Rep: Ribulose bisphosphate carboxylase small chain, chloroplast precursor - Nicotiana sylvestris (Wood tobacco), complete [TC43573]261.64 1

gb|KN6B.101E05F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101E05, mRNA sequence [EB438616]141.75 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC64648]18.23 1

Unknown 202.5 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC62035]261.51 1

Unknown 107.26 1

gb|KL4B.108J06F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108J06, mRNA sequence [DW000676]27.06 1

gb|BP131514 MAT001 Nicotiana tabacum cDNA clone BY3567, mRNA sequence [BP131514]21.11 1

gb|KT7C.112M02F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112M02, mRNA sequence [EB451857]1089.37 1

tc|Rep: Shaggy-like kinase - Ricinus communis (Castor bean), partial (40%) [TC53542] 497.57 1

Unknown 205.55 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC75458]22.81 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (43%) [TC68362] 40.16 1

gb|KN6B.105A01F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105A01, mRNA sequence [EB439979]18.13 1

Unknown 1066.29 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC67752]104.88 1

gb|KF8C.102E09F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102E09, mRNA sequence [EB425062]135.1 1



gb|KL4B.103M04F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103M04, mRNA sequence [DV999697]756.39 1

gb|KF8B.202M15F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202M15, mRNA sequence [EB428944]43215.5 1

tc|Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC60143]26.86 1

gb|KP1B.109K06F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109K06, mRNA sequence [DV161940]175.42 1

Unknown 62.05 1

Unknown 46.63 1

gb|TT-30_J08 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644694]770.62 1

tc|Rep: Phosphate/phosphoenolpyruvate translocator - Nicotiana tabacum (Common tobacco), partial (58%) [TC52185]72.47 1

gb|Nicotiana tabacum cysteine-rich protein mRNA, complete cds [AF213464] 10468.15 1

gb|Nicotiana tabacum NtPOX1 mRNA for peroxidase, complete cds [AB178953] 72.83 1

tc|Rep: 14-3-3-like protein A - Nicotiana tabacum (Common tobacco), partial (59%) [TC52901]59.93 1

Unknown 86.29 1

gb|KF8C.106N01F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106N01, mRNA sequence [EB426685]47361.9 1

tc|Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC64154]79.08 1

Unknown 29.33 1

gb|ntsm32 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643460]17.85 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC41306]20.98 1

gb|TT-06_G20 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638726]2502.83 1

gb|KL4B.101J19F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101J19, mRNA sequence [DV999293]137.85 1

Unknown 199.16 1

Unknown 1502.9 1

gb|CHO_SL022xm01f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619757]3208.79 1

gb|KN6B.114I07F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.114I07, mRNA sequence [EB442583]46.71 1

gb|KF8C.101K10F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101K10, mRNA sequence [EB424837]60 1

Unknown 18.83 1

tc|Rep: 40S ribosomal protein S16 - Euphorbia esula (Leafy spurge), complete [TC54387] 272.5 1

Unknown 73.28 1

gb|TT-09_B08 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635938]90.8 1

gb|KG9B.106J02F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106J02, mRNA sequence [EB679189]518.31 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC54268]23574.6 1

Unknown 19.71 1

gb|KR2B.108F12F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.108F12, mRNA sequence [EB445482]64.16 1

tc|Rep: Chromosome chr9 scaffold_65, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC49956]21.58 1

gb|KP1B.037O02F.050623T7 KP1B Nicotiana tabacum cDNA clone KP1B.037O02, mRNA sequence [DV159600]43.46 1



gb|TT-40_P15 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638231]238.01 1

gb|CHO_SL010xl21f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617724]31.43 1

Unknown 184.15 1

Unknown 1179.56 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC52827]19.44 1

Unknown 28.92 1

gb|AGN_RNC013xl19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164291]23.05 1

Unknown 184.54 1

Unknown 305.17 1

gb|KT7B.100E11F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100E11, mRNA sequence [EB447510]817.36 1

gb|Nicotiana tabacum mRNA for bromodomain-containing RNA-binding protein 1 (brp1 gene) [AJ504731]65.96 1

Unknown 41.89 1

Unknown 33.58 1

gb|Nicotiana tabacum mRNA for BY-2 kinesin-like protein 10, complete cds [AB003038] 155.73 1

tc|Rep: Chromosome chr6 scaffold_28, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC72313]33.28 1

Unknown 77.44 1

gb|KP1B.037C22F.050623T7 KP1B Nicotiana tabacum cDNA clone KP1B.037C22, mRNA sequence [DV159365]700.19 1

tc|Rep: DnaJ-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC41101]8640.44 1

Unknown 392.21 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC67474]4004.34 1

tc|Rep: Chromosome undetermined scaffold_143, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC55857]23.57 1

gb|AGN_PNL233br1_b11.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG202802]287.29 1

Unknown 1430.65 1

gb|Nicotiana tabacum SR1 Nt-rab11a mRNA, complete cds [L29271] 525.52 1

tc|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (50%) [TC55435]71.35 1

gb|KN6B.101A12F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101A12, mRNA sequence [EB438528]55.08 1

Unknown 27.87 1

gb|TT-37_C13 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634286]77.41 1

gb|AGN_RPC024xn15f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141797]174.66 1

Unknown 749.44 1

gb|KG9B.001J01F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001J01, mRNA sequence [DV157679]242.66 1

gb|AGN_RNC030xg05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155320]101.25 1

tc|Rep: 60S ribosomal protein L10 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC43024]937.34 1

Unknown 35.67 1



gb|FS396507 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0066_3_C05 5', mRNA sequence [FS396507]280.64 1

tc|Rep: 6-phosphogluconate dehydrogenase, decarboxylating - Spinacia oleracea (Spinach), complete [TC57426]23.69 1

gb|Nicotiana tabacum adenyl cyclase (Axi 141) mRNA, complete cds [AF026389] 108.94 1

gb|AGN_RNC024xj10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158371]215.35 1

Unknown 105.24 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC58884]298.1 1

Unknown 30.17 1

gb|TT-04_J11 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638649]3240.78 1

gb|KL4B.101K10F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101K10, mRNA sequence [DV999306]103.13 1

tc|Rep: Pyruvate kinase - Vitis vinifera (Grape), partial (58%) [TC41042] 4518.97 1

gb|KL5B.103N15F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.103N15, mRNA sequence [EB429718]527.1 1

tc|Rep: Os01g0371800 protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC72822]25.16 1

gb|KF8C.105G12F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105G12, mRNA sequence [EB426179]16.83 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC49767]578.17 1

Unknown 28.89 1

Unknown 20.65 1

gb|KT7C.108B19F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108B19, mRNA sequence [EB450571]973.11 1

gb|KG9B.102H18F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102H18, mRNA sequence [EB677695]2884.87 1

Unknown 117.74 1

gb|CHO_SL023xb16f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623194]46.33 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (4%) [TC44615]34.73 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC67308]39.24 1

gb|KL4B.102O16F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102O16, mRNA sequence [EB680029]46.87 1

Unknown 160.36 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC59718]231.63 1

Unknown 22.29 1

tc|Rep: Luminal-binding protein 3 - Nicotiana tabacum (Common tobacco), partial (46%) [TC64422]10537.35 1

gb|TT-04_N05 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635590]47.62 1

gb|KP1B.101H12F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101H12, mRNA sequence [DV159817]102.69 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC48209]72.02 1

gb|KF8C.104J24F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104J24, mRNA sequence [EB425900]25.23 1

Unknown 59 1

gb|TT-11_C20 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640951]133.67 1

gb|KF8B.201P16F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201P16, mRNA sequence [EB428671]130.07 1



tc|Rep: Fiber protein Fb15 - Gossypium barbadense (Sea-island cotton) (Egyptian cotton), partial (93%) [TC55216]442.7 1

Unknown 170.06 1

Unknown 74.32 1

gb|AGN_RNC007xa15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167224]27.95 1

gb|Nicotiana tabacum Nict2 mRNA for pollen-specific calcium-binding protein, complete cds [AB035705]3934.52 1

Unknown 51.34 1

tc|Rep: Arogenate dehydrogenase 2, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (74%) [TC54040]424.22 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC76992]1505.91 1

gb|AM787843 seedling library, SL Nicotiana tabacum cDNA clone nt002165074, mRNA sequence [AM787843]3080.01 1

gb|CHO_SL002xh18f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620447]53263.6 1

tc|Rep: Serine hydroxymethyltransferase, mitochondrial precursor - Solanum tuberosum (Potato), partial (75%) [TC56702]3455.25 1

Unknown 29.27 1

Unknown 21.41 1

Unknown 18722.65 1

gb|KF8C.109C04F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109C04, mRNA sequence [EB427133]49289 1

gb|TL13.109N17F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.109N17, mRNA sequence [EB435217]2867.71 1

gb|CHO_SL008xb09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621028]237.47 1

gb|TT-16_E09 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639155]510.89 1

tc|Rep: Chromosome chr12 scaffold_93, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC64983]439.02 1

gb|Nicotiana tabacum putative UDP-glucose dehydrogenase 1 mRNA, complete cds [AY619948]2830.55 1

gb|KR3B.112N15F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112N15, mRNA sequence [EB683540]19.35 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC45605]144.85 1

gb|AGN_RNC105xc17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG153523]119.77 1

gb|TL13.110N07F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.110N07, mRNA sequence [EB435414]270.5 1

tc|Rep: Os11g0425600 protein - Oryza sativa subsp. japonica (Rice), partial (69%) [TC55068]1097.24 1

gb|KL4B.102O04F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102O04, mRNA sequence [EB680018]53.62 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (63%) [TC52784]380.23 1

gb|AGN_RNC012xg17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164564]20.55 1

gb|KP1B.107J04F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107J04, mRNA sequence [DV161263]25.39 1

Unknown 81.82 1

gb|KL4B.108L14F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108L14, mRNA sequence [DW000726]185.35 1

tc|Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC45415]2081.1 1

tc|Rep: Chromosome undetermined scaffold_247, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC62851]385.88 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC55863]25.39 1



tc|Rep: PFE18 protein - Ananas comosus (Pineapple), partial (46%) [TC53747] 263.74 1

gb|KF8C.103H15F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103H15, mRNA sequence [EB425489]55.79 1

gb|Nicotiana tabacum ntp805 (pntp805) mRNA, complete cds [AY366400] 56713.9 1

gb|TOBESTR027C02 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG623545]53.7 1

tc|Rep: Proteasome subunit alpha type - Solanum tuberosum (Potato), partial (98%) [TC49215]124.1 1

gb|KP1B.109D12F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109D12, mRNA sequence [DV161797]103.55 1

tc|Rep: N-carbamoylputrescine amidase - Solanum tuberosum (Potato), complete [TC51385]660.67 1

Unknown 186.52 1

tc|Rep: Acetyl-CoA carboxylase - Medicago sativa (Alfalfa), partial (5%) [TC49232] 62.86 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC73525]534.32 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC56296]24.9 1

Unknown 184.94 1

gb|KF8B.201I21F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201I21, mRNA sequence [EB428527]66 1

Unknown 20.78 1

gb|TT-05_L05 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640689]118.24 1

gb|KL4B.105B08F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105B08, mRNA sequence [DW000180]663.95 1

Unknown 455.54 1

gb|KF8C.102K09F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102K09, mRNA sequence [EB425191]514.23 1

tc|Rep: Chromosome undetermined scaffold_139, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC42755]135.04 1

Unknown 18.15 1

tc|Rep: ATP synthase subunit O, mitochondrial precursor - Ipomoea batatas (Sweet potato) (Batate), partial (79%) [TC42834]518.05 1

tc|Rep: Type III chlorophyll a/b-binding protein - Nicotiana tabacum (Common tobacco), partial (95%) [TC73998]20.43 1

gb|AGN_RNC115xl03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG149635]24.67 1

gb|Nicotiana tabacum acetyl-CoA carboxylase (biotin carboxylase subunit) mRNA, complete cds [L38260]82.79 1

gb|KL4B.110B13F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110B13, mRNA sequence [DW001087]10918.4 1

Unknown 57.73 1

gb|KL4B.105K12F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105K12, mRNA sequence [DW000377]51.49 1

tc|Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC45432]57.77 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC43686]761.16 1

Unknown 18.9 1

gb|Nicotiana tabacum S-adenosyl-methionine cycloartenol-C24-methyltransferase mRNA, complete cds [AF053766]781.4 1

Unknown 37.38 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC54434]752.27 1

gb|KL4B.106N22F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106N22, mRNA sequence [EB680330]538.64 1



Unknown 54.29 1

tc|Rep: UDP-apiose/xylose synthase - Solanum tuberosum (Potato), partial (42%) [TC47601]2741.79 1

gb|Nicotiana tabacum mRNA for proteasome A-type subunit [Y16644] 97.48 1

gb|Nicotiana tabacum putative chloroplast thiazole biosynthetic protein (ThiI) mRNA, complete cds; nuclear gene for chloroplast product [AY220080]36.96 1

gb|TT-03_B09 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640545]140.41 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC41095]9655.86 1

Unknown 50756.2 1

gb|TT-14_G23 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636346]2686.33 1

gb|KR2B.115P20F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115P20, mRNA sequence [EB447417]978.18 1

gb|KN6B.110B04F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.110B04, mRNA sequence [EB441748]45.94 1

Unknown 246.93 1

gb|KF8C.103O23F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103O23, mRNA sequence [EB425660]70.47 1

gb|AGN_RNC025xl24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157904]481.08 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC74351]60.37 1

Unknown 26.57 1

gb|Nicotiana tabacum putative high mobility group protein 2-like mRNA, partial sequence [EF051129]9218.73 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (93%) [TC62009] 781.2 1

gb|TT-02_I17 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638572]1734.66 1

tc|Rep: Probable protein VP2 - Torque teno virus (isolate Human/Japan/TRM1/1999) (TTV) (Torque tenovirus genotype 1a), partial (6%) [TC47977]49.17 1

gb|KF8B.100B16F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100B16, mRNA sequence [EB427793]23.2 1

tc|Rep: Chromosome chr18 scaffold_121, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC59066]94.87 1

gb|TT-02_C03 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640368]62.01 1

Unknown 79.47 1

Unknown 571.6 1

Unknown 49.18 1

gb|Nicotiana tabacum mRNA for thylakoid-bound ascorbate peroxidase, complete cds [AB022273]187.83 1

gb|AGN_ELP004xg14f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137478]100.18 1

Unknown 208.69 1

gb|TT-02_K24 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641707]41.39 1

tc|Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (21%) [TC70558] 21.26 1

gb|Nicotiana tabacum glycine-rich protein (ntGRP15) mRNA, partial cds [U74325] 47.31 1

Unknown 1678.54 1

Unknown 1329.37 1

Unknown 284.04 1



Unknown 25.16 1

gb|TT-18_J08 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636654]67.87 1

gb|AGN_RNC008xp03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167017]1226.96 1

Unknown 393.62 1

Unknown 25.31 1

tc|Rep: Ataxin-2 related protein - Ipomoea nil (Japanese morning glory) (Pharbitis nil), partial (20%) [TC58313]281.5 1

gb|KR3B.106C01F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106C01, mRNA sequence [DW003539]493.01 1

gb|KL5B.001L18F.050901T7 KL5B Nicotiana tabacum cDNA clone KL5B.001L18, mRNA sequence [EB429193]31.56 1

gb|KL5B.106L07F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.106L07, mRNA sequence [EB430351]188.41 1

gb|FS413762 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0036_1_F04 5', mRNA sequence [FS413762]153.1 1

gb|TL13.102J20F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.102J20, mRNA sequence [EB433277]109.08 1

gb|15B09 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH664824]134.72 1

Unknown 1473.43 1

Unknown 1155.52 1

tc|Rep: Aromatic amino acid decarboxylase 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (24%) [TC63923]743.36 1

Unknown 18224.5 1

gb|TT-04_N01 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641857]78.63 1

tc|Rep: DNA-binding protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (46%) [TC48963]102.85 1

Unknown 40.56 1

Unknown 42.42 1

tc|Rep: Chromosome chr12 scaffold_103, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC74762]48.09 1

gb|ntsm25 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643454]21.56 1

tc|Rep: 4-coumarate:CoA ligase-like - Nicotiana sylvestris (Wood tobacco), partial (75%) [TC70593]23.22 1

Unknown 1048.65 1

gb|KT7C.105K09F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105K09, mRNA sequence [EB450058]68.25 1

gb|KL4B.102D11F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102D11, mRNA sequence [EB679774]16267.9 1

gb|KN6B.102A21F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102A21, mRNA sequence [EB438907]70.24 1

gb|Nicotiana tabacum GMPase mRNA for GDP-D-mannose pyrophosphorylase, complete cds [AB066279]183.19 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC56454]524.28 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC43719]16977.9 1

Unknown 196.29 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC54593]222.63 1

tc|Rep: Ran binding protein-1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (74%) [TC48038]18.47 1

gb|KR2B.001F12F.050815T7 KR2B Nicotiana tabacum cDNA clone KR2B.001F12, mRNA sequence [EB443157]250.68 1



Unknown 38.09 1

Unknown 32.45 1

gb|CHO_SL024xd04f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622674]89.14 1

gb|Tobacco (N.tabacum) endochitinase mRNA, partial cds [M15173] 44.87 1

Unknown 88.26 1

gb|KL4B.102A16F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102A16, mRNA sequence [EB679714]13647.35 1

tc|Rep: Probable histone H2AXa - Arabidopsis thaliana (Mouse-ear cress), complete [TC55820]517.85 1

gb|AGN_RPC023xj11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142087]30.8 1

gb|TT-15_K03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636446]20.52 1

gb|Nicotiana tabacum clone 7 poly(A)-binding protein (PABP) mRNA, partial cds [AF190657]9387.75 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC55377]134.45 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC50886]21.22 1

gb|KT7C.101N20F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.101N20, mRNA sequence [EB449088]2368.74 1

Unknown 31.72 1

Unknown 40.38 1

gb|KN6B.114I07F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.114I07, mRNA sequence [EB442583]31.21 1

Unknown 53.94 1

gb|AM798360 COL, cold overnight library Nicotiana tabacum cDNA clone nt006071090, mRNA sequence [AM798360]52.59 1

gb|BP131165 MAT001 Nicotiana tabacum cDNA clone BY3193, mRNA sequence [BP131165]177.26 1

Unknown 27.33 1

Unknown 27.61 1

gb|KT7B.107M01F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107M01, mRNA sequence [EB448369]21.49 1

tc|Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC41636]129.55 1

gb|N.tabacum mRNA for p45Ntf4 [X83880] 724.94 1

Unknown 31.88 1

Unknown 32.6 1

gb|KL4B.105K07F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105K07, mRNA sequence [DW000372]533.59 1

tc|Rep: DnaJ homolog - Salix gilgiana (Willow), partial (41%) [TC58289] 495.66 1

Unknown 27.6 1

Unknown 125.9 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC58966]80.45 1

Unknown 73.12 1

tc|Rep: Histone H2B - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), partial (80%) [TC59619]2683.96 1

gb|CHO_SL010xl06f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617796]301.55 1



tc|Rep: Ras-related GTP-binding protein - Nicotiana tabacum (Common tobacco), complete [TC40240]2997.4 1

gb|KG9B.002L13F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002L13, mRNA sequence [DV158102]27.3 1

gb|TT-05_E03 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640666]39.48 1

Unknown 7785.69 1

tc|Rep: VAP27 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (46%) [TC56046]222.88 1

gb|TT-08_A20 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635853]85.32 1

Unknown 242.49 1

gb|KT7C.105M17F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105M17, mRNA sequence [EB450105]245.25 1

tc|Rep: Chromosome chr16 scaffold_94, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC70508]54.11 1

gb|KF8C.104I02F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104I02, mRNA sequence [EB425860]9070.43 1

gb|KG9B.105C09F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105C09, mRNA sequence [EB678659]256.02 1

Unknown 21.1 1

Unknown 769.76 1

Unknown 32.83 1

Unknown 57.4 1

Unknown 91.58 1

Unknown 2862.02 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC44989]86.74 1

tc|Rep: Betaine aldehyde dehydrogenase - Panax ginseng (Korean ginseng), partial (71%) [TC54817]406.57 1

Unknown 65.74 1

tc|Rep: S-adenosylmethionine decarboxylase proenzyme  (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmethionine decarboxylase beta chain] - Ipomoea nil (Japanese morning glory) (Pharbitis nil), partial (43%) [TC4818544.95 1

gb|AGN_RNC127xb09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172547]29.47 1

Unknown 694.69 1

tc|Rep: EBP1 - Solanum tuberosum (Potato), complete [TC47559] 22.91 1

Unknown 50.32 1

gb|KT7C.109M07F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109M07, mRNA sequence [EB451156]500.05 1

tc|Rep: Chromosome undetermined scaffold_142, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC48071]148.47 1

tc|Rep: Ubiquitin carrier protein - Solanum tuberosum (Potato), complete [TC46310] 454.72 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC57327]552.61 1

gb|KP1B.113N24F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.113N24, mRNA sequence [EB682828]915.53 1

Unknown 36.48 1

tc|Rep: 3-hydroxy-3-methylglutaryl coenzyme A reductase - Artemisia annua (Sweet wormwood), partial (40%) [TC59905]1105.79 1

Unknown 686.5 1

tc|Rep: Guanine nucleotide-binding protein subunit beta-like protein - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (59%) [TC48565]69.23 1



gb|AGN_RNC108xa19r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG152175]83.41 1

gb|KF8B.100G17F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100G17, mRNA sequence [EB427886]45140.45 1

tc|Rep: Chromosome undetermined scaffold_339, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC51250]23.15 1

Unknown 81.44 1

gb|KP1B.001N14F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001N14, mRNA sequence [DV162682]79.24 1

gb|KL5B.109B20F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.109B20, mRNA sequence [EB430441]1034.11 1

gb|TT-04_L12 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643481]857.16 1

gb|KF8C.104N01F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104N01, mRNA sequence [EB425964]24.24 1

gb|KG9B.001L10F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001L10, mRNA sequence [DV157735]88.51 1

tc|Rep: Heat shock protein 90 - Nicotiana tabacum (Common tobacco), partial (16%) [TC68849]233.55 1

tc|Rep: H+-transporting two-sector ATPase, B/B' subunit - Pelobacter propionicus (strain DSM 2379), partial (11%) [TC71473]187.41 1

gb|KL4B.102C04F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102C04, mRNA sequence [EB679747]85.07 1

tc|Rep: Pleiotropic drug resistance protein 1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (5%) [TC77242]235417 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC62837]27.3 1

tc|Rep: Chromosome chr2 scaffold_113, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC71676]19.15 1

gb|KF8C.110N19F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110N19, mRNA sequence [EB427718]189.62 1

gb|KN6B.100N07F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100N07, mRNA sequence [EB438454]110.25 1

tc|Rep: Heat shock protein 90 - Nicotiana tabacum (Common tobacco), complete [TC57224]314.6 1

gb|KL4B.102I08F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102I08, mRNA sequence [EB679884]37.66 1

tc|Rep: Ubiquitin-conjugating enzyme E2-17 kDa - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC44140]859.73 1

gb|AGN_PNL221bf1_h2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194074]25.78 1

tc|Rep: NtSar1 protein - Nicotiana tabacum (Common tobacco), complete [TC40818] 8454.97 1

Unknown 37.89 1

gb|KF8C.101E13F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101E13, mRNA sequence [EB424703]32.23 1

gb|AGN_ELP022xi24f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG140087]33.65 1

Unknown 920.11 1

gb|KT7C.101D22F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.101D22, mRNA sequence [EB448874]23.07 1

gb|AGN_RNC024xj02f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158367]27.65 1

Unknown 22.26 1

tc|Rep: Branched-chain amino acid ABC transporter, ATP-binding protein - Roseovarius sp. 217, partial (6%) [TC62559]3632.49 1

Unknown 33.52 1

gb|EST_FLW001xm03f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615257]24.04 1

Unknown 1915.83 1

gb|AGN_RNC022xm16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159197]136.16 1



gb|KG9B.001G16F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001G16, mRNA sequence [DV157623]178.56 1

Unknown 236.58 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC67264]170.18 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC47516]23.68 1

gb|Nicotiana tabacum auxin-repressed protein-like protein (Arpl1;1) mRNA, complete cds [AY183722]774.15 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC47756]36.04 1

Unknown 168.36 1

gb|KF8C.101F11F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101F11, mRNA sequence [EB424725]78.94 1

gb|TL13.110I15F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.110I15, mRNA sequence [EB435358]804.28 1

Unknown 1044.75 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC73528]50.11 1

gb|KT7C.110M21F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110M21, mRNA sequence [EB451518]241.87 1

gb|KF8C.108C05F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108C05, mRNA sequence [EB426797]421.42 1

tc|Rep: Delta-aminolevulinic acid dehydratase - Vitis vinifera (Grape), partial (48%) [TC48091]1008.02 1

gb|KP1B.037G02F.050623T7 KP1B Nicotiana tabacum cDNA clone KP1B.037G02, mRNA sequence [DV159434]691.37 1

Unknown 24.28 1

Unknown 468.44 1

gb|TT-06_P09 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638754]26.65 1

tc|Rep: Transaldolase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (91%) [TC49371]133.38 1

tc|Rep: Chromosome undetermined scaffold_342, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC63529]847.75 1

gb|KT7C.108E22F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108E22, mRNA sequence [EB450642]43.56 1

tc|Rep: Tobamovirus multiplication 1 homolog - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (23%) [TC60304]433.99 1

Unknown 1081.68 1

gb|KR3B.101F21F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101F21, mRNA sequence [DW001874]21.34 1

Unknown 159.05 1

gb|Nicotiana tabacum A22 mRNA for hypothetical protein, complete cds [AB186042] 108.17 1

tc|Rep: ChaC-like family protein-like - Solanum tuberosum (Potato), partial (94%) [TC74235]1203.7 1

Unknown 556.14 1

gb|CHO_SL022xi01f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619741]258.94 1

gb|KL4B.101J19F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101J19, mRNA sequence [DV999293]21.91 1

tc|Rep: Chromosome chr9 scaffold_33, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC45347]1841.06 1

gb|KP1B.001H09F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001H09, mRNA sequence [DV162548]2530.31 1

gb|AGN_ELP026xa20f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG138724]819.1 1

gb|KN6B.009D17F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009D17, mRNA sequence [EB437975]68.76 1



Unknown 1030.93 1

gb|AGN_ELP026xe19f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG138658]24.86 1

tc|Rep: Allantoate amidohydrolase - Glycine max (Soybean), partial (60%) [TC40936] 203.64 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC71425]757.7 1

gb|TT-17_M23 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642430]451.78 1

gb|KP1B.109E18F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109E18, mRNA sequence [DV161823]575.77 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC48821]110.1 1

tc|Rep: Chromosome undetermined scaffold_69, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC57551]94.52 1

tc|Rep: Syntaxin-52 - Arabidopsis thaliana (Mouse-ear cress), complete [TC40892] 482.81 1

gb|KL4B.102D07F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102D07, mRNA sequence [EB679770]243.98 1

Unknown 120.2 1

Unknown 47.35 1

tc|Rep: Avr9/Cf-9 rapidly elicited protein 76 - Nicotiana tabacum (Common tobacco), partial (60%) [TC75521]53.94 1

gb|CHO_SL022xc24f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619794]501.38 1

Unknown 79.8 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC63278]31.51 1

Unknown 466.63 1

gb|KT7C.110B02F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110B02, mRNA sequence [EB451261]21645.6 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC75265]203.83 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC71185]636.28 1

gb|KR3B.109K20F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109K20, mRNA sequence [DW004768]39.15 1

tc|Rep: ChaC-like family protein-like - Solanum tuberosum (Potato), partial (94%) [TC74235]4006.68 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC49077]12596.75 1

tc|Rep: F14D16.17 - Arabidopsis thaliana (Mouse-ear cress), partial (6%) [TC75073] 55.69 1

Unknown 23769.2 1

Unknown 26.69 1

gb|KN6B.103A01F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103A01, mRNA sequence [EB439249]992.74 1

gb|KF8C.101L11F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101L11, mRNA sequence [EB424860]64.65 1

gb|AM790765 seedling library, SL Nicotiana tabacum cDNA clone nt002016048, mRNA sequence [AM790765]21.83 1

Unknown 99.91 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC41136]132.84 1

gb|AM793576 seedling library, SL Nicotiana tabacum cDNA clone nt002297024, mRNA sequence [AM793576]151.01 1

gb|AGN_PNL216df1_a7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG190707]27.24 1

Unknown 18.19 1



gb|TT-07_J21 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635823]2784.45 1

Unknown 102.63 1

gb|AGN_ELP024xh01f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139530]34.64 1

gb|Nicotiana tabacum fertilization-independent endosperm protein (FIE) mRNA, complete cds [EU375458]18.17 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC47001]135.66 1

Unknown 230.41 1

gb|FS408169 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0020_4_E11 5', mRNA sequence [FS408169]693.74 1

gb|AGN_RPC020xg11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142893]496.95 1

Unknown 25.2 1

gb|AGN_PNL221bf1_c2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194017]856.55 1

tc|Rep: CRABS CLAW protein - Quercus glauca, partial (8%) [TC70877] 105.92 1

gb|KR2B.115K01F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115K01, mRNA sequence [EB447309]52.29 1

gb|Nicotiana tabacum NtMATE1 mRNA for multi antimicrobial extrusion family protein, complete cds [AB286961]50.14 1

gb|AGN_RNC123xj03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG174896]268.4 1

gb|AM788420 seedling library, SL Nicotiana tabacum cDNA clone nt002001046, mRNA sequence [AM788420]31.3 1

gb|KG9B.106G11F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106G11, mRNA sequence [EB679127]177.62 1

gb|AM802537 COL, cold overnight library Nicotiana tabacum cDNA clone nt006166073, mRNA sequence [AM802537]22.51 1

tc|Rep: Avr9 elicitor response protein - Nicotiana tabacum (Common tobacco), partial (11%) [TC73285]547.92 1

Unknown 41.6 1

gb|TT-41_E08 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638254]268.72 1

tc|Rep: Retrotransposon gag protein - Solanum demissum (Wild potato), partial (4%) [TC73881]30.15 1

Unknown 120.63 1

gb|KR2B.113H17F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.113H17, mRNA sequence [EB446978]563.24 1

gb|Nicotiana tabacum S-adenosyl-L-methionine synthetase (SAMS) mRNA, complete cds [AF127243]8388.7 1

gb|KG9B.002A18F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002A18, mRNA sequence [DV157860]870.39 1

gb|AGN_RNC021xb24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159896]111.2 1

Unknown 18.97 1

tc|Rep: Os03g0702000 protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC44851]186.01 1

tc|GB|AJ298071.1|CAC18552.1 cell division cycle protein [Nicotiana tabacum] [NP917038]23.54 1

gb|KL4B.105N14F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105N14, mRNA sequence [DW000445]929.25 1

gb|TT-50_M03 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645435]377.89 1

tc|Rep: Chromosome undetermined scaffold_1484, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC51557]3509.98 1

gb|FS416927 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0044_4_D09 5', mRNA sequence [FS416927]1077.29 1

Unknown 42.91 1



Unknown 569.35 1

gb|KF8C.104O18F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104O18, mRNA sequence [EB426002]116.11 1

gb|CHO_SL023xf22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623214]1550.26 1

gb|CHO_SL013xm10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622264]189.41 1

Unknown 101.33 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC51233]237.56 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC45450]1883.38 1

tc|Rep: Tubby-like protein - Cicer arietinum (Chickpea) (Garbanzo), partial (13%) [TC47049]592.41 1

tc|Rep: Microtubule bundling polypeptide TMBP200 - Nicotiana tabacum (Common tobacco), partial (4%) [TC54834]1295.98 1

tc|Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC54347]506.92 1

tc|Rep: Chromosome chr3 scaffold_199, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC49172]1220.73 1

gb|KG9B.106K09F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106K09, mRNA sequence [EB679219]3221.98 1

gb|BP133832 MAT001 Nicotiana tabacum cDNA clone BY6138, mRNA sequence [BP133832]178.51 1

gb|AGN_RNC014xn22f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163875]100.78 1

gb|TT-50_C15 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645413]37.82 1

gb|TT-19_L02 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642531]51.68 1

tc|Rep: Adenylate kinase, chloroplast precursor - Solanum tuberosum (Potato), partial (98%) [TC50656]1053.13 1

gb|KT7B.107M01F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107M01, mRNA sequence [EB448369]20.03 1

gb|BP527163 MAT001 Nicotiana tabacum cDNA clone BY11938, mRNA sequence [BP527163]23.72 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC55368]77.57 1

gb|KF8C.105G05F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105G05, mRNA sequence [EB426172]1118.4 1

Unknown 10210.05 1

gb|FS424594 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0066_1_C12 5', mRNA sequence [FS424594]23.03 1

tc|Rep: 60S ribosomal protein L12 - Capsicum annuum (Bell pepper), complete [TC50224]86.17 1

gb|KL4B.103F10F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103F10, mRNA sequence [DV999544]25536.1 1

Unknown 239.45 1

Unknown 128.72 1

gb|CHO_SL013xa08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622203]251.33 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC55667]980.26 1

Unknown 527.53 1

gb|AGN_ELP012xd15f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134963]33.08 1

gb|TT-12_E09 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638986]183.81 1

Unknown 104.11 1

Unknown 511.98 1



gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC1-41-230, cultivar Bright Yellow 2 [AJ718492]122.38 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC64300]839.2 1

gb|KF8C.110D01F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110D01, mRNA sequence [EB427488]19.08 1

gb|KP1B.101P05F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101P05, mRNA sequence [DV159985]67.43 1

Unknown 4830.97 1

tc|Rep: Histone H3 - Vitis vinifera (Grape), complete [TC47009] 141.68 1

Unknown 18.96 1

gb|KN6B.110M04F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.110M04, mRNA sequence [EB441989]92.33 1

tc|Rep: Chromosome chr5 scaffold_156, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC41712]415.21 1

Unknown 85.87 1

gb|KG9B.002O20F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002O20, mRNA sequence [DV158177]114.32 1

gb|Nicotiana tabacum mRNA for hypothetical protein (c18 gene) [AJ966359] 167.48 1

Unknown 134.83 1

Unknown 19.65 1

gb|KL4B.104A12F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104A12, mRNA sequence [DV999793]522.52 1

gb|BP525566 MAT001 Nicotiana tabacum cDNA clone BY10248, mRNA sequence [BP525566]28.45 1

gb|KL4B.102C03F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102C03, mRNA sequence [EB679746]14130.35 1

tc|Rep: Homolog of Homo sapiens "Histone 1, H2ai - Takifugu rubripes, partial (30%) [TC55102]416.34 1

gb|KG9B.101F04F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101F04, mRNA sequence [EB677283]422.4 1

gb|KR2B.111P22F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.111P22, mRNA sequence [EB446553]52.67 1

tc|Rep: Chromosome chr16 scaffold_94, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC60597]21.49 1

tc|Rep: Polyubiquitin - Thlaspi caerulescens (Alpine penny-cress) (Thlaspi calaminare), partial (57%) [TC49099]316.03 1

Unknown 22.8 1

gb|CHO_SL015xm16f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618781]2996.93 1

gb|N.tabacum mRNA for inorganic pyrophosphatase (TVP31 clone) [X83729] 412.85 1

gb|TT-29_O01 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635017]26.02 1

tc|Rep: Chromosome chr1 scaffold_180, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC71160]814.23 1

gb|KF8B.100P06F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100P06, mRNA sequence [EB428039]184.95 1

Unknown 48.44 1

gb|TT-38_F24 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638033]48.31 1

gb|TT-36_L21 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642918]51.65 1

tc|Rep: Ras-related protein Rab11A - Nicotiana tabacum (Common tobacco), complete [TC48180]410.39 1

tc|Rep: GLUTATHIONE-REGULATED POTASSIUM-EFFLUX SYSTEM K+/H+ ANTIPORTER TRANSMEMBRANE PROTEIN - Herminiimonas arsenicoxydans, partial (4%) [TC53102]52.95 1

Unknown 5667.76 1



gb|AGN_ELP017xm07f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG133347]157.8 1

Unknown 20.75 1

Unknown 947.68 1

tc|Rep: Serine acetyltransferase 1 - Nicotiana tabacum (Common tobacco), partial (40%) [TC73152]25.9 1

gb|TT-05_H21 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643518]30.57 1

gb|Nicotiana tabacum mRNA for NAD-malate dehydrogenase [AJ006974] 8958.5 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC50859]2586.71 1

tc|Rep: Chromosome undetermined scaffold_60, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC47356]142.59 1

tc|Rep: Syntaxin-like protein - Solanum tuberosum (Potato), partial (38%) [TC46504] 84.95 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC44099]112.66 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (35%) [TC53733] 52.01 1

gb|KF8C.106N19F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106N19, mRNA sequence [EB426699]52.69 1

tc|Rep: Plastid quinol oxidase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (96%) [TC53526]360.38 1

gb|Nicotiana tabacum chloroplast NADP-malic enzyme precursor, mRNA, complete cds; nuclear gene for chloroplast product [DQ923119]997.68 1

tc|Rep: Pyruvate kinase, cytosolic isozyme - Nicotiana tabacum (Common tobacco), partial (35%) [TC61776]1184.38 1

gb|KL4B.103E18F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103E18, mRNA sequence [DV999530]147.15 1

Unknown 29.89 1

gb|KL4B.104A04F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104A04, mRNA sequence [DV999785]28.29 1

tc|Rep: Predicted protein - Nematostella vectensis (Starlet sea anemone), partial (12%) [TC64030]47.48 1

gb|KG9B.101D19F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101D19, mRNA sequence [EB677251]20.36 1

gb|Nicotiana tabacum mRNA for mitochondrial 2-oxoglutarate [AJ299250] 756.22 1

tc|Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC47766]896.45 1

gb|BP531480 MAT005 Nicotiana tabacum cDNA clone BY24380, mRNA sequence [BP531480]442.66 1

gb|AGN_RNC020xn18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160522]21.15 1

Unknown 20.04 1

Unknown 32.74 1

gb|KG9B.005D18F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005D18, mRNA sequence [DV159023]3979.66 1

Unknown 34.66 1

tc|Rep: 60s acidic ribosomal protein-like protein - Solanum tuberosum (Potato), partial (97%) [TC56227]4489.49 1

gb|KP1B.107G18F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107G18, mRNA sequence [DV161209]48.62 1

tc|Rep: Ubiquitin carrier protein - Capsicum annuum (Bell pepper), complete [TC51168]3697.16 1

gb|KL4B.102H07F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102H07, mRNA sequence [EB679862]223.49 1

gb|AM780931 seedling library, SL Nicotiana tabacum cDNA clone nt002043053, mRNA sequence [AM780931]25.36 1

gb|Nicotiana tabacum mRNA for chloroplast FtsZ-like protein (ftsZ gene), clone FtsZ1-3 [AJ271749]110.85 1



gb|KF8C.103J17F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103J17, mRNA sequence [EB425536]121.87 1

gb|Nicotiana tabacum mRNA for putative zinc transporter (C477 gene) [AM851010] 144.69 1

Unknown 226.87 1

gb|KF8C.102I23F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102I23, mRNA sequence [EB425159]17779.35 1

Unknown 1399.27 1

gb|KL4B.105O20F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105O20, mRNA sequence [DW000475]130.63 1

Unknown 36.69 1

Unknown 90.97 1

tc|Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC67533]167.24 1

Unknown 35.24 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC66881]744.54 1

gb|Nicotiana tabacum guanylate kinase (GK-1) mRNA, complete cds [AF205130] 1033.24 1

gb|tbt_000462 Normalized Nicotiana tabacum cDNA library Nicotiana tabacum cDNA clone tbt_000462 5', mRNA sequence [CV020487]5659.21 1

tc|Rep: VTC2-like protein - Actinidia chinensis (Kiwi) (Yangtao), partial (56%) [TC42304] 40.78 1

gb|TT-19_K15 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633777]1175.75 1

gb|KF8C.104F18F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104F18, mRNA sequence [EB425809]1964.63 1

gb|AM789086 COL, cold overnight library Nicotiana tabacum cDNA clone nt006143068, mRNA sequence [AM789086]20.67 1

gb|TT-01_D04 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635366]827.33 1

Unknown 371.63 1

Unknown 787.1 1

gb|TT-39_I22 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645115]261.67 1

tc|Rep: Transcription factor JERF1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (38%) [TC48830]79.84 1

Unknown 30.98 1

tc|Rep: Chromosome undetermined scaffold_53, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC58195]735.61 1

gb|AM801892 COL, cold overnight library Nicotiana tabacum cDNA clone nt006056082, mRNA sequence [AM801892]28.75 1

gb|KP1B.037O12F.050623T7 KP1B Nicotiana tabacum cDNA clone KP1B.037O12, mRNA sequence [DV159609]79.67 1

tc|Rep: Capsid protein - Olive latent virus 1, partial (5%) [TC57852] 188.64 1

gb|KR3B.113B04F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.113B04, mRNA sequence [EB683624]975.91 1

Unknown 190.82 1

gb|Nicotiana tabacum peroxisomal acetoacetyl-coenzyme A thiolase (AACT2) mRNA, complete cds [AY748246]178.61 1

gb|KP1B.110E09F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110E09, mRNA sequence [DV162156]33.02 1

gb|KG9B.004N13F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004N13, mRNA sequence [DV158881]55.27 1

gb|KT7B.107H09F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107H09, mRNA sequence [EB448266]269.8 1

tc|Rep: Ovule receptor-like kinase 28 precursor - Solanum chacoense (Chaco potato), partial (26%) [TC50980]89.25 1



tc|Rep: Chromosome undetermined scaffold_2685, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC61186]179.24 1

tc|Rep: Mature anther-specific protein LAT61 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (31%) [TC67523]22.54 1

gb|KF8C.102B01F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102B01, mRNA sequence [EB424987]128.1 1

tc|Rep: Chromosome chr4 scaffold_443, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC57259]507.74 1

Unknown 767.9 1

tc|Rep: Uncharacterized protein At5g46250.3 - Arabidopsis thaliana (Mouse-ear cress), partial (48%) [TC48812]578.06 1

gb|AGN_RNC024xj15r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG158306]89.92 1

tc|Rep: Chromosome chr10 scaffold_76, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC45614]1823.06 1

gb|N.tabacum npp2 mRNA for protein phosphatase type 1 [Z93769] 1544.15 1

gb|TT-11_F18 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642292]80.38 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC40402]28.78 1

gb|KL4B.103B21F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103B21, mRNA sequence [DV999471]2897.23 1

gb|KG9B.001L18F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001L18, mRNA sequence [DV157743]114.61 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC59080]24.46 1

gb|Nicotiana tabacum mRNA for hypothetical protein (mc307 gene) [AJ966362] 850.28 1

Unknown 17.97 1

gb|KT7C.106A21F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106A21, mRNA sequence [EB450197]31.12 1

gb|KF8C.102D11F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102D11, mRNA sequence [EB425041]134.71 1

tc|Rep: Beta-amylase 1 - Nicotiana langsdorffii x Nicotiana sanderae (Ornamental tobacco), partial (63%) [TC44518]73.22 1

Unknown 98.69 1

Unknown 735.81 1

tc|Rep: 14-3-3 protein - Nicotiana tabacum (Common tobacco), complete [TC51445] 563.2 1

tc|Rep: GAGA-motif binding transcriptional activator - Populus trichocarpa (Western balsam poplar) (Populus balsamiferasubsp. trichocarpa), partial (33%) [TC54210]2707.34 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC50952]964.71 1

gb|KG9B.101D07F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101D07, mRNA sequence [EB677239]221.99 1

gb|KF8B.100L14F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100L14, mRNA sequence [EB427969]50.63 1

tc|Rep: RAN GTPase-activating protein 1 - Nicotiana benthamiana, partial (23%) [TC62552]265.06 1

gb|KG9B.103G15F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103G15, mRNA sequence [EB678033]79.04 1

gb|Nicotiana tabacum Tobacco mosaic virus helicase domain-binding protein mRNA, partial cds [AF426837]145.63 1

tc|Rep: Prohibitin - Nicotiana tabacum (Common tobacco), complete [TC52074] 21.92 1

gb|Nicotiana tabacum guanylate kinase (GK-1) mRNA, complete cds [AF205130] 5445.24 1

Unknown 115.08 1

tc|Rep: Chromosome undetermined scaffold_203, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC69852]35453.05 1

tc|Rep: ATP synthase subunit beta, mitochondrial precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (59%) [TC44155]87.3 1



gb|KL4B.104B18F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104B18, mRNA sequence [DV999821]24.25 1

tc|Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC51908]61.98 1

gb|KG9B.107G06F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107G06, mRNA sequence [EB679484]22.74 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC58638]37.54 1

Unknown 2826.36 1

gb|KG9B.107L18F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107L18, mRNA sequence [EB679603]895.95 1

gb|Nicotiana tabacum calcium [AF435450] 30.34 1

tc|Rep: STYLOSA protein - Antirrhinum majus (Garden snapdragon), partial (29%) [TC51210]120.56 1

gb|KF8C.106P02F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106P02, mRNA sequence [EB426728]127.84 1

Unknown 203.28 1

gb|KF8C.104H23F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104H23, mRNA sequence [EB425857]2111.04 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC51536]147.18 1

tc|Rep: AN14 - Zea mays (Maize), partial (75%) [TC44451] 519.1 1

Unknown 80.62 1

gb|EST_YP002xa17f1.ab1 EST_YP Nicotiana tabacum cDNA, mRNA sequence [EH616530] 125.3 1

gb|TT-22_F04 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636894]22.97 1

tc|Rep: Ribosomal protein L3A - Nicotiana tabacum (Common tobacco), partial (59%) [TC74344]44.99 1

tc|Rep: Threonine synthase, chloroplast precursor - Solanum tuberosum (Potato), partial (17%) [TC68686]16.31 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC62225]127.12 1

gb|AM843365 seedling library, SL Nicotiana tabacum cDNA clone nt002201085, mRNA sequence [AM843365]59.61 1

Unknown 31.3 1

Unknown 23.2 1

tc|Rep: Fructose-bisphosphate aldolase - Solanum tuberosum (Potato), partial (65%) [TC42575]288.23 1

Unknown 514.67 1

gb|BP528348 MAT001 Nicotiana tabacum cDNA clone BY13188, mRNA sequence [BP528348]122.39 1

tc|Rep: TPK1 - Nicotiana tabacum (Common tobacco), complete [TC64081] 56.72 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC46411]494.03 1

gb|KF8B.100P16F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100P16, mRNA sequence [EB428047]507.97 1

Unknown 749.75 1

Unknown 61.79 1

gb|KP1B.001F04F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001F04, mRNA sequence [DV162499]329.96 1

Unknown 158.32 1

Unknown 29.68 1

gb|TT-22_N03 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642716]26.19 1



Unknown 63.64 1

Unknown 491.41 1

Unknown 21.05 1

Unknown 18.69 1

Unknown 25.77 1

gb|AGN_RNC017xg05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161776]3165.36 1

gb|AGN_RNC014xe03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163422]70.34 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC54959]136.37 1

Unknown 103.02 1

gb|KL5B.001P11F.050901T7 KL5B Nicotiana tabacum cDNA clone KL5B.001P11, mRNA sequence [EB429241]268.15 1

gb|TT-07_H19 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635815]281.48 1

tc|Rep: Chromosome chr1 scaffold_180, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC44899]94.61 1

Unknown 500.83 1

gb|KT7C.112H24F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112H24, mRNA sequence [EB451766]1992.27 1

gb|FS407656 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0019_3_A07 5', mRNA sequence [FS407656]1775.58 1

tc|Rep: Os06g0186900 protein - Oryza sativa subsp. japonica (Rice), partial (41%) [TC53193]42.61 1

tc|Rep: Betaine aldehyde dehydrogenase - Panax ginseng (Korean ginseng), partial (71%) [TC54817]737.4 1

Unknown 36273.1 1

tc|Rep: Neutral leucine aminopeptidase preprotein precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (93%) [TC45566]564.55 1

gb|KR3B.001D06F.050815T7 KR3B Nicotiana tabacum cDNA clone KR3B.001D06, mRNA sequence [DW001454]134.49 1

gb|KP1B.108B16F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108B16, mRNA sequence [DV161437]271.21 1

tc|Rep: Transcription Factor IIF, Rap30/Rap74, interaction - Medicago truncatula (Barrel medic), partial (17%) [TC51269]214.36 1

Unknown 28.88 1

Unknown 848.32 1

gb|AGN_RNC211xk21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155183]2673.21 1

gb|TT-18_N15 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639253]86.08 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC40433]130.81 1

Unknown 65.86 1

gb|AJ632923 Nicotiana tabacum leaf Nicotiana tabacum cDNA clone Nt05-B07, mRNA sequence [AJ632923]26.73 1

gb|AGN_RNC007xf18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167680]47.2 1

gb|Nicotiana tabacum partial mRNA for villin 2 (vln2 gene) [AJ577853] 4157.97 1

tc|Rep: Polyubiquitin - Fragaria ananassa (Strawberry), partial (48%) [TC46813] 18125.3 1

tc|Rep: Chromosome undetermined scaffold_310, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC76325]757.32 1

gb|CHO_SL005xh14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617170]66.45 1



tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC59128]1023.16 1

tc|Rep: Splicing factor-like - Oryza sativa subsp. japonica (Rice), partial (12%) [TC68472] 249.09 1

gb|KN6B.106I23F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.106I23, mRNA sequence [EB440533]458.14 1

Unknown 865.51 1

Unknown 31.8 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC54351]37.42 1

tc|Rep: 60S ribosomal protein L34 - Nicotiana tabacum (Common tobacco), complete [TC56026]66.95 1

gb|TT-07_C15 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642013]2673.14 1

Unknown 92.17 1

tc|Rep: Chromosome chr3 scaffold_199, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC41733]103.69 1

tc|Rep: Mitochondrial processing peptidase - Solanum tuberosum (Potato), partial (23%) [TC70994]93.99 1

tc|Rep: Chromosome undetermined scaffold_332, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC48626]68.72 1

Unknown 65.67 1

tc|Rep: Serine hydroxymethyltransferase - Vitis vinifera (Grape), partial (55%) [TC56441] 19.8 1

gb|KN6B.009A01F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009A01, mRNA sequence [EB437920]40.17 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC46156]64.02 1

gb|KR3B.109O22F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109O22, mRNA sequence [DW004864]56.31 1

Unknown 96.28 1

Unknown 4579.52 1

Unknown 104.16 1

gb|KT7B.107A11F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107A11, mRNA sequence [EB448110]20.93 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC42280]35.66 1

tc|Rep: Farnesyl pyrophosphate synthase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (15%) [TC67773]133.64 1

Unknown 208.58 1

gb|TT-16_H13 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642339]32.97 1

Unknown 35.93 1

tc|Rep: Asparagine synthetase - Helianthus annuus (Common sunflower), partial (25%) [TC50215]68.82 1

gb|KL4B.103P04F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103P04, mRNA sequence [DV999762]6937.11 1

tc|Rep: ATP:citrate lyase - Capsicum annuum (Bell pepper), partial (24%) [TC62642] 471.89 1

gb|KT7C.108M22F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108M22, mRNA sequence [EB450812]65.53 1

gb|KF8B.200I11F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200I11, mRNA sequence [EB428200]43573.3 1

gb|KL4B.101K21F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101K21, mRNA sequence [DV999315]85.48 1

tc|Rep: Dihydrolipoyllysine-residue acetyltransferase component 3 of pyruvate dehydrogenase complex, mitochondrial precursor - Arabidopsis thaliana (Mouse-ear cress), partial (73%) [TC74693]1556.96 1

gb|TT-08_D07 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638803]130.68 1



tc|Rep: Chromosome undetermined scaffold_3075, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC55356]81.57 1

Unknown 11135.25 1

Unknown 186.5 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC49396]111.49 1

Unknown 152.47 1

gb|AGN_PNL208bf1_c6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG184528]218.6 1

tc|Rep: Chromosome undetermined scaffold_161, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC49942]31.74 1

Unknown 119.91 1

gb|AGN_PNL227cf1_g8.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG198624]16999.55 1

gb|Nicotiana tabacum MADS-box protein MADS5 (NtMADS5) mRNA, complete cds [AF068724]87.02 1

Unknown 158.36 1

Unknown 88.8 1

tc|Rep: Phosphoglycerate kinase, chloroplast precursor - Nicotiana tabacum (Common tobacco), partial (46%) [TC43453]19.32 1

Unknown 26.37 1

Unknown 935.42 1

tc|Rep: Phosphatidic acid phosphatase alpha - Vigna unguiculata (Cowpea), partial (6%) [TC70285]84.36 1

gb|AM816248 DL, diurnal library Nicotiana tabacum cDNA clone nt005094030, mRNA sequence [AM816248]9804.92 1

tc|Rep: Chromosome undetermined scaffold_3017, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC47731]272.44 1

Unknown 822.82 1

Unknown 50112.6 1

Unknown 559.26 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC47593]67.62 1

tc|Rep: Superoxide dismutase [Cu-Zn] - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), complete [TC43605]1016.59 1

Unknown 566.4 1

gb|KF8B.201D11F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201D11, mRNA sequence [EB428409]370.82 1

tc|Rep: Cryptic phage CTXphi transcriptional repressor rstR - Vibrio cholerae, partial (18%) [TC70645]406 1

gb|AM785983 seedling library, SL Nicotiana tabacum cDNA clone nt002287087, mRNA sequence [AM785983]18.71 1

gb|KF8C.103C08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103C08, mRNA sequence [EB425369]473.53 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC49170]1816.18 1

tc|Rep: Os09g0505800 protein - Oryza sativa subsp. japonica (Rice), partial (86%) [TC49523]16.95 1

tc|Rep: Sterol desaturase family protein - Solanum demissum (Wild potato), partial (84%) [TC76160]344.33 1

gb|TT-29_O23 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637420]521.62 1

gb|TOBESTR053C09 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625819]30.67 1

gb|AGN_RNC004xn01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG169254]630.59 1



gb|KG9B.106H08F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106H08, mRNA sequence [EB679147]35.45 1

tc|Rep: Cytochrome c1-1, heme protein, mitochondrial precursor - Solanum tuberosum (Potato), partial (65%) [TC49936]229.7 1

tc|Rep: Phospho-2-dehydro-3-deoxyheptonate aldolase 2, chloroplast precursor - Solanum tuberosum (Potato), partial (20%) [TC64843]906.82 1

gb|KT7B.100K11F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100K11, mRNA sequence [EB447626]897.34 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC65587]159.24 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC44244]113.36 1

tc|Rep: Chromosome chr1 scaffold_136, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC76080]498.53 1

gb|CHO_SL002xi14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620311]249.77 1

Unknown 24.77 1

Unknown 2715.54 1

gb|KG9B.004N23F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004N23, mRNA sequence [DV158890]27.72 1

gb|KL4B.103N16F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103N16, mRNA sequence [DV999727]267.66 1

Unknown 129.97 1

Unknown 33.92 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC71267]31.72 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC54240]4702.13 1

gb|AGN_PNL221df1_h2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194438]77.63 1

gb|AGN_ELP026xh16f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG138924]3011.04 1

gb|AGN_RPC007xi20f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146943]9894.43 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC46519]139.56 1

gb|AGN_RPC024xe08f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141664]71.89 1

Unknown 93.66 1

gb|KG9B.106C11F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106C11, mRNA sequence [EB679032]142.51 1

gb|KF8C.106J12F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106J12, mRNA sequence [EB426608]97.18 1

gb|KP1B.105L15F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105L15, mRNA sequence [EB681843]79.42 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC55053]174.57 1

gb|AGN_RPC011xp08f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG145967]529.88 1

gb|KL4B.108H04F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108H04, mRNA sequence [DW000634]95.6 1

gb|AGN_RNC014xf15r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG163772]101.34 1

tc|Rep: Uncharacterized protein At2g33847.2 - Arabidopsis thaliana (Mouse-ear cress), partial (55%) [TC57704]55.46 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC64038]28.81 1

gb|KT7C.109K13F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109K13, mRNA sequence [EB451118]1530.87 1

gb|EST_FLW001xe19f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615220]43.83 1

Unknown 22.76 1



tc|Rep: Oligouridylate binding protein - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (64%) [TC43013]5641.94 1

Unknown 310.61 1

tc|Rep: Chromosome undetermined scaffold_332, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC56887]22.43 1

tc|Rep: Anther ethylene-upregulated protein ER1 - Nicotiana tabacum (Common tobacco), partial (35%) [TC51237]71.5 1

gb|EST_CSP005xb11f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH614269]47.73 1

Unknown 766.65 1

Unknown 172.43 1

tc|Rep: Histidinol dehydrogenase - Vitis vinifera (Grape), partial (94%) [TC73650] 53.22 1

tc|Rep: 3-dehydroquinate dehydratase / shikimate dehydrogenase isoform 2 - Nicotiana tabacum (Common tobacco), partial (42%) [TC44330]23.86 1

tc|Rep: Chromosome undetermined scaffold_489, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC66284]539.23 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC70906]268.34 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC58874]154.05 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC54018]1591.96 1

tc|Rep: PHD5 - Glycine max (Soybean), partial (96%) [TC57518] 20.76 1

tc|Rep: Spliceosomal protein - Solanum tuberosum (Potato), partial (35%) [TC51541] 215.11 1

Unknown 179.51 1

gb|KR3B.109O08F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109O08, mRNA sequence [DW004850]2163.94 1

gb|KF8C.103F16F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103F16, mRNA sequence [EB425445]35.74 1

gb|KL4B.101H07F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101H07, mRNA sequence [DV999238]46.51 1

gb|KP1B.105A01F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105A01, mRNA sequence [EB681601]189.69 1

gb|KG9B.106F01F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106F01, mRNA sequence [EB679093]267.74 1

gb|KP1B.037L14F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.037L14, mRNA sequence [DV159546]515.96 1

tc|Rep: Pol polyprotein - Citrus paradisi (Grapefruit), partial (12%) [TC60940] 86.19 1

gb|Nicotiana tabacum fertilization-independent endosperm protein (FIE) mRNA, complete cds [EU375458]29.37 1

gb|KF8C.106P03F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106P03, mRNA sequence [EB426729]49329.35 1

gb|TT-28_F07 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637321]36.61 1

gb|TT-03_F17 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641761]456.42 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC68968]351.83 1

gb|AGN_ELP026xp07f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG138878]3633.99 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC71949]850.75 1

gb|Nicotiana tabacum NtWRKY-9 mRNA for WRKY DNA-binding protein, complete cds [AB063576]1121.97 1

Unknown 472.76 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC72808]143.92 1

tc|Rep: Ubiquitin carrier protein - Vitis vinifera (Grape), complete [TC56781] 2995.08 1



gb|KP1B.107M05F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107M05, mRNA sequence [DV161322]185.72 1

tc|Rep: NT3 - Nicotiana tabacum (Common tobacco), partial (22%) [TC56605] 486.12 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC40819]457.77 1

tc|Rep: Polygalacturonase inhibitor protein precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (95%) [TC45422]498.45 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC3-33-350, cultivar Bright Yellow 2 [AJ718624]243.53 1

gb|KG9B.103E14F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103E14, mRNA sequence [EB677988]515.57 1

Unknown 34.76 1

tc|Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC50328]187.42 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC77114]25.03 1

tc|Rep: Embryonic flower 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (28%) [TC45305]417.95 1

gb|AM789368 seedling library, SL Nicotiana tabacum cDNA clone nt002018082, mRNA sequence [AM789368]522.29 1

gb|N.tabacum mRNA for phosphoglycerate kinase (chloroplast isoenzyme) [Z48977] 37.41 1

tc|Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC52027]105.31 1

tc|Rep: Chromosome chr9 scaffold_90, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC47950]1024.61 1

tc|Rep: Chromosome chr16 scaffold_271, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC56970]1124.27 1

gb|AM812458 DL, diurnal library Nicotiana tabacum cDNA clone nt005112026, mRNA sequence [AM812458]25.03 1

Unknown 31.27 1

gb|KP1B.037E06F.050623T7 KP1B Nicotiana tabacum cDNA clone KP1B.037E06, mRNA sequence [DV159396]32.23 1

Unknown 479.16 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC70700]984.59 1

gb|AGN_PNL216bf1_g6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG190411]62.46 1

gb|KL5B.112O22F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.112O22, mRNA sequence [EB431310]59.14 1

Unknown 1552.87 1

tc|Rep: Calcineurin B-like protein 2-1 - Populus euphratica (Euphrates poplar), partial (95%) [TC45044]2147.19 1

gb|CHO_SL022xd02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619918]465.12 1

gb|FS406815 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0017_2_A03 5', mRNA sequence [FS406815]58.19 1

tc|Rep: Phosphomevalonate kinase - Hevea brasiliensis (Para rubber tree), partial (33%) [TC60319]19.61 1

tc|Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC41168]45.13 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC43747]983.81 1

gb|BP133500 MAT001 Nicotiana tabacum cDNA clone BY5775, mRNA sequence [BP133500]43284.85 1

Unknown 14698.55 1

gb|KR3B.114I17F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.114I17, mRNA sequence [EB684135]59.87 1

Unknown 77.81 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC55497]84.74 1



tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC50929]241.33 1

gb|TT-38_H14 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634412]46.19 1

Unknown 563.08 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC52445]29.42 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT21-1-550, cultivar Bright Yellow 2 [AJ717982]77.61 1

gb|AGN_ELP012xb20f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135039]21.82 1

Unknown 1526.21 1

Unknown 47.58 1

gb|CHO_SL006xj24f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617488]2744.78 1

gb|CHO_SL022xm10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619838]45.13 1

Unknown 20.84 1

Unknown 43.12 1

Unknown 105.31 1

gb|TT-29_D19 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637372]969.12 1

tc|Rep: Phosphoserine aminotransferase - Arabidopsis thaliana (Mouse-ear cress), partial (83%) [TC70507]1783.47 1

gb|AGN_RNC020xm19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160077]28.64 1

gb|EST_CSP005xn06f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH614413]80.32 1

Unknown 37.63 1

gb|KT7B.100B11F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100B11, mRNA sequence [EB447449]61.32 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC41902]505.6 1

gb|KP1B.001G12F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001G12, mRNA sequence [DV162530]1177.87 1

Unknown 252.31 1

Unknown 57.35 1

tc|Rep: Chromosome undetermined scaffold_100, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC61899]92.06 1

Unknown 171.14 1

gb|KN6B.105E09F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105E09, mRNA sequence [EB440076]140.59 1

tc|Rep: Chromosome chr4 scaffold_162, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC70874]1085.23 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC43577]457.72 1

gb|KG9B.102D18F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102D18, mRNA sequence [EB677602]67.56 1

Unknown 119.79 1

gb|FS409302 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0024_1_B12 5', mRNA sequence [FS409302]4166.64 1

Unknown 133.55 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC46647]569.87 1

gb|Nicotiana tabacum tetratricoredoxin mRNA, complete cds [AY064253] 26.49 1



gb|KF8C.105F01F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105F01, mRNA sequence [EB426145]2166.43 1

Unknown 531.74 1

gb|KP1B.101L11F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101L11, mRNA sequence [DV159903]752.04 1

Unknown 1512.81 1

tc|Rep: PttA' - Petunia hybrida (Petunia), partial (16%) [TC73454] 286.14 1

Unknown 157.22 1

Unknown 1003.67 1

Unknown 57.9 1

Unknown 31.89 1

Unknown 45.67 1

tc|Rep: Gll2364 protein - Gloeobacter violaceus, partial (11%) [TC64550] 35.24 1

gb|TT-36_L21 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642918]30.51 1

gb|N.tabacum dhdps mRNA [X79675] 207.47 1

gb|Nicotiana tabacum NtEIG-E80 mRNA, complete cds [AB041515] 9613.23 1

Unknown 205.03 1

gb|ntsm55 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643483]218.85 1

gb|N.tabacum npp2 mRNA for protein phosphatase type 1 [Z93769] 1331.83 1

tc|Rep: CA-responsive protein - Brassica oleracea (Wild cabbage), partial (7%) [TC56257] 28.21 1

Unknown 44.03 1

Unknown 141.98 1

gb|KL4B.103J09F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103J09, mRNA sequence [DV999636]19.6 1

gb|AGN_PNL226bf1_d1.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG197657]1104.04 1

Unknown 1561.33 1

gb|KN6B.114I07F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.114I07, mRNA sequence [EB442583]92.42 1

gb|KR3B.101B02F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101B02, mRNA sequence [DW001771]1592.57 1

tc|Rep: RNA Binding Protein 45 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (44%) [TC41124]70.37 1

gb|TT-14_C13 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634181] 82.4 1

tc|Rep: STY-L protein - Antirrhinum majus (Garden snapdragon), partial (52%) [TC52504] 29.87 1

gb|KF8C.102A12F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102A12, mRNA sequence [EB424975]76.84 1

gb|AGN_RNC025xm15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157506]93.02 1

gb|AM789132 DL, diurnal library Nicotiana tabacum cDNA clone nt005072014, mRNA sequence [AM789132]105.84 1

Unknown 478.84 1

gb|TOBESTR043G10 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625013]1009.86 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC55883]871.96 1



tc|Rep: Mitochondrial import receptor subunit TOM7-1 - Solanum tuberosum (Potato), complete [TC57419]190.39 1

gb|CHO_SL026xf21f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620138]870.07 1

Unknown 20.08 1

Unknown 72.93 1

gb|Nicotiana tabacum basic helix-loop-helix protein mRNA, complete cds [EU880279] 4387.37 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC59721]62.36 1

tc|Rep: Chromosome chr10 scaffold_43, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC72651]848.58 1

tc|Rep: Chromosome chr18 scaffold_24, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC57229]10185.17 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC45174]398.83 1

gb|TT-04_N05 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635590]159.96 1

Unknown 115.01 1

gb|AGN_PNL227af1_b10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG198195]134.84 1

gb|KF8C.102O14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102O14, mRNA sequence [EB425283]1020.64 1

tc|Rep: Eukaryotic translation initiation factor 5A-1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), complete [TC46051]142.4 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC60126]29.22 1

gb|KN6B.105G06F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105G06, mRNA sequence [EB440118]629.7 1

gb|CHO_SL004xl02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616876]46.86 1

gb|AGN_RPC021xi20f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142649]103.43 1

gb|TT-11_H23 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642300]134.44 1

tc|Rep: Aluminum-induced protein - Codonopsis lanceolata, partial (97%) [TC40256] 67.44 1

gb|Nicotiana tabacum putative chloroplast ribonucleoprotein-like mRNA, partial sequence; nuclear gene for chloroplast product [EF051141]80.62 1

Unknown 117.35 1

gb|KF8C.103I13F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103I13, mRNA sequence [EB425509]1802.63 1

tc|Rep: Ammonium transporter 1 member 1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (43%) [TC47886]243.73 1

gb|KR3B.001B04F.050815T7 KR3B Nicotiana tabacum cDNA clone KR3B.001B04, mRNA sequence [DW001404]787.49 1

tc|Rep: Hydrolase, alpha/beta hydrolase fold family precursor - Shewanella amazonensis (strain ATCC BAA-1098 / SB2B), partial (4%) [TC68302]107.6 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC44294]664.85 1

gb|TT-38_O13 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638065]261.78 1

gb|AGN_PNL211df1_d4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG187103]127.69 1

gb|AGN_RPC014xi23f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144747]99.26 1

gb|KL4B.101O20F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101O20, mRNA sequence [DV999402]21.36 1

gb|KT7B.100G14F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100G14, mRNA sequence [EB447549]92.18 1

gb|KF8C.105H23F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105H23, mRNA sequence [EB426212]2722.13 1

Unknown 31.2 1



gb|CHO_SL010xe03f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617531]545.53 1

gb|TT-39_B05 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638076]124.5 1

tc|Rep: COG0245: 2C-methyl-D-erythritol 2,4-cyclodiphosphate synthase - Pasteuria nishizawae str. North American, partial (10%) [TC65441]559.42 1

tc|Rep: 60S ribosomal protein L31 - Nicotiana glutinosa (Tobacco), partial (98%) [TC57146]59.97 1

gb|AGN_PNL223df1_e10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG195872]859.28 1

Unknown 190.39 1

tc|Rep: Metal transporter - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (46%) [TC62497]35.27 1

tc|Rep: Phytochelatin synthetase-like protein - Phaseolus vulgaris (Kidney bean) (French bean), partial (38%) [TC54063]26.95 1

Unknown 108.49 1

gb|KG9B.105D04F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105D04, mRNA sequence [EB678678]458.71 1

Unknown 182.73 1

gb|TT-40_P15 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638231]137.13 1

tc|Rep: 60S ribosomal protein L37a - Capsicum chinense (Scotch bonnet) (Bonnet pepper), complete [TC56411]200.51 1

gb|KL4B.109I20F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.109I20, mRNA sequence [DW000957]690.16 1

Unknown 39.12 1

gb|KF8C.105F11F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105F11, mRNA sequence [EB426155]395.47 1

Unknown 26.69 1

gb|KL4B.112P08F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112P08, mRNA sequence [EB681275]25.88 1

gb|KF8B.200B21F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200B21, mRNA sequence [EB428087]41.91 1

gb|KL4B.106A13F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106A13, mRNA sequence [EB680073]169.97 1

tc|Rep: Chromosome undetermined scaffold_168, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC73506]536.31 1

gb|KN6B.105M02F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105M02, mRNA sequence [EB440248]25.52 1

gb|Tobacco (N.tabacum) GapC mRNA encoding cytosolic glyceraldehyde-3-phosphophate dehydrogenase, partial cds [M14419]1308.17 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC40356]20.92 1

gb|KF8C.110B02F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110B02, mRNA sequence [EB427446]4583.45 1

tc|Rep: 60S ribosomal protein L10a-1 - Arabidopsis thaliana (Mouse-ear cress), partial (56%) [TC60716]129.02 1

tc|Rep: NAD-dependent malic enzyme 59 kDa isoform, mitochondrial precursor - Solanum tuberosum (Potato), partial (26%) [TC48143]864.88 1

Unknown 17.62 1

gb|AM790347 DL, diurnal library Nicotiana tabacum cDNA clone nt005227037, mRNA sequence [AM790347]1147.49 1

Unknown 22.68 1

tc|Rep: Orotate phosphoribosyltransferase - Sulfolobus solfataricus, partial (8%) [TC47945]67.22 1

Unknown 219.04 1

Unknown 209.03 1

Unknown 22.78 1



gb|FS381087 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0024_2_A09 5', mRNA sequence [FS381087]4649.33 1

gb|AGN_ELP006xd03f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136929]38.53 1

gb|TOBESTR120F08 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG631576]698.89 1

Unknown 62.75 1

gb|KG9B.102G13F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102G13, mRNA sequence [EB677668]58.98 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC51703]2819.37 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC72966]50.31 1

tc|Rep: Dicarboxylate/tricarboxylate carrier - Nicotiana tabacum (Common tobacco), complete [TC40178]234.93 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC49169]227.55 1

gb|AGN_RNC019xk19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160658]25.61 1

Unknown 249.63 1

gb|KL4B.103D04F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103D04, mRNA sequence [DV999498]1292.19 1

gb|N.tabacum mRNA for ornithine decarboxylase [Y10472] 10546.4 1

Unknown 3894.83 1

gb|KT7C.109N01F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109N01, mRNA sequence [EB451173]100.8 1

gb|KG9B.106F06F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106F06, mRNA sequence [EB679098]24.99 1

gb|AGN_RNC002xm03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG170078]39.38 1

Unknown 43.52 1

tc|Rep: SGT1 - Nicotiana benthamiana, partial (49%) [TC48609] 186.89 1

Unknown 78.26 1

Unknown 32.72 1

tc|Rep: Ribosomal protein L33 - Castanea sativa (Sweet chestnut), complete [TC49256] 72.55 1

Unknown 238.27 1

gb|6.2B09 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH664090]209.44 1

tc|Rep: Chromosome chr12 scaffold_38, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC41138]51 1

Unknown 4041.04 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC58611]47.88 1

Unknown 21.98 1

Unknown 1960.98 1

gb|KG9B.003O07F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003O07, mRNA sequence [DV158532]94.99 1

Unknown 17.95 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC45386]46 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC70240]26.67 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC66585]81.61 1



tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC52701]189.07 1

gb|KT7C.105P01F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105P01, mRNA sequence [EB450156]103.81 1

gb|TT-15_O08 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644065]367.9 1

Unknown 223.4 1

Unknown 104.83 1

gb|KT7C.110O01F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110O01, mRNA sequence [EB451542]522.31 1

gb|KT7B.100O20F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100O20, mRNA sequence [EB447714]302.21 1

Unknown 50.24 1

gb|KG9B.105A19F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105A19, mRNA sequence [EB678624]8182.38 1

gb|BP134817 MAT001 Nicotiana tabacum cDNA clone BY7260, mRNA sequence [BP134817]80.9 1

gb|Nicotiana tabacum mitogen-activated protein kinase Ntf4-1 mRNA, complete cds [DQ229077]1199.56 1

gb|AGN_RNC127xp13f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172609]50.62 1

Unknown 24.33 1

Unknown 25.25 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC47234]3227.76 1

gb|AM833831 DL, diurnal library Nicotiana tabacum cDNA clone nt005173074, mRNA sequence [AM833831]217.92 1

gb|Nicotiana tabacum mRNA for phosphate translocator [X75088] 413.9 1

tc|Rep: Chromosome chr2 scaffold_112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC42252]33.43 1

tc|Rep: Phosphatidic acid phosphatase alpha - Vigna unguiculata (Cowpea), partial (6%) [TC70285]181.59 1

gb|TT-04_O15 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641869]283.77 1

gb|KT7C.106B13F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106B13, mRNA sequence [EB450213]16738.6 1

Unknown 26 1

gb|BP136509 MAT001 Nicotiana tabacum cDNA clone BY9112, mRNA sequence [BP136509]25.37 1

gb|KP1B.101N21F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101N21, mRNA sequence [DV159955]66.59 1

gb|KP1B.105B05F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105B05, mRNA sequence [EB681626]120.53 1

gb|KF8C.101N16F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101N16, mRNA sequence [EB424911]151.4 1

tc|Rep: Os05g0113500 protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC46977]3325.48 1

gb|TT-41_E09 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638255]90.04 1

Unknown 32.16 1

gb|TT-04_G09 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641821]41.35 1

gb|KN6B.102H23F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102H23, mRNA sequence [EB439066]36.05 1

tc|Rep: Inorganic pyrophosphatase - Nicotiana tabacum (Common tobacco), complete [TC47943]104.12 1

Unknown 182.01 1

gb|KP1B.104D05F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104D05, mRNA sequence [DV160786]77.49 1



gb|CHO_SL014xp06f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623576]263.02 1

Unknown 193.4 1

gb|KG9B.106G16F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106G16, mRNA sequence [EB679132]3042.99 1

gb|AGN_ELP022xa22f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG140044]41.31 1

tc|Rep: 40S ribosomal protein S4 - Solanum tuberosum (Potato), complete [TC40361] 40.42 1

Unknown 2425.02 1

Unknown 43 1

Unknown 147.36 1

tc|Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC50421]235.94 1

gb|KL4B.107I09F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107I09, mRNA sequence [EB680522]101.42 1

gb|CHO_SL015xf03f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618818]400.49 1

gb|KG9B.002J23F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002J23, mRNA sequence [DV158066]5128.09 1

gb|AGN_RPC010xj11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146160]84.32 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC48255]1860.27 1

gb|AGN_RNC211xl23f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155272]1104.26 1

gb|AM782821 seedling library, SL Nicotiana tabacum cDNA clone nt002335061, mRNA sequence [AM782821]392.3 1

gb|KL4B.104J12F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104J12, mRNA sequence [DV999997]224.2 1

Unknown 25.97 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC71980]55.6 1

tc|Rep: Malate dehydrogenase - Nicotiana tabacum (Common tobacco), partial (58%) [TC42481]111.32 1

Unknown 33.8 1

Unknown 667.59 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC48418]515.47 1

gb|KN6B.101B18F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101B18, mRNA sequence [EB438557]2719.92 1

Unknown 10285.9 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC46893]77.58 1

gb|FS406206 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0015_3_C12 5', mRNA sequence [FS406206]127.71 1

Unknown 28494.34 1

gb|KG9B.102J17F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102J17, mRNA sequence [EB677741]17.88 1

tc|Rep: Os04g0644200 protein - Oryza sativa subsp. japonica (Rice), partial (3%) [TC63585]1059.96 1

Unknown 152.18 1

Unknown 71.38 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC71848]96.95 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC47992]1060.34 1



Unknown 253.69 1

Unknown 1613.56 1

gb|BP530068 MAT005 Nicotiana tabacum cDNA clone BY21050, mRNA sequence [BP530068]22.06 1

Unknown 1827.79 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC71841]31.93 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC57619]598.68 1

Unknown 163 1

tc|Rep: Protein kinase - Nicotiana tabacum (Common tobacco), partial (43%) [TC74970]3485.68 1

gb|AGN_ELP022xo07f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG140029]17.55 1

Unknown 178.38 1

gb|TT-11_H13 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643824]182.52 1

gb|TL13.002J10F.060117T7 TL13 Nicotiana tabacum cDNA clone TL13.002J10, mRNA sequence [EB435854]256.33 1

tc|CAB62118.1 - Arabidopsis thaliana (Mouse-ear cress), partial (9%) [TC67043] 35.31 1

gb|Nicotiana tabacum NtRb1 mRNA, complete cds [AB015221] 955 1

gb|FS377589 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0014_1_D09 5', mRNA sequence [FS377589]2549.83 1

gb|TT-50_B23 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638507]206.32 1

gb|AGN_PNL227ar1_a9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG198287]264.14 1

Unknown 2670.62 1

gb|KG9B.003P01F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003P01, mRNA sequence [DV158550]829.35 1

Unknown 46.57 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC46345]231.25 1

gb|KG9B.102H04F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102H04, mRNA sequence [EB677682]8264.01 1

gb|TT-10_O09 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642265]522.02 1

gb|BP533083 MAT005 Nicotiana tabacum cDNA clone BY29136, mRNA sequence [BP533083]470.53 1

gb|TT-41_B11 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645193]377.71 1

tc|Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC44287]267.85 1

gb|EST_FLW001xk07f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615247]483.25 1

tc|Rep: Chromosome undetermined scaffold_100, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC54769]65 1

gb|KG9B.101A23F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101A23, mRNA sequence [EB677187]261.6 1

Unknown 93.59 1

Unknown 191.74 1

Unknown 625.75 1

gb|KF8B.100J14F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100J14, mRNA sequence [EB427932]22.86 1

tc|Rep: Chromosome undetermined scaffold_139, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC57574]21.5 1



gb|KL4B.106J20F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106J20, mRNA sequence [EB680256]20.53 1

tc|Rep: GRF zinc finger family protein - Oryza sativa subsp. japonica (Rice), partial (27%) [TC66799]464.99 1

tc|Rep: Chromosome chr18 scaffold_59, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC55124]1583.65 1

gb|AGN_PNL229df1_e6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG200231]237.54 1

Unknown 22.18 1

Unknown 143.45 1

Unknown 26.58 1

Unknown 184.09 1

gb|KG9B.105B06F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105B06, mRNA sequence [EB678635]19.48 1

gb|TT-19_K15 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633777]5369.43 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC41575]86.64 1

Unknown 77.28 1

tc|Rep: Chromosome undetermined scaffold_235, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC63647]49.33 1

gb|KR3B.102N16F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.102N16, mRNA sequence [DW002417]4092.58 1

gb|KR3B.107H04F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.107H04, mRNA sequence [DW003989]1825.9 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC42074]104.85 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC42830]759.09 1

gb|BP525990 MAT001 Nicotiana tabacum cDNA clone BY10688, mRNA sequence [BP525990]25.8 1

gb|KR3B.108D14F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.108D14, mRNA sequence [DW004247]752.06 1

Unknown 100 1

Unknown 236.1 1

gb|KP1B.001L22F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001L22, mRNA sequence [DV162646]104.08 1

Unknown 148.96 1

tc|Rep: Glucose-6-phosphate/phosphate translocator 1, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (43%) [TC42441]232.99 1

gb|AGN_RNC124xo11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG174143]24.52 1

gb|AGN_RNC009xb01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG166414]182.63 1

gb|EST_CSP005xh22f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH614391]142.07 1

gb|Nicotiana tabacum mRNA for WIPK, complete cds [D61377] 191.21 1

gb|KP1B.001B10F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001B10, mRNA sequence [DV162425]1128.47 1

gb|ntsm55 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643483]257.15 1

tc|Rep: Chromosome chr4 scaffold_162, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC48115]124.86 1

tc|Rep: At1g26740/T24P13_11 - Arabidopsis thaliana (Mouse-ear cress), partial (37%) [TC51256]231.13 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC48901]22.17 1

gb|KN6B.104B07F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104B07, mRNA sequence [EB439640]1219.21 1



tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC67962]157.07 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC45091]40.93 1

gb|KF8C.101M10F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101M10, mRNA sequence [EB424882]43.12 1

Unknown 21.28 1

gb|KP1B.112I24F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.112I24, mRNA sequence [EB682424]1383.42 1

tc|Rep: Salicylic acid-activated MAP kinase - Nicotiana tabacum (Common tobacco), complete [TC42969]184.9 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC47198]464.16 1

Unknown 41.21 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC55084]587.5 1

Unknown 24.63 1

gb|N.tabacum mRNA for ribonucleotide reductase, clone R1-1 [Y10861] 50.45 1

tc|Rep: Chromosome chr12 scaffold_57, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC67017]503.93 1

gb|AGN_RNC021xf21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159787]418.45 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC43187]1779.75 1

Unknown 28.42 1

gb|KL4B.103J22F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103J22, mRNA sequence [DV999648]427.77 1

gb|KT7B.103B20F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.103B20, mRNA sequence [EB447783]20.15 1

gb|TT-48_F19 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640200]26.67 1

tc|Rep: Chromosome chr14 scaffold_26, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC51363]9414.19 1

gb|CHO_SL007xk13f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620540]31.74 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC72987]44.55 1

gb|TT-31_B14 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641440]57.42 1

gb|KT7B.103G18F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.103G18, mRNA sequence [EB447892]32.39 1

gb|KN6B.115H07F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.115H07, mRNA sequence [EB442895]60.09 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC68565]25.42 1

gb|ntsm1 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643430]101.57 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC60200]1592.78 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC48580]566.64 1

gb|KT7C.102J01F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102J01, mRNA sequence [EB449343]70.52 1

gb|KN6B.100O15F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100O15, mRNA sequence [EB438484]40.59 1

Unknown 151.67 1

tc|Rep: ATP synthase subunit d, mitochondrial - Arabidopsis thaliana (Mouse-ear cress), complete [TC76767]462.03 1

Unknown 17084.85 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC67442]169.84 1



gb|TT-32_M09 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644792]223.15 1

gb|AGN_RNC023xk18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158664]23 1

tc|Rep: Ribosomal protein L11-like - Nicotiana tabacum (Common tobacco), complete [TC63896]402.58 1

tc|Rep: Plastoglobulin-1, chloroplast precursor - Pisum sativum (Garden pea), partial (68%) [TC43168]145.98 1

Unknown 9461.27 1

gb|KG9B.005P17F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005P17, mRNA sequence [DV159298]1819.8 1

Unknown 57.59 1

tc|Rep: COME operon protein 1 - Streptococcus pyogenes serotype M4 (strain MGAS10750), partial (9%) [TC49981]460.32 1

gb|KR2B.112K16F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.112K16, mRNA sequence [EB446750]140.38 1

tc|Rep: Oxysterol-binding protein, expressed - Oryza sativa subsp. japonica (Rice), partial (17%) [TC58666]24.24 1

Unknown 116.09 1

gb|TT-11_D05 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642283]26.66 1

gb|KN6B.102M01F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102M01, mRNA sequence [EB439159]38362.5 1

tc|Rep: NADH dehoydrogenase - Arabidopsis thaliana (Mouse-ear cress), partial (74%) [TC55128]331.15 1

gb|KL4B.101G23F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101G23, mRNA sequence [DV999231]61.94 1

gb|KP1B.110N11F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110N11, mRNA sequence [DV162345]8033.46 1

tc|Rep: Chromosome undetermined scaffold_129, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC47145]189.92 1

gb|KN6B.102D06F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102D06, mRNA sequence [EB438961]83.2 1

Unknown 22.5 1

Unknown 108.7 1

gb|TT-07_E11 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642025]79.55 1

gb|TT-36_E22 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639910]151.8 1

gb|TT-29_L17 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644660]22.39 1

tc|Rep: DnaJ-like protein - Glycine max (Soybean), partial (55%) [TC64413] 799.19 1

tc|Rep: Ly200 protein - Capsicum annuum (Bell pepper), complete [TC52727] 58.31 1

gb|KR3B.111A19F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111A19, mRNA sequence [EB682879]32.76 1

Unknown 211.73 1

tc|Rep: Chromosome undetermined scaffold_235, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC57135]25.42 1

gb|KL5B.105P01F.060224T7 KL5B Nicotiana tabacum cDNA clone KL5B.105P01, mRNA sequence [EB430167]146.43 1

gb|N.tabacum mRNA for 14-3-3-like protein (A) [Y11212] 1237.08 1

gb|AGN_PNL219af1_f4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG192418]1599.38 1

tc|Rep: Vesicle transport v-SNARE 11-like - Solanum tuberosum (Potato), complete [TC52470]766.28 1

tc|Rep: Chromosome chr10 scaffold_76, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC41906]4428.33 1

gb|KR3B.107K23F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.107K23, mRNA sequence [DW004070]36.18 1



Unknown 20.97 1

tc|Rep: Zinc finger A20 and AN1 domain-containing stress-associated protein 8 - Oryza sativa subsp. indica (Rice), partial (50%) [TC70161]3572.72 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC76859]248.11 1

Unknown 19.11 1

gb|KP1B.113H03F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.113H03, mRNA sequence [EB682700]31.85 1

tc|Rep: Bax inhibitor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (80%) [TC64277]1147.59 1

Unknown 179.48 1

Unknown 355.61 1

Unknown 42.04 1

gb|KR3B.111G08F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111G08, mRNA sequence [EB683010]1176.43 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC42512]588.55 1

gb|TT-36_L19 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644997]27.92 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC3-42-285, cultivar Bright Yellow 2 [AJ718638]440.3 1

Unknown 34.79 1

gb|AM803406 seedling library, SL Nicotiana tabacum cDNA clone nt002129011, mRNA sequence [AM803406]21.84 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC57178]1236.34 1

tc|Rep: Chromosome chr18 scaffold_24, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC71292]58.03 1

gb|AGN_ELP025xh21f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139193]1844.06 1

gb|AGN_RNC030xe05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155310]58.97 1

gb|TL13.102M08F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.102M08, mRNA sequence [EB433325]840.89 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC42188]593.41 1

gb|KN6B.103B02F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103B02, mRNA sequence [EB439273]3371.41 1

Unknown 46.71 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC42524]19.1 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC74675]212.82 1

gb|AGN_ELP021xe05f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG140309]54.03 1

Unknown 6612.04 1

tc|Rep: Adenylate kinase, chloroplast - Zea mays (Maize), partial (91%) [TC42642] 25.83 1

gb|KR3B.105E15F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.105E15, mRNA sequence [DW003261]107.18 1

gb|AM818174 seedling library, SL Nicotiana tabacum cDNA clone nt002012037, mRNA sequence [AM818174]50.09 1

Unknown 219.72 1

gb|AGN_RNC022xi06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159174]63.19 1

gb|FS423755 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0063_4_B04 5', mRNA sequence [FS423755]2686.27 1

tc|Rep: Fumarylacetoacetase - Medicago truncatula (Barrel medic), partial (73%) [TC74773]84.27 1



Unknown 481.87 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC58308]137.96 1

tc|Rep: Diadenosine 5',5'''-P1,P4-tetraphosphate hydrolase - Lupinus angustifolius (Narrow-leaved blue lupin), partial (56%) [TC50561]380.45 1

tc|Rep: Papain-like cysteine peptidase XBCP3 - Arabidopsis thaliana (Mouse-ear cress), partial (31%) [TC53546]7651.71 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC50217]29.77 1

gb|KN6B.104D18F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104D18, mRNA sequence [EB439696]518.81 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC58857]24.99 1

tc|Rep: Chromosome chr6 scaffold_28, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC45207]532.04 1

Unknown 24.44 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC54950]508.88 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC47033]27.49 1

gb|TOBESTR130D05 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG632147]1109.41 1

gb|BP534995 MAT005 Nicotiana tabacum cDNA clone BY34204, mRNA sequence [BP534995]133.99 1

Unknown 80.35 1

gb|TT-39_L16 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643102]127.41 1

gb|AGN_PNL225af1_b9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG196753]26.8 1

gb|KP1B.104N22F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104N22, mRNA sequence [DV161017]7627.96 1

gb|KG9B.002L06F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002L06, mRNA sequence [DV158095]1604.2 1

Unknown 625.82 1

tc|Rep: Transcription factor APFI-like - Solanum tuberosum (Potato), partial (97%) [TC52189]412.67 1

Unknown 7606.1 1

gb|TT-18_O23 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644203]33.41 1

tc|Rep: Mitogen-activated protein kinase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (90%) [TC53562]743.36 1

Unknown 29.59 1

gb|KP1B.102C20F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102C20, mRNA sequence [DV160064]366.11 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC45467]1521.51 1

tc|Rep: Chromosome chr19 scaffold_126, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC49184]30.99 1

tc|Rep: 60S ribosomal protein L19 - Capsicum annuum (Bell pepper), partial (32%) [TC66285]117.15 1

tc|Rep: Extensin - Nicotiana tabacum (Common tobacco), partial (98%) [TC76880] 176.91 1

gb|TT-09_B16 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635940]222.1 1

gb|AGN_PNL229af1_a9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199627]133.67 1

gb|TT-08_L08 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643681]102.21 1

Unknown 63.83 1

tc|Rep: Calcium-dependent protein kinase 8 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (62%) [TC76371]3284.45 1



Unknown 970.39 1

tc|Rep: Chromosome undetermined scaffold_123, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC66235]19.17 1

Unknown 80.48 1

gb|AGN_ELP018xl03f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG133179]18.01 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (43%) [TC52091]153.02 1

gb|KR3B.111M22F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111M22, mRNA sequence [EB683159]622.56 1

gb|AGN_RPC017xk02f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143943]67.81 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT2-14-500, cultivar Bright Yellow 2 [AJ717935]33.92 1

gb|TT-22_G14 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642702]216.27 1

gb|AGN_RNC108xf20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG152454]58.83 1

tc|Rep: Chromosome chr13 scaffold_210, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC42004]48.9 1

Unknown 24.93 1

Unknown 18.27 1

Unknown 41 1

gb|FTP P15 Tobacco stigma cDNA Nicotiana tabacum cDNA similar to PIP1 aquaporin, mRNA sequence [CK720598]134.99 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC58453]491.73 1

Unknown 3086.38 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC51010]91.71 1

gb|KF8C.103F17F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103F17, mRNA sequence [EB425446]92.58 1

gb|KF8C.105J06F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105J06, mRNA sequence [EB426241]2922.38 1

gb|KR2B.101F09F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.101F09, mRNA sequence [EB443735]14946.2 1

tc|Rep: CXE carboxylesterase - Actinidia deliciosa (Kiwi), partial (57%) [TC50334] 55.64 1

Unknown 28.56 1

gb|KP1B.104H11F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104H11, mRNA sequence [DV160879]73.91 1

gb|AM826041 seedling library, SL Nicotiana tabacum cDNA clone nt002236018, mRNA sequence [AM826041]34.05 1

tc|Rep: 40S ribosomal protein S4 - Solanum tuberosum (Potato), complete [TC42920] 27.61 1

gb|AGN_RPC020xp05f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143081]198.82 1

tc|Rep: Chromosome chr9 scaffold_49, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC67437]338.2 1

tc|Rep: FACT complex subunit SPT16 - Zea mays (Maize), partial (46%) [TC57557] 437.44 1

tc|Rep: Alpha chain of nascent polypeptide associated complex - Nicotiana benthamiana, complete [TC72514]107.08 1

gb|KR3B.114C14F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.114C14, mRNA sequence [EB684021]51.55 1

tc|Rep: Hexokinase 6 - Nicotiana tabacum (Common tobacco), complete [TC53358] 25.11 1

tc|Rep: Cullin 1A - Nicotiana tabacum (Common tobacco), partial (17%) [TC43631] 1255.82 1

tc|Rep: Acyl-[acyl-carrier-protein] desaturase, chloroplast precursor - Solanum tuberosum (Potato), partial (73%) [TC43661]739.62 1



tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC74946]42.88 1

gb|KL5B.117D22F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.117D22, mRNA sequence [EB432321]43.7 1

Unknown 32.66 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC63189]25.35 1

tc|Rep: MGC84401 protein - Xenopus laevis (African clawed frog), partial (5%) [TC73207] 23.98 1

tc|Rep: STYLOSA protein - Antirrhinum majus (Garden snapdragon), partial (45%) [TC70328]185.6 1

gb|KT7C.110F01F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110F01, mRNA sequence [EB451350]932.43 1

gb|KL4B.104F08F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104F08, mRNA sequence [DV999902]182.24 1

tc|Rep: Chromosome undetermined scaffold_69, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC41218]262.78 1

gb|AM844046 seedling library, SL Nicotiana tabacum cDNA clone nt002335074, mRNA sequence [AM844046]300.62 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT12-4-420, cultivar Bright Yellow 2 [AJ717873]64.49 1

Unknown 27.5 1

tc|Rep: Phosphosulfolactate synthase-related protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (50%) [TC63372]312.54 1

gb|KL4B.112M18F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112M18, mRNA sequence [EB681232]49.25 1

gb|KG9B.001M04F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001M04, mRNA sequence [DV157753]26.76 1

Unknown 31.35 1

gb|KR3B.105E21F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.105E21, mRNA sequence [DW003267]69.79 1

gb|AGN_PNL232ar1_h2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG201973]34.76 1

gb|KP1B.108H05F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108H05, mRNA sequence [DV161544]108.23 1

gb|KP1B.037C20F.050623T7 KP1B Nicotiana tabacum cDNA clone KP1B.037C20, mRNA sequence [DV159363]80.13 1

gb|KR2B.115P20F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115P20, mRNA sequence [EB447417]2000.42 1

gb|KF8B.100G01F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100G01, mRNA sequence [EB427870]185.11 1

gb|Nicotiana tabacum mRNA for NAD-dependent isocitrate dehydrogenase, clone pnadidh-b [Y14432]266.61 1

tc|Rep: Jasmonic acid-amino acid-conjugating enzyme - Nicotiana attenuata, complete [TC52554]24.75 1

tc|Rep: Chromosome undetermined scaffold_143, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC53867]87.22 1

gb|AGN_RPC015xi11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144419]51.1 1

gb|KF8C.102M10F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102M10, mRNA sequence [EB425233]43 1

gb|KR2B.001C18F.050815T7 KR2B Nicotiana tabacum cDNA clone KR2B.001C18, mRNA sequence [EB443115]106.26 1

gb|BP133968 MAT001 Nicotiana tabacum cDNA clone BY6288, mRNA sequence [BP133968]21.23 1

Unknown 23.89 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC57227]105.79 1

gb|KN6B.103H03F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103H03, mRNA sequence [EB439411]189.99 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC74795]149.47 1

tc|Rep: Calcium-dependent protein kinase 4 - Capsicum annuum (Bell pepper), partial (23%) [TC72330]22.48 1



Unknown 111.18 1

gb|TT-25_O16 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637164]2972.62 1

Unknown 232 1

gb|KG9B.003L14F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003L14, mRNA sequence [DV158471]85.35 1

tc|Rep: GTP cyclohydrolase I - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (43%) [TC45648]961.4 1

Unknown 1566.41 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC51408]11168.3 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC52211]2827.95 1

tc|Rep: Chromosome chr3 scaffold_117, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC62247]59.71 1

gb|Nicotiana tabacum Rac-like GTPase 1 mRNA, complete cds [AY029330] 1793.21 1

tc|GB|AJ291736.1|CAC43321.1 putative beta proteasome subunit [Nicotiana tabacum] [NP916736]29.33 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC54573]25.62 1

gb|KN6B.104G15F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104G15, mRNA sequence [EB439763]867.78 1

gb|KF8B.202A04F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202A04, mRNA sequence [EB428683]42020.05 1

Unknown 74.57 1

gb|KG9B.002E23F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002E23, mRNA sequence [DV157952]135.86 1

Unknown 349.55 1

Unknown 22.45 1

Unknown 514.57 1

tc|Rep: Endoplasmin homolog precursor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle), partial (97%) [TC45824]559.17 1

gb|AGN_RNC030xn21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155645]24.58 1

gb|Nicotiana tabacum peroxisomal targeting signal 1 receptor (PEX5) mRNA, complete cds [AF053104]91.42 1

gb|AGN_PNL212af1_e7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG187304]1565.09 1

gb|KP1B.108B20F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108B20, mRNA sequence [DV161441]739.37 1

Unknown 9069.23 1

tc|Rep: Ubiquitin carrier protein - Vitis vinifera (Grape), complete [TC44653] 567.74 1

gb|AM799834 COL, cold overnight library Nicotiana tabacum cDNA clone nt006142095, mRNA sequence [AM799834]26.23 1

Unknown 272.85 1

gb|KP1B.037G05F.050623T7 KP1B Nicotiana tabacum cDNA clone KP1B.037G05, mRNA sequence [DV159437]101.74 1

gb|FS412805 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0033_3_B12 5', mRNA sequence [FS412805]141.21 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC50137]2761.69 1

gb|AM784309 DL, diurnal library Nicotiana tabacum cDNA clone nt005204030, mRNA sequence [AM784309]33.6 1

tc|Rep: Chromosome undetermined scaffold_129, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC56644]213.77 1

tc|Rep: Glyceraldehyde-3-phosphate dehydrogenase - Capsicum annuum (Bell pepper), partial (58%) [TC50233]48.64 1



gb|KG9B.104N24F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104N24, mRNA sequence [EB678557]66.58 1

gb|EST_FLW002xj10f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615740]24.12 1

gb|KL4B.108H18F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108H18, mRNA sequence [DW000646]94.73 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC42724]32.93 1

Unknown 40.19 1

gb|KG9B.103D08F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103D08, mRNA sequence [EB677958]49.8 1

gb|KL4B.101G02F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101G02, mRNA sequence [DV999212]36.53 1

tc|Rep: Mitochondrial F1-ATPase gamma subunit - Ipomoea nil (Japanese morning glory) (Pharbitis nil), partial (50%) [TC45047]408.29 1

Unknown 65.56 1

gb|FS435586 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0096_2_G09 5', mRNA sequence [FS435586]23.83 1

gb|KR3B.101F03F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101F03, mRNA sequence [DW001858]79.65 1

Unknown 45.48 1

gb|Nicotiana tabacum S-adenosyl-L-methionine synthetase (SAMS) mRNA, complete cds [AF127243]3262.46 1

gb|KP1B.102J04F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102J04, mRNA sequence [DV160201]28.65 1

gb|KL5B.118K17F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.118K17, mRNA sequence [EB432691]81.89 1

gb|AGN_RNC014xk11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163453]21.5 1

gb|TT-40_E03 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640068]35.09 1

Unknown 21.12 1

gb|KT7C.110M10F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110M10, mRNA sequence [EB451507]1136.67 1

gb|KT7C.109M07F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109M07, mRNA sequence [EB451156]209.48 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC71434]917.61 1

Unknown 38.77 1

Unknown 62.12 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC54373]18.17 1

gb|AGN_RNC007xc16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167375]184.67 1

gb|TT-38_N12 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640001]476.88 1

Unknown 31.69 1

Unknown 91.4 1

Unknown 15785.45 1

gb|AGN_ELP005xo16f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137226]29 1

Unknown 134.72 1

Unknown 27.82 1

gb|KF8C.103I12F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103I12, mRNA sequence [EB425508]43.45 1

tc|Rep: Heat shock cognate 70 kDa protein - Petunia hybrida (Petunia), partial (14%) [TC71371]45.23 1



Unknown 19.66 1

Unknown 23.73 1

Unknown 33.73 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC59019]120.61 1

gb|KG9B.004G03F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004G03, mRNA sequence [DV158709]399.17 1

Unknown 22.83 1

tc|Rep: Calmodulin-related protein - Arabidopsis thaliana (Mouse-ear cress), partial (39%) [TC60839]579.44 1

tc|Rep: 40S ribosomal protein S9 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle), partial (87%) [TC63380]99.93 1

gb|Nicotiana tabacum calcium-dependent protein kinase-like mRNA, partial sequence [EF051140]26.83 1

gb|KG9B.104F18F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104F18, mRNA sequence [EB678381]77.78 1

gb|EST_FLW001xc13f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615205]1161.86 1

gb|TT-29_J20 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641634]121.19 1

Unknown 507.15 1

tc|Rep: Rac-like GTP-binding protein RHO1 precursor - Pisum sativum (Garden pea), partial (47%) [TC73800]1012.65 1

gb|KL4B.105A08F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105A08, mRNA sequence [DW000156]623.19 1

tc|Rep: 40S ribosomal protein S9 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle), complete [TC41807]38.55 1

gb|AGN_RNC008xp03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167017]1178.39 1

gb|Nicotiana tabacum NtCK2a2 mRNA for casein kinase 2 catalytic subunit, complete cds [AB077051]87.31 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC44763]28313.6 1

Unknown 416.11 1

tc|Rep: YA4 - Antirrhinum majus (Garden snapdragon), partial (50%) [TC77063] 80.32 1

tc|Rep: Eukaryotic translation initiation factor 4E - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (89%) [TC50507]59.14 1

Unknown 19.11 1

gb|KF8C.101B06F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101B06, mRNA sequence [EB424629]244.3 1

Unknown 93.74 1

gb|TT-25_N08 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637159]27.28 1

gb|Nicotiana tabacum mRNA for protein kinase 2 (pk2 gene) [AJ608157] 2875.61 1

gb|CHO_SL023xf22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623214]1074.76 1

Unknown 27.19 1

Unknown 153.85 1

gb|CHO_SL007xc15f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620499]26.14 1

gb|KL5B.112P02F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.112P02, mRNA sequence [EB431314]717.6 1

gb|KT7C.110I19F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110I19, mRNA sequence [EB451434]195.55 1

Unknown 43.64 1



gb|Nicotiana tabacum SAICAR synthetase (purC) mRNA, complete cds [AY429423] 29.1 1

Unknown 649.83 1

Unknown 2745.85 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC45760]30.52 1

tc|Rep: NtK-1-like - Solanum tuberosum (Potato), partial (41%) [TC67891] 5759.12 1

gb|AGN_PNL224af1_a4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG196017]118.48 1

Unknown 3220.19 1

gb|KL5B.105J24F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.105J24, mRNA sequence [EB430087]44.75 1

Unknown 563.59 1

tc|Rep: L-aspartate oxidase-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (45%) [TC73752]62.88 1

tc|Rep: Cytochrome b-c1 complex subunit Rieske-2, mitochondrial precursor - Nicotiana tabacum (Common tobacco), complete [TC40472]15945.75 1

Unknown 60.13 1

gb|BP534468 MAT005 Nicotiana tabacum cDNA clone BY33047, mRNA sequence [BP534468]1282.8 1

Unknown 21.39 1

gb|basic chitinase [Nicotiana tabacum=tobacco, cv Samsun nn, floral bud day 7 explant, mRNA, 1156 nt] [S44869]218.48 1

Unknown 54.43 1

Unknown 31.68 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC42101]55.73 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC42893]22.16 1

tc|Rep: 4-coumarate--CoA ligase 1 - Nicotiana tabacum (Common tobacco), partial (37%) [TC44621]16.34 1

gb|Nicotiana tabacum geranylgeranylated protein NTGP2 mRNA, complete cds [U64923]3136.48 1

Unknown 17.15 1

Unknown 21.61 1

gb|N.tabacum mRNA for pyruvate kinase [Z29492] 580.34 1

Unknown 25.08 1

gb|KT7B.100B14F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100B14, mRNA sequence [EB447451]3252.93 1

tc|Rep: Protein phosphatase inhibitor - Medicago truncatula (Barrel medic), partial (41%) [TC54844]27.72 1

tc|Rep: DEM2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (73%) [TC67454]46.89 1

gb|KF8B.202A23F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202A23, mRNA sequence [EB428701]5422.48 1

gb|KF8C.104O14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104O14, mRNA sequence [EB425998]269.06 1

gb|KR3B.103D10F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.103D10, mRNA sequence [DW002537]141.78 1

gb|KL4B.104G07F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104G07, mRNA sequence [DV999924]500.54 1

gb|TOBESTR018E07 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG622782]30.46 1

Unknown 64.44 1



gb|KP1B.107C03F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107C03, mRNA sequence [DV161110]140.89 1

gb|TL13.110I04F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.110I04, mRNA sequence [EB435352]275.36 1

gb|AGN_RNC116xm16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148963]37.56 1

Unknown 39.52 1

tc|Rep: SUI1 protein - Coffea arabica (Coffee), complete [TC50228] 1030.49 1

tc|Rep: Os03g0719500 protein - Oryza sativa subsp. japonica (Rice), partial (52%) [TC61160]27.03 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC52586]222.19 1

gb|KF8C.106O13F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106O13, mRNA sequence [EB426716]90.8 1

Unknown 3897.14 1

Unknown 420.18 1

Unknown 50.49 1

Unknown 25.35 1

Unknown 127.81 1

tc|Rep: Deacetylase-like protein - Solanum tuberosum (Potato), partial (68%) [TC44547] 530.37 1

gb|KF8C.101E14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101E14, mRNA sequence [EB424704]27125.95 1

Unknown 48353.8 1

gb|KP1B.104P01F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104P01, mRNA sequence [DV161043]29.09 1

Unknown 25.73 1

tc|Rep: MRNA, , clone: RAFL25-03-N20 - Arabidopsis thaliana (Mouse-ear cress), partial (83%) [TC42551]258.52 1

tc|Rep: Polyubiquitin - Fragaria ananassa (Strawberry), partial (60%) [TC50969] 3087.15 1

tc|Rep: Granule-bound starch synthase 1, chloroplast precursor - Solanum tuberosum (Potato), partial (97%) [TC42316]137.08 1

gb|N.tabacum mRNA for caffeoyl-CoA O-methyltransferase [Z56282] 255.44 1

Unknown 71.98 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT4-24-270, cultivar Bright Yellow 2 [AJ718261]1876.28 1

gb|20.2H05 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH665313]68.43 1

Unknown 5600.42 1

Unknown 86.6 1

Unknown 530.68 1

gb|KF8C.104K05F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104K05, mRNA sequence [EB425904]27.35 1

gb|KL4B.101E04F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101E04, mRNA sequence [DV999170]88.05 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC59834]85.67 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC70552]247.26 1

tc|Rep: Glycylpeptide N-tetradecanoyltransferase - Vitis vinifera (Grape), partial (93%) [TC47358]1095.69 1

Unknown 174.36 1



gb|CHO_SL023xf22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623214]882.74 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (86%) [TC61548]100.69 1

tc|Rep: Translationally-controlled tumor protein homolog - Nicotiana tabacum (Common tobacco), complete [TC71305]19469.9 1

tc|Rep: Lecithine cholesterol acyltransferase-like protein - Medicago truncatula (Barrel medic), partial (81%) [TC46920]7433.61 1

tc|Rep: Heat shock protein 82 - Nicotiana tabacum (Common tobacco), partial (19%) [TC56755]346.3 1

Unknown 3760.65 1

gb|Nicotiana tabacum cDNA-AFLP fragment H-N_BT3M14-319 sequence [DQ460190] 21.56 1

Unknown 27.13 1

gb|KP1B.001O09F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001O09, mRNA sequence [DV162700]27.47 1

gb|AGN_RNC004xe11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG168935]220.6 1

tc|Rep: Ubiquitin carboxyl-terminal hydrolase - Vitis vinifera (Grape), partial (18%) [TC48075]293.69 1

gb|TT-22_M06 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639427]451.09 1

tc|Rep: Chromosome chr1 scaffold_135, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC69918]89.56 1

gb|AGN_PNL223df1_b2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG195840]107.03 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC44281]110.09 1

gb|KN6B.105G11F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105G11, mRNA sequence [EB440123]239.97 1

gb|KN6B.009B01F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009B01, mRNA sequence [EB437936]459.9 1

Unknown 97.29 1

gb|KL4B.103I17F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103I17, mRNA sequence [DV999620]2757.01 1

gb|CHO_SL014xn09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623494]49.21 1

gb|KG9B.105I02F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105I02, mRNA sequence [EB678794]193.21 1

gb|KG9B.102M10F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102M10, mRNA sequence [EB677804]1152.34 1

gb|KL4B.103B21F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103B21, mRNA sequence [DV999471]951.23 1

gb|Nicotiana tabacum mRNA for peroxidase, complete cds, clone:NTPXC7.5 [AB044154] 24.63 1

tc|Rep: NADH-ubiquinone oxidoreductase chain 1 - Naegleria gruberi, partial (6%) [TC60129]61.81 1

gb|BP533599 MAT005 Nicotiana tabacum cDNA clone BY30291, mRNA sequence [BP533599]19.45 1

tc|Rep: Inositol-3-phosphate synthase - Nicotiana tabacum (Common tobacco), partial (61%) [TC42555]3264.47 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC71321]257.44 1

gb|TT-19_O08 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642543]202.99 1

tc|Rep: Elicitor-inducible cytochrome P450 - Nicotiana tabacum (Common tobacco), partial (39%) [TC72690]32.53 1

gb|KG9B.104B19F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104B19, mRNA sequence [EB678291]17.23 1

tc|Rep: Ribosomal protein L9 - Bigelowiella natans (Pedinomonas minutissima) (Chlorarachnion sp.(strain CCMP 621)), partial (9%) [TC40703]52.11 1

Unknown 31.52 1

tc|Rep: Sensor protein - Ralstonia eutropha (strain ATCC 17699 / H16 / DSM 428 / Stanier 337)(Cupriavidus necator (strain ATCC 17699 / H16 / DSM 428 / Stanier337)), partial (3%) [TC63919]176.32 1



tc|Rep: Chromosome undetermined scaffold_252, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC60293]19090.5 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (82%) [TC41889] 237 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT21-1-268, cultivar Bright Yellow 2 [AJ719160]192.66 1

Unknown 54.68 1

Unknown 2065.87 1

gb|KG9B.002N08F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002N08, mRNA sequence [DV158143]136.51 1

tc|Rep: Cytochrome c - Oryza sativa subsp. indica (Rice), complete [TC58147] 60.93 1

Unknown 661.64 1

Unknown 26.47 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC56930]86.47 1

gb|KN6B.009K14F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009K14, mRNA sequence [EB438068]2291.34 1

gb|AGN_RPC014xi23f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144747]100.09 1

Unknown 377.32 1

tc|Rep: Chromosome undetermined scaffold_466, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC45124]517.12 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC58668]479 1

gb|N.tabacum SUT1a mRNA for sucrose transporter [X82276] 41.5 1

Unknown 104.77 1

gb|FS415057 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0039_3_H05 5', mRNA sequence [FS415057]248.32 1

gb|KT7C.102F03F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102F03, mRNA sequence [EB449250]93.19 1

tc|Rep: Heat stress transcription factor B-2a - Arabidopsis thaliana (Mouse-ear cress), partial (44%) [TC52643]124.38 1

Unknown 144.35 1

tc|Rep: Os05g0119300 protein - Oryza sativa subsp. japonica (Rice), partial (61%) [TC59890]4649.29 1

tc|Rep: Erwinia induced protein 2 - Solanum tuberosum (Potato), complete [TC56581] 1534.08 1

gb|KG9B.103K24F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103K24, mRNA sequence [EB678137]508.28 1

tc|Rep: Salt-induced AAA-Type ATPase - Mesembryanthemum crystallinum (Common ice plant), partial (47%) [TC44257]249.75 1

gb|KL4B.106B16F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106B16, mRNA sequence [EB680094]94.28 1

Unknown 23.08 1

gb|KL5B.116A22F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.116A22, mRNA sequence [EB432042]32.51 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC53736]185.37 1

tc|Rep: At4g27040 - Arabidopsis thaliana (Mouse-ear cress), complete [TC56578] 90.77 1

Unknown 117.15 1

gb|AGN_RPC004xo04f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147854]91.29 1

tc|Rep: 6-phosphogluconolactonase - Oryza brachyantha, partial (82%) [TC41006] 35.34 1

gb|KL4B.102P19F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102P19, mRNA sequence [EB680056]21.2 1



Unknown 29.64 1

tc|Rep: Ribosomal protein L41 - Candida maltosa (Yeast), complete [TC60925] 38.69 1

tc|Rep: Carbonic anhydrase, chloroplast precursor - Nicotiana tabacum (Common tobacco), partial (81%) [TC57063]428.45 1

gb|TL13.105J04F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.105J04, mRNA sequence [EB433922]187.9 1

Unknown 8301.91 1

Unknown 3979.22 1

gb|KL4B.100B12F.050922T7 KL4B Nicotiana tabacum cDNA clone KL4B.100B12, mRNA sequence [DV998762]756.17 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC63441]2121.46 1

gb|KL5B.115I05F.060302T7 KL5B Nicotiana tabacum cDNA clone KL5B.115I05, mRNA sequence [EB431914]7631.19 1

gb|KT7C.104L17F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104L17, mRNA sequence [EB449748]722.26 1

gb|Nicotiana tabacum small ras-related protein (Ran-B1) mRNA, complete cds [L16787] 822.88 1

Unknown 25.06 1

gb|AGN_RNC001xf09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG170823]220.39 1

gb|CHO_SL013xd09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622295]84.09 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC43559]19.69 1

gb|BP131286 MAT001 Nicotiana tabacum cDNA clone BY3322, mRNA sequence [BP131286]472.56 1

gb|AGN_RNC111xc18r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG151110]22.3 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC55695]195.64 1

gb|AGN_ELP014xc17f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134245]49.56 1

Unknown 32.59 1

Unknown 99.96 1

Unknown 1053.08 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC66957]93.22 1

gb|Nicotiana tabacum mRNA for calmodulin NtCaM7, complete cds [AB050843] 1694.48 1

Unknown 266.76 1

tc|Rep: Eukaryotic translation initiation factor 5A-1/2 - Solanum tuberosum (Potato), complete [TC46450]1139.55 1

gb|KL4B.104K08F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104K08, mRNA sequence [DW000017]1128.47 1

tc|Rep: Potyvirus VPg interacting protein - Nicotiana benthamiana, partial (43%) [TC63219]724.39 1

tc|Rep: Proteasome subunit beta type-6 precursor - Nicotiana tabacum (Common tobacco), partial (67%) [TC72188]516.33 1

gb|Nicotiana tabacum SR1 Nt-rab7c mRNA, complete cds [L29276] 113.99 1

gb|AGN_PNL222ar1_c5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG194661]94.82 1

tc|Rep: Chemokine receptor 4 - Hydromantes italicus (Italian cave salamander), partial (7%) [TC64979]165.68 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC55245]136.56 1

tc|Rep: SPFH domain / Band 7 family protein - Solanum demissum (Wild potato), partial (73%) [TC51898]3940.94 1



gb|CHO_SL007xk19f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620543]741.51 1

gb|KN6B.101I21F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101I21, mRNA sequence [EB438727]40.72 1

Unknown 20.43 1

tc|Rep: 40S ribosomal protein S9 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle), complete [TC47749]127.52 1

Unknown 23.29 1

gb|CHO_SL024xb11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622594]39.16 1

Unknown 24.33 1

Unknown 2170.52 1

gb|KP1B.111F04F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.111F04, mRNA sequence [EB682037]453.43 1

gb|BP534671 MAT005 Nicotiana tabacum cDNA clone BY33256, mRNA sequence [BP534671]8873.03 1

Unknown 49.05 1

gb|KG9B.102G11F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102G11, mRNA sequence [EB677666]104.81 1

Unknown 111.9 1

gb|KG9B.106L19F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106L19, mRNA sequence [EB679251]144.4 1

Unknown 152.83 1

Unknown 25.91 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC43508]730.19 1

tc|Rep: Nuclear transport factor 2 - Arabidopsis thaliana (Mouse-ear cress), partial (98%) [TC52259]693.5 1

gb|TL13.101P16F.060313T7 TL13 Nicotiana tabacum cDNA clone TL13.101P16, mRNA sequence [EB433063]51.41 1

tc|Rep: Arabinogalactan-protein precursor - Nicotiana alata (Winged tobacco) (Persian tobacco), partial (95%) [TC52323]32.71 1

gb|AGN_RNC104xf12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG154262]58.06 1

tc|Rep: Non-cell-autonomous heat shock cognate protein 70 - Cucurbita maxima (Pumpkin) (Winter squash), partial (36%) [TC47413]7860.26 1

gb|Nicotiana tabacum NT3 mRNA, complete cds [AF124369] 305.87 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC58699]25.25 1

gb|KP1B.104I19F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104I19, mRNA sequence [DV160910]212.76 1

Unknown 52.53 1

gb|Nicotiana tabacum CaMB-channel protein mRNA, complete cds [U65390] 137.64 1

gb|KG9B.106E06F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106E06, mRNA sequence [EB679074]13354.8 1

gb|KL4B.102L09F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102L09, mRNA sequence [EB679955]1193.53 1

Unknown 32.09 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC63760]19.08 1

gb|Nicotiana tabacum phospholipase C2 mRNA, complete cds [AF223573] 64.58 1

Unknown 213.48 1

Unknown 183.29 1



gb|KG9B.001G16F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001G16, mRNA sequence [DV157623]508.73 1

gb|TT-03_E05 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641754]7691.17 1

tc|Rep: Chromosome chr1 scaffold_136, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC40403]310.92 1

tc|Rep: RAD23-like - Solanum tuberosum (Potato), complete [TC48167] 44.83 1

gb|Nicotiana tabacum mRNA for sulfite reductase, complete cds [D83583] 3216.16 1

gb|AGN_RNC015xl13f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163165]93.71 1

gb|AM820007 seedling library, SL Nicotiana tabacum cDNA clone nt002065007, mRNA sequence [AM820007]95.53 1

gb|N.tabacum mRNA ap24 [X65700] 29.5 1

Unknown 199.08 1

tc|Rep: Chromosome undetermined scaffold_129, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC43486]1662.44 1

gb|AM786095 DL, diurnal library Nicotiana tabacum cDNA clone nt005209016, mRNA sequence [AM786095]50.46 1

gb|AGN_PNL221dr1_a10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG194446]38.02 1

Unknown 72.77 1

tc|Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC46279]51.99 1

tc|Rep: Proteasome subunit beta type-1 - Petunia hybrida (Petunia), complete [TC43727] 52.56 1

gb|TT-21_C04 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644316]25.72 1

gb|KL4B.104P10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104P10, mRNA sequence [DW000135]55.18 1

tc|Rep: Ubiquitin carboxyl-terminal hydrolase - Vitis vinifera (Grape), partial (6%) [TC46575]113.14 1

gb|KT7C.108N20F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108N20, mRNA sequence [EB450833]522.97 1

gb|KL4B.104J01F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104J01, mRNA sequence [DV999986]189.41 1

gb|CHO_SL008xj22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621158]1174.55 1

gb|AGN_ELP008xl06f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136430]104.1 1

Unknown 63.56 1

Unknown 61.57 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC54018]272.22 1

gb|KG9B.102M06F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102M06, mRNA sequence [EB677800]37.2 1

Unknown 36.87 1

gb|KP1B.105L07F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105L07, mRNA sequence [EB681836]509.6 1

Unknown 96.28 1

gb|AM827414 DL, diurnal library Nicotiana tabacum cDNA clone nt005243064, mRNA sequence [AM827414]31.54 1

gb|TT-49_O20 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645407]5970.83 1

gb|KT7B.107O10F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107O10, mRNA sequence [EB448422]275.12 1

gb|KT7C.109D22F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109D22, mRNA sequence [EB450974]87.74 1

tc|Rep: S-adenosylmethionine decarboxylase proenzyme  (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmethionine decarboxylase beta chain] - Nicotiana sylvestris (Wood tobacco), complete [TC62690]10290.05 1



tc|Rep: Adenylate kinase A - Oryza sativa subsp. japonica (Rice), complete [TC42196] 56.83 1

gb|AGN_RNC026xj22f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157352]187.97 1

tc|Rep: Malate dehydrogenase - Solanum tuberosum (Potato), partial (62%) [TC45490] 744.69 1

gb|BP526819 MAT001 Nicotiana tabacum cDNA clone BY11566, mRNA sequence [BP526819]18.26 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC50252]2919.91 1

tc|Rep: Chromosome undetermined scaffold_30, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC50427]470.69 1

tc|Rep: Os01g0332900 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC50995]54.16 1

tc|Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC71560]495.99 1

Unknown 231.28 1

gb|Nicotiana tabacum JEI1 mRNA for hypothetical protein, complete cds [AB300776] 55.17 1

tc|Rep: RNA-binding protein precursor - Nicotiana tabacum (Common tobacco), complete [TC63730]22.09 1

Unknown 65.26 1

tc|Rep: C-type cytochrome biogenesis protein - Glycine max (Soybean), partial (75%) [TC43731]23.3 1

gb|BP132437 MAT001 Nicotiana tabacum cDNA clone BY4605, mRNA sequence [BP132437]92.75 1

tc|Rep: Chromosome chr18 scaffold_59, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC51803]1114.22 1

gb|KR3B.110D19F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110D19, mRNA sequence [DW004979]32.6 1

Unknown 1173.03 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC53958]58.44 1

tc|Rep: 3-hydroxy-3-methylglutaryl coenzyme A synthase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (79%) [TC66675]979.8 1

Unknown 95.87 1

gb|Nicotiana tabacum mRNA for bromodomain-containing RNA-binding protein 1 (brp1 gene) [AJ504731]1275.09 1

tc|Rep: Uncharacterized 12.4 kDa protein in 33 kDa protein region - Human adenovirus 41 (HAdV-41), partial (10%) [TC74009]41.19 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC47362]435.17 1

tc|Rep: HrpN-interacting protein from Malus - Malus domestica (Apple) (Malus sylvestris), partial (77%) [TC61989]17.28 1

tc|Rep: ER6 protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (98%) [TC72981]192.39 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC62295]401.29 1

Unknown 988.72 1

gb|AGN_RNC012xc03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164541]59.46 1

Unknown 22.42 1

gb|KG9B.005A12F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005A12, mRNA sequence [DV158949]212.08 1

gb|BP526949 MAT001 Nicotiana tabacum cDNA clone BY11708, mRNA sequence [BP526949]44.76 1

tc|Rep: Granule-bound starch synthase 1, chloroplast precursor - Solanum tuberosum (Potato), partial (26%) [TC56795]384.45 1

tc|Rep: ATP-dependent Clp protease proteolytic subunit - Fritillaria agrestis (Stinkbells), partial (35%) [TC74922]84.65 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC61034]91.51 1



tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC75387]983.35 1

gb|18.2A08 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH665096]29.44 1

tc|Rep: 40S ribosomal protein S25 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (94%) [TC57973]184.55 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC60901]406.61 1

tc|Rep: Phosphoglucomutase, cytoplasmic - Solanum tuberosum (Potato), partial (41%) [TC45129]104.71 1

Unknown 107.81 1

Unknown 697.16 1

tc|Rep: Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: K10D20 - Arabidopsis thaliana (Mouse-ear cress), partial (24%) [TC61998]82.56 1

gb|KN6B.103M17F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103M17, mRNA sequence [EB439536]18.12 1

gb|AM789623 seedling library, SL Nicotiana tabacum cDNA clone nt002159082, mRNA sequence [AM789623]523 1

tc|Rep: Mitochondrial processing peptidase - Solanum tuberosum (Potato), partial (23%) [TC74345]1102.38 1

Unknown 58.28 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC58966]24.33 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC46462]131.5 1

gb|BP525818 MAT001 Nicotiana tabacum cDNA clone BY10512, mRNA sequence [BP525818]104.13 1

Unknown 123.83 1

gb|Nicotiana tabacum DnaJ-like protein mRNA, complete cds [AF191497] 236.42 1

gb|AGN_ELP011xp07f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135371]538.06 1

gb|KL5B.106L07F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.106L07, mRNA sequence [EB430351]59.4 1

Unknown 23.4 1

gb|AGN_RPC005xg20f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147521]145.65 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC58769]156.98 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC47061]151.72 1

Unknown 532.88 1

gb|Nicotiana tabacum arm repeat-containing protein mRNA, complete cds [AY219234] 115.35 1

gb|Nicotiana tabacum cinnamyl alcohol dehydrogenase 1 (CAD1-1) mRNA, complete cds [AY911854]17.44 1

tc|Rep: Drm3-like protein - Solanum tuberosum (Potato), partial (88%) [TC52491] 42.93 1

gb|KG9B.005F09F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005F09, mRNA sequence [DV159060]754.71 1

gb|KP1B.105G14F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105G14, mRNA sequence [EB681743]86.38 1

gb|TT-29_E24 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635003]370.8 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC44961]562.3 1

gb|KN6B.100K06F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100K06, mRNA sequence [EB438385]28.75 1

gb|TT-10_L06 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642251]19.71 1

gb|KF8C.106B20F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106B20, mRNA sequence [EB426431]19.56 1



gb|KP1B.105P05F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105P05, mRNA sequence [EB681917]726.09 1

gb|CHO_SL005xe14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617005]17.65 1

Unknown 240.24 1

tc|Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC41040]803.43 1

tc|Rep: Rar1 - Nicotiana tabacum (Common tobacco), complete [TC40955] 25.14 1

gb|KL4B.104P21F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104P21, mRNA sequence [DW000146]251.57 1

Unknown 610.01 1

gb|KG9B.004F01F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004F01, mRNA sequence [DV158685]25.72 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC46974]4181.15 1

tc|Rep: Fasciclin-like arabinogalactan protein 3 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), partial (73%) [TC44205]52.34 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC41951]107.03 1

tc|Rep: NADH glutamate synthase precursor - Phaseolus vulgaris (Kidney bean) (French bean), partial (12%) [TC73830]30.3 1

Unknown 22.64 1

gb|AGN_PNL214ar1_d9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG188840]108.81 1

gb|CHO_SL009xh09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617940]59.58 1

gb|Nicotiana tabacum partial mRNA for serine acetyltransferase 4 (sat4 gene) [AJ414052]210.54 1

Unknown 1743.2 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC57631]1869.62 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC48623]536.45 1

Unknown 25.94 1

gb|KR3B.103A01F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.103A01, mRNA sequence [DW002470]89.25 1

gb|KG9B.002C03F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002C03, mRNA sequence [DV157885]467.63 1

gb|TT-49_L09 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645389]32.69 1

tc|Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC43106]481.74 1

gb|KG9B.003N16F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003N16, mRNA sequence [DV158519]105.8 1

gb|AGN_PNL230bf1_e6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG200594]4532.15 1

tc|Rep: Protein kinase - Carica papaya (Papaya), partial (11%) [TC66002] 100.25 1

tc|Rep: Nucleic acid binding protein - Nicotiana tabacum (Common tobacco), partial (12%) [TC71234]1814.82 1

gb|AM808565 seedling library, SL Nicotiana tabacum cDNA clone nt002221007, mRNA sequence [AM808565]60.52 1

gb|AGN_RNC025xm06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157644]27.26 1

tc|Rep: 40S ribosomal protein S24 - Vitis vinifera (Grape), partial (96%) [TC54072] 70.25 1

Unknown 242.66 1

tc|Rep: Cytochrome c oxidase subunit Vb - Pisum sativum (Garden pea), partial (68%) [TC42060]18.86 1

Unknown 356.31 1



gb|KF8C.109P17F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109P17, mRNA sequence [EB427414]30.34 1

Unknown 60.62 1

gb|KL5B.113A20F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.113A20, mRNA sequence [EB431338]32.93 1

tc|Rep: Transcription factor APFI-like - Solanum tuberosum (Potato), partial (94%) [TC55849]621.54 1

Unknown 536.37 1

Unknown 11855.55 1

gb|AGN_RNC007xe20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167388]2843.31 1

gb|TT-03_M04 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640583]56.49 1

Unknown 49567.25 1

gb|TT-25_O04 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639535]309.09 1

tc|Rep: Chromosome chr13 scaffold_120, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC47190]58.81 1

tc|Rep: Carotenoid cleavage dioxygenase 1 - Petunia hybrida (Petunia), partial (33%) [TC54678]59.84 1

Unknown 517.23 1

gb|AM809585 seedling library, SL Nicotiana tabacum cDNA clone nt002013044, mRNA sequence [AM809585]158.22 1

gb|KP1B.110K05F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110K05, mRNA sequence [DV162276]41.16 1

tc|Rep: N-carbamoylputrescine amidase - Solanum tuberosum (Potato), partial (89%) [TC47224]138.18 1

gb|TT-40_P15 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638231]152 1

tc|Rep: ASH1 protein - Cupiennius salei (Wandering spider), partial (7%) [TC72324] 241.02 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC59250]5976.4 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC74286]32.73 1

gb|TT-05_I02 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638686]835.86 1

gb|TL13.107M09F.060315T7 TL13 Nicotiana tabacum cDNA clone TL13.107M09, mRNA sequence [EB434642]68.48 1

gb|Nicotiana tabacum ORF mRNA, complete cds [U66266] 1171.06 1

gb|AGN_RNC021xo20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159719]18.58 1

gb|AM839551 COL, cold overnight library Nicotiana tabacum cDNA clone nt006145001, mRNA sequence [AM839551]25.47 1

gb|KR3B.111I14F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111I14, mRNA sequence [EB683060]336.73 1

gb|Nicotiana tabacum mRNA for 14-3-3 e-2 protein, complete cds [AB119475] 85.77 1

tc|Rep: 50S ribosomal protein L4 - Arabidopsis thaliana (Mouse-ear cress), partial (79%) [TC49394]40.97 1

Unknown 438.6 1

tc|Rep: Proteasome regulatory subunit-like - Arabidopsis thaliana (Mouse-ear cress), partial (27%) [TC62402]85.79 1

tc|Rep: S-adenosylmethionine decarboxylase proenzyme  (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmethionine decarboxylase beta chain] - Ipomoea nil (Japanese morning glory) (Pharbitis nil), partial (43%) [TC4838865.1 1

Unknown 75.73 1

gb|Nicotiana tabacum beta tubulin-like mRNA, partial sequence [EF051136] 55927.45 1

Unknown 433.71 1



gb|KF8C.109C04F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109C04, mRNA sequence [EB427133]33341.6 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC46030]1116.63 1

gb|Nicotiana tabacum DSK2 mRNA, complete cds [DQ672264] 29.74 1

Unknown 109.11 1

gb|KR3B.001N20F.050815T7 KR3B Nicotiana tabacum cDNA clone KR3B.001N20, mRNA sequence [DW001694]50.03 1

gb|KP1B.104P12F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104P12, mRNA sequence [DV161053]100.13 1

gb|KN6B.100O04F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100O04, mRNA sequence [EB438473]135.2 1

gb|KT7C.106D03F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106D03, mRNA sequence [EB450250]276.32 1

tc|Rep: Fumarylacetoacetase - Medicago truncatula (Barrel medic), partial (55%) [TC41896]26.29 1

gb|TOBESTR057A11 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG626154]2803.6 1

gb|KT7B.103H13F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.103H13, mRNA sequence [EB447909]1025.49 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC40827]384.29 1

gb|KF8C.101G14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101G14, mRNA sequence [EB424750]50663.2 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC63272]208.28 1

gb|KR2B.112D12F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.112D12, mRNA sequence [EB446619]1518.95 1

gb|KR3B.109A07F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109A07, mRNA sequence [DW004524]2171.19 1

gb|KP1B.101D14F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101D14, mRNA sequence [DV159725]2215.02 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC43662]35.46 1

gb|AGN_RNC024xi05r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG158027]21.72 1

Unknown 18709.35 1

gb|TOBESTR063G03 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG626716]462.62 1

gb|KG9B.005F19F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005F19, mRNA sequence [DV159070]203.46 1

tc|Rep: Chromosome undetermined scaffold_247, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC43443]29.4 1

tc|Rep: Chromosome chr1 scaffold_180, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC54028]116.18 1

Unknown 98.2 1

gb|Nicotiana tabacum extracellular Ca2+ sensing receptor (cas) mRNA, complete cds [EU342421]96.92 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC57400]81.59 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC71574]129.24 1

gb|KN6B.104B13F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104B13, mRNA sequence [EB439646]42.97 1

gb|KP1B.105A13F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105A13, mRNA sequence [EB681611]134.45 1

gb|KF8B.201G17F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201G17, mRNA sequence [EB428479]22.57 1

tc|Rep: Nuclear RNA binding protein - Nicotiana tabacum (Common tobacco), partial (90%) [TC40793]73.85 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC49222]269.07 1

Unknown 213.23 1



Unknown 18.92 1

gb|Nicotiana tabacum mRNA for protein kinase 2 beta chain (ck2B1 gene) [AJ438265] 444.13 1

tc|Rep: Cellulose synthase - Solanum tuberosum (Potato), partial (9%) [TC56534] 57.93 1

gb|TT-04_E09 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635539]38.67 1

tc|Rep: 14-3-3 i-2 protein - Nicotiana tabacum (Common tobacco), partial (39%) [TC61841]187.89 1

tc|Rep: Granule-bound starch synthase 1, chloroplast precursor - Solanum tuberosum (Potato), partial (26%) [TC56795]237.56 1

gb|KL4B.107M19F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107M19, mRNA sequence [EB680600]49 1

gb|BP526621 MAT001 Nicotiana tabacum cDNA clone BY11358, mRNA sequence [BP526621]22.66 1

gb|TT-35_A18 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637809]178.66 1

gb|AGN_RNC123xj03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG174896]134.51 1

tc|Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC56290]26.22 1

gb|AGN_RNC024xg22f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158098]644.74 1

Unknown 30.82 1

Unknown 19.87 1

tc|Rep: Ubiquitin carrier protein - Vitis vinifera (Grape), complete [TC48976] 1131.53 1

gb|AGN_RNC006xi21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167825]32.48 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC72451]391.02 1

tc|Rep: ADP-ribosylation factor - Daucus carota (Carrot), partial (96%) [TC46343] 184.79 1

tc|Rep: Chromosome undetermined scaffold_53, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC53196]1192.08 1

Unknown 66.63 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC40839]9458.26 1

tc|Rep: Peroxiredoxin - Ipomoea batatas (Sweet potato) (Batate), complete [TC46263] 45.76 1

Unknown 521.01 1

tc|Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC54174]331.57 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC42499]1421.91 1

gb|KT7C.109G08F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109G08, mRNA sequence [EB451025]251.52 1

Unknown 79.89 1

gb|Nicotina tabacum mRNA for caffeoyl-CoA O-methyltransferase 5, CCoAOMT-5 gene [Z82982]73.58 1

tc|Rep: Polypepetide with reverse transcriptase and RNaseH domains - Petunia hybrida (Petunia), partial (28%) [TC45012]26.56 1

tc|Rep: Cytochrome b6 - Nicotiana sylvestris (Wood tobacco), partial (48%) [TC74155] 27.07 1

Unknown 79.73 1

tc|Rep: Ubiquitin carboxyl-terminal hydrolase - Vitis vinifera (Grape), partial (58%) [TC47663]92.07 1

gb|EST_CSP003xo16f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH614825]35.05 1

Unknown 1363.76 1



tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (4%) [TC54612]103.25 1

Unknown 31.48 1

gb|KP1B.112H03F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.112H03, mRNA sequence [EB682391]413.84 1

gb|KL4B.104D22F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104D22, mRNA sequence [DV999868]106.58 1

gb|CHO_SL026xb05f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620115]192.86 1

gb|KF8C.106B04F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106B04, mRNA sequence [EB426417]87.15 1

Unknown 545.47 1

tc|Rep: Biotin carboxylase carrier protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (88%) [TC44563]54.93 1

Unknown 11867.95 1

tc|Rep: Voltage-dependent anion channel - Nicotiana tabacum (Common tobacco), complete [TC42848]221.25 1

tc|Rep: FOG: CBS domain protein - Vibrio sp. MED222, partial (4%) [TC50283] 34.7 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC57341]982.8 1

gb|KL4B.102A03F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102A03, mRNA sequence [EB679701]26.59 1

gb|TT-13_H21 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636272]546.61 1

Unknown 180.49 1

gb|KR3B.109F14F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109F14, mRNA sequence [DW004645]103.01 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC61002]31.03 1

Unknown 516.81 1

tc|Rep: CXE carboxylesterase - Actinidia eriantha, partial (45%) [TC41276] 79.45 1

gb|KF8C.101H16F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101H16, mRNA sequence [EB424775]47.89 1

gb|Nicotiana tabacum potyviral capsid protein interacting protein 1 (CPIP1) mRNA, complete cds [AY319648]19.11 1

gb|KR3B.103K10F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.103K10, mRNA sequence [DW002693]18.82 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC44715]29.07 1

gb|KN6B.102N01F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102N01, mRNA sequence [EB439183]20.56 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC49510]558.97 1

gb|AGN_RPC011xo17f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG145736]49.14 1

Unknown 11149.6 1

gb|TT-21_L03 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639375]258.32 1

gb|KF8B.100N14F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100N14, mRNA sequence [EB428006]44.37 1

Unknown 26.33 1

tc|Rep: Chromosome undetermined scaffold_296, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC43405]48.02 1

Unknown 13457.95 1

Unknown 16508.35 1

tc|Rep: Ribosomal protein L3A - Nicotiana tabacum (Common tobacco), partial (59%) [TC74344]31.91 1



gb|AGN_ELP026xk21f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG138693]294.22 1

gb|AGN_RNC116xo18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148973]20.31 1

Unknown 21.38 1

gb|KG9B.103A12F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103A12, mRNA sequence [EB677896]80.56 1

tc|Rep: Alpha chain of nascent polypeptide associated complex - Nicotiana benthamiana, complete [TC72514]29.8 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC65908]79.78 1

gb|AGN_RNC112xn05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG150715]68.04 1

Unknown 1537.65 1

gb|Nicotiana tabacum mRNA for putative zinc transporter (C477 gene) [AM851010] 515.86 1

tc|Rep: Chromosome chr8 scaffold_99, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC42338]2301.12 1

Unknown 31.06 1

gb|BP128741 MAT001 Nicotiana tabacum cDNA clone BY522, mRNA sequence [BP128741]27.83 1

Unknown 25.47 1

Unknown 169.42 1

gb|KN6B.110O02F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.110O02, mRNA sequence [EB442026]99.35 1

gb|KP1B.113M20F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.113M20, mRNA sequence [EB682809]170.88 1

gb|AGN_PNL210bf1_h1.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG186048]44.64 1

gb|TT-03_A08 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641732]1123.73 1

tc|Rep: Auxin conjugate hydrolase - Medicago truncatula (Barrel medic), partial (56%) [TC66278]23.62 1

gb|Nicotiana tabacum mRNA for protein kinase (NPK2), complete cds [D31964] 74.86 1

gb|TT-24_I03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637079]25.09 1

Unknown 57.87 1

tc|Rep: Enolase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (93%) [TC44462]72.4 1

Unknown 1561.83 1

gb|TT-24_N21 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641165]31.31 1

Unknown 136.85 1

Unknown 38.16 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT4-23-480, cultivar Bright Yellow 2 [AJ718259]101.19 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC56848]21.24 1

gb|KG9B.103K15F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103K15, mRNA sequence [EB678129]38.43 1

tc|Rep: NAD-dependent epimerase/dehydratase family protein-like protein - Solanum tuberosum (Potato), partial (79%) [TC46573]8914.59 1

Unknown 28.21 1

tc|Rep: Chromosome chr11 scaffold_14, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC66435]41.19 1

gb|N.tabacum mRNA for NAD-dependent isocitrate dehydrogenase [X96727] 1565.63 1



gb|Nicotiana tabacum NtTPC1B mRNA for two-pore calcium channel, complete cds [AB124647]51.79 1

gb|TOBESTR029D10 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG623741]1217.02 1

gb|KN6B.100G11F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100G11, mRNA sequence [EB438297]3233.17 1

tc|Rep: Signal recognition particle 54 kDa protein 1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC51521]1489.89 1

Unknown 604.2 1

gb|KG9B.003P13F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003P13, mRNA sequence [DV158562]238.62 1

Unknown 390.27 1

tc|Rep: ATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco), partial (26%) [TC71342]524.59 1

gb|KP1B.110I19F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110I19, mRNA sequence [DV162246]219.48 1

gb|TT-29_E24 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635003]162.7 1

gb|KN6B.103K11F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103K11, mRNA sequence [EB439485]59.34 1

gb|CHO_SL028xg02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621297]2913.95 1

tc|Rep: 60s acidic ribosomal protein-like protein - Solanum tuberosum (Potato), partial (92%) [TC55285]5775.65 1

tc|Rep: Genomic DNA, chromosome 5, TAC clone: K19P17 - Arabidopsis thaliana (Mouse-ear cress), partial (4%) [TC65742]143.18 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC70393]93.01 1

gb|TT-02_F09 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635390]95.8 1

tc|Rep: zinc finger (C3HC4-type RING finger) family protein - Arabidopsis thaliana, partial (7%) [TC59034]120.96 1

Unknown 17.24 1

gb|KF8C.109K05F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109K05, mRNA sequence [EB427300]38.07 1

Unknown 26.72 1

gb|AGN_PNL210br1_g4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG186133]139.94 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC47504]72.56 1

gb|KP1B.001P21F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001P21, mRNA sequence [DV162733]985.12 1

tc|Rep: MRNA, complete cds, clone: RAFL25-18-P16 - Arabidopsis thaliana (Mouse-ear cress), partial (77%) [TC54145]28.59 1

gb|KP1B.037G02F.050623T7 KP1B Nicotiana tabacum cDNA clone KP1B.037G02, mRNA sequence [DV159434]905.21 1

gb|TOBESTR068F07 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG627136]915.31 1

gb|AGN_ELP006xa10f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136839]28.76 1

gb|AGN_ELP006xa11f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136761]100.56 1

tc|Rep: Hexokinase 6 - Nicotiana tabacum (Common tobacco), complete [TC53358] 25.31 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC73766]109.81 1

Unknown 58.07 1

gb|KT7C.101N20F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.101N20, mRNA sequence [EB449088]5197.05 1

Unknown 32.21 1

tc|Rep: PttA' - Petunia hybrida (Petunia), partial (24%) [TC70893] 118.34 1



gb|KP1B.102L23F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102L23, mRNA sequence [DV160265]8538.08 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC42909]92.71 1

Unknown 592.51 1

gb|Nicotiana tabacum NtUGPase mRNA for UDP-glucose pyrophosphorylase, partial cds [AB055502]222.57 1

Unknown 20.53 1

gb|AGN_RNC105xg14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG153643]42.52 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC51433]46.2 1

Unknown 3169.71 1

Unknown 142.36 1

tc|Rep: Uncharacterized protein At5g64816 precursor - Arabidopsis thaliana (Mouse-ear cress), partial (97%) [TC66113]54.19 1

gb|KN6B.101J07F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101J07, mRNA sequence [EB438736]256.57 1

gb|KR2B.101M21F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.101M21, mRNA sequence [EB443868]42.63 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC71861]23.17 1

gb|KG9B.004D22F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004D22, mRNA sequence [DV158658]88.43 1

tc|Rep: Genomic DNA, chromosome 3, P1 clone: MJK13 - Arabidopsis thaliana (Mouse-ear cress), partial (13%) [TC73040]22.16 1

Unknown 995.99 1

Unknown 81.03 1

tc|Rep: Protein kinase CK2 alpha chain - Nicotiana tabacum (Common tobacco), complete [TC40465]27.56 1

gb|EST_CSP001xb13f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH614588]525.75 1

tc|Rep: Chromosome undetermined scaffold_1169, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC72343]66.32 1

Unknown 111.13 1

Unknown 517.87 1

gb|CHO_SL028xg02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621297]2700.04 1

gb|TT-38_F10 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634396]36.89 1

tc|Rep: Os09g0505800 protein - Oryza sativa subsp. japonica (Rice), partial (86%) [TC49523]50.89 1

gb|KT7C.108C02F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108C02, mRNA sequence [EB450578]24.78 1

Unknown 825.19 1

gb|KL4B.105M19F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105M19, mRNA sequence [DW000428]94.91 1

Unknown 76.65 1

Unknown 4093.72 1

gb|KL4B.102K07F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102K07, mRNA sequence [EB679931]449.73 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC61995]243.91 1

tc|Rep: AT4g32020/F10N7_170 - Arabidopsis thaliana (Mouse-ear cress), partial (18%) [TC44733]675.25 1

tc|Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (91%) [TC51195] 36.15 1



gb|AGN_ELP017xe10f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG133389]27.7 1

gb|TT-49_B08 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640232]362.44 1

tc|Rep: Chromosome chr14 scaffold_26, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC53531]710.43 1

Unknown 31.26 1

Unknown 116.3 1

Unknown 70.79 1

gb|KT7B.114G03F.060127T7 KT7 Nicotiana tabacum cDNA clone KT7B.114G03, mRNA sequence [EB448579]71.28 1

gb|TT-06_E16 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643559]34.94 1

Unknown 20465.15 1

Unknown 25.95 1

tc|Rep: Hsc70 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (31%) [TC59837]49.8 1

Unknown 26.6 1

Unknown 31.82 1

tc|Rep: Arginine decarboxylase 2 - Nicotiana tabacum (Common tobacco), complete [TC42697]11260.8 1

Unknown 984.59 1

tc|Rep: F22G5.1 - Arabidopsis thaliana (Mouse-ear cress), partial (51%) [TC62580] 29.88 1

gb|KL4B.107L17F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107L17, mRNA sequence [EB680583]178.65 1

gb|KF8C.110C04F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110C04, mRNA sequence [EB427468]854.75 1

gb|KL4B.100H13F.050922T7 KL4B Nicotiana tabacum cDNA clone KL4B.100H13, mRNA sequence [DV998904]58.36 1

gb|KL4B.105G10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105G10, mRNA sequence [DW000289]88.84 1

gb|Nicotiana tabacum hexokinase 3 (Hxk3) mRNA, complete cds [AY553216] 2583.37 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC51825]159.15 1

gb|KG9B.002C22F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002C22, mRNA sequence [DV157904]215.17 1

gb|Nicotiana tabacum anther ethylene-upregulated protein ER1 (ER1) mRNA, partial cds [AF253511]45.8 1

Unknown 76.94 1

Unknown 20.93 1

gb|KL4B.102L15F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102L15, mRNA sequence [EB679961]637.1 1

tc|Rep: Flagellin - Escherichia coli, partial (5%) [TC72631] 28 1

Unknown 444.3 1

gb|KT7C.105D19F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105D19, mRNA sequence [EB449929]128.81 1

gb|BP526356 MAT001 Nicotiana tabacum cDNA clone BY11073, mRNA sequence [BP526356]57.84 1

Unknown 242.19 1

gb|AGN_RNC023xf11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158775]24.56 1

gb|KG9B.103I01F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103I01, mRNA sequence [EB678067]111.46 1



gb|AGN_RNC106xf10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG153402]9321.23 1

tc|Rep: Diacylglycerol kinase variant A - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (37%) [TC47988]2730.44 1

gb|TOBESTR061H08 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG626563]29.09 1

Unknown 1410.41 1

tc|Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC59467]335.75 1

gb|AGN_ELP017xm11f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG133349]94.42 1

gb|Nicotiana tabacum phospholipase C1 mRNA, complete cds [AF223351] 9654.21 1

gb|KR3B.107O20F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.107O20, mRNA sequence [DW004157]139.9 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC67417]146.58 1

gb|Nicotiana tabacum NtRDR6 mRNA for RNA-dependent RNA polymerase 6, complete cds [AB361628]22.6 1

tc|Rep: Chromosome undetermined scaffold_1099, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC47112]1833.94 1

tc|Rep: Chromosome undetermined scaffold_125, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC57332]2417.96 1

tc|Rep: Dihydrolipoyllysine-residue acetyltransferase component 2 of pyruvate dehydrogenase complex, mitochondrial precursor - Arabidopsis thaliana (Mouse-ear cress), partial (73%) [TC45307]525.55 1

tc|GB|AJ311779.1|CAC84548.1 dicarboxylate/tricarboxylate carrier [Nicotiana tabacum] [NP916784]27.64 1

tc|Rep: M19 protein - Murine cytomegalovirus (strain K181), partial (11%) [TC57873] 107.19 1

Unknown 866.38 1

gb|Nicotiana tabacum plastid phosphate [U66402] 177.05 1

gb|KP1B.110H07F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110H07, mRNA sequence [DV162216]54.1 1

gb|KT7C.106B03F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106B03, mRNA sequence [EB450203]11308.9 1

gb|TT-24_E16 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644444]25.69 1

gb|KL4B.101K17F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101K17, mRNA sequence [DV999311]70.6 1

gb|TT-05_A21 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640658]267.4 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC73482]128.89 1

gb|AGN_ELP024xn17f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139571]448.3 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC76915]651.7 1

tc|Rep: Chromosome undetermined scaffold_147, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC59779]22.96 1

gb|BP528728 MAT001 Nicotiana tabacum cDNA clone BY13589, mRNA sequence [BP528728]84.62 1

gb|AGN_RNC127xb20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172957]841.38 1

tc|Rep: Chromosome undetermined scaffold_1268, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC65036]153.16 1

tc|Rep: Acyltransferase homolog - Petunia hybrida (Petunia), partial (65%) [TC51607] 32.59 1

gb|AGN_PNL222af1_e7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194591]56.45 1

Unknown 17.06 1

Unknown 35.4 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC49647]192.46 1



gb|Nicotiana tabacum nuclease mRNA, partial cds [AY029749] 57.38 1

Unknown 755.86 1

Unknown 27.95 1

gb|AGN_ELP017xg15f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG133319]92.19 1

tc|Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC45502]141.14 1

gb|KF8C.103N20F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103N20, mRNA sequence [EB425633]27.35 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT21-1-220, cultivar Bright Yellow 2 [AJ719159]48.75 1

gb|TT-48_C09 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645304]507.57 1

gb|KR3B.104D11F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.104D11, mRNA sequence [DW002885]1717.12 1

gb|TT-05_J09 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635661]252.55 1

Unknown 51.56 1

gb|TT-23_H09 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636985]64.06 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC49307]35.28 1

Unknown 26.14 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC65975]21.56 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC54512]70.38 1

tc|Rep: Ribosomal protein L39 - Triticum aestivum (Wheat), complete [TC62239] 52.12 1

Unknown 42.49 1

gb|TT-36_B15 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637879]95.86 1

tc|Rep: Growth-on protein GRO11 - Euphorbia esula (Leafy spurge), partial (21%) [TC48120]30.96 1

Unknown 72.83 1

gb|KL4B.111C19F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111C19, mRNA sequence [EB680718]43.64 1

gb|Nicotiana tabacum PCNA mRNA for proliferating cell nuclear antigen, complete cds [AB025029]19.09 1

gb|KR2B.115B01F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115B01, mRNA sequence [EB447150]124.02 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC73380]64.4 1

gb|AGN_PNL210df1_g3.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG186405]377.93 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC47778]242.23 1

gb|KP1B.105G14F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105G14, mRNA sequence [EB681743]94.89 1

Unknown 1889.92 1

Unknown 24.45 1

Unknown 40.63 1

Unknown 2904.33 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC52720]22.06 1

gb|TT-29_O01 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635017]122.82 1



gb|KG9B.001D20F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001D20, mRNA sequence [DV157557]339.39 1

Unknown 79.04 1

tc|Rep: JAB - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (85%) [TC42560]107.48 1

gb|KL4B.103L20F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103L20, mRNA sequence [DV999689]391.53 1

Unknown 859.06 1

gb|KG9B.003O19F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003O19, mRNA sequence [DV158544]22.4 1

gb|TT-21_B07 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639353]411.21 1

Unknown 219.34 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC56562]512.45 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC66118]101.55 1

gb|KF8C.101C05F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101C05, mRNA sequence [EB424651]499.38 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC3-41-290, cultivar Bright Yellow 2 [AJ718633]3369.91 1

gb|KF8C.101G18F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101G18, mRNA sequence [EB424754]199.08 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC75068]24.64 1

gb|KR3B.113P03F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.113P03, mRNA sequence [EB683945]1114.71 1

gb|KN6B.108G03F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.108G03, mRNA sequence [EB441159]1855.2 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC47744]273.02 1

tc|Rep: Cathepsin B-like cysteine proteinase - Nicotiana rustica (Aztec tobacco), partial (89%) [TC54732]4070.85 1

tc|Rep: Pto-like serine/threonine kinase - Capsicum chinense (Scotch bonnet) (Bonnet pepper), partial (80%) [TC58938]66.45 1

gb|KL4B.106M24F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106M24, mRNA sequence [EB680314]512.33 1

tc|Rep: Endoplasmin homolog precursor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle), partial (97%) [TC45824]517.63 1

tc|Rep: SKP1-like protein - Nicotiana clevelandii (Wild tobacco), complete [TC50857] 3566.56 1

Unknown 723.38 1

gb|N.tabacum npp4 mRNA for protein phosphatase type 2A [Z93771] 550.2 1

tc|Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC52578]753.22 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC76467]65.28 1

gb|AGN_ELP005xm21f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137144]19.04 1

Unknown 187.5 1

gb|KP1B.109B14F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109B14, mRNA sequence [DV161758]85.68 1

Unknown 160.72 1

Unknown 79.82 1

tc|Rep: Copper-transporting P-type ATPase - Brassica napus (Rape), partial (37%) [TC49717]265.18 1

gb|KP1B.108P09F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108P09, mRNA sequence [DV161712]4140.98 1

gb|AGN_ELP005xp12f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137368]26.56 1



tc|Rep: Ubiquitin carrier protein - Glycine max (Soybean), complete [TC51935] 38.1 1

Unknown 18.8 1

Unknown 35.64 1

gb|KR3B.110I10F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110I10, mRNA sequence [DW005082]83.92 1

Unknown 20.94 1

Unknown 100.49 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC50253]1494.73 1

tc|Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC74168]1174.84 1

gb|TT-50_M03 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645435]542.37 1

tc|Rep: Chromosome chr13 scaffold_210, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC44072]551.36 1

gb|CHO_SL002xg07f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620214]233.33 1

Unknown 593.42 1

Unknown 541.88 1

gb|KN6B.115A22F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.115A22, mRNA sequence [EB442771]250.98 1

gb|KN6B.102F13F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102F13, mRNA sequence [EB439011]947.51 1

gb|KP1B.109C17F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109C17, mRNA sequence [DV161783]252.31 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC52186]42.13 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC43442]12122.2 1

Unknown 26.85 1

gb|CHO_SL022xd02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619918]742.07 1

Unknown 80.88 1

gb|AGN_RNC003xl16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG169937]24.58 1

gb|Nicotiana tabacum NtSIP1 mRNA for 6b-interacting protein 1, complete cds [AB072391]103.04 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC58021]26.82 1

gb|KF8C.110N22F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110N22, mRNA sequence [EB427721]18.31 1

tc|Rep: Chromosome chr10 scaffold_76, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC64672]25.87 1

tc|Rep: Nt-rab6 protein - Nicotiana tabacum (Common tobacco), complete [TC56469] 467.28 1

gb|KF8C.106P01F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106P01, mRNA sequence [EB426727]2705.3 1

gb|KP1B.102P06F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102P06, mRNA sequence [DV160337]2923.28 1

Unknown 118.08 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (4%) [TC70124]56.47 1

Unknown 6494.96 1

gb|KP1B.110A06F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110A06, mRNA sequence [DV162066]27.1 1

Unknown 1401.56 1



Unknown 251.47 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC68097]407.96 1

gb|AGN_PNL215bf1_f10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG189664]37.62 1

Unknown 730.65 1

gb|KF8C.106C09F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106C09, mRNA sequence [EB426444]30.17 1

tc|Rep: Proline-rich protein family-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC49842]30.94 1

gb|KF8B.100E05F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100E05, mRNA sequence [EB427837]58.54 1

Unknown 238.16 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, complete [TC55175] 107.12 1

tc|Rep: Poly(A)-binding protein II-like - Brassica campestris (Field mustard), partial (95%) [TC41686]744.03 1

Unknown 48.69 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC53343]528.78 1

gb|KL4B.101K21F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101K21, mRNA sequence [DV999315]80.83 1

tc|Rep: Calnexin-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (75%) [TC50164]1088.24 1

Unknown 149.49 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC52407]30.23 1

tc|Rep: Sucrose-6-phosphate phosphatase - Nicotiana tabacum (Common tobacco), partial (39%) [TC46471]116.02 1

Unknown 75.47 1

tc|Rep: GDP-mannose pyrophosphorylase - Solanum tuberosum (Potato), partial (84%) [TC45500]217.14 1

Unknown 253 1

gb|KF8C.104I02F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104I02, mRNA sequence [EB425860]11565.85 1

Unknown 52.11 1

gb|EST_FLW005xi04f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH616159]6592.05 1

tc|Rep: Carotenoid cleavage dioxygenase 1 - Lactuca sativa (Garden lettuce), partial (29%) [TC64259]23.88 1

Unknown 330.23 1

Unknown 22.58 1

tc|Rep: Striated muscle activator-like protein - Oryza sativa subsp. japonica (Rice), partial (93%) [TC65878]12232.7 1

Unknown 2848.74 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC53349]563.54 1

Unknown 758.1 1

Unknown 97.64 1

Unknown 138.78 1

gb|Nicotiana tabacum NtROS1 mRNA for repressor of silencing 1, complete cds [AB281587]149.35 1

gb|KL4B.106D03F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106D03, mRNA sequence [EB680121]1564.64 1



Unknown 263.27 1

tc|Rep: Chromosome undetermined scaffold_257, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC44368]4735.15 1

Unknown 4550.37 1

Unknown 560.84 1

gb|CHO_SL003xc11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH624123]17.56 1

gb|KL4B.109C14F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.109C14, mRNA sequence [DW000863]104.4 1

gb|TT-04_P08 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643494]44.37 1

gb|KP1B.112E21F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.112E21, mRNA sequence [EB682345]1700.43 1

Unknown 2650.83 1

Unknown 560.57 1

gb|AGN_RNC014xh16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163849]189.14 1

tc|Rep: NADH glutamate synthase precursor - Phaseolus vulgaris (Kidney bean) (French bean), partial (18%) [TC64982]80.6 1

Unknown 686.83 1

Unknown 42.29 1

gb|KT7C.110A10F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110A10, mRNA sequence [EB451249]33.42 1

Unknown 37292.75 1

gb|AGN_RPC005xi10f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147527]183.2 1

tc|Rep: Lecithine cholesterol acyltransferase-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC47495]255.02 1

gb|KR2B.107H19F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.107H19, mRNA sequence [EB445231]54.61 1

gb|KP1B.108A18F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108A18, mRNA sequence [DV161417]121.33 1

tc|Rep: DnaJ - Viola baoshanensis, partial (95%) [TC46205] 1117.3 1

gb|BP530317 MAT005 Nicotiana tabacum cDNA clone BY21327, mRNA sequence [BP530317]2362.36 1

tc|Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC46186]34.7 1

tc|Rep: Chromosome chr13 scaffold_286, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC41913]844.54 1

gb|KT7C.102F22F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102F22, mRNA sequence [EB449268]86.38 1

tc|Rep: SRC2-like protein - Nicotiana benthamiana, partial (73%) [TC75258] 70.58 1

gb|CHO_SL010xe03f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617531]638.75 1

tc|Rep: NAD-dependent isocitrate dehydrogenase precursor - Nicotiana tabacum (Common tobacco), partial (53%) [TC41190]1578.98 1

Unknown 71.6 1

Unknown 23824.25 1

tc|Rep: 40S ribosomal protein S19-like - Solanum tuberosum (Potato), complete [TC53455]82.09 1

gb|KT7C.105I02F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105I02, mRNA sequence [EB450017]128.33 1

Unknown 264.78 1

Unknown 27.8 1



gb|KF8C.105G15F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105G15, mRNA sequence [EB426182]248.9 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC60080]113.04 1

Unknown 48.04 1

tc|Rep: Ribosomal protein PETRP - Capsicum annuum (Bell pepper), complete [TC43915] 29.7 1

gb|KT7C.110O15F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110O15, mRNA sequence [EB451554]34.13 1

Unknown 16.35 1

Unknown 90.55 1

tc|Rep: Cysteine synthase - Solanum tuberosum (Potato), partial (83%) [TC40893] 37.75 1

Unknown 97.12 1

gb|AGN_RNC009xn17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG166468]17.45 1

Unknown 615.83 1

gb|KL4B.105H09F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105H09, mRNA sequence [DW000310]190.9 1

Unknown 152.83 1

gb|KP1B.108B17F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108B17, mRNA sequence [DV161438]63.27 1

tc|Rep: Nodulin-like protein - Poncirus trifoliata (Hardy orange), partial (4%) [TC73421] 44.59 1

Unknown 954.34 1

Unknown 114.49 1

tc|Rep: Nam-like protein 6 - Petunia hybrida (Petunia), partial (86%) [TC66061] 78.91 1

tc|Rep: 14-3-3 i-2 protein - Nicotiana tabacum (Common tobacco), partial (39%) [TC61841]61.52 1

Unknown 1096.64 1

Unknown 107.15 1

tc|Rep: Adenylate kinase family-like protein - Solanum tuberosum (Potato), partial (97%) [TC48162]3207.46 1

gb|EST T1P020 Tobacco Leaves Express Library Nicotiana tabacum cDNA clone JS119 similar to plastid alpha-amylase, mRNA sequence [EB102906]490.67 1

gb|KP1B.102G19F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102G19, mRNA sequence [DV160152]215.97 1

gb|TT-20_L14 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639329]44.49 1

tc|Rep: Chromosome chr1 scaffold_135, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC61449]20.82 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC56277]19.53 1

gb|Nicotiana tabacum alpha-expansin precursor (Nt-EXPA6) mRNA, partial cds [AF049355]22.51 1

Unknown 28.79 1

gb|KL4B.105D03F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105D03, mRNA sequence [DW000215]9751.74 1

Unknown 50.47 1

tc|Rep: At2g37480 - Arabidopsis thaliana (Mouse-ear cress), partial (24%) [TC50022] 1382.16 1

tc|Rep: Ribosomal protein L41 - Candida maltosa (Yeast), complete [TC51829] 134.36 1

Unknown 140.12 1



tc|Rep: Inositol-3-phosphate synthase - Nicotiana tabacum (Common tobacco), partial (49%) [TC44927]114.12 1

tc|Rep: ATP synthase subunit gamma, mitochondrial precursor - Ipomoea batatas (Sweet potato) (Batate), partial (98%) [TC45656]226.86 1

tc|Rep: Ribosomal protein L37 - Glycine max (Soybean), complete [TC56573] 106.91 1

Unknown 190.27 1

tc|Rep: Succinyl CoA ligase beta subunit - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (55%) [TC43207]486.25 1

gb|KL5B.111G02F.060117T7 KL5B Nicotiana tabacum cDNA clone KL5B.111G02, mRNA sequence [EB430967]51.76 1

gb|KP1B.109D12F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109D12, mRNA sequence [DV161797]79.55 1

gb|KL4B.105D03F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105D03, mRNA sequence [DW000215]10628.75 1

gb|AM811238 seedling library, SL Nicotiana tabacum cDNA clone nt002230064, mRNA sequence [AM811238]17.83 1

gb|KF8C.103D08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103D08, mRNA sequence [EB425393]11955.3 1

Unknown 112.1 1

Unknown 111.25 1

gb|KG9B.105K03F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105K03, mRNA sequence [EB678838]41.18 1

Unknown 510.35 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC66576]141.35 1

gb|Nicotiana tabacum clone PR33 mRNA sequence [AF154648] 116.63 1

tc|Rep: Chromosome chr14 scaffold_128, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC52965]2723.61 1

tc|Rep: ADP ribosylation factor 002 - Daucus carota (Carrot), complete [TC49072] 9518.09 1

gb|AGN_PNL201cf1_e10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG179618]385.87 1

Unknown 3267.79 1

Unknown 70.28 1

gb|KT7C.105B14F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105B14, mRNA sequence [EB449876]86.74 1

gb|KL4B.110F24F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110F24, mRNA sequence [DW001180]23.49 1

tc|Rep: T6D22.12 - Arabidopsis thaliana (Mouse-ear cress), partial (54%) [TC51666] 592.44 1

gb|KT7C.104L12F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104L12, mRNA sequence [EB449743]980.74 1

gb|KG9B.106O05F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106O05, mRNA sequence [EB679306]1016.01 1

Unknown 135.08 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC73770]251.29 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC77262]21.01 1

gb|AGN_RPC018xg11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143525]2808.34 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC61969]231.31 1

Unknown 63.69 1

gb|Nicotiana tabacum pectin methylesterase (PPME1) mRNA, complete cds [AY772945]45665.5 1

Unknown 62.06 1



gb|KT7C.106G08F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106G08, mRNA sequence [EB450323]605.12 1

Unknown 1134.73 1

tc|Rep: 60S ribosomal protein L6 - Mesembryanthemum crystallinum (Common ice plant), partial (90%) [TC40562]132.1 1

Unknown 38.24 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC65396]730.48 1

Unknown 30.55 1

gb|AGN_PNL221ar1_e10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG193947]402.21 1

gb|KP1B.001F10F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001F10, mRNA sequence [DV162505]461.83 1

gb|AGN_PNL232bf1_b2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG201996]114.81 1

gb|AGN_RNC008xp03f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167017]1398.09 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC77163]164.08 1

tc|Rep: ALG2-interacting protein X - Nicotiana tabacum (Common tobacco), partial (48%) [TC74541]135.24 1

Unknown 514.55 1

Unknown 626.82 1

Unknown 43.49 1

gb|KG9B.005L24F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005L24, mRNA sequence [DV159211]754.3 1

gb|KG9B.102D21F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102D21, mRNA sequence [EB677605]147.69 1

gb|TT-34_A21 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640348]34.96 1

gb|AM787875 COL, cold overnight library Nicotiana tabacum cDNA clone nt006146059, mRNA sequence [AM787875]23.63 1

Unknown 47.05 1

Unknown 99.83 1

gb|TT-06_C12 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635120]11366 1

tc|Rep: ATP synthase subunit beta - Nicotiana sylvestris (Wood tobacco), partial (26%) [TC50381]821.45 1

gb|KT7C.105E05F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105E05, mRNA sequence [EB449939]19.81 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC57992]945.92 1

gb|KT7C.106K21F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106K21, mRNA sequence [EB450418]2399.58 1

tc|Rep: Chromosome chr7 scaffold_192, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC44197]127.03 1

tc|Rep: Cystathionine gamma-synthase isoform 2 - Solanum tuberosum (Potato), partial (29%) [TC50349]2588.6 1

Unknown 158.07 1

gb|KR3B.106L15F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106L15, mRNA sequence [DW003746]79.48 1

tc|Rep: Chromosome chr8 scaffold_115, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC66985]178.35 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC59224]558.21 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC48314]342.79 1

gb|AGN_PNL226cf1_c12.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG197835]120.8 1



gb|KN6B.101N24F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101N24, mRNA sequence [EB438840]691.72 1

Unknown 30.84 1

Unknown 50.79 1

Unknown 2902.1 1

gb|KF8B.200N17F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200N17, mRNA sequence [EB428295]26.21 1

tc|Rep: WSSV375 - White spot syndrome virus (WSSV), partial (25%) [TC76905] 34.58 1

gb|TT-47_B22 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638324]18.9 1

gb|AM803975 seedling library, SL Nicotiana tabacum cDNA clone nt002191015, mRNA sequence [AM803975]21.93 1

gb|AGN_PNL225br1_g2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG197071]236.64 1

Unknown 31.89 1

gb|EST_FLW002xp11f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615701]1590.09 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC49741]122.84 1

gb|KP1B.108H13F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108H13, mRNA sequence [DV161551]134.87 1

gb|KP1B.001C10F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001C10, mRNA sequence [DV162449]64.2 1

gb|AGN_RNC127xb20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172957]1572.93 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC41596]1815.85 1

Unknown 59.62 1

gb|AGN_ELP008xp13f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136377]61.48 1

gb|KP1B.101A13F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101A13, mRNA sequence [DV159654]104.26 1

gb|CHO_SL025xj11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621684]2808.66 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC56883]274.9 1

tc|Rep: Chloroplast threonine deaminase 1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (27%) [TC46995]530.82 1

Unknown 18.69 1

gb|FS417555 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0046_3_C11 5', mRNA sequence [FS417555]523.39 1

gb|KL4B.108H18F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108H18, mRNA sequence [DW000646]59.99 1

gb|AGN_RPC014xo22f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144862]781.04 1

tc|Rep: VAP27 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (96%) [TC52531]375.45 1

tc|Rep: Cellulose synthase catalytic subunit - Nicotiana alata (Winged tobacco) (Persian tobacco), partial (44%) [TC46270]53.86 1

gb|KP1B.110I21F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110I21, mRNA sequence [DV162248]220.14 1

gb|KF8B.200D19F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200D19, mRNA sequence [EB428119]752.88 1

tc|Rep: Pyridoxal kinase - Solanum tuberosum (Potato), partial (33%) [TC65370] 684.25 1

Unknown 103.96 1

Unknown 377.76 1

tc|Rep: Aquaporin 1 - Nicotiana tabacum (Common tobacco), complete [TC63014] 628.1 1



Unknown 433.62 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC54611]525.54 1

Unknown 229.52 1

Unknown 508.96 1

gb|KN6B.100E12F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100E12, mRNA sequence [EB438255]24.96 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC62886]95.32 1

tc|Rep: Chromosome undetermined scaffold_226, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC69726]1347.1 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC54375]571.47 1

Unknown 176.28 1

gb|KP1B.107M11F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107M11, mRNA sequence [DV161328]207.21 1

Unknown 53.98 1

gb|AGN_RNC021xo20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159719]48.35 1

gb|KT7C.113A13F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.113A13, mRNA sequence [EB451957]212.04 1

tc|Rep: Thaliana 60S ribosomal protein L7 - Solanum tuberosum (Potato), complete [TC45721]29.3 1

Unknown 67.89 1

gb|Nicotiana tabacum NtFAD3 mRNA for microsomal omega-3 acid desaturase, complete cds [D26509]17212.35 1

gb|KG9B.001P18F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001P18, mRNA sequence [DV157838]20.47 1

gb|CHO_SL025xj11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621684]2262.74 1

gb|AGN_ELP006xj06f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137041]28.77 1

tc|Rep: Chromosome chr3 scaffold_117, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC55010]349.37 1

tc|Rep: Homolog of defender against apoptotic death 1 homolog - Nicotiana suaveolens x Nicotiana tabacum, complete [TC53663]256.64 1

tc|Rep: GDP-D-mannose pyrophosphorylase - Viola baoshanensis, partial (48%) [TC44114]183.35 1

gb|Nicotiana tabacum putative high mobility group protein 2-like mRNA, partial sequence [EF051129]3238.75 1

tc|Rep: Salt-induced AAA-Type ATPase - Mesembryanthemum crystallinum (Common ice plant), complete [TC50301]1010.8 1

gb|BP532403 MAT005 Nicotiana tabacum cDNA clone BY27199, mRNA sequence [BP532403]232.42 1

tc|Rep: Chromosome undetermined scaffold_69, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC49766]4547.28 1

gb|KT7B.107P03F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107P03, mRNA sequence [EB448436]50.97 1

Unknown 117.14 1

Unknown 27.21 1

gb|Nicotiana tabacum EF-1-alpha-related GTP-binding protein (SUP1) mRNA, complete cds [L38828]23.64 1

Unknown 105.13 1

Unknown 175.28 1

Unknown 207.09 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC54394]2865.07 1



Unknown 3088.26 1

gb|TT-06_B02 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635703]445.49 1

tc|Rep: Cytosine-specific methyltransferase - Vitis vinifera (Grape), partial (20%) [TC50627]32.95 1

Unknown 66.61 1

Unknown 37.74 1

tc|Rep: Tryptophan synthase beta subunit - Persicaria tinctoria, partial (83%) [TC49287]2419.52 1

gb|KF8C.104F15F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104F15, mRNA sequence [EB425806]24.86 1

gb|KR3B.114O14F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.114O14, mRNA sequence [EB684244]127.81 1

Unknown 255.26 1

gb|TT-29_C09 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641339]76.65 1

gb|KP1B.101B11F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101B11, mRNA sequence [DV159675]777.23 1

gb|KT7B.107J11F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107J11, mRNA sequence [EB448312]524.47 1

gb|KT7C.112F07F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112F07, mRNA sequence [EB451706]1851.95 1

gb|AGN_RNC017xb07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG162013]43.67 1

Unknown 65.29 1

tc|Rep: ALY protein - Nicotiana benthamiana, partial (20%) [TC72720] 2315.46 1

gb|KG9B.001A24F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001A24, mRNA sequence [DV157497]145.22 1

Unknown 227.14 1

gb|KG9B.106J11F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106J11, mRNA sequence [EB679198]107.11 1

tc|Rep: CBL-interacting protein kinase 25 - Populus trichocarpa (Western balsam poplar) (Populus balsamiferasubsp. trichocarpa), partial (46%) [TC54670]534.58 1

tc|Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC57436]212.47 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC46688]4586.26 1

Unknown 31.26 1

tc|Rep: Succinate dehydrogenase subunit 3 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC54284]2655.38 1

Unknown 1141 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT24-2-320, cultivar Bright Yellow 2 [AJ718050]175.43 1

gb|KF8C.108F01F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108F01, mRNA sequence [EB426856]21.48 1

gb|KF8C.101N16F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101N16, mRNA sequence [EB424911]23.37 1

gb|TT-24_N22 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637100]240.44 1

Unknown 731.15 1

gb|KR2B.002O22F.051019T7 KR2B Nicotiana tabacum cDNA clone KR2B.002O22, mRNA sequence [EB443620]8412.54 1

tc|Rep: Predicted protein - Aspergillus terreus (strain NIH 2624), partial (10%) [TC58133] 29.32 1

tc|Rep: Os06g0661900 protein - Oryza sativa subsp. japonica (Rice), partial (26%) [TC49984]1287.34 1

tc|Rep: Chromosome undetermined scaffold_438, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC48139]44.5 1



gb|TT-17_E04 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640417]4194.22 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC54281]25.46 1

tc|Rep: Ribosomal protein L15 - Vitis vinifera (Grape), partial (60%) [TC52772] 169.88 1

tc|Rep: Chromosome undetermined scaffold_133, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC53451]1123.09 1

tc|Rep: Glycoprotein-like protein - Solanum tuberosum (Potato), partial (55%) [TC62705] 39.87 1

gb|KP1B.037G15F.050623T7 KP1B Nicotiana tabacum cDNA clone KP1B.037G15, mRNA sequence [DV159446]80.51 1

Unknown 18.62 1

tc|Rep: DNA-binding protein - Nicotiana tabacum (Common tobacco), complete [TC45644]243.13 1

tc|Rep: Chromosome chr13 scaffold_74, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC61334]1537.18 1

gb|AGN_RNC011xb17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG165317]509.01 1

tc|Rep: Chromosome chr9 scaffold_90, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC73329]708.25 1

tc|Rep: Pectate lyase precursor - Nicotiana tabacum (Common tobacco), complete [TC55092]73262.2 1

tc|Rep: Histone H4 [Contains: Osteogenic growth peptide (OGP)]. - Rattus norvegicus, complete [TC52826]204.29 1

tc|Rep: Chromosome undetermined scaffold_142, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC44276]33.31 1

tc|Rep: Water channel protein - Nicotiana excelsior, complete [TC40230] 27.13 1

gb|KP1B.110K12F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110K12, mRNA sequence [DV162283]58.23 1

gb|AGN_RNC020xh17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160346]64.14 1

Unknown 345.98 1

gb|Nicotiana tabacum NtGPDL mRNA for putative glycerophosphoryl diester phosphodiesterase family protein, complete cds [AB120519]1061.26 1

Unknown 102.62 1

Unknown 405.73 1

gb|AGN_RNC023xg21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158502]22.75 1

Unknown 256.81 1

gb|KL4B.102J02F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102J02, mRNA sequence [EB679902]1104.05 1

Unknown 36.03 1

gb|KP1B.104L05F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104L05, mRNA sequence [DV160959]253.43 1

tc|Rep: Chromosome chr12 scaffold_38, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC45469]184.76 1

Unknown 828.82 1

tc|Rep: 60S ribosomal protein L41 - Homo sapiens (Human), complete [TC65131] 7587.38 1

Unknown 351.72 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC46399]235.48 1

gb|BP534288 MAT005 Nicotiana tabacum cDNA clone BY32245, mRNA sequence [BP534288]185.17 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC60539]1003.64 1

tc|Rep: Zinc finger, RING-type; Thioredoxin-related - Medicago truncatula (Barrel medic), partial (54%) [TC42574]18.22 1



Unknown 20689.8 1

tc|Rep: Proline-rich protein - Solanum tuberosum (Potato), partial (66%) [TC64223] 51.54 1

gb|AGN_PNL229cf1_a7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199999]386.37 1

tc|Rep: Phosphoenolpyruvate carboxykinase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (27%) [TC41844]32.91 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC50487]73.59 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC46502]454.09 1

gb|TT-35_B11 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642798]136.85 1

Unknown 135.42 1

Unknown 34.25 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC66869]31.16 1

gb|KL4B.101F22F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101F22, mRNA sequence [DV999209]113.2 1

gb|KN6B.105M14F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105M14, mRNA sequence [EB440260]246.77 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC69493]449.94 1

Unknown 25.31 1

Unknown 85.76 1

Unknown 18.6 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC46467]438.91 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC56917]264.46 1

tc|Rep: Ubiquitin-conjugating enzyme family protein-like protein - Solanum tuberosum (Potato), complete [TC43882]492.51 1

Unknown 778.99 1

tc|Rep: Chromosome undetermined scaffold_77, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC56751]48.94 1

Unknown 2678.79 1

gb|KL4B.102A16F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102A16, mRNA sequence [EB679714]10972.75 1

gb|BP134254 MAT001 Nicotiana tabacum cDNA clone BY6612, mRNA sequence [BP134254]56.36 1

tc|Rep: Os01g0950800 protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC62783]516.69 1

gb|KN6B.105P14F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105P14, mRNA sequence [EB440327]325.68 1

gb|KG9B.105A19F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105A19, mRNA sequence [EB678624]1742.17 1

Unknown 26.22 1

gb|KG9B.107B04F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107B04, mRNA sequence [EB679375]23.41 1

Unknown 545.58 1

tc|Rep: Chromosome undetermined scaffold_79, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC76643]41.9 1

tc|Rep: Chromosome chr19 scaffold_111, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC58741]51.2 1

gb|BP128766 MAT001 Nicotiana tabacum cDNA clone BY549, mRNA sequence [BP128766]70.68 1

gb|KP1B.103B19F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103B19, mRNA sequence [DV160394]65 1



gb|TT-23_L09 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644421]39.23 1

gb|KG9B.105A02F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105A02, mRNA sequence [EB678607]263.74 1

gb|3C05 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH663814]3372.33 1

gb|KR3B.101B15F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101B15, mRNA sequence [DW001784]94.12 1

tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC54933]98.42 1

tc|Rep: Chromosome chr4 scaffold_333, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC49200]25.72 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC50030]135.5 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC49272]49.75 1

Unknown 34.72 1

Unknown 154.52 1

tc|Rep: ATPase - Camellia sinensis (Tea), complete [TC71603] 700.71 1

Unknown 513.79 1

Unknown 31.59 1

gb|AGN_RPC012xf15f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG145527]121.53 1

tc|Rep: 60S ribosomal protein L15 - Petunia hybrida (Petunia), complete [TC41795] 145.28 1

gb|AM794030 COL, cold overnight library Nicotiana tabacum cDNA clone nt006077059, mRNA sequence [AM794030]22.88 1

gb|KP1B.105G14F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105G14, mRNA sequence [EB681743]72.34 1

gb|BP132658 MAT001 Nicotiana tabacum cDNA clone BY4846, mRNA sequence [BP132658]58.6 1

Unknown 33.24 1

tc|Rep: Malate dehydrogenase, glyoxysomal precursor - Citrullus lanatus (Watermelon) (Citrullus vulgaris), partial (48%) [TC53375]250.25 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC43934]34.91 1

Unknown 148.73 1

gb|Nicotiana tabacum mRNA for proteasome A-type subunit [Y16644] 184.61 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (63%) [TC51117] 26.57 1

Unknown 572.42 1

Unknown 30.41 1

Unknown 86.91 1

Unknown 18396.7 1

tc|Rep: Sucrose synthase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (26%) [TC44313]375.79 1

Unknown 256.59 1

Unknown 57.82 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC61117]124.72 1

gb|KN6B.110L17F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.110L17, mRNA sequence [EB441978]19217.6 1

gb|KP1B.109O08F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109O08, mRNA sequence [DV162026]110.44 1



Unknown 28.66 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC63890]122.84 1

gb|KL5B.104B08F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.104B08, mRNA sequence [EB429767]143.43 1

Unknown 26.56 1

Unknown 444.93 1

tc|Rep: Predicted protein - Chlamydomonas reinhardtii, partial (9%) [TC69281] 367.15 1

tc|Rep: Anionic peroxidase swpb1 - Ipomoea batatas (Sweet potato) (Batate), partial (34%) [TC67204]272.65 1

Unknown 29.59 1

gb|KF8C.104H20F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104H20, mRNA sequence [EB425854]19.01 1

gb|TT-50_L03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638526]24.51 1

Unknown 434.74 1

tc|Rep: Flavin reductase domain protein, FMN-binding - Arthrobacter sp. (strain FB24), partial (10%) [TC73856]31.31 1

gb|KL4B.107K22F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107K22, mRNA sequence [EB680569]23.28 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC60040]458.83 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC55623]223.98 1

Unknown 90.92 1

gb|FS435766 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0096_4_H08 5', mRNA sequence [FS435766]21.66 1

Unknown 125.34 1

Unknown 86.22 1

gb|TT-20_D22 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639297]1203.52 1

Unknown 24.76 1

Unknown 477.54 1

Unknown 224.28 1

gb|KL4B.103E08F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103E08, mRNA sequence [DV999520]83.1 1

tc|Rep: Os03g0254900 protein - Oryza sativa subsp. japonica (Rice), partial (62%) [TC47584]7544.73 1

tc|Rep: WD domain protein-like - Arabidopsis thaliana (Mouse-ear cress), partial (33%) [TC68431]192.2 1

Unknown 19.6 1

tc|Rep: Chromosome undetermined scaffold_3112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC59106]27.61 1

Unknown 167.28 1

tc|Rep: Bypass1 - Nicotiana benthamiana, partial (61%) [TC44015] 1562.92 1

gb|CHO_SL023xo07f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623052]231.1 1

tc|Rep: 60S ribosomal protein L34 - Nicotiana tabacum (Common tobacco), complete [TC54967]236.99 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC56980]249.78 1

gb|TT-03_B19 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635441]477.26 1



gb|KN6B.009J12F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009J12, mRNA sequence [EB438050]633.01 1

Unknown 94.14 1

tc|Rep: ATP citrate lyase alpha subunit - Glycyrrhiza uralensis, partial (38%) [TC41460] 20.25 1

tc|Rep: K+ potassium transporter - Limnobacter sp. MED105, partial (3%) [TC60498] 129 1

gb|TT-19_B02 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639260]67.54 1

gb|Nicotiana tabacum chloroplast pigment-binding protein CP29 (Lhcb4) mRNA, complete cds; nuclear gene for chloroplast product [DQ676843]291.08 1

Unknown 23.01 1

gb|TT-12_A08 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636167]513.92 1

gb|KP1B.105M23F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105M23, mRNA sequence [EB681870]476.87 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC42524]27.38 1

gb|KF8C.104H02F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104H02, mRNA sequence [EB425838]68.75 1

gb|AGN_RPC009xd19f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146441]63.85 1

tc|Rep: Proton/glutamate symporter - Salinibacter ruber (strain DSM 13855), partial (4%) [TC72972]71.12 1

gb|KT7B.100K02F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100K02, mRNA sequence [EB447618]323.52 1

Unknown 577.61 1

Unknown 52.24 1

gb|KP1B.108C22F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108C22, mRNA sequence [DV161462]345.8 1

tc|Rep: Ferritin-1, chloroplast precursor - Nicotiana tabacum (Common tobacco), complete [TC56442]571.57 1

Unknown 85.84 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC43667]34.39 1

Unknown 441.25 1

tc|Rep: Predicted protein - Monosiga brevicollis MX1, partial (5%) [TC67653] 474.26 1

Unknown 1143.24 1

gb|KG9B.101K13F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101K13, mRNA sequence [EB677398]274.95 1

gb|EST_YP003xp04f1.ab1 EST_YP Nicotiana tabacum cDNA, mRNA sequence [EH616432]176.02 1

gb|AGN_RNC021xf17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159785]71.21 1

tc|Rep: Uncharacterized protein At5g09230.6 - Arabidopsis thaliana (Mouse-ear cress), partial (44%) [TC46067]115.51 1

Unknown 235.83 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC59997]29.28 1

gb|KF8C.103F17F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103F17, mRNA sequence [EB425446]137.14 1

Unknown 630.25 1

gb|KG9B.001E11F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001E11, mRNA sequence [DV157572]563.14 1

gb|KP1B.101L10F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101L10, mRNA sequence [DV159902]1176.76 1

gb|CHO_SL003xa08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH624190]7628.77 1



gb|BP532057 MAT005 Nicotiana tabacum cDNA clone BY26222, mRNA sequence [BP532057]26.97 1

tc|Rep: Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone:K9D7 - Arabidopsis thaliana (Mouse-ear cress), partial (3%) [TC41706]280.1 1

tc|Rep: Chromosome chr16 scaffold_94, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC71004]939.09 1

Unknown 69.7 1

Unknown 447.22 1

Unknown 863.23 1

Unknown 86.41 1

tc|Rep: Protein transport protein SEC61 subunit gamma - Oryza sativa subsp. japonica (Rice), partial (97%) [TC54741]1181.35 1

tc|Rep: Chromosome chr3 scaffold_95, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC58945]482.6 1

Unknown 220.2 1

gb|AM812473 seedling library, SL Nicotiana tabacum cDNA clone nt002287006, mRNA sequence [AM812473]144.3 1

gb|Nicotiana tabacum NtWAF mRNA for hypothetical protein, complete cds [AB084669] 32.37 1

gb|TT-36_O24 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637946]19.15 1

tc|Rep: Nudix hydrolase 17, mitochondrial precursor - Arabidopsis thaliana (Mouse-ear cress), partial (82%) [TC58550]923.17 1

tc|Rep: Integral membrane protein - Leifsonia xyli subsp. xyli, partial (7%) [TC57723] 238.32 1

gb|CHO_SL007xf08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620807]3317.35 1

tc|Rep: Eukaryotic initiation factor 4A-6 - Nicotiana tabacum (Common tobacco), partial (67%) [TC58908]815.72 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC44480]195.18 1

tc|Rep: Mitochondrial carrier-like protein - Solanum tuberosum (Potato), partial (54%) [TC45294]59.84 1

Unknown 48.17 1

Unknown 18.93 1

gb|KT7B.103C07F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.103C07, mRNA sequence [EB447792]2463.56 1

tc|Rep: Mitochondrial F1-ATPase gamma subunit - Ipomoea nil (Japanese morning glory) (Pharbitis nil), partial (50%) [TC45047]1392.6 1

gb|KP1B.101L08F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101L08, mRNA sequence [DV159900]3240.41 1

gb|KG9B.105O10F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105O10, mRNA sequence [EB678939]1113.12 1

gb|KT7C.109M16F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109M16, mRNA sequence [EB451165]515.51 1

Unknown 189.44 1

Unknown 92.51 1

Unknown 24.49 1

gb|AGN_RNC007xg14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167397]223.95 1

gb|N.tabacum NeIF-4A11 mRNA [X79136] 219.87 1

gb|TT-07_E11 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642025]132.46 1

tc|Rep: Chromosome 15 contig 1, DNA sequence - Ostreococcus tauri, partial (30%) [TC53069]101.63 1

Unknown 18.56 1



tc|Rep: Chromosome chr4 scaffold_73, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC68044]256.95 1

gb|KF8C.101J21F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101J21, mRNA sequence [EB424825]2445.1 1

gb|AGN_RNC116xi23f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148811]30.08 1

Unknown 32.76 1

tc|Rep: Chromosome chr5 scaffold_58, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC44400]35.39 1

Unknown 61.53 1

Unknown 228.21 1

gb|KP1B.104D09F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104D09, mRNA sequence [DV160789]574.4 1

Unknown 21.09 1

gb|KT7C.108A08F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108A08, mRNA sequence [EB450536]155.02 1

gb|TDF16 Tobacco BY-2 ESTs modulated by Rhodococcus fascians Nicotiana tabacum cDNA, mRNA sequence [EG036055]2403.66 1

gb|KP1B.109H20F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109H20, mRNA sequence [DV161889]34.14 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC53626]261.61 1

gb|AGN_RNC013xc01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163963]928.14 1

gb|TT-23_K17 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644419]133.35 1

gb|Nicotiana tabacum mRNA for nucleosome assembly protein 1 - like protein 1 [AJ438613]43.62 1

tc|Rep: Cyc07 - Nicotiana tabacum (Common tobacco), complete [TC44577] 408.18 1

tc|Rep: Alanine aminotransferase - Capsicum annuum (Bell pepper), partial (41%) [TC48876]267.64 1

gb|AGN_RPC016xd16f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144321]21.08 1

gb|Nicotiana tabacum mRNA for microtubule-associated protein MAP65-1c (map65-1c gene) [AJ289864]17.19 1

Unknown 29.84 1

Unknown 100.61 1

gb|Nicotiana tabacum L-galactose-1-phosphate phosphatase mRNA, complete cds [EU700060]820.29 1

tc|Rep: Predicted protein - Populus tremula x Populus alba, partial (80%) [TC43847] 58.48 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT31-4-590, cultivar Bright Yellow 2 [AJ719181]388.06 1

gb|KP1B.104D09F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104D09, mRNA sequence [DV160789]517.94 1

tc|Rep: Chromosome chr18 scaffold_24, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC47241]65.93 1

gb|AGN_RNC116xe01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148780]44.6 1

Unknown 170.56 1

tc|Rep: S-adenosylmethionine decarboxylase proenzyme  (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmethionine decarboxylase beta chain] - Nicotiana tabacum (Common tobacco), partial (42%) [TC51555]2771.79 1

tc|Rep: Heme-binding-like protein At3g10130, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (81%) [TC40499]135.88 1

Unknown 648.29 1

gb|KG9B.104D21F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104D21, mRNA sequence [EB678339]20.9 1

Unknown 52.06 1



tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC56150]21.26 1

gb|AGN_PNL223df1_d4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG195865]6142.46 1

tc|Rep: Betaine aldehyde dehydrogenase - Panax ginseng (Korean ginseng), partial (24%) [TC71326]64.7 1

tc|Rep: Chromosome undetermined scaffold_763, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC58455]194.67 1

gb|KF8C.101F22F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101F22, mRNA sequence [EB424735]334.47 1

gb|KR3B.101E16F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101E16, mRNA sequence [DW001848]519.2 1

Unknown 42.09 1

gb|BL12.101J09F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.101J09, mRNA sequence [EB436513]585.89 1

Unknown 137.87 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC74675]224.74 1

gb|TT-22_A22 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644345]66.99 1

Unknown 33.28 1

gb|CHO_SL014xk02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623399]181.3 1

Unknown 18.69 1

tc|Rep: Ribosomal protein S27 - Vitis vinifera (Grape), complete [TC56735] 73.88 1

Unknown 49.65 1

gb|KR3B.113P03F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.113P03, mRNA sequence [EB683945]1585.64 1

gb|AGN_RPC008xj24f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146828]65.76 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC69132]219.95 1

tc|Rep: Pectin methylesterase precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (75%) [TC73105]923.63 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC46706]104.97 1

gb|KL4B.105D03F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105D03, mRNA sequence [DW000215]9991.6 1

gb|AGN_RNC020xh06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160487]497.02 1

tc|Rep: U2 snRNP auxiliary factor, large subunit - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (16%) [TC55523]79.35 1

gb|AM802231 seedling library, SL Nicotiana tabacum cDNA clone nt002188047, mRNA sequence [AM802231]829.83 1

tc|Rep: Chromosome chr9 scaffold_33, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC44066]516.36 1

gb|Nicotiana tabacum calcium-dependent protein kinase (CPK5) mRNA, complete cds [AY971376]7911.7 1

tc|Rep: Plastid-lipid-Associated Protein - Nicotiana tabacum (Common tobacco), partial (63%) [TC54066]142.82 1

gb|TT-34_M06 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634671]8456.05 1

Unknown 46.46 1

gb|KL4B.101E24F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101E24, mRNA sequence [DV999189]167.28 1

gb|CHO_SL003xl06f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH624379]152.35 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC62651]628.3 1

gb|AGN_RNC024xf04f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158351]75.38 1



gb|KR3B.112G03F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112G03, mRNA sequence [EB683371]122.05 1

gb|TT-06_D16 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640721]79.67 1

tc|Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC54656]55.09 1

Unknown 26.08 1

gb|BP134553 MAT001 Nicotiana tabacum cDNA clone BY6961, mRNA sequence [BP134553]511.05 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC43468]194 1

Unknown 8512.7 1

tc|Rep: Aconitase - Solanum pennellii (Tomato) (Lycopersicon pennellii), partial (40%) [TC40701]934.3 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, complete [TC58159] 27 1

gb|KT7C.105D13F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105D13, mRNA sequence [EB449923]20.01 1

gb|KL4B.105G06F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105G06, mRNA sequence [DW000285]51.36 1

tc|Rep: Beta tubulin - Setaria viridis, partial (76%) [TC46386] 4313.96 1

gb|CHO_SL005xm18f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617048]44346.85 1

Unknown 674.3 1

gb|KG9B.104O21F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104O21, mRNA sequence [EB678578]2686.04 1

Unknown 739.92 1

Unknown 85.68 1

gb|CHO_SL010xk15f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617567]20164.5 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC70974]70.3 1

gb|CHO_SL028xe07f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621211]267.77 1

gb|KL4B.112E14F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112E14, mRNA sequence [EB681076]53.37 1

gb|CHO_SL014xb10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623509] 17.2 1

gb|AGN_RPC025xh13f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141428]28.33 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC44805]37.85 1

Unknown 57.3 1

gb|KL4B.101F01F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101F01, mRNA sequence [DV999190]48.09 1

gb|KG9B.103D07F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103D07, mRNA sequence [EB677957]768.82 1

tc|Rep: Uncharacterized protein At1g03900 - Arabidopsis thaliana (Mouse-ear cress), partial (34%) [TC56362]171.39 1

gb|BP525788 MAT001 Nicotiana tabacum cDNA clone BY10478, mRNA sequence [BP525788]272.28 1

Unknown 37.68 1

gb|KP1B.109O02F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109O02, mRNA sequence [DV162021]92.53 1

tc|Rep: Nthsp18p - Nicotiana tabacum (Common tobacco), complete [TC72115] 18.42 1

gb|KF8C.105B01F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105B01, mRNA sequence [EB426055]1574.82 1

gb|KL5B.116F12F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.116F12, mRNA sequence [EB432106]75.49 1



tc|GB|AF053076.1|AAC06242.1 late embryogenis abundant protein 5 [Nicotiana tabacum] [NP917383]1544.34 1

Unknown 117.42 1

tc|Rep: Photosystem I psaH protein precursor - Nicotiana sylvestris (Wood tobacco), complete [TC69477]26.72 1

Unknown 204.6 1

Unknown 10860.85 1

gb|AM793808 seedling library, SL Nicotiana tabacum cDNA clone nt002044052, mRNA sequence [AM793808]21.14 1

gb|TT-36_I01 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637905]95.07 1

tc|Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC53574]56.27 1

Unknown 92.31 1

gb|AGN_PNL231br1_e4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG201409]160.88 1

Unknown 984.43 1

gb|AGN_PNL231br1_b4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG201375]17.23 1

gb|KP1B.001H09F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001H09, mRNA sequence [DV162548]928.45 1

Unknown 148.23 1

tc|Rep: Predicted protein - Nematostella vectensis (Starlet sea anemone), partial (36%) [TC76829]56665.3 1

gb|KG9B.103I01F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103I01, mRNA sequence [EB678067]152.13 1

Unknown 2759.75 1

gb|KR3B.112C03F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112C03, mRNA sequence [EB683280]25.23 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC74050]162.27 1

gb|KF8C.101A08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101A08, mRNA sequence [EB424607]87.65 1

Unknown 99.77 1

gb|TT-39_B06 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645607]256.13 1

tc|Rep: Syntaxin-like protein - Solanum tuberosum (Potato), partial (50%) [TC66570] 2927.75 1

tc|Rep: eukaryotic translation initiation factor 2 family protein / eIF-2 family protein - Arabidopsis thaliana, partial (10%) [TC48995]259.54 1

gb|KT7C.106J01F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106J01, mRNA sequence [EB450381]23.65 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC53878]283.58 1

Unknown 254.56 1

gb|KG9B.004C13F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004C13, mRNA sequence [DV158629]506.41 1

tc|Rep: Chromosome chr11 scaffold_14, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC67799]15925.65 1

gb|KT7C.105L01F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105L01, mRNA sequence [EB450072]171.53 1

gb|FS433680 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0091_1_H12 5', mRNA sequence [FS433680]114.84 1

tc|Rep: Inositol polyphosphate kinase - Solanum tuberosum (Potato), partial (36%) [TC57699]134.76 1

gb|KT7C.106P02F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106P02, mRNA sequence [EB450512]61.44 1

tc|Rep: Chromosome undetermined scaffold_30, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC58588]912.86 1



gb|KN6B.104A12F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104A12, mRNA sequence [EB439621]419.23 1

Unknown 36.23 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC49470]145.06 1

gb|N.tabacum npp3 mRNA for protein phosphatase type 1 [Z93770] 57.09 1

Unknown 262.22 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC57545]20.82 1

tc|Rep: SGT1-2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (60%) [TC41230]57.8 1

gb|EST_CSP008xd16f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH615107]64.61 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC42646]449.36 1

gb|KG9B.103C13F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103C13, mRNA sequence [EB677940]49.23 1

gb|AGN_ELP022xk22f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG140098]120.34 1

gb|KP1B.105F01F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105F01, mRNA sequence [EB681712]529.95 1

tc|Rep: Ribosomal protein L24-like protein - Solanum tuberosum (Potato), partial (25%) [TC72989]89.09 1

gb|AGN_PNL230br1_b2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG200649]145.68 1

tc|Rep: Chromosome chr12 scaffold_38, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC54263]1171.65 1

gb|Nicotiana tabacum AGP4 mRNA for AG-motif binding protein-4, complete cds [AB107692]1115.7 1

gb|Nicotiana tabacum NtTOM3 mRNA for tobamovirus multiplication 3, complete cds [AB193040]10380.05 1

gb|AGN_RNC021xh10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159920]21.08 1

gb|BP137050 MAT001 Nicotiana tabacum cDNA clone BY9702, mRNA sequence [BP137050]181.23 1

tc|Rep: ATP synthase delta chain - Buchnera aphidicola subsp. Schizaphis graminum, partial (12%) [TC69357]92 1

gb|KF8C.103I08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103I08, mRNA sequence [EB425505]468.31 1

gb|AGN_RNC026xn20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157369]621.5 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC48432]107.61 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC70702]29.34 1

gb|KR3B.104F16F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.104F16, mRNA sequence [DW002932]52.74 1

gb|FS435443 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0096_1_B04 5', mRNA sequence [FS435443]220.24 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC71898]113.53 1

Unknown 174.54 1

gb|KF8C.102H18F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102H18, mRNA sequence [EB425136]2682.92 1

Unknown 737.92 1

Unknown 40.18 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC54572]17567.2 1

gb|TT-40_M13 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640485]313.07 1

gb|Nicotiana tabacum mRNA for 14-3-3 a-1 protein, complete cds [AB119466] 3720.45 1



gb|Nicotiana tabacum NtMFP mRNA for multifunctional protein, complete cds [AB454418]47.74 1

tc|Rep: DNA mismatch repair protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (35%) [TC65060]22.91 1

tc|Rep: Chromosome undetermined scaffold_77, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC52179]139.25 1

tc|Rep: 40S ribosomal protein S25 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (94%) [TC55929]178.84 1

gb|KL4B.105A10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105A10, mRNA sequence [DW000158]2655.93 1

gb|Nicotiana tabacum DNA-directed RNA polymerase IIb (NT193) mRNA, complete cds [AF153278]94.63 1

gb|KP1B.102E02F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102E02, mRNA sequence [DV160093]55.31 1

tc|Rep: Chromosome undetermined scaffold_142, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC56474]112.85 1

gb|AGN_ELP010xg05f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135498]56.38 1

tc|Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC46492]320.76 1

tc|Rep: Chromosome chr12 scaffold_38, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC76616]1076.56 1

gb|KR2B.110H02F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110H02, mRNA sequence [EB446106]31.47 1

gb|Nicotiana tabacum plastid phosphate [U66401] 274.83 1

tc|Rep: Ribosomal protein L33 - Castanea sativa (Sweet chestnut), complete [TC49256] 146.81 1

Unknown 25.34 1

Unknown 44.48 1

gb|AM831732 seedling library, SL Nicotiana tabacum cDNA clone nt002273057, mRNA sequence [AM831732]18.92 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC56934]109.33 1

gb|TT-49_H10 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645376]256.83 1

Unknown 1595.32 1

Unknown 92.53 1

Unknown 684.95 1

gb|KT7C.112H06F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112H06, mRNA sequence [EB451750]2426.7 1

Unknown 4218.18 1

Unknown 177.37 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC74787]562.99 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC46769]151.77 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC47417]525.03 1

gb|KN6B.105M12F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105M12, mRNA sequence [EB440258]464.76 1

gb|KN6B.100E17F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100E17, mRNA sequence [EB438260]993.75 1

gb|AM835801 seedling library, SL Nicotiana tabacum cDNA clone nt002090022, mRNA sequence [AM835801]31.81 1

Unknown 41.6 1

gb|TT-14_N05 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645494]42.45 1

Unknown 408.44 1



gb|KP1B.109O08F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109O08, mRNA sequence [DV162026]152.44 1

tc|Rep: Dehydroquinate synthase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (62%) [TC48563]508.91 1

Unknown 2857.19 1

gb|KT7C.101K21F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.101K21, mRNA sequence [EB449027]2989.93 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC63826]32.48 1

gb|KG9B.106E24F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106E24, mRNA sequence [EB679092]89.36 1

gb|TT-36_P22 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634274]602.5 1

gb|Nicotiana tabacum phospholipase C2 mRNA, complete cds [AF223573] 27.1 1

tc|Rep: Beta tubulin - Setaria viridis, partial (47%) [TC42115] 9592 1

gb|KF8C.106C20F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106C20, mRNA sequence [EB426455]564.47 1

gb|KL5B.011M16F.051129T7 KL5B Nicotiana tabacum cDNA clone KL5B.011M16, mRNA sequence [EB429462]573.03 1

gb|KR3B.103C13F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.103C13, mRNA sequence [DW002516]5263.62 1

Unknown 29.52 1

Unknown 54.58 1

gb|KF8B.201C11F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201C11, mRNA sequence [EB428386]27.88 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC45269]49.87 1

Unknown 58.98 1

gb|KG9B.106D04F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106D04, mRNA sequence [EB679048]146.2 1

gb|KG9B.005J14F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005J14, mRNA sequence [DV159157]564.23 1

tc|Rep: Isocitrate dehydrogenase [NADP]  (Oxalosuccinate decarboxylase) (IDH) (NADP(+)-specific ICDH) - Nicotiana tabacum (Common tobacco), complete [TC44630]55.72 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC55589]80.51 1

Unknown 139 1

gb|TT-41_F01 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645200]51.83 1

gb|KF8B.202P11F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202P11, mRNA sequence [EB429008]20854.95 1

Unknown 29.91 1

Unknown 1031.78 1

Unknown 86.33 1

gb|KL4B.102D19F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102D19, mRNA sequence [EB679782]258.27 1

tc|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (20%) [TC51667]138.94 1

gb|KT7B.100B15F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100B15, mRNA sequence [EB447452]51830.9 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC48615]33.52 1

gb|KF8C.103D10F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103D10, mRNA sequence [EB425394]82.05 1

tc|Rep: Carotenoid cleavage dioxygenase 1B - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (51%) [TC40768]108.68 1

Unknown 10836.45 1



tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC67713]95.99 1

tc|Rep: UP-9A - Nicotiana tabacum (Common tobacco), complete [TC51728] 44.66 1

gb|AGN_RNC127xf06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172966]55.54 1

Unknown 122.34 1

Unknown 259.76 1

gb|AGN_RNC111xf20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG151267]20.91 1

tc|Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC57174]43.34 1

gb|KL4B.108D06F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108D06, mRNA sequence [DW000560]20.76 1

gb|KL4B.101M04F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101M04, mRNA sequence [DV999342]524.76 1

tc|Rep: Ripening regulated protein DDTFR10-like - Solanum tuberosum (Potato), partial (39%) [TC72268]593.23 1

Unknown 62.45 1

tc|Rep: Chromosome chr10 scaffold_138, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC53862]121.35 1

gb|KG9B.102L19F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102L19, mRNA sequence [EB677789]57.63 1

tc|Rep: High mobility group protein 2 HMG2 - Ipomoea nil (Japanese morning glory) (Pharbitis nil), partial (85%) [TC71100]5535.92 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC76305]92.52 1

gb|AM802407 DL, diurnal library Nicotiana tabacum cDNA clone nt005088022, mRNA sequence [AM802407]64.81 1

gb|Nicotiana tabacum partial mRNA for villin 1 (vln1 gene) [AJ577852] 4563.2 1

tc|Rep: Thiosulfate sulfurtransferase - Datisca glomerata (Durango root), partial (58%) [TC46654]31.2 1

Unknown 214.35 1

tc|Rep: Extracellular solute-binding protein, family 1 precursor - Roseiflexus sp. (strain RS-1), partial (5%) [TC56530]31.59 1

gb|KG9B.101N18F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101N18, mRNA sequence [EB677464]199.03 1

tc|Rep: Chromosome chr8 scaffold_150, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC46495]578.94 1

tc|Rep: Vacuolar protein sorting-associated protein 26-like protein - Solanum tuberosum (Potato), complete [TC42902]150.3 1

tc|Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC68839]105.8 1

gb|KG9B.001A15F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001A15, mRNA sequence [DV157490]133.04 1

Unknown 312.21 1

Unknown 43.3 1

gb|KL4B.111N06F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111N06, mRNA sequence [EB680938]27.25 1

tc|Rep: 14-3-3 e-1 protein - Nicotiana tabacum (Common tobacco), complete [TC40810] 34.62 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC45855]379.64 1

Unknown 435.67 1

Unknown 30.16 1

gb|KF8C.104D06F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104D06, mRNA sequence [EB425754]152.01 1

tc|Rep: Eukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (40%) [TC48299]948.4 1



gb|CHO_SL018xn22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619487]35.97 1

tc|Rep: At4g40042 - Arabidopsis thaliana (Mouse-ear cress), partial (88%) [TC65781] 721.01 1

Unknown 100.94 1

Unknown 26.39 1

gb|BP128992 MAT001 Nicotiana tabacum cDNA clone BY816, mRNA sequence [BP128992]103.13 1

gb|KP1B.104H11F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104H11, mRNA sequence [DV160879]60.01 1

Unknown 126.07 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (7%) [TC74886] 218.29 1

tc|Rep: Alanine aminotransferase - Capsicum annuum (Bell pepper), partial (41%) [TC48876]99.89 1

Unknown 109.4 1

Unknown 56.24 1

Unknown 472.16 1

tc|Rep: Chromosome undetermined scaffold_334, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC65924]107.27 1

gb|UFRST92 tobacco root and stem SSH cDNA Library Nicotiana tabacum cDNA, mRNA sequence [GO944065]120.12 1

Unknown 101.81 1

Unknown 745.75 1

Unknown 3317.22 1

gb|KF8C.101G01F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101G01, mRNA sequence [EB424738]536.73 1

tc|Rep: EIN2 - Petunia hybrida (Petunia), partial (19%) [TC50365] 18.97 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC48666]967.99 1

Unknown 980.85 1

tc|Rep: Mevalonate kinase - Hevea brasiliensis (Para rubber tree), partial (91%) [TC49637]144.12 1

gb|KG9B.004C13F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004C13, mRNA sequence [DV158629]62.68 1

tc|Rep: Proteasome subunit alpha type - Vitis vinifera (Grape), partial (74%) [TC44045] 198.87 1

tc|Rep: Isoform 2 of Q8L828  - Arabidopsis thaliana (Mouse-ear cress), partial (13%) [TC50407]654.48 1

tc|Rep: OrfB protein - Nicotiana tabacum (Common tobacco), complete [TC46100] 289.47 1

Unknown 219.56 1

tc|Rep: Glyceraldehyde-3-phosphate dehydrogenase - Nicotiana tabacum (Common tobacco), complete [TC40925]91.69 1

Unknown 56.4 1

gb|KL4B.101L06F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101L06, mRNA sequence [DV999323]1329.98 1

gb|BP534527 MAT005 Nicotiana tabacum cDNA clone BY33107, mRNA sequence [BP534527]219.37 1

tc|Rep: ADP-ribosylation factor - Hyacinthus orientalis (Common hyacinth), partial (92%) [TC41004]10597.6 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (87%) [TC66910]194.14 1

Unknown 18.06 1



gb|KL5B.109O08F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.109O08, mRNA sequence [EB430603]2410.7 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC53510]248.53 1

Unknown 128.84 1

gb|KL5B.103D14F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.103D14, mRNA sequence [EB429570]163.56 1

gb|AGN_RNC012xp10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164977]70.12 1

Unknown 1526.26 1

gb|TT-03_J18 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641774]82.42 1

tc|Rep: Histone H2A - Euphorbia esula (Leafy spurge), partial (95%) [TC53700] 404.78 1

Unknown 35.24 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC46170]143.75 1

gb|TT-07_C15 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642013]496.83 1

gb|KF8C.105A17F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105A17, mRNA sequence [EB426048]55.44 1

gb|KL4B.103P04F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103P04, mRNA sequence [DV999762]11728.35 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC42162]437.11 1

gb|KP1B.108C05F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108C05, mRNA sequence [DV161448]164.38 1

gb|TT-29_G12 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644639]116.53 1

Unknown 8754.4 1

gb|Nicotiana tabacum calcium-dependent protein kinase CDPK5 (CDPK5) mRNA, complete cds [FJ026805]21.25 1

gb|KN6B.101I24F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101I24, mRNA sequence [EB438730]53.13 1

gb|TT-09_K02 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635985]1529.43 1

gb|KG9B.002P06F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002P06, mRNA sequence [DV158186]155.29 1

Unknown 201.23 1

gb|KR2B.107K23F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.107K23, mRNA sequence [EB445287]922.76 1

Unknown 159.9 1

Unknown 228.86 1

gb|AGN_RNC124xe12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG174240]49.81 1

tc|Rep: Ferredoxin - Impatiens balsamina (Balsam), partial (79%) [TC48877] 919.11 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC71054]250.73 1

Unknown 2135.8 1

Unknown 27.32 1

tc|Rep: Galactose-1-phosphate uridylyltransferase - Vitis vinifera (Grape), partial (90%) [TC48992]1863.77 1

gb|KT7C.101J05F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.101J05, mRNA sequence [EB448995]116.11 1

gb|TT-27_F19 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640440]252.87 1

gb|KT7B.107L23F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107L23, mRNA sequence [EB448367]91.26 1



gb|ntsm41 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643469]80.91 1

Unknown 37.89 1

gb|TT-08_H01 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638814]149.71 1

gb|BP128500 MAT001 Nicotiana tabacum cDNA clone BY252, mRNA sequence [BP128500]30.43 1

gb|Nicotiana tabacum ferritin mRNA, complete cds [AY083924] 919.85 1

gb|KF8C.103H08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103H08, mRNA sequence [EB425483]989.28 1

tc|Rep: Extensin - Nicotiana tabacum (Common tobacco), partial (98%) [TC76880] 150.43 1

gb|KF8C.106O02F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106O02, mRNA sequence [EB426706]56.72 1

gb|KR2B.109M17F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.109M17, mRNA sequence [EB445917]181.68 1

gb|KT7C.110P16F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110P16, mRNA sequence [EB451576]31.72 1

Unknown 56.53 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC56980]613.99 1

Unknown 45.93 1

Unknown 39.27 1

Unknown 62.99 1

Unknown 104.18 1

tc|Rep: ADP,ATP carrier protein 1, mitochondrial precursor - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), partial (59%) [TC41756]18698.5 1

Unknown 513.02 1

tc|Rep: BH1020 protein - Bacillus halodurans, partial (6%) [TC76180] 208.54 1

Unknown 218.45 1

gb|CHO_SL005xf23f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617089]97.78 1

tc|Rep: At2g36630/F1O11.26 - Arabidopsis thaliana (Mouse-ear cress), partial (21%) [TC68037]864.61 1

gb|KR3B.108K21F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.108K21, mRNA sequence [DW004395]32.65 1

gb|TT-41_B17 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638242]72.35 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC61387]29.53 1

gb|AM831626 DL, diurnal library Nicotiana tabacum cDNA clone nt005230023, mRNA sequence [AM831626]24.82 1

Unknown 2902.32 1

tc|Rep: Chromosome undetermined scaffold_528, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC49706]438.01 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC54296]1592.25 1

tc|Rep: Bromodomain-containing RNA-binding protein 2 - Nicotiana tabacum (Common tobacco), partial (13%) [TC63226]2408.03 1

tc|Rep: Chromosome chr11 scaffold_14, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC42178]491.11 1

Unknown 146.87 1

gb|KF8C.101D01F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101D01, mRNA sequence [EB424670]28321.3 1

Unknown 2712.93 1



Unknown 63.59 1

Unknown 81.21 1

Unknown 2656.63 1

gb|AGN_RNC106xk10r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG153238]17.58 1

tc|Rep: SUMO protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (91%) [TC55636]788.84 1

gb|FS436463 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0098_4_E04 5', mRNA sequence [FS436463]52.76 1

gb|KN6B.102G06F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102G06, mRNA sequence [EB439026]4891.31 1

Unknown 189.28 1

tc|Rep: T-complex protein 1, alpha subunit - Bruguiera sexangula, partial (38%) [TC46696] 90 1

tc|Rep: 60S ribosomal protein l2 - Oryza sativa subsp. indica (Rice), partial (36%) [TC69710]90.87 1

Unknown 101.85 1

tc|Rep: Chromosome chr12 scaffold_103, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC75595]1131.7 1

gb|KG9B.103K07F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103K07, mRNA sequence [EB678121]706.84 1

tc|Rep: CDK/cyclin inhibitor - Nicotiana sylvestris (Wood tobacco), complete [TC61983] 589.07 1

gb|KR3B.104G23F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.104G23, mRNA sequence [DW002962]84.32 1

gb|KG9B.002G08F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002G08, mRNA sequence [DV157983]226.06 1

Unknown 862.15 1

tc|Rep: AT3g20300/MQC12_5 - Arabidopsis thaliana (Mouse-ear cress), partial (18%) [TC59282]79.17 1

Unknown 22.62 1

gb|KP1B.102J06F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102J06, mRNA sequence [DV160203]650.47 1

Unknown 253.74 1

Unknown 937.04 1

gb|KG9B.005H08F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005H08, mRNA sequence [DV159106]250.84 1

gb|AGN_ELP014xc17f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134245]60.05 1

Unknown 1529.81 1

Unknown 5817.67 1

gb|N.tabacum mRNA for L-Glutamate:tRNA-Glu ligase [X83524] 268.18 1

tc|Rep: CAX-interacting protein 4 - Arabidopsis thaliana (Mouse-ear cress), partial (51%) [TC43904]271.62 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC42992]2946.68 1

tc|Rep: 60S ribosomal protein L21-like protein - Solanum tuberosum (Potato), complete [TC48336]967.55 1

gb|KN6B.104C22F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104C22, mRNA sequence [EB439676]23.2 1

Unknown 710.89 1

gb|AGN_PNL215df1_e5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG190019]42.53 1

Unknown 90.96 1



tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC47185]20.86 1

tc|Rep: Mitochondrial-processing peptidase subunit alpha, mitochondrial precursor - Solanum tuberosum (Potato), partial (39%) [TC44603]1508.11 1

tc|Rep: Chromosome chr2 scaffold_112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC60785]182.86 1

gb|KP1B.101E03F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101E03, mRNA sequence [DV159738]215 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC47546]496.47 1

tc|Rep: Molecular chaperone Hsp90-2 - Nicotiana benthamiana, partial (25%) [TC45436] 365.6 1

gb|Peg94C Early stage of anther development specific suppression subtractive cDNA library Nicotiana tabacum cDNA clone 83 5' similar to cDNA expressing during early stage of anther development, mRNA sequence [ES659053]56.13 1

Unknown 26.91 1

gb|KT7C.112J04F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112J04, mRNA sequence [EB451794]469.31 1

Unknown 26.32 1

Unknown 18.96 1

tc|Rep: Uncharacterized aarF domain-containing protein kinase At5g05200, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (88%) [TC62280]25.62 1

gb|KF8B.201B11F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201B11, mRNA sequence [EB428364]44.88 1

gb|KG9B.001M18F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001M18, mRNA sequence [DV157766]32.36 1

tc|Rep: Chloroplast methionine sulfoxide reductase B1 precursor - Nicotiana tabacum (Common tobacco), partial (93%) [TC55970]397.08 1

gb|KF8B.100P17F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100P17, mRNA sequence [EB428048]151.44 1

Unknown 58.05 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC73827]11226.8 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC72484]23.9 1

tc|Rep: Chromosome chr10 scaffold_76, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC51885]172.54 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC75579]90.91 1

gb|CHO_SL010xe03f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617531]1194.86 1

tc|GB|AJ291736.1|CAC43321.1 putative beta proteasome subunit [Nicotiana tabacum] [NP916736]27.69 1

tc|Rep: Serine/threonine protein phosphatase - Vitis vinifera (Grape), partial (24%) [TC71895]254.74 1

gb|KP1B.001J22F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001J22, mRNA sequence [DV162604]112.44 1

tc|Rep: Multidrug Resistance associated Protein 1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle), partial (10%) [TC59993]101.24 1

gb|AB032546 Nicotiana tabacum immature pollen grains Nicotiana tabacum cDNA clone C24 similar to ubiquitin polyprotein precursor (C24), mRNA sequence [AB032546]32223.15 1

gb|KR2B.001N12F.050815T7 KR2B Nicotiana tabacum cDNA clone KR2B.001N12, mRNA sequence [EB443290]107.53 1

tc|Rep: Superoxide dismutase [Cu-Zn] - Populus tremula x Populus tremuloides, partial (96%) [TC48128]19.42 1

gb|KG9B.002K23F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002K23, mRNA sequence [DV158089]490.24 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC62026]1566.38 1

gb|AGN_PNL219ar1_c5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG192477]88.15 1

Unknown 26.2 1

gb|KL4B.104F10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104F10, mRNA sequence [DV999904]100.68 1



tc|Rep: Chromosome undetermined scaffold_100, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC69950]27.04 1

gb|KF8C.105K17F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105K17, mRNA sequence [EB426276]24.87 1

gb|CHO_SL023xn20f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623258]1115.57 1

gb|KP1B.105G14F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105G14, mRNA sequence [EB681743]23.42 1

Unknown 18721.4 1

gb|KL4B.106I23F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106I23, mRNA sequence [EB680239]29.77 1

gb|KR2B.001F01F.050815T7 KR2B Nicotiana tabacum cDNA clone KR2B.001F01, mRNA sequence [EB443151]192.81 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC60393]112.1 1

Unknown 139.42 1

tc|Rep: UDP-glucose glucosyltransferase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle), partial (39%) [TC55244]55.53 1

gb|KP1B.103J10F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103J10, mRNA sequence [DV160564]520.63 1

Unknown 32.29 1

gb|KF8C.106J19F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106J19, mRNA sequence [EB426615]227.93 1

Unknown 17.78 1

tc|Rep: Alpha-soluble NSF attachment protein - Solanum tuberosum (Potato), partial (93%) [TC56045]1237.3 1

tc|Rep: S-adenosylmethionine decarboxylase - Prunus persica (Peach), partial (52%) [TC45898]243.61 1

gb|KL4B.113C20F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.113C20, mRNA sequence [EB681340]100.26 1

gb|BL12.101F22F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.101F22, mRNA sequence [EB436446]60.76 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC44367]60.84 1

Unknown 797.22 1

gb|KL4B.102E08F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102E08, mRNA sequence [EB679795]186.45 1

tc|Rep: AT5g51450/MFG13_16 - Arabidopsis thaliana (Mouse-ear cress), partial (21%) [TC47801]355.47 1

Unknown 23.35 1

gb|FS433102 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0089_3_E09 5', mRNA sequence [FS433102]32.15 1

gb|KR2B.002I08F.051019T7 KR2B Nicotiana tabacum cDNA clone KR2B.002I08, mRNA sequence [EB443490]112.6 1

gb|KT7C.104J03F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104J03, mRNA sequence [EB449689]804.24 1

gb|KL4B.113D22F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.113D22, mRNA sequence [EB681365]285.37 1

gb|KF8B.200N01F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200N01, mRNA sequence [EB428281]18.26 1

tc|Rep: 40S ribosomal protein S15a-1 - Arabidopsis thaliana (Mouse-ear cress), complete [TC52049]122.62 1

gb|KR2B.001D18F.050815T7 KR2B Nicotiana tabacum cDNA clone KR2B.001D18, mRNA sequence [EB443132]60.75 1

Unknown 25.03 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC61050]393.86 1

Unknown 24.56 1

tc|Rep: EF hand family protein - Solanum demissum (Wild potato), partial (92%) [TC65987]1495.95 1



tc|Rep: Hypoxia-responsive family protein - Citrus sinensis (Sweet orange), partial (91%) [TC54816]1525.26 1

gb|KG9B.005C11F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005C11, mRNA sequence [DV158996]32.55 1

gb|KP1B.101D02F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101D02, mRNA sequence [DV159714]142.76 1

gb|KT7B.107E21F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107E21, mRNA sequence [EB448209]3233.74 1

tc|Rep: GAMYB-like2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (29%) [TC57925]1521.43 1

gb|EST_CSP004xc12f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH613905]144.53 1

tc|Rep: Microsomal omega-6-desaturase - Nicotiana tabacum (Common tobacco), partial (50%) [TC41993]19400.15 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC63210]121.41 1

gb|KF8B.201A19F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201A19, mRNA sequence [EB428349]25.61 1

gb|AGN_PNL229af1_c1.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199640]22.82 1

tc|Rep: Alcohol dehydrogenase class III-like protein - Solanum tuberosum (Potato), partial (22%) [TC65582]147.01 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC53949]233.32 1

tc|Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC47818]524.46 1

tc|Rep: Chromosome chr11 scaffold_170, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC48518]330.09 1

gb|TT-11_O20 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638976]80.04 1

tc|Rep: Hsp20.1 protein - Solanum peruvianum (Peruvian tomato) (Lycopersicon peruvianum), complete [TC55248]136.28 1

gb|KR3B.104I14F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.104I14, mRNA sequence [DW002999]29.88 1

Unknown 63.77 1

gb|KT7C.108D17F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108D17, mRNA sequence [EB450614]370.39 1

Unknown 36.56 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC41656]1746.62 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC57492]25.67 1

gb|CHO_SL015xd16f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618900]254.85 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC46774]1581.05 1

gb|N.tabacum mRNA for acidic chitinase PR-P [X51426] 58.22 1

Unknown 57.82 1

Unknown 128.62 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC51463]239.07 1

gb|TT-36_L21 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642918]22.76 1

tc|Rep: Ubiquitin carrier protein - Arachis hypogaea (Peanut), complete [TC48462] 141.68 1

gb|KF8C.105M11F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105M11, mRNA sequence [EB426312]10276.9 1

tc|Rep: Chromosome chr5 scaffold_98, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC47553]99.97 1

gb|Nicotiana tabacum mRNA for ras-related protein RAB8-4, complete cds [AB079023]4421.82 1

gb|Nicotiana tabacum dehydroascorbate reductase (DHAR) mRNA, complete cds [AY074787]84.34 1



tc|Rep: Protein kinase SRK - Nicotiana tabacum (Common tobacco), partial (44%) [TC74547]26.81 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC50778]184.3 1

tc|Rep: F5D14.18 protein - Arabidopsis thaliana (Mouse-ear cress), partial (15%) [TC49608]73.57 1

Unknown 60.89 1

tc|Rep: Dynein light chain - Lupinus albus (White lupin), partial (71%) [TC70067] 77.66 1

Unknown 37.17 1

Unknown 180.22 1

tc|Rep: Osr40g2 protein - Oryza sativa (Rice), partial (27%) [TC56940] 1927.93 1

Unknown 106.96 1

Unknown 81.82 1

tc|Rep: MRNA, , clone: RAFL25-03-N20 - Arabidopsis thaliana (Mouse-ear cress), partial (83%) [TC42551]235.49 1

tc|Rep: ALY protein - Nicotiana benthamiana, complete [TC50221] 204.28 1

gb|KP1B.110G13F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110G13, mRNA sequence [DV162200]31.44 1

gb|AGN_PNL222af1_c12.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194561]2897.67 1

Unknown 263.69 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC42188]1693.03 1

gb|FS417555 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0046_3_C11 5', mRNA sequence [FS417555]1007.85 1

gb|KP1B.001I21F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001I21, mRNA sequence [DV162582]30.14 1

gb|TT-13_M02 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643952]53.8 1

gb|EST_FLW001xk08f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615331]37.99 1

gb|Nicotiana tabacum NtSIP2 mRNA for 6b-interacting protein 2, complete cds [AB379974]49.89 1

Unknown 2315.39 1

tc|Rep: At2g37790 - Arabidopsis thaliana (Mouse-ear cress), partial (50%) [TC45430] 72.91 1

Unknown 95.36 1

Unknown 37.04 1

gb|TT-04_H19 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640626]135.36 1

gb|Nicotiana tabacum BYtuba mRNA for alpha tubulin, complete cds [AB052822] 45013.8 1

Unknown 596.31 1

Unknown 36.49 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC55583]43.21 1

gb|AGN_RNC019xl15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160952]31.19 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC44106]3250.42 1

gb|KG9B.001O11F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001O11, mRNA sequence [DV157807]25.16 1

tc|Rep: Predicted protein - Chaetomium globosum (Soil fungus), partial (10%) [TC62906]110.69 1



Unknown 87.55 1

gb|CHO_SL015xd16f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618900]3250.31 1

gb|Nicotiana tabacum ferritin 2 (Fer2) mRNA, complete cds [AY141105] 66.66 1

Unknown 153.66 1

gb|KL4B.110M02F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110M02, mRNA sequence [DW001304]118.1 1

tc|Rep: 1,4-alpha-glucan branching enzyme - Solanum tuberosum (Potato), partial (7%) [TC62315]27.85 1

Unknown 42.81 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC52300]227.01 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC75704]154.41 1

Unknown 114.1 1

gb|KG9B.102A05F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102A05, mRNA sequence [EB677519]68.39 1

gb|KF8C.106G13F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106G13, mRNA sequence [EB426543]296.41 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC58874]7331.72 1

tc|Rep: Programmed cell death protein 6 (Probable calcium-binding protein ALG- 2). - Gallus gallus, partial (3%) [TC69643]39.06 1

gb|TT-09_H15 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638854]172.64 1

gb|AGN_ELP012xa20f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134869]40.92 1

tc|Rep: Protein tyrosine phosphatase - Phaseolus vulgaris (Kidney bean) (French bean), partial (62%) [TC45248]23.38 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC55603]62.37 1

Unknown 142.34 1

gb|AM818654 COL, cold overnight library Nicotiana tabacum cDNA clone nt006195068, mRNA sequence [AM818654]8090.53 1

Unknown 48.24 1

Unknown 32.29 1

gb|Nicotiana tabacum proline oxidase [AY639146] 1421.62 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC70301]35667.85 1

gb|TOBESTR029D10 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG623741]861.47 1

Unknown 743.11 1

tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC49447]1512.29 1

gb|AGN_RNC102xe07f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG154845]27.64 1

gb|KF8C.105M04F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105M04, mRNA sequence [EB426307]60.19 1

gb|BP136083 MAT001 Nicotiana tabacum cDNA clone BY8654, mRNA sequence [BP136083]27.51 1

gb|KG9B.103K10F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103K10, mRNA sequence [EB678124]273.56 1

Unknown 883.96 1

tc|Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC63709]588.21 1

gb|TT-35_J14 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640490]23.47 1



tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC41561]1455.18 1

gb|AM817228 seedling library, SL Nicotiana tabacum cDNA clone nt002051027, mRNA sequence [AM817228]43 1

gb|KR3B.110P06F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110P06, mRNA sequence [DW005235]82.33 1

tc|Rep: WERBP-1 protein - Nicotiana tabacum (Common tobacco), partial (41%) [TC73694]300.09 1

Unknown 21.3 1

gb|KT7C.104G04F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104G04, mRNA sequence [EB449629]64.02 1

gb|CHO_SL022xd02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619918]538.11 1

Unknown 65.88 1

Unknown 4056.6 1

Unknown 128.88 1

gb|CHO_SL010xj06f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617784]610.13 1

gb|TT-24_E16 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644444]86.19 1

tc|Rep: Chromosome undetermined scaffold_77, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC56467]527.18 1

gb|FS418200 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0048_2_D10 5', mRNA sequence [FS418200]179.97 1

gb|KL4B.104J05F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104J05, mRNA sequence [DV999990]97.09 1

tc|Rep: RNA Binding Protein 45 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (32%) [TC46840]215.72 1

Unknown 32.28 1

Unknown 1449.64 1

gb|KT7B.107B02F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107B02, mRNA sequence [EB448123]56.64 1

gb|KR3B.102G14F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.102G14, mRNA sequence [DW002260]174.41 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC42280]21.95 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC76705]3230.48 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC56077]124.11 1

gb|KL5B.103C20F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.103C20, mRNA sequence [EB429556]51.66 1

gb|TT-38_G14 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634406]39.67 1

tc|Rep: Chromosome chr9 scaffold_104, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC61949]22.59 1

gb|KR2B.112G07F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.112G07, mRNA sequence [EB446673]941.8 1

tc|Rep: Chromosome chr14 scaffold_54, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC49144]280.71 1

Unknown 155.4 1

gb|KG9B.105A06F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105A06, mRNA sequence [EB678611]45.3 1

gb|KP1B.109H16F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109H16, mRNA sequence [DV161885]662.92 1

gb|Nicotiana tabacum Ntmy170 mRNA for myosin XI, complete cds [AB180675] 32.52 1

gb|AGN_RNC025xc19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157460]178.14 1

gb|Nicotiana tabacum mRNA for FtsZ-like chloroplast protein [AJ133453] 74.51 1



Unknown 46.13 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC53250]52.46 1

gb|KG9B.003K23F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003K23, mRNA sequence [DV158456]22.2 1

tc|Rep: HrcQ - Pseudomonas cichorii, partial (5%) [TC42590] 25.7 1

Unknown 21.05 1

tc|Rep: Cell growth defect factor-like - Solanum tuberosum (Potato), partial (59%) [TC56922]268.25 1

Unknown 506.32 1

Unknown 133.84 1

Unknown 39.61 1

gb|BP530047 MAT005 Nicotiana tabacum cDNA clone BY21025, mRNA sequence [BP530047]101.46 1

tc|Rep: Elongation factor 1-alpha - Nicotiana paniculata, partial (23%) [TC64911] 642.78 1

tc|Rep: Chromosome chr2 scaffold_112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC47272]32.73 1

gb|AGN_RNC012xl06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164960]34.12 1

Unknown 613.06 1

tc|Rep: Acetolactate synthase 2, chloroplast precursor - Nicotiana tabacum (Common tobacco), partial (17%) [TC47995]56.01 1

tc|Rep: Chromosome chr14 scaffold_211, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC75686]66.13 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC62050]22.45 1

gb|KG9B.001B09F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001B09, mRNA sequence [DV157504]137.08 1

Unknown 732.68 1

tc|Rep: MYBR6 - Malus domestica (Apple) (Malus sylvestris), partial (22%) [TC60692] 41.32 1

gb|AGN_ELP014xl20f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134537]100.81 1

gb|TT-05_H10 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641901]21.5 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC48784]2265.77 1

gb|AGN_RNC211xf15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155234]220.98 1

Unknown 38.81 1

gb|18.2F04 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH665149]35.19 1

tc|Rep: Chromosome chr11 scaffold_170, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC76447]103.7 1

gb|TT-05_B15 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638668]70.51 1

tc|Rep: Arabinosidase ARA-1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (37%) [TC42402]2342.78 1

tc|Rep: Histone H3 - Vitis vinifera (Grape), complete [TC47864] 205.94 1

gb|KN6B.102G17F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102G17, mRNA sequence [EB439036]75.59 1

tc|Rep: Dihydrolipoamide dehydrogenase precursor - Solanum tuberosum (Potato), partial (39%) [TC51098]2184.06 1

gb|N.tabacum mRNA for subunit of NADH:ubiquinone oxidoreductase complex I [Y09109]617.81 1

tc|Rep: Chromosome undetermined scaffold_127, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC59956]46.93 1



tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC55673]20.79 1

Unknown 63.24 1

tc|Rep: 40S ribosomal protein S2-3 - Arabidopsis thaliana (Mouse-ear cress), partial (88%) [TC42353]570.84 1

gb|KG9B.107L18F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107L18, mRNA sequence [EB679603]711.14 1

tc|Rep: Ribosome recycling factor, chloroplast precursor - Daucus carota (Carrot), partial (81%) [TC56111]27.51 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC48367]103.13 1

Unknown 103.31 1

gb|BP526432 MAT001 Nicotiana tabacum cDNA clone BY11154, mRNA sequence [BP526432]54.71 1

Unknown 985.56 1

Unknown 25.89 1

gb|D58-BG10 Ethylene Induced Tobacco Leaf cDNA Library Nicotiana tabacum cDNA, mRNA sequence [EG649505]22.84 1

gb|KR2B.115M23F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115M23, mRNA sequence [EB447363]95.04 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC63278]26.6 1

Unknown 11236.9 1

gb|KR3B.112G18F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112G18, mRNA sequence [EB683385]48.21 1

gb|TT-49_L17 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645393]517.19 1

gb|Nicotiana tabacum geranylgeranylated protein NTGP3 mRNA, complete cds [U64924] 79.1 1

tc|Rep: BTF3 - Nicotiana benthamiana, partial (75%) [TC52337] 133.31 1

Unknown 11169.6 1

gb|BP135456 MAT001 Nicotiana tabacum cDNA clone BY7971, mRNA sequence [BP135456]17.71 1

gb|KP1B.001O09F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001O09, mRNA sequence [DV162700]104.22 1

gb|AGN_RNC119xm14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG176960]3007.76 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC60366]45.01 1

Unknown 35.54 1

gb|KR3B.101G24F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101G24, mRNA sequence [DW001900]118.42 1

tc|Rep: Cytochrome c1-1, heme protein, mitochondrial precursor - Solanum tuberosum (Potato), complete [TC63198]3125.59 1

gb|TOBESTR027A02 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG623522]97.31 1

tc|Rep: Chromosome undetermined scaffold_342, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC59942]433.96 1

tc|Rep: VAP27 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (46%) [TC56046]219.72 1

Unknown 102.45 1

Unknown 20.27 1

tc|Rep: Pollen coat-like protein - Camellia sinensis (Tea), complete [TC60885] 53.76 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC53236]250.39 1

Unknown 2558.73 1



gb|AGN_RNC127xg02f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172775]8515.05 1

gb|TT-08_G07 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635137]137.6 1

Unknown 127.35 1

gb|AM791244 DL, diurnal library Nicotiana tabacum cDNA clone nt005034008, mRNA sequence [AM791244]61.36 1

Unknown 926.76 1

gb|Nicotiana tabacum ethylene receptor ETR1 homolog mRNA, complete cds [AF022727]155.95 1

gb|Tobacco mRNA fragment for nitrate reductase [X06134] 51.64 1

gb|BP134784 MAT001 Nicotiana tabacum cDNA clone BY7223, mRNA sequence [BP134784]29.88 1

tc|Rep: Translationally-controlled tumor protein homolog - Nicotiana tabacum (Common tobacco), complete [TC71305]1592.24 1

tc|Rep: GAGA-motif binding transcriptional activator - Populus trichocarpa (Western balsam poplar) (Populus balsamiferasubsp. trichocarpa), partial (25%) [TC68325]22.42 1

tc|Rep: Probable N(2),N(2)-dimethylguanosine tRNA methyltransferase  (tRNA(guanine-26,N(2)-N(2)) methyltransferase) (tRNA 2,2-dimethylguanosine-26 methyltransferase) (tRNA(m(2,2)G26)dimethyltransferase) - Arabidopsis thaliana (Mouse-ear cress), partial (632.52 1

tc|Rep: Chromosome chr10 scaffold_43, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC49187]480.4 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC54325]1111.53 1

gb|Nicotiana tabacum NtRSH1 mRNA for RelA-SpoT like protein RSH1, complete cds [AB095098]152.68 1

gb|KT7C.106E15F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106E15, mRNA sequence [EB450283]2198.65 1

tc|Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC61895]210.01 1

Unknown 67.49 1

gb|Nicotiana tabacum NtNRT1.2-t mRNA for nitrate transporter, complete cds [AB102808]39.97 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC73722]138.79 1

Unknown 32.43 1

gb|Nicotiana tabacum mRNA for putative putative beta-(1,2)-xylosyltransferase (xylt gene) [AJ627182]35.33 1

tc|Rep: Chromosome chr8 scaffold_115, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC68804]24.81 1

tc|Rep: Eukaryotic peptide chain release factor subunit 1-3-like - Solanum tuberosum (Potato), complete [TC50412]43.73 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC48513]153.7 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC57528]697.48 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC54575]949.81 1

gb|Nicotiana tabacum inosine-5'-phosphate dehydrogenase (guaB) mRNA, partial cds [AY433959]27.68 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC42830]444.11 1

gb|TT-19_E12 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641597]122.87 1

gb|BL12.103G21F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.103G21, mRNA sequence [EB437086]1574.71 1

Unknown 2403.4 1

Unknown 547.32 1

tc|Rep: Signal recognition particle 54 kDa protein 1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC51521]3086.07 1

Unknown 64.26 1



gb|AGN_PNL210bf1_h6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG186056]40.39 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC44199]37344.75 1

Unknown 357.87 1

gb|KF8C.104K10F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104K10, mRNA sequence [EB425909]18.22 1

tc|Rep: Ornithine decarboxylase - Nicotiana tabacum (Common tobacco), complete [TC40680]8147.9 1

Unknown 238.78 1

gb|KF8B.201I20F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201I20, mRNA sequence [EB428526]37.49 1

tc|Rep: Chromosome undetermined scaffold_310, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC43427]1758.99 1

gb|AGN_RNC013xe15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163977]805.97 1

tc|Rep: 5-phosphoribosyl-1-pyrophosphate amidotransferase - Nicotiana tabacum (Common tobacco), complete [TC45864]3106.04 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC50226]94.63 1

tc|Rep: Alcohol dehydrogenase - Nicotiana tabacum (Common tobacco), partial (69%) [TC41234]2923.73 1

gb|AGN_RPC014xb03f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144865]837.96 1

Unknown 1037.89 1

tc|Rep: Actin-97 - Solanum tuberosum (Potato), partial (57%) [TC46429] 52085.95 1

tc|Rep: Fiber protein Fb2 - Gossypium barbadense (Sea-island cotton) (Egyptian cotton), partial (62%) [TC52843]4588.84 1

gb|KT7C.104B19F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104B19, mRNA sequence [EB449538]2623.76 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC74133]425.54 1

tc|Rep: RelA-SpoT like protein RSH1 - Nicotiana tabacum (Common tobacco), partial (3%) [TC63024]35.97 1

Unknown 127.91 1

Unknown 22.98 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC57266]524.61 1

Unknown 21.01 1

gb|KN6B.103D20F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103D20, mRNA sequence [EB439337]69.03 1

gb|KL4B.103N16F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103N16, mRNA sequence [DV999727]178.26 1

gb|KN6B.104L12F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104L12, mRNA sequence [EB439875]74.13 1

gb|KF8B.100B18F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100B18, mRNA sequence [EB427795]261.38 1

gb|BP530524 MAT005 Nicotiana tabacum cDNA clone BY22160, mRNA sequence [BP530524]43.06 1

tc|Rep: Uncharacterized protein At5g64816 precursor - Arabidopsis thaliana (Mouse-ear cress), partial (97%) [TC67075]57.29 1

Unknown 18.99 1

gb|KN6B.101O14F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101O14, mRNA sequence [EB438854]228.72 1

gb|AGN_RNC010xl14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG166045]50.25 1

Unknown 52.15 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC53105]274.4 1



Unknown 269.6 1

Unknown 49.61 1

gb|KL4B.104E10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104E10, mRNA sequence [DV999880]24.42 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC56004]1751.31 1

Unknown 22.28 1

tc|Rep: CXE carboxylesterase - Actinidia eriantha, partial (45%) [TC41276] 72.36 1

tc|Rep: Chromosome chr17 scaffold_263, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC47707]101.08 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC42836]34.28 1

tc|Rep: Glycolipid transfer protein-like - Oryza sativa subsp. japonica (Rice), complete [TC41609]22.46 1

gb|KT7C.106G23F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106G23, mRNA sequence [EB450337]1531.46 1

gb|KT7C.106D22F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106D22, mRNA sequence [EB450269]42.08 1

gb|KG9B.004D19F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004D19, mRNA sequence [DV158655]35.21 1

Unknown 29.77 1

tc|Rep: Alpha chain of nascent polypeptide associated complex - Nicotiana benthamiana, complete [TC72514]221.25 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC45139]505.94 1

Unknown 42.34 1

Unknown 147.46 1

Unknown 350.87 1

tc|Rep: Chromosome chr19 scaffold_126, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC41830]22.69 1

gb|KN6B.103F12F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103F12, mRNA sequence [EB439373]3982.48 1

gb|AM819871 COL, cold overnight library Nicotiana tabacum cDNA clone nt006113063, mRNA sequence [AM819871]739.78 1

Unknown 52.18 1

Unknown 104.26 1

gb|Nicotiana tabacum mRNA for putative rac protein (rac gene) [AJ250174] 4727.28 1

Unknown 131.88 1

gb|AGN_ELP019xb01f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG132806]31.26 1

Unknown 133.78 1

gb|AM799412 DL, diurnal library Nicotiana tabacum cDNA clone nt005141043, mRNA sequence [AM799412]244.03 1

gb|TT-25_E01 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633507]42.74 1

Unknown 219.25 1

tc|Rep: Mutator-like transposase - Arabidopsis thaliana (Mouse-ear cress), partial (3%) [TC69093]46.67 1

gb|KG9B.001P01F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001P01, mRNA sequence [DV157821]519.54 1

gb|CHO_SL015xj07f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618843]98.37 1

gb|KP1B.102O16F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102O16, mRNA sequence [DV160325]51.81 1



tc|Rep: Fiber protein Fb2 - Gossypium barbadense (Sea-island cotton) (Egyptian cotton), partial (70%) [TC45279]7543.15 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC42917]2732.06 1

Unknown 675.07 1

Unknown 64.24 1

Unknown 142.52 1

gb|KG9B.105G09F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105G09, mRNA sequence [EB678753]67.83 1

gb|KP1B.101G22F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101G22, mRNA sequence [DV159804]180.4 1

Unknown 27.81 1

gb|AGN_RNC009xp18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG166616]535.98 1

gb|TT-07_N14 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643630]639.88 1

gb|TT-47_D12 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645254]31.88 1

gb|KG9B.004D22F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004D22, mRNA sequence [DV158658]87.17 1

Unknown 169.13 1

Unknown 71.6 1

gb|KP1B.101D12F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101D12, mRNA sequence [DV159723]87.1 1

Unknown 418.51 1

tc|Rep: Protein kinase Ck2 regulatory subunit 2 - Nicotiana tabacum (Common tobacco), partial (38%) [TC48012]1577.51 1

Unknown 231.18 1

Unknown 290.69 1

Unknown 26.88 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC54002]2828.68 1

Unknown 852.76 1

gb|KT7C.110K14F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110K14, mRNA sequence [EB451471]642.46 1

Unknown 79.44 1

Unknown 673.9 1

tc|Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC76463]28.83 1

gb|TT-36_B15 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637879]188.01 1

gb|TT-07_I07 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638771]103.45 1

Unknown 5765.34 1

Unknown 18.67 1

gb|CHO_SL009xa08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617829]829.83 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC52265]61.69 1

tc|Rep: Chromosome chr2 scaffold_187, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC59864]1988.29 1

Unknown 609.44 1



Unknown 22.62 1

gb|KL4B.108P19F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108P19, mRNA sequence [DW000813]9701.21 1

tc|AAD10662.1 - Arabidopsis thaliana (Mouse-ear cress), partial (58%) [TC67894] 238.19 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC71057]858.77 1

gb|TT-09_G07 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643714]26.69 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC60706]168.3 1

gb|KP1B.103M16F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103M16, mRNA sequence [DV160640]52.36 1

gb|TT-06_H17 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638728]26.96 1

gb|AGN_PNL226cf1_g4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG197884]80.56 1

gb|Nicotiana tabacum cig2 mRNA, complete cds [AB031321] 81.52 1

gb|KL4B.105B03F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105B03, mRNA sequence [DW000175]147.87 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC46628]324.64 1

Unknown 88.02 1

Unknown 84.47 1

gb|AGN_RNC001xi15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG170570]17.09 1

Unknown 21.83 1

gb|KF8C.105P02F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105P02, mRNA sequence [EB426369]143.22 1

Unknown 35.46 1

gb|AGN_RPC004xg02f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147814]18.59 1

tc|Rep: GAL83 - Nicotiana attenuata, partial (77%) [TC57681] 79.52 1

Unknown 23.15 1

gb|AGN_PNL209cr1_a3.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG185511]18.82 1

tc|Rep: Vicilin-like storage protein - Picea glauca (White spruce), partial (22%) [TC41492]114.94 1

tc|Rep: 30S ribosomal protein S6 alpha, chloroplast precursor [Contains: 30S ribosomal protein S6 beta; 30S ribosomal protein S6 gamma; 30S ribosomal protein S6 delta; 30S ribosomal protein S6 epsilon] - Spinacia oleracea (Spinach), partial (90%) [TC44934100.72 1

Unknown 30.58 1

gb|KG9B.106J08F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106J08, mRNA sequence [EB679195]85.09 1

Unknown 914.99 1

Unknown 222.66 1

gb|BP529347 MAT001 Nicotiana tabacum cDNA clone BY14241, mRNA sequence [BP529347]392.9 1

Unknown 151.39 1

gb|Nicotiana tabacum sterol-C5(6)-desaturase mRNA, complete cds [AF081794] 152.85 1

tc|Rep: Chromosome chr5 scaffold_156, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC67174]20.25 1

gb|BL12.104M18F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.104M18, mRNA sequence [EB437505]210.29 1

gb|AGN_RNC009xh05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG166441]47.8 1



Unknown 1117.07 1

Unknown 41.92 1

gb|AM840784 COL, cold overnight library Nicotiana tabacum cDNA clone nt006214056, mRNA sequence [AM840784]224.21 1

Unknown 275.79 1

gb|AM830869 seedling library, SL Nicotiana tabacum cDNA clone nt002031015, mRNA sequence [AM830869]70.53 1

gb|CHO_SL017xb07f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619077]742.85 1

Unknown 217.12 1

gb|TT-06_C03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635710]196.15 1

gb|KG9B.106G11F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106G11, mRNA sequence [EB679127]103.04 1

tc|Rep: Glucose-6-phosphate 1-dehydrogenase, chloroplast precursor - Nicotiana tabacum (Common tobacco), complete [TC40101]2848.87 1

Unknown 226.54 1

Unknown 48.12 1

tc|Rep: Chromosome undetermined scaffold_147, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC54744]155.22 1

gb|EST_CSP014xa03f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH615151]30.84 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC53274]1519.76 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC70922]395.94 1

Unknown 477.35 1

gb|Nicotiana tabacum NtVPE-3 mRNA for vacuolar processing enzyme-3 complete cds [AB075950]1073.03 1

Unknown 18.4 1

Unknown 376.99 1

tc|Rep: Chromosome chr9 scaffold_49, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC71141]186.62 1

Unknown 41.48 1

gb|KT7C.104L09F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104L09, mRNA sequence [EB449740]1073.01 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC41791]331.79 1

gb|AGN_ELP009xo12f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135963]101.88 1

tc|Rep: Fructokinase-2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (93%) [TC40835]12623.95 1

gb|KG9B.102D19F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102D19, mRNA sequence [EB677603]43.42 1

tc|Rep: NADPH-cytochrome P450 oxidoreductase - Nicotiana tabacum (Common tobacco), partial (48%) [TC48803]37.82 1

Unknown 84.31 1

gb|TT-08_P05 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635928]40.84 1

tc|Rep: Transcription initiation factor - Plantago major (Common plantain), partial (65%) [TC59489]403.76 1

gb|TOBESTR094D04 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG629295]105.73 1

gb|KG9B.106K11F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106K11, mRNA sequence [EB679221]24.49 1

Unknown 71.12 1



gb|KF8C.110O24F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110O24, mRNA sequence [EB427742]194.46 1

gb|KP1B.113O10F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.113O10, mRNA sequence [EB682835]95.38 1

tc|Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC48212]45.96 1

Unknown 30.98 1

gb|KF8C.110C21F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110C21, mRNA sequence [EB427484]24.62 1

gb|KG9B.102P18F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102P18, mRNA sequence [EB677878]163.36 1

Unknown 183.57 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC44969]68.38 1

tc|Rep: Phosphoglucomutase, cytoplasmic - Solanum tuberosum (Potato), partial (78%) [TC50939]5510.12 1

Unknown 20.46 1

gb|KP1B.101J07F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101J07, mRNA sequence [DV159856]1358.72 1

tc|Rep: Dihydrolipoyl dehydrogenase - Capsicum annuum (Bell pepper), partial (39%) [TC46125]1164.43 1

Unknown 385.17 1

gb|TT-50_B23 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638507]264.45 1

gb|FS383363 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0030_3_B01 5', mRNA sequence [FS383363]32.54 1

gb|KP1B.107G18F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107G18, mRNA sequence [DV161209]22 1

tc|Rep: Glyoxalase/bleomycin resistance protein/dioxygenase - Sphingomonas wittichii (strain RW1 / DSM 6014 / JCM 10273), partial (8%) [TC67096]41.31 1

Unknown 77.09 1

tc|Rep: 60S acidic ribosomal protein P0 - Solanum tuberosum (Potato), partial (83%) [TC43792]252.4 1

Unknown 43.67 1

tc|Rep: Glycosyl hydrolase family-like protein - Salvia miltiorrhiza (Chinese sage), partial (43%) [TC48854]25.95 1

gb|AGN_RNC116xj11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG149083]49.12 1

Unknown 122.88 1

Unknown 237.53 1

Unknown 663.85 1

gb|AGN_PNL210af1_d2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG185820]1130.55 1

tc|Rep: Chromosome undetermined scaffold_133, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC68757]116.02 1

Unknown 377.8 1

Unknown 121.75 1

Unknown 196.48 1

gb|TT-07_N20 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635844]820.06 1

Unknown 25.01 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC58389]138.56 1

gb|BL12.001I10F.060117T7 BL12 Nicotiana tabacum cDNA clone BL12.001I10, mRNA sequence [EB437757]34.98 1



gb|AGN_PNL212ar1_b4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG187360]135.99 1

gb|KG9B.101J02F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101J02, mRNA sequence [EB677364]22.56 1

Unknown 103.48 1

gb|TOBESTR015D12 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG622502]1496.42 1

Unknown 45.01 1

gb|FS405773 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0014_2_F07 5', mRNA sequence [FS405773]3288.07 1

tc|Rep: Plastid enolase - Helianthus annuus (Common sunflower), partial (41%) [TC46542]273.04 1

Unknown 72.57 1

gb|BP533488 MAT005 Nicotiana tabacum cDNA clone BY30178, mRNA sequence [BP533488]346.38 1

Unknown 9396.39 1

Unknown 49.71 1

gb|CHO_SL018xn22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619487]3266.59 1

gb|KR2B.002D13F.051019T7 KR2B Nicotiana tabacum cDNA clone KR2B.002D13, mRNA sequence [EB443398]2945.69 1

tc|Rep: Profilin - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC50042]689.55 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC59346]3332.86 1

tc|Rep: Ribosomal protein S14-like - Solanum tuberosum (Potato), partial (96%) [TC58018]120.27 1

tc|Rep: Citrate synthase, glyoxysomal precursor - Cucurbita maxima (Pumpkin) (Winter squash), partial (42%) [TC46819]265.36 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC50619]45.44 1

tc|Rep: Histone H2A - Vitis vinifera (Grape), partial (88%) [TC71367] 24.42 1

gb|BP530801 MAT005 Nicotiana tabacum cDNA clone BY23062, mRNA sequence [BP530801]103.38 1

Unknown 50.7 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT4-43-390, cultivar Bright Yellow 2 [AJ718290]22.54 1

Unknown 50.28 1

tc|Rep: AT3g06820/F3E22_4 - Arabidopsis thaliana (Mouse-ear cress), partial (46%) [TC46763]72.24 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC61134]1421.76 1

gb|Nicotiana tabacum sucrose-6-phosphate phosphatase (SPP2) mRNA, complete cds [AY729656]261.52 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC57829]10493.5 1

gb|Nicotiana tabacum Avr9 [AY220479] 186.85 1

Unknown 298.84 1

gb|N.tabacum mRNA pNLA-35 [X79794] 176.49 1

gb|KG9B.105O13F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105O13, mRNA sequence [EB678942]179.83 1

gb|KP1B.037P02F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.037P02, mRNA sequence [DV159622]43.33 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC64160]242.01 1

Unknown 28.38 1



gb|BP531361 MAT005 Nicotiana tabacum cDNA clone BY24256, mRNA sequence [BP531361]46.21 1

Unknown 316.47 1

Unknown 508.23 1

Unknown 19.73 1

Unknown 85.94 1

gb|KP1B.109A05F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109A05, mRNA sequence [DV161730]221.48 1

gb|KR2B.112B19F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.112B19, mRNA sequence [EB446591]414.51 1

gb|KR3B.106M07F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106M07, mRNA sequence [DW003761]151.28 1

tc|Rep: AT3g47831/T23J7 - Arabidopsis thaliana (Mouse-ear cress), partial (89%) [TC63121]225.24 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC43588]267.14 1

gb|KR3B.103O01F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.103O01, mRNA sequence [DW002771]1483.22 1

gb|TT-28_H11 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634947]44.53 1

Unknown 248.32 1

gb|AGN_RNC013xn01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164293]81.16 1

tc|Rep: Chromosome undetermined scaffold_143, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC45324]382.62 1

gb|Nicotiana tabacum VTC2-like protein mRNA, complete cds [EU700061] 9032.92 1

gb|KF8C.101E17F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101E17, mRNA sequence [EB424707]1529.51 1

gb|AM811421 seedling library, SL Nicotiana tabacum cDNA clone nt002215062, mRNA sequence [AM811421]19.9 1

Unknown 21.89 1

gb|TOBESTR046E09 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625247]78.46 1

gb|KN6B.105P08F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105P08, mRNA sequence [EB440322]1112.82 1

tc|Rep: Protein kinase-like protein - Vitis aestivalis (Grape), partial (51%) [TC57156] 712.46 1

gb|AGN_PNL222cr1_c3.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG195029]235.35 1

gb|Nicotiana tabacum partial mRNA for chloroplast FtsZ-like protein (ftsZ gene), clone FtsZ1-1 [AJ271748]383.07 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC43541]1732.37 1

Unknown 18.44 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC54434]505.08 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC53392]1869.84 1

gb|TT-13_A18 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635180]95.66 1

gb|KT7C.106O18F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106O18, mRNA sequence [EB450504]49.5 1

gb|KG9B.101O13F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101O13, mRNA sequence [EB677483]35.69 1

tc|Rep: Os03g0742400 protein - Oryza sativa subsp. japonica (Rice), partial (71%) [TC67045]2848.06 1

tc|Rep: SUI1 protein - Coffea arabica (Coffee), complete [TC71048] 55.9 1

tc|Rep: 40S ribosomal protein S15-like - Solanum tuberosum (Potato), complete [TC41184]311.4 1



gb|TT-11_G22 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640961]268.86 1

tc|Rep: Growth regulator like protein - Arabidopsis thaliana (Mouse-ear cress), partial (6%) [TC62430]114.22 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC63650]20.94 1

Unknown 824.73 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC48418]280.51 1

tc|Rep: ATP-dependent Clp protease proteolytic subunit - Nicotiana sylvestris (Wood tobacco), complete [TC76038]1835.53 1

tc|Rep: Hydroxyproline-rich glycoprotein - Chlamydomonas reinhardtii, partial (6%) [TC77104]2599.53 1

Unknown 4696.44 1

Unknown 1993.96 1

gb|AGN_RNC127xh11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172576]34.9 1

Unknown 266.27 1

Unknown 30.86 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT1-21-250, cultivar Bright Yellow 2 [AJ717804]148.46 1

gb|KN6B.104D21F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104D21, mRNA sequence [EB439699]23.42 1

tc|Rep: Chromosome chr10 scaffold_50, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC67473]25.44 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC47066]121.93 1

gb|KR2B.115D09F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115D09, mRNA sequence [EB447187]92.41 1

gb|N.tabacum npp1 mRNA for protein phosphatase type 1 [Z93768] 2002.47 1

tc|Rep: Cytochrome b-c1 complex subunit 7 - Solanum tuberosum (Potato), complete [TC54491]2875.36 1

gb|AM820707 COL, cold overnight library Nicotiana tabacum cDNA clone nt006042086, mRNA sequence [AM820707]126.62 1

Unknown 89.24 1

gb|AGN_PNL231df1_g2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG201694]1565.58 1

tc|Rep: Chromosome chr9 scaffold_65, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC41915]55.07 1

gb|CHO_SL012xd11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618496]4251.44 1

gb|KG9B.107L23F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107L23, mRNA sequence [EB679608]943.65 1

gb|29A04 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH666031]283.43 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC43442]10892.55 1

Unknown 6299.97 1

gb|KR3B.107C16F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.107C16, mRNA sequence [DW003891]269.34 1

tc|Rep: Chromosome chr19 scaffold_35, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC46589]9131.95 1

tc|Rep: Probable ubiquitin-fold modifier 1 precursor - Oryza sativa subsp. japonica (Rice), partial (86%) [TC64667]2730.12 1

Unknown 175.61 1

gb|TT-26_M08 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644533]987.61 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC45243]59.44 1



gb|KR2B.112G14F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.112G14, mRNA sequence [EB446680]517.21 1

Unknown 914.34 1

gb|AGN_ELP024xf11f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139523]68.57 1

gb|KT7C.104A20F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104A20, mRNA sequence [EB449516]39.06 1

gb|KG9B.005N08F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005N08, mRNA sequence [DV159243]467.45 1

tc|Rep: Calcium/calmodulin-dependent protein kinase CaMK3 - Nicotiana tabacum (Common tobacco), partial (89%) [TC51042]28.5 1

gb|KF8C.103J07F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103J07, mRNA sequence [EB425527]64.46 1

gb|KG9B.001N04F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001N04, mRNA sequence [DV157776]26.07 1

gb|KG9B.103D09F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103D09, mRNA sequence [EB677959]60.51 1

Unknown 531.98 1

Unknown 101.19 1

gb|AGN_RNC007xl06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167698]43.15 1

gb|KF8C.102F19F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102F19, mRNA sequence [EB425095]188.46 1

gb|KP1B.104C19F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104C19, mRNA sequence [DV160776]17334.7 1

gb|KT7B.100P11F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100P11, mRNA sequence [EB447728]85.57 1

Unknown 112.77 1

Unknown 1140.72 1

Unknown 17783.5 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC54115]2128.55 1

gb|N.tabacum mRNA for phosphoglycerate kinase (chloroplast isoenzyme) [Z48977] 28.94 1

gb|KF8C.103C02F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103C02, mRNA sequence [EB425363]1165.75 1

Unknown 33.55 1

gb|KT7C.106H18F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106H18, mRNA sequence [EB450354]169.41 1

tc|Rep: Xylose isomerase - Vitis vinifera (Grape), partial (50%) [TC40722] 269.86 1

Unknown 382.68 1

tc|Rep: NmrA-like family protein - Solanum demissum (Wild potato), partial (21%) [TC72210]294.29 1

tc|Rep: UDP-glucose dehydrogenase - Cinnamomum osmophloeum, partial (93%) [TC46800]3295.87 1

gb|KR3B.112H24F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112H24, mRNA sequence [EB683413]1024 1

Unknown 71.26 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC58337]22.77 1

tc|Rep: NADH dehydrogenase subunit 2 - Apalacris nigrogeniculata, partial (7%) [TC59669]226.66 1

Unknown 851.5 1

Unknown 28.97 1

gb|AGN_RPC016xe03f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144128]425.61 1



gb|KN6B.105J11F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105J11, mRNA sequence [EB440189]370.23 1

tc|Rep: 26S proteasome subunit 7-like protein - Lactuca sativa (Garden lettuce), complete [TC40699]206.3 1

tc|Rep: Gibberellic acid receptor - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), complete [TC50429]28.57 1

Unknown 45.54 1

gb|N.tabacum mRNA for L-Glutamate:tRNA-Glu ligase [X83524] 190.41 1

Unknown 392.67 1

gb|Nicotiana tabacum partial sat1 gene for serine acetyltransferase 1, genomic RNA [AJ414051]21.88 1

gb|Nicotiana tabacum trehalose-phosphate phosphatase mRNA, complete cds [AY570725]2706.36 1

Unknown 81.59 1

tc|Rep: Chromosome undetermined scaffold_1205, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC52228]544.15 1

tc|Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC54174]177.15 1

Unknown 68.64 1

tc|Rep: Asparagine synthetase - Striga hermonthica (Purple witchweed), partial (34%) [TC52079]995.63 1

gb|Nicotiana tabacum Avr9 [AF211536] 459.98 1

Unknown 278.84 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC51220]151.15 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (3%) [TC47487] 101.69 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC46882]16600.7 1

gb|TT-06_N13 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643580]177.53 1

gb|KR3B.110P06F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110P06, mRNA sequence [DW005235]179.66 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC44722]3934.77 1

gb|KG9B.106H12F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106H12, mRNA sequence [EB679151]304.64 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC54917]46.57 1

gb|BP129674 MAT001 Nicotiana tabacum cDNA clone BY1554, mRNA sequence [BP129674]451.02 1

tc|Rep: NTMTP1A - Nicotiana tabacum (Common tobacco), complete [TC40171] 763 1

Unknown 20.95 1

gb|KL5B.109A12F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.109A12, mRNA sequence [EB430421]2421.64 1

gb|KL4B.109C03F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.109C03, mRNA sequence [DW000853]408.46 1

gb|TT-10_O13 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643795]68.95 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC48327]645.47 1

gb|KL4B.105L08F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105L08, mRNA sequence [DW000396]61.75 1

gb|ntsm8 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643437]114.11 1

gb|AM793040 seedling library, SL Nicotiana tabacum cDNA clone nt002063082, mRNA sequence [AM793040]31.15 1

gb|KR2B.104A23F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.104A23, mRNA sequence [EB444516]71.92 1



gb|KT7C.102E05F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102E05, mRNA sequence [EB449230]192.42 1

gb|CHO_SL002xh18f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620447]34720.65 1

Unknown 1924.72 1

Unknown 500.48 1

gb|KL4B.101N08F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101N08, mRNA sequence [DV999368]354.73 1

gb|TT-21_K22 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644329]27.16 1

Unknown 194.89 1

gb|Nicotiana tabacum mRNA cytosolic glucose-6-phosphate dehydrogenase TCG6 [AJ001769]93.2 1

gb|KR3B.109F16F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109F16, mRNA sequence [DW004647]26.06 1

gb|AGN_RNC003xf15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG169764]58.13 1

tc|Rep: Tonoplast intrinsic protein bobTIP26-1 - Brassica oleracea var. botrytis (Cauliflower), partial (80%) [TC64039]261.37 1

gb|AM829948 seedling library, SL Nicotiana tabacum cDNA clone nt002139094, mRNA sequence [AM829948]197.8 1

Unknown 52.63 1

gb|18.2F11 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH665155]1001.41 1

gb|KG9B.103H16F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103H16, mRNA sequence [EB678058]2129.36 1

Unknown 127.51 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC57470]98.88 1

gb|BP528938 MAT001 Nicotiana tabacum cDNA clone BY13812, mRNA sequence [BP528938]136.55 1

gb|AM793251 seedling library, SL Nicotiana tabacum cDNA clone nt002213012, mRNA sequence [AM793251]142.68 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC55414]472.98 1

gb|KN6B.104G23F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104G23, mRNA sequence [EB439771]17243.75 1

Unknown 26.63 1

tc|Rep: Chromosome undetermined scaffold_437, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC41703]31.38 1

Unknown 45.73 1

Unknown 207.11 1

gb|BP129537 MAT001 Nicotiana tabacum cDNA clone BY1408, mRNA sequence [BP129537]28.45 1

tc|AAD10662.1 - Arabidopsis thaliana (Mouse-ear cress), partial (58%) [TC67894] 63.24 1

tc|Rep: NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial precursor - Solanum tuberosum (Potato), partial (27%) [TC43706]132.7 1

tc|Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC52449]1526.33 1

tc|Rep: Protein phosphatase 2C - Fagus sylvatica (Beechnut), partial (54%) [TC44623] 1169.63 1

Unknown 148.15 1

gb|KG9B.107N18F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107N18, mRNA sequence [EB679649]136.83 1

gb|KP1B.109O15F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109O15, mRNA sequence [DV162033]633.96 1

Unknown 1505.44 1



tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC52908]904.73 1

Unknown 24.67 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC46133]4960.6 1

tc|Rep: Pyruvate kinase - Medicago truncatula (Barrel medic), partial (48%) [TC45123] 909.38 1

tc|Rep: NADH-ubiquinone oxidoreductase chain 1 - Arion anthracius, partial (10%) [TC75444]42.67 1

tc|Rep: Syntaxin-52 - Arabidopsis thaliana (Mouse-ear cress), complete [TC76446] 376.34 1

gb|KF8C.103O14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103O14, mRNA sequence [EB425651]99.17 1

gb|KG9B.107G19F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107G19, mRNA sequence [EB679495]1919.07 1

tc|Rep: Histone H4 [Contains: Osteogenic growth peptide (OGP)]. - Rattus norvegicus, complete [TC56712]812.74 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC66751]67.09 1

Unknown 89.29 1

tc|Rep: Uncharacterized protein At5g64130.3 - Arabidopsis thaliana (Mouse-ear cress), partial (60%) [TC52482]1147.53 1

Unknown 191.92 1

Unknown 23 1

gb|KP1B.109G14F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109G14, mRNA sequence [DV161861]85.51 1

gb|BL12.104B18F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.104B18, mRNA sequence [EB437303]126.4 1

tc|Rep: MADF; Homeodomain-like - Medicago truncatula (Barrel medic), partial (20%) [TC63581]575.71 1

Unknown 64.66 1

Unknown 47.47 1

tc|Rep: Peptide methionine sulfoxide reductase  (Protein- methionine-S-oxide reductase) (Peptide-methionine (S)-S-oxide reductase) (Peptide Met(O) reductase) - Lactuca sativa (Garden lettuce), partial (81%) [TC47471]120.05 1

gb|KG9B.104N03F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104N03, mRNA sequence [EB678537]53.04 1

gb|KP1B.103B13F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103B13, mRNA sequence [DV160388]40.9 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC47412]413.52 1

tc|Rep: Tic20-like protein - Solanum tuberosum (Potato), partial (77%) [TC49054] 568.5 1

tc|Rep: Homolog of Homo sapiens "Megakaryocyte stimulating factor - Takifugu rubripes, partial (5%) [TC63664]58.48 1

Unknown 33.13 1

Unknown 226.92 1

Unknown 26.81 1

Unknown 1763.65 1

Unknown 31.04 1

Unknown 42.86 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC59861]26.75 1

gb|N.tabacum mRNA for subunit of NADH:ubiquinone oxidoreductase complex I [Y09109]218.4 1

tc|Rep: Calcium-dependent protein kinases 5 - Solanum tuberosum (Potato), partial (27%) [TC45797]1037.94 1



gb|Nicotiana tabacum NtPITSLRE alpha mRNA for homolog of mammalian PITSLRE alpha protein kinase, partial cds [AB195174]52.44 1

gb|BP131286 MAT001 Nicotiana tabacum cDNA clone BY3322, mRNA sequence [BP131286]3120.26 1

gb|Nicotiana tabacum cyclin B-like protein mRNA, complete cds [AY776171] 71.53 1

Unknown 219.1 1

gb|AGN_RNC211xh01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155239]4060.51 1

Unknown 870.08 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC65673]260.46 1

Unknown 107.36 1

gb|KG9B.103C12F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103C12, mRNA sequence [EB677939]162.38 1

tc|Rep: Chromosome chr10 scaffold_43, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC66989]268.73 1

tc|Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC63589]189.56 1

gb|TT-05_A08 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG635113]113.42 1

gb|KL4B.103G09F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103G09, mRNA sequence [DV999565]597.38 1

tc|Rep: RNA-binding protein-like - Oryza sativa subsp. japonica (Rice), partial (10%) [TC70179]44.01 1

gb|ntsm10 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643439]110.56 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC46628]513.36 1

gb|AM800056 seedling library, SL Nicotiana tabacum cDNA clone nt002096042, mRNA sequence [AM800056]76.25 1

Unknown 436.34 1

tc|Rep: Zinc finger protein - Zea mays (Maize), partial (68%) [TC43008] 3174.3 1

tc|Rep: Protein kinase Ck2 regulatory subunit 2 - Nicotiana tabacum (Common tobacco), partial (94%) [TC54429]197.8 1

gb|KR3B.111I05F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111I05, mRNA sequence [EB683051]27.58 1

gb|TT-10_H14 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638898]46.48 1

Unknown 44.17 1

gb|KL4B.106N10F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106N10, mRNA sequence [EB680319]2900.3 1

gb|KF8C.106L14F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106L14, mRNA sequence [EB426653]490.26 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC46517]670.09 1

gb|KP1B.001E04F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001E04, mRNA sequence [DV162480]754.02 1

tc|Rep: Ribosomal protein S8 - Vitis vinifera (Grape), partial (96%) [TC40909] 105.6 1

Unknown 103.37 1

tc|Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC46279]222.52 1

tc|Rep: DWARF1/DIMINUTO - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (37%) [TC40991]101.57 1

tc|Rep: Chromosome undetermined scaffold_226, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC58481]591.18 1

gb|EST_CSP004xa06f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH613891]86.08 1

tc|Rep: Chromosome undetermined scaffold_383, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC51410]359.34 1



tc|Rep: MYB transcription factor MYB123 - Glycine max (Soybean), partial (29%) [TC47485]35.02 1

tc|Rep: Hypersensitive-induced reaction protein - Capsicum annuum (Bell pepper), complete [TC48192]708.45 1

tc|Rep: Cytochrome b561 family protein - marine gamma proteobacterium HTCC2143, partial (6%) [TC70724]33.28 1

Unknown 26.98 1

gb|BL12.101H02F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.101H02, mRNA sequence [EB436472]9758.84 1

Unknown 1119 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC49885]178.41 1

tc|Rep: Chromosome chr1 scaffold_136, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC51512]693.97 1

gb|AGN_RNC014xe20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163565]176.77 1

tc|Rep: Chromosome undetermined scaffold_296, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC74906]434 1

gb|TT-18_O10 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639256]1684.93 1

gb|AGN_RNC022xb20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159402]74.12 1

gb|Nicotiana tabacum DNA-binding protein phosphatase 2C (DBP1) mRNA, complete cds [AF520810]111.52 1

tc|BAA90353.1 - Arabidopsis thaliana (Mouse-ear cress), partial (78%) [TC41734] 159.41 1

gb|KP1B.001J22F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001J22, mRNA sequence [DV162604]63.99 1

Unknown 139.35 1

gb|N.tabacum RL2 mRNA for 60S ribosomal protein L2 [X62500] 20.73 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC50558]410.19 1

tc|Rep: Chromosome chr12 scaffold_78, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC70826]21.2 1

gb|AGN_ELP009xd12f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136073]24.25 1

gb|CHO_SL022xi08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619820]162.27 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC51875]879.3 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC68579]258.67 1

tc|Rep: Histone H2A - Vitis vinifera (Grape), partial (96%) [TC55406] 165.53 1

gb|KG9B.103J21F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103J21, mRNA sequence [EB678111]34.07 1

gb|Nicotiana tabacum sucrose-phosphate synthase isoform B (SPSB) mRNA, complete cds [DQ213015]245.27 1

Unknown 57.04 1

tc|Rep: Os01g0610400 protein - Oryza sativa subsp. japonica (Rice), partial (84%) [TC56361]37.81 1

Unknown 46.62 1

gb|CHO_SL006xj24f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617488]1635.98 1

gb|AGN_ELP022xm08f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG140103]85.01 1

gb|KN6B.009M21F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009M21, mRNA sequence [EB438104]390.99 1

Unknown 23.6 1

gb|Nicotiana tabacum protein kinase SRK mRNA, complete cds [DQ340760] 448.57 1



Unknown 87.83 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC70595]31 1

Unknown 26.31 1

gb|CHO_SL013xn19f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622349]92.12 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC40698]142.29 1

Unknown 81.38 1

tc|Rep: Thioredoxin peroxidase - Capsicum annuum (Bell pepper), complete [TC44870] 162.57 1

Unknown 156.72 1

tc|Rep: Phosphoenolpyruvate carboxylase - Ricinus communis (Castor bean), partial (24%) [TC56471]134.94 1

tc|Rep: Isocitrate dehydrogenase (NAD+) precursor - Nicotiana tabacum (Common tobacco), partial (61%) [TC46049]967.7 1

tc|Rep: Peptidyl-prolyl cis-trans isomerase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC45292]47.48 1

tc|Rep: 60S ribosomal protein l2 - Oryza sativa subsp. indica (Rice), partial (36%) [TC69710]164.84 1

Unknown 28.75 1

tc|Rep: Phosphate translocator precursor - Nicotiana tabacum (Common tobacco), partial (35%) [TC72208]134.97 1

tc|Rep: Cytochrome b-c1 complex subunit Rieske-2, mitochondrial precursor - Nicotiana tabacum (Common tobacco), complete [TC40472]18351.35 1

gb|KG9B.103M12F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103M12, mRNA sequence [EB678173]607.95 1

gb|KN6B.101A12F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101A12, mRNA sequence [EB438528]31.91 1

gb|KR2B.113B15F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.113B15, mRNA sequence [EB446879]2334.34 1

Unknown 87.02 1

tc|Rep: ATP synthase A chain - Psychroflexus torquis ATCC 700755, partial (6%) [TC69011]250.82 1

Unknown 25.16 1

gb|Nicotiana tabacum clone PR15 mRNA sequence [AF154640] 52383.1 1

Unknown 139.47 1

gb|KG9B.102A15F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102A15, mRNA sequence [EB677529]34.12 1

Unknown 35.94 1

tc|Rep: Metallothionein-like protein type 2 - Nicotiana glutinosa (Tobacco), partial (91%) [TC76997]458.9 1

Unknown 18.53 1

Unknown 1002.53 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC43551]26.02 1

tc|Rep: UDP-glucose:protein transglucosylase-like - Solanum tuberosum (Potato), partial (76%) [TC40841]1100.78 1

gb|FTP P2 Tobacco anther cDNA Nicotiana tabacum cDNA similar to NIP aquaporin, mRNA sequence [CK720588]11210.55 1

tc|Rep: Lecithine cholesterol acyltransferase-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC47495]96.42 1

gb|TT-24_K09 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639495]4091.35 1

tc|Rep: CBL-interacting protein kinase 9 - Populus trichocarpa (Western balsam poplar) (Populus balsamiferasubsp. trichocarpa), partial (54%) [TC40318]53.08 1



gb|CHO_SL023xl17f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623168]220.78 1

gb|TT-29_F23 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641355]80.85 1

Unknown 25.45 1

gb|KL4B.103H23F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103H23, mRNA sequence [DV999602]239.4 1

tc|Rep: Chemotaxis protein CheW - Methanosarcina mazei (Methanosarcina frisia), partial (10%) [TC49148]828.88 1

Unknown 768.79 1

gb|KT7B.100G05F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100G05, mRNA sequence [EB447540]906.95 1

gb|KL4B.101J13F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101J13, mRNA sequence [DV999287]938.01 1

gb|KR3B.001M04F.050815T7 KR3B Nicotiana tabacum cDNA clone KR3B.001M04, mRNA sequence [DW001655]22.77 1

tc|Rep: Chromosome chr9 scaffold_104, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC55103]47.53 1

gb|KG9B.102E11F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102E11, mRNA sequence [EB677619]42.49 1

gb|TT-07_A10 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640780]213.03 1

gb|KN6B.103O22F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103O22, mRNA sequence [EB439586]483.84 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC73537]47.97 1

Unknown 31.27 1

Unknown 254.72 1

Unknown 51.83 1

tc|Rep: Chromosome chr8 scaffold_99, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC42338]2467.72 1

Unknown 60.17 1

tc|Rep: Alpha chain of nascent polypeptide associated complex - Nicotiana benthamiana, complete [TC42990]86.49 1

tc|Rep: ADP ribosylation factor 002 - Daucus carota (Carrot), complete [TC77221] 23.52 1

Unknown 158.04 1

gb|AGN_PNL220br1_g11.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG193417]72.89 1

Unknown 29.78 1

Unknown 2682.74 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC56054]20.62 1

tc|Rep: Serine-glyoxylate aminotransferase - Spirodela polyrrhiza (Giant duckweed), partial (83%) [TC52290]23.87 1

gb|CHO_SL028xd07f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621359]155.41 1

gb|AGN_PNL215br1_b10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG189707]22.13 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC55266]182.26 1

gb|KT7C.113I03F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.113I03, mRNA sequence [EB452098]38.86 1

Unknown 18.06 1

gb|FS382929 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK01A01NGRL0029_2_B07 5', mRNA sequence [FS382929]21.83 1

gb|KF8B.100B16F.151010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100B16, mRNA sequence [EB427793]24.39 1



gb|CHO_SL008xl05f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621079]24.54 1

gb|AGN_PNL228af1_h10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG198981]16582.8 1

Unknown 35.22 1

gb|AGN_RNC101xc24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG171206]73.93 1

tc|Rep: DSBA oxidoreductase precursor - Ochrobactrum anthropi (strain ATCC 49188 / DSM 6882 / NCTC 12168), partial (6%) [TC73745]18.59 1

Unknown 104.57 1

gb|KG9B.005I19F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005I19, mRNA sequence [DV159141]41.24 1

gb|KG9B.102D13F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102D13, mRNA sequence [EB677597]116.62 1

Unknown 19.25 1

gb|KL4B.108D20F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108D20, mRNA sequence [DW000571]32.73 1

gb|KP1B.001O22F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001O22, mRNA sequence [DV162712]399.65 1

gb|KG9B.104B16F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104B16, mRNA sequence [EB678288]56.41 1

gb|KG9B.104L10F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104L10, mRNA sequence [EB678502]32.82 1

Unknown 198.59 1

Unknown 20.77 1

gb|KP1B.102E02F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102E02, mRNA sequence [DV160093]26.84 1

tc|Rep: TA4 protein - Oryza sativa subsp. japonica (Rice), partial (38%) [TC47117] 1546.34 1

gb|TT-16_G20 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644095]71.78 1

gb|KN6B.110P12F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.110P12, mRNA sequence [EB442057]216.1 1

tc|Rep: Chromosome undetermined scaffold_127, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC59337]28.39 1

tc|Rep: Chromosome chr12 scaffold_38, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC59274]151.59 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC41394]31.8 1

Unknown 27.79 1

gb|KP1B.102P22F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102P22, mRNA sequence [DV160352]102.32 1

gb|BL12.001I10F.060117T7 BL12 Nicotiana tabacum cDNA clone BL12.001I10, mRNA sequence [EB437757]101.24 1

Unknown 87.51 1

Unknown 4388.22 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC62651]759.89 1

Unknown 30.36 1

Unknown 36.08 1

gb|KL4B.113C19F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.113C19, mRNA sequence [EB681339]511.89 1

tc|RICRGSBHA Rice gene encoding three ribosomal RNA's: the 17S, 3' end; 5.8S, complete; 25S, 5' end, partial (15%) [TC69642]137464 1

Unknown 31.55 1

Unknown 61.45 1



gb|CHO_SL024xg05f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622482]178.39 1

gb|KP1B.102D24F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102D24, mRNA sequence [DV160091]61.22 1

gb|KR3B.104B12F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.104B12, mRNA sequence [DW002840]2719.1 1

gb|KL5B.114E19F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.114E19, mRNA sequence [EB431617]1107.92 1

gb|KG9B.005B18F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005B18, mRNA sequence [DV158979]96.32 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC48132]114.61 1

tc|Rep: Chromosome chr3 scaffold_117, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC50704]119.72 1

Unknown 55.34 1

tc|GB|AY596684.1|AAT69047.1 F1-ATPase alpha subunit [NP8634928] 7953.46 1

Unknown 621.93 1

tc|Rep: Chromosome undetermined scaffold_3328, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC76125]18.17 1

Unknown 17.95 1

Unknown 53.94 1

gb|KN6B.114I07F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.114I07, mRNA sequence [EB442583]79.84 1

Unknown 30.11 1

gb|CHO_SL008xe15f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620891]173.41 1

Unknown 22.36 1

tc|Rep: Uncharacterized protein At5g64130.3 - Arabidopsis thaliana (Mouse-ear cress), partial (60%) [TC52482]413.86 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC45091]41.95 1

Unknown 903.72 1

gb|Nicotiana tabacum pollen specific LIM domain protein 1a mRNA, complete cds [AF197567]48146.25 1

Unknown 500.44 1

gb|AGN_RNC116xe22f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG148931]375.12 1

gb|KR3B.112E08F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112E08, mRNA sequence [EB683331]95.53 1

Unknown 3518.24 1

Unknown 57.09 1

gb|AGN_RNC121xb17f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG175635]145.85 1

gb|KL4B.101C10F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101C10, mRNA sequence [DV999134]190.96 1

gb|TT-22_H05 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641059]648.03 1

gb|FS429988 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0080_4_E03 5', mRNA sequence [FS429988]823.35 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC54819]5144.98 1

gb|KG9B.107O05F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107O05, mRNA sequence [EB679658]41.24 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC48608]34.04 1

Unknown 235.81 1



tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC55974]51.64 1

gb|tbt_000462 Normalized Nicotiana tabacum cDNA library Nicotiana tabacum cDNA clone tbt_000462 5', mRNA sequence [CV020487]1111.2 1

Unknown 106.74 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC43306]186.57 1

tc|Rep: Poly(A)-binding protein II-like - Brassica campestris (Field mustard), partial (79%) [TC64290]375.55 1

Unknown 124.34 1

gb|KG9B.105P06F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105P06, mRNA sequence [EB678959]162 1

gb|AGN_RNC008xi01f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG166722]41.3 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC48437]78.42 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC56377]73.31 1

Unknown 521.6 1

Unknown 207.84 1

gb|KR2B.109F05F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.109F05, mRNA sequence [EB445782]560.63 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC48490]187.01 1

tc|Rep: Mitochondrial carrier-like protein - Solanum tuberosum (Potato), partial (8%) [TC64144]254.7 1

gb|KG9B.002J02F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002J02, mRNA sequence [DV158046]191.88 1

gb|AGN_ELP017xg05f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG133315]284.55 1

gb|KF8C.101E14F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101E14, mRNA sequence [EB424704]19630.4 1

gb|BL12.103A12F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.103A12, mRNA sequence [EB436961]387.2 1

Unknown 21.64 1

gb|KG9B.001J08F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001J08, mRNA sequence [DV157686]2024.53 1

gb|KR3B.106I07F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106I07, mRNA sequence [DW003673]129.44 1

gb|N.tabacum mRNA for cyclin A-like protein (clone 30) [X92967] 37.57 1

gb|AM783645 DL, diurnal library Nicotiana tabacum cDNA clone nt005005046, mRNA sequence [AM783645]166.83 1

Unknown 96.11 1

gb|FS406615 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0016_3_G06 5', mRNA sequence [FS406615]1519.42 1

gb|KP1B.102E11F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102E11, mRNA sequence [DV160102]27.22 1

tc|Rep: ATP synthase subunit beta, mitochondrial precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (76%) [TC42864]1020.47 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC68811]188.02 1

gb|TT-07_D01 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642019]203.61 1

gb|KL5B.109B20F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.109B20, mRNA sequence [EB430441]1190.57 1

gb|KL4B.110M21F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110M21, mRNA sequence [DW001320]781.6 1

gb|KL4B.103L01F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103L01, mRNA sequence [DV999672]20.67 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC64094]21.96 1



Unknown 20.77 1

gb|AGN_PNL221df1_h10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194435]473.94 1

gb|Nicotiana tabacum mitochondrial Rieske Fe-S protein mRNA, complete cds [M77225]17794.35 1

Unknown 255.6 1

tc|Rep: 60S ribosomal protein L13a-like protein - Solanum tuberosum (Potato), complete [TC52647]132.48 1

tc|Rep: Bypass2 - Nicotiana benthamiana, complete [TC47299] 26.56 1

Unknown 2984.72 1

gb|KP1B.109E07F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109E07, mRNA sequence [DV161814]108.11 1

Unknown 70 1

gb|KP1B.101K12F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101K12, mRNA sequence [DV159885]83.63 1

Unknown 174.17 1

tc|Rep: GDA2 protein - Pisum sativum (Garden pea), partial (77%) [TC41998] 24.09 1

gb|KR2B.102L10F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.102L10, mRNA sequence [EB444132]231.72 1

Unknown 23.8 1

gb|TT-05_M08 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635677]51.27 1

Unknown 25.8 1

Unknown 29.77 1

Unknown 72.35 1

Unknown 86.04 1

tc|Rep: Vacuolar proton-ATPase subunit-like protein - Lotus japonicus, partial (58%) [TC43938]2166.34 1

gb|KL5B.118O02F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.118O02, mRNA sequence [EB432747]536.87 1

Unknown 21.83 1

Unknown 20.99 1

Unknown 229.24 1

Unknown 954.43 1

gb|CHO_SL008xh22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621149]34.64 1

tc|Rep: Chromosome chr1 scaffold_22, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC49820]33.13 1

tc|Rep: MADS-box protein 15 - Petunia hybrida (Petunia), partial (82%) [TC43610] 398.79 1

tc|Rep: Calreticulin precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (42%) [TC48783]397.17 1

tc|Rep: Chromosome undetermined scaffold_771, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC70794]20.86 1

gb|KN6B.103B02F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103B02, mRNA sequence [EB439273]3153.83 1

gb|KF8B.100H01F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100H01, mRNA sequence [EB427893]4597.93 1

gb|KP1B.108B08F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108B08, mRNA sequence [DV161430]53.4 1

tc|Rep: Small GTP-binding protein domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), complete [TC46102]1461.63 1



gb|TT-49_O20 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645407]4484.25 1

tc|Rep: Hsc70 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (52%) [TC65727]172.91 1

tc|Rep: Glycine rich protein-interacting protein - Nicotiana tabacum (Common tobacco), partial (22%) [TC65661]183.7 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC45460]568.7 1

tc|Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC64278]11635.1 1

tc|Rep: Chromosome undetermined scaffold_142, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC42399]36.48 1

tc|Rep: Chromosome undetermined scaffold_734, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC49244]32.48 1

tc|Rep: ATP synthase subunit gamma, mitochondrial precursor - Ipomoea batatas (Sweet potato) (Batate), partial (94%) [TC40468]973.9 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC58308]144.53 1

Unknown 394.93 1

gb|Nicotiana tabacum NtGPDL mRNA for putative glycerophosphoryl diester phosphodiesterase family protein, complete cds [AB120519]67.61 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC68577]183.51 1

tc|Rep: Genomic DNA, chromosome 5, BAC clone:F6N7 - Arabidopsis thaliana (Mouse-ear cress), partial (54%) [TC50580]173.31 1

Unknown 2742.88 1

Unknown 1001.14 1

gb|XXXP159 Nicotiana tabacum Pollen PCR-based subtractive library Nicotiana tabacum cDNA clone Peg147BS, mRNA sequence [CN949751]151.48 1

Unknown 67.08 1

Unknown 18.74 1

gb|ntsm20 embryogenic microspores Nicotiana tabacum cDNA, mRNA sequence [EB643449]25.87 1

gb|KG9B.106M11F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106M11, mRNA sequence [EB679266]183.76 1

gb|KL4B.102H18F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102H18, mRNA sequence [EB679873]30.29 1

gb|KG9B.005J05F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005J05, mRNA sequence [DV159148]13177 1

gb|KF8B.201M14F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201M14, mRNA sequence [EB428602]45.53 1

gb|KT7C.105J18F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105J18, mRNA sequence [EB450046]26.76 1

tc|Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC75040]102.21 1

gb|KL4B.107B08F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107B08, mRNA sequence [EB680397]969.24 1

Unknown 110.09 1

tc|Rep: 60S ribosomal protein L10 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC60472]171.92 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC43329]162.86 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC62740]131.53 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT12-4-420, cultivar Bright Yellow 2 [AJ717873]47.93 1

gb|KG9B.106B12F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106B12, mRNA sequence [EB679010]1525.8 1

Unknown 805.53 1

Unknown 80.03 1



gb|AGN_RPC004xo04f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147854]40.98 1

gb|KG9B.103K10F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103K10, mRNA sequence [EB678124]512.1 1

gb|KG9B.102E04F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102E04, mRNA sequence [EB677612]85.89 1

Unknown 33.98 1

tc|Rep: Adenosine kinase isoform 2S - Nicotiana tabacum (Common tobacco), complete [TC40343]526.77 1

gb|KF8C.108A06F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108A06, mRNA sequence [EB426755]28.66 1

tc|Rep: At4g08320 - Arabidopsis thaliana (Mouse-ear cress), partial (27%) [TC69689] 42.9 1

Unknown 538.93 1

gb|Nicotiana tabacum centrin (CEN1) mRNA, complete cds [AF072519] 29.17 1

gb|CHO_SL017xn06f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619204]186.55 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC72004]85.11 1

gb|BP534049 MAT005 Nicotiana tabacum cDNA clone BY32003, mRNA sequence [BP534049]42.27 1

tc|Rep: RRM-containing RNA-binding protein-like protein - Solanum tuberosum (Potato), partial (28%) [TC74704]25.52 1

Unknown 27 1

tc|Rep: NTGP3 - Nicotiana tabacum (Common tobacco), complete [TC53712] 81.9 1

gb|AM827537 DL, diurnal library Nicotiana tabacum cDNA clone nt005089091, mRNA sequence [AM827537]105.95 1

gb|AGN_ELP011xe21f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135146]129.54 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC43575]152.39 1

Unknown 31.48 1

Unknown 66.99 1

gb|AM811486 DL, diurnal library Nicotiana tabacum cDNA clone nt005190038, mRNA sequence [AM811486]52.78 1

gb|KR2B.001I12F.050815T7 KR2B Nicotiana tabacum cDNA clone KR2B.001I12, mRNA sequence [EB443206]29.37 1

Unknown 182.94 1

Unknown 43.46 1

gb|AGN_PNL226bf1_c11.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG197647]70.77 1

gb|KG9B.002C07F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002C07, mRNA sequence [DV157889]119.23 1

Unknown 18.06 1

gb|AGN_RPC015xe14f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144478]43.31 1

Unknown 19.1 1

Unknown 434.23 1

gb|KF8C.102H18F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102H18, mRNA sequence [EB425136]2592.84 1

gb|TT-11_B01 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636095]32.69 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC62665]46.96 1

tc|Rep: ATPase - Camellia sinensis (Tea), complete [TC71603] 635.8 1



gb|KP1B.107F20F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107F20, mRNA sequence [DV161189]41.22 1

gb|KL4B.101G14F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101G14, mRNA sequence [DV999223]912.09 1

Unknown 878.54 1

Unknown 24.46 1

gb|KL5B.103D14F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.103D14, mRNA sequence [EB429570]180.18 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC62744]101.67 1

Unknown 549.77 1

gb|AGN_RPC020xo11f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142932]81.15 1

Unknown 493.7 1

gb|EST_FLW001xk08f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615331]19.65 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC69460]27.57 1

gb|TT-12_G09 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634129]20.69 1

tc|Rep: Non-specific lipid-transfer protein - Zinnia elegans (Zinnia), partial (25%) [TC73819]31.96 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC71576]40.59 1

gb|Nicotiana tabacum putative calmodulin binding protein-like mRNA, partial sequence [EF051137]71.62 1

tc|Rep: Heat shock factor binding protein 2 - Zea mays (Maize), partial (72%) [TC53170] 609.97 1

gb|KL4B.106P14F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106P14, mRNA sequence [EB680364]50.07 1

gb|KG9B.001E24F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001E24, mRNA sequence [DV157585]40.31 1

tc|Rep: 40S ribosomal protein S15-like - Solanum tuberosum (Potato), complete [TC56988]88.53 1

gb|AM822222 seedling library, SL Nicotiana tabacum cDNA clone nt002195045, mRNA sequence [AM822222]45.08 1

tc|Rep: Chromosome chr9 scaffold_90, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC74599]267.18 1

gb|KT7C.105A10F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105A10, mRNA sequence [EB449849]28.22 1

Unknown 38.38 1

Unknown 178.82 1

gb|AGN_RNC030xg21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155326]131.05 1

tc|Rep: Extensin-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (32%) [TC61359]8249.71 1

Unknown 513.33 1

tc|Rep: Cinnamyl alcohol dehydrogenase 1 - Nicotiana tabacum (Common tobacco), complete [TC40678]119.48 1

gb|TT-36_M19 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645001]94.48 1

Unknown 20.87 1

gb|KP1B.103O09F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103O09, mRNA sequence [DV160679]22.55 1

gb|AGN_RNC118xk11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG177300]148.51 1

gb|TT-40_H23 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634502]667.11 1

gb|KG9B.004H10F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004H10, mRNA sequence [DV158739]195.89 1



gb|TOBESTR050A01 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625527]1283.16 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC51383]159.46 1

gb|Nicotiana tabacum NtbZIP60 mRNA for basic region leucine zipper protein, complete cds [AB281271]6907.68 1

gb|AGN_RPC025xk21f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141290]17118.75 1

Unknown 157.37 1

gb|KP1B.107G01F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107G01, mRNA sequence [DV161194]129.78 1

gb|KG9B.005A19F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.005A19, mRNA sequence [DV158956]747.39 1

gb|AGN_ELP012xk14f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134922]19.78 1

gb|Nicotiana tabacum putative spindle disassembly related protein CDC48 mRNA, complete cds [DQ515925]56.53 1

gb|N.tabacum npp3 mRNA for protein phosphatase type 1 [Z93770] 29.45 1

Unknown 91.66 1

gb|Nicotiana tabacum peroxisomal acetoacetyl-coenzyme A thiolase (AACT2) mRNA, complete cds [AY748246]97.92 1

gb|AGN_RNC007xg14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167397]173.7 1

Unknown 28.8 1

gb|AGN_RNC015xp08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163331]185.5 1

Unknown 40.9 1

Unknown 1176.26 1

gb|KT7B.103J24F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.103J24, mRNA sequence [EB447962]124.76 1

Unknown 846.33 1

gb|AGN_RNC023xf11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158775]84.64 1

gb|TOBESTR046E09 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625247]65.58 1

tc|Rep: Phosphatidylinositol synthase - Solanum tuberosum (Potato), complete [TC49678]638.98 1

gb|AGN_RNC014xf06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163833]494.7 1

tc|Rep: 60S ribosomal protein L34 - Nicotiana tabacum (Common tobacco), partial (88%) [TC71158]41.37 1

gb|AGN_RPC015xk16f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144509]594.01 1

gb|AGN_RPC003xb12f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG148198]20.1 1

tc|Rep: Chromosome chr14 scaffold_164, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC62192]250.56 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC46318]168.04 1

Unknown 21.26 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC53739]253.48 1

gb|CHO_SL005xj24f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617181]45.45 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC50845]54.29 1

gb|KG9B.102N08F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102N08, mRNA sequence [EB677824]802.62 1

Unknown 330.17 1



gb|KF8C.109L20F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.109L20, mRNA sequence [EB427335]119.03 1

gb|AM833236 DL, diurnal library Nicotiana tabacum cDNA clone nt005124044, mRNA sequence [AM833236]47.96 1

Unknown 148.68 1

gb|KF8B.100E17F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100E17, mRNA sequence [EB427847]2113.54 1

gb|BP130642 MAT001 Nicotiana tabacum cDNA clone BY2632, mRNA sequence [BP130642]85.83 1

Unknown 82.17 1

Unknown 22.49 1

Unknown 258.5 1

tc|Rep: Kinase-associated protein phosphatase 1 - Solanum peruvianum (Peruvian tomato) (Lycopersicon peruvianum), partial (21%) [TC75974]99.12 1

Unknown 144.72 1

Unknown 53.52 1

gb|AGN_RPC018xb10f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143737]57.57 1

tc|Rep: Uncharacterized protein At3g49720 - Arabidopsis thaliana (Mouse-ear cress), partial (91%) [TC54947]850.22 1

tc|Rep: Chromosome chr10 scaffold_50, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC47528]1159.68 1

Unknown 32.67 1

gb|KL4B.111O15F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111O15, mRNA sequence [EB680967]203.21 1

Unknown 24.79 1

Unknown 528.61 1

Unknown 42.04 1

Unknown 184.03 1

Unknown 405.73 1

tc|Rep: At3g12480-like protein - Boechera drummondii (Rock-cress) (Arabis drummondii), partial (8%) [TC69181]370.2 1

Unknown 363.17 1

gb|AM830869 seedling library, SL Nicotiana tabacum cDNA clone nt002031015, mRNA sequence [AM830869]103.92 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (81%) [TC46006] 82.43 1

tc|Rep: L-lysine permease - Bifidobacterium adolescentis (strain ATCC 15703 / DSM 20083), partial (8%) [TC60096]24.26 1

Unknown 517.95 1

Unknown 45.13 1

gb|KL4B.103M12F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103M12, mRNA sequence [DV999704]31.23 1

gb|KG9B.001O11F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001O11, mRNA sequence [DV157807]47.85 1

Unknown 132.5 1

gb|Nicotiana tabacum NtVDAC3 mRNA for voltage-dependent anion channel, complete cds [AB286178]509.98 1

gb|KP1B.108A10F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108A10, mRNA sequence [DV161409]78.03 1

tc|Rep: COV1-like protein - Solanum chacoense (Chaco potato), complete [TC77072] 23.58 1



tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC53139]235.13 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC52789]53.18 1

gb|KT7C.106J14F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106J14, mRNA sequence [EB450391]17.47 1

gb|AM800292 seedling library, SL Nicotiana tabacum cDNA clone nt002002017, mRNA sequence [AM800292]100.88 1

gb|KR3B.104K14F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.104K14, mRNA sequence [DW003043]24.19 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC74955]31.44 1

gb|KL4B.102K12F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102K12, mRNA sequence [EB679935]27.14 1

Unknown 83.43 1

tc|Rep: ChaC-like family protein-like - Solanum tuberosum (Potato), partial (94%) [TC74235]2335.65 1

tc|Rep: Chromosome undetermined scaffold_466, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC50271]248.81 1

gb|KL4B.107E16F.051126T7 KL4B Nicotiana tabacum cDNA clone KL4B.107E16, mRNA sequence [EB680458]1853.17 1

gb|BP133134 MAT001 Nicotiana tabacum cDNA clone BY5366, mRNA sequence [BP133134]62.03 1

Unknown 76.31 1

tc|Rep: Gip1-like protein - Petunia hybrida (Petunia), partial (93%) [TC55977] 21.8 1

gb|AGN_RNC211xg09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155155]52.23 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC51570]17.83 1

Unknown 8738.97 1

gb|AGN_RNC025xm06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157644]33.09 1

tc|Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC52132]115.69 1

gb|KF8C.106A10F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106A10, mRNA sequence [EB426399]31.98 1

Unknown 470.66 1

Unknown 40.69 1

tc|Rep: Zinc finger, ZZ-type; Zinc finger, C2H2-type - Medicago truncatula (Barrel medic), partial (3%) [TC52055]81.6 1

tc|Rep: Unconventional myosin - Helianthus annuus (Common sunflower), partial (25%) [TC49620]23.9 1

Unknown 19.18 1

tc|AAD20127.1 - Arabidopsis thaliana (Mouse-ear cress), partial (24%) [TC67580] 591.34 1

gb|CHO_SL025xh14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621755]44.97 1

Unknown 133.77 1

gb|AGN_PNL210bf1_f1.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG186025]134.5 1

tc|Rep: Chromosome chr10 scaffold_50, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC47528]1084.99 1

gb|CHO_SL007xb02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620787]184.87 1

gb|KT7C.110F08F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110F08, mRNA sequence [EB451357]2223.6 1

gb|AGN_RNC004xe11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG168935]128.01 1

Unknown 121.98 1



Unknown 86.28 1

tc|Rep: Chromosome undetermined scaffold_252, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC75648]124.26 1

Unknown 247.49 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC53892]274.05 1

tc|Rep: SufE-like protein, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (23%) [TC73543]233.94 1

gb|AGN_RNC108xh11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG152355]34.41 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC63800]383.9 1

gb|TT-36_F05 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644966]589.37 1

gb|KL4B.111F18F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111F18, mRNA sequence [EB680783]76.35 1

gb|KP1B.001E04F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001E04, mRNA sequence [DV162480]59.34 1

gb|TT-05_K04 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638693]591.76 1

Unknown 21.57 1

Unknown 20.58 1

tc|Rep: Plastid quinol oxidase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (96%) [TC53526]787.11 1

Unknown 1228.57 1

tc|Rep: lipase-related - Arabidopsis thaliana, partial (26%) [TC64373] 103.36 1

tc|Rep: NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial precursor - Solanum tuberosum (Potato), partial (34%) [TC43043]460.28 1

gb|Nicotiana tabacum DnaJ-like protein mRNA, complete cds [AF191497] 177.76 1

tc|Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC64809]469.46 1

gb|BP131939 MAT001 Nicotiana tabacum cDNA clone BY4053, mRNA sequence [BP131939]49.7 1

tc|Rep: Probable phospholipid hydroperoxide glutathione peroxidase - Nicotiana tabacum (Common tobacco), complete [TC42444]4832.24 1

gb|KN6B.109B22F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.109B22, mRNA sequence [EB441414]199.24 1

gb|Nicotiana tabacum mRNA for ras-related protein RAB8-1, complete cds [AB079020]2732.19 1

tc|Rep: Dihydrolipoyllysine-residue acetyltransferase component 2 of pyruvate dehydrogenase complex, mitochondrial precursor - Arabidopsis thaliana (Mouse-ear cress), partial (73%) [TC45307]4205.63 1

Unknown 191.7 1

gb|KP1B.107E17F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107E17, mRNA sequence [DV161164]174.03 1

Unknown 862.94 1

Unknown 19.69 1

tc|Rep: SGS3-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (17%) [TC61148]24.73 1

gb|CHO_SL028xd22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621440]34.22 1

gb|KG9B.004B19F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004B19, mRNA sequence [DV158613]975.67 1

tc|Rep: Ubiquitin fusion protein - Arachis hypogaea (Peanut), complete [TC53803] 79.07 1

Unknown 145.36 1

gb|D35-AC12 Ethylene Induced Tobacco Leaf cDNA Library Nicotiana tabacum cDNA, mRNA sequence [EG649515]407.1 1



Unknown 28.38 1

tc|Rep: Ubiquitin carrier protein - Vitis vinifera (Grape), complete [TC56781] 745.9 1

Unknown 8223.87 1

gb|TT-29_D08 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641345]548.44 1

gb|26.2D12 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH665799]510.28 1

Unknown 189.38 1

tc|Rep: AT5g66850/MUD21_11 - Arabidopsis thaliana (Mouse-ear cress), partial (17%) [TC57169]3039.62 1

Unknown 110.01 1

gb|KP1B.107H13F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107H13, mRNA sequence [DV161227]177.28 1

gb|KF8C.104H23F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104H23, mRNA sequence [EB425857]4010.1 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC69704]4316.87 1

tc|Rep: Succinyl CoA ligase beta subunit - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (55%) [TC43207]41.62 1

Unknown 46.68 1

gb|AGN_RNC211xj15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155257]65.88 1

tc|Rep: Chromosome chr12 scaffold_78, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC47281]1019.65 1

gb|AGN_ELP025xd18f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139259]140.62 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC58352]190.13 1

gb|Nicotiana tabacum mRNA for histone H3, complete cds [AB015760] 1593.56 1

tc|Rep: Shaggy-like kinase 59 - Nicotiana tabacum (Common tobacco), complete [TC47444]381.81 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTT2-23-370, cultivar Bright Yellow 2 [AJ717944]43.57 1

tc|Rep: Tubby-like F-box protein 7 - Arabidopsis thaliana (Mouse-ear cress), partial (48%) [TC48991]91.42 1

gb|AGN_PNL231af1_b2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG201107]12783.4 1

Unknown 33.08 1

tc|Rep: Chromosome chr10 scaffold_433, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC48031]18272.65 1

gb|AGN_PNL229af1_c1.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199640]27.68 1

Unknown 267.12 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC53465]23.58 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC56571]978.51 1

gb|AGN_ELP015xb20f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134173]41.47 1

Unknown 186.12 1

gb|KP1B.104E07F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104E07, mRNA sequence [DV160810]2723.56 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC52891]144.78 1

Unknown 1572.96 1

gb|BP534904 MAT005 Nicotiana tabacum cDNA clone BY34113, mRNA sequence [BP534904]2195.88 1



Unknown 140.68 1

Unknown 2716.11 1

Unknown 18.98 1

Unknown 24.52 1

gb|AGN_RNC211xc05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155134]2828.75 1

tc|Rep: Chromosome undetermined scaffold_259, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC61238]93.71 1

gb|KL4B.102J02F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102J02, mRNA sequence [EB679902]1188.06 1

gb|FS411833 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0030_4_H02 5', mRNA sequence [FS411833]9407.13 1

Unknown 85.48 1

tc|Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC50714]18.57 1

Unknown 1054.94 1

gb|TT-12_E09 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638986]31.72 1

gb|KL4B.105G15F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105G15, mRNA sequence [DW000294]226.05 1

gb|AGN_RNC020xj24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160502]136.97 1

gb|CHO_SL023xn07f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623173]24.26 1

gb|Nicotiana tabacum mRNA for alpha-tubulin (tubA3 gene) [AJ421413] 10741.4 1

tc|Rep: Mini-chromosome maintenance protein - Medicago sativa (Alfalfa), partial (55%) [TC64450]70.17 1

gb|KP1B.112P14F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.112P14, mRNA sequence [EB682554]543.67 1

tc|Rep: Ribosomal Pr 117 - Triticum aestivum (Wheat), partial (95%) [TC71894] 58 1

tc|Rep: Similarity to kinesin heavy chain - Arabidopsis thaliana (Mouse-ear cress), partial (50%) [TC57696]79.72 1

Unknown 22.69 1

Unknown 24.84 1

Unknown 80.11 1

gb|Nicotiana tabacum mRNA for putative DNAJ protein [AJ299254] 264.7 1

Unknown 512.09 1

gb|Nicotiana tabacum Bax inhibitor 1 (BI-1) mRNA, complete cds [AF390556] 140.05 1

gb|KF8C.104D13F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104D13, mRNA sequence [EB425761]161.47 1

Unknown 28.87 1

gb|KT7C.110O09F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110O09, mRNA sequence [EB451548]29.85 1

Unknown 34.75 1

gb|KG9B.102F13F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102F13, mRNA sequence [EB677644]36.59 1

Unknown 35.19 1

gb|TT-50_A15 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638503]39.05 1

gb|AGN_PNL210cf1_h6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG186234]68.01 1



tc|Rep: Chromosome undetermined scaffold_184, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC48174]4659.34 1

tc|Rep: PII protein - Nicotiana tabacum (Common tobacco), partial (65%) [TC72036] 102.39 1

gb|KG9B.105B07F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105B07, mRNA sequence [EB678636]4513.12 1

Unknown 5508.4 1

gb|KT7C.108O06F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108O06, mRNA sequence [EB450843]78.87 1

Unknown 810.38 1

gb|EST_YP003xb07f1.ab1 EST_YP Nicotiana tabacum cDNA, mRNA sequence [EH616377]119.66 1

gb|Nicotiana tabacum mRNA for shaggy-like kinase 111 [AJ002314] 1300.41 1

gb|TT-04_O04 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640649]68.12 1

gb|KN6B.115D14F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.115D14, mRNA sequence [EB442821]68.71 1

gb|TT-36_F01 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637891]441.31 1

gb|KP1B.102H10F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102H10, mRNA sequence [DV160165]129.8 1

gb|TT-05_M07 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643534]130.36 1

gb|FS433138 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0089_3_H12 5', mRNA sequence [FS433138]179.25 1

gb|AGN_RNC018xm19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161244]608.24 1

tc|Rep: Dihydroneopterin aldolase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (98%) [TC55318]30.37 1

tc|Rep: Os01g0706500 protein - Oryza sativa subsp. japonica (Rice), complete [TC50404] 61.96 1

gb|KP1B.113I05F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.113I05, mRNA sequence [EB682721]106.31 1

gb|TT-24_G19 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644449]380.98 1

Unknown 412.66 1

Unknown 31.6 1

Unknown 29.7 1

Unknown 2703.83 1

gb|AGN_RNC123xg10r1.ab1 AGN_RNC Nicotiana tabacum cDNA 3', mRNA sequence [FG174837]20.36 1

gb|KL4B.102H16F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102H16, mRNA sequence [EB679871]1193.33 1

tc|Rep: Plastidial delta-12 oleate desaturase - Olea europaea (Common olive), partial (93%) [TC59338]28.68 1

tc|Rep: 26S proteasome subunit 11 - Platanus acerifolia (London plane tree), partial (44%) [TC67246]185.46 1

tc|Rep: Chromosome undetermined scaffold_1132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC52848]32.07 1

gb|TT-36_L05 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644993]141.25 1

Unknown 33.56 1

Unknown 529.79 1

gb|KT7C.106O17F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106O17, mRNA sequence [EB450503]84.72 1

gb|KT7C.110A05F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110A05, mRNA sequence [EB451244]313.59 1

Unknown 63.5 1



gb|AGN_RPC022xd24f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142451]18.81 1

gb|KL4B.104D04F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104D04, mRNA sequence [DV999851]32.14 1

Unknown 626.71 1

Unknown 32.89 1

Unknown 18357.15 1

tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC53681]526.14 1

tc|Rep: Calcineurin B-like interacting protein kinase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (28%) [TC53899]189.97 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC57385]155.92 1

gb|CHO_SL013xm13f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622184] 578 1

Unknown 18.86 1

gb|TT-22_G18 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633313]2889.2 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC65635]90.69 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC43537]71.79 1

Unknown 117.02 1

gb|KL5B.111A15F.060117T7 KL5B Nicotiana tabacum cDNA clone KL5B.111A15, mRNA sequence [EB430890]38.53 1

Unknown 103.8 1

tc|Rep: Heat stress transcription factor B-2a - Arabidopsis thaliana (Mouse-ear cress), partial (44%) [TC52643]122.71 1

gb|CHO_SL008xc16f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620962]472.09 1

gb|Nicotiana tabacum ipi2 mRNA for isopentenyl diphosphate isomerase 2, complete cds [AB049816]189.87 1

tc|Rep: Chromosome undetermined scaffold_734, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC55415]47.35 1

gb|KL4B.103F18F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.103F18, mRNA sequence [DV999551]110.03 1

Unknown 130.63 1

tc|Rep: Importin alpha 1 - Capsicum annuum (Bell pepper), partial (35%) [TC54948] 1090.78 1

gb|AM792648 seedling library, SL Nicotiana tabacum cDNA clone nt002178014, mRNA sequence [AM792648]109.51 1

Unknown 29.86 1

Unknown 29.11 1

gb|AGN_ELP022xm08f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG140103]18.85 1

Unknown 55.4 1

tc|Rep: Ethylene-responsive transcription factor 3 - Nicotiana tabacum (Common tobacco), partial (97%) [TC51212]2369.05 1

Unknown 98.51 1

gb|Nicotiana tabacum ankyrin-repeat protein HBP1 mRNA, complete cds [AF352797] 413.09 1

tc|Rep: Chromosome chr6 scaffold_28, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC59397]21.15 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC48094]20.9 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC3-42-285, cultivar Bright Yellow 2 [AJ718638]573.04 1



gb|Nicotiana tabacum NtNRAMP1 mRNA for metal transporter, complete cds [AB505625]23.87 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC57845]65.89 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC40746]21.66 1

gb|KG9B.002C16F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002C16, mRNA sequence [DV157898]168.84 1

tc|Rep: Serine/threonine-protein phosphatase PP2A-5 catalytic subunit - Nicotiana tabacum (Common tobacco), partial (45%) [TC42870]718.48 1

tc|Rep: Casein kinase - Beta vulgaris (Sugar beet), partial (72%) [TC73343] 61.12 1

gb|TT-47_H24 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645271]443.88 1

Unknown 269.96 1

Unknown 801.53 1

Unknown 29.81 1

tc|Rep: ATP synthase subunit O, mitochondrial precursor - Ipomoea batatas (Sweet potato) (Batate), partial (85%) [TC40973]23.61 1

Unknown 38.5 1

gb|KN6B.115E04F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.115E04, mRNA sequence [EB442830]108.39 1

Unknown 235.23 1

gb|KG9B.004L12F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004L12, mRNA sequence [DV158833]214.71 1

gb|KG9B.106J08F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106J08, mRNA sequence [EB679195]104.92 1

gb|KG9B.002M07F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002M07, mRNA sequence [DV158120]411.78 1

Unknown 145.02 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC64061]2714.28 1

Unknown 105.85 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC73517]177.36 1

Unknown 18.36 1

Unknown 26.66 1

tc|Rep: Eukaryotic translation initiation factor 2 beta subunit-like - Solanum tuberosum (Potato), complete [TC48593]650.36 1

gb|Nicotiana tabacum DNA-binding protein 2 (WRKY2) mRNA, complete cds [AF096299] 86.12 1

tc|Rep: Pectin methylesterase precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (74%) [TC46010]1600.05 1

Unknown 260.19 1

Unknown 95.49 1

tc|Rep: Chromosome chr5 scaffold_156, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC51501]9894.16 1

gb|Nicotiana tabacum partial mRNA for cullin 1C (cul1C gene) [AJ344535] 36.47 1

gb|TT-05_M18 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635682]39.3 1

Unknown 572.7 1

Unknown 42.82 1

gb|KG9B.105D01F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105D01, mRNA sequence [EB678675]62.57 1



tc|Rep: Chromosome undetermined scaffold_409, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC72366]49.22 1

gb|AGN_ELP003xl18f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137969]657.53 1

tc|Rep: Chromosome undetermined scaffold_51, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC50960]37.57 1

Unknown 133.35 1

tc|Rep: Aspartic proteinase precursor - Cucurbita pepo (Vegetable marrow) (Summer squash), partial (67%) [TC50531]25.72 1

gb|KG9B.003D18F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003D18, mRNA sequence [DV158286]25.78 1

tc|Rep: NADH:ubiquinone oxidoreductase-like - Solanum tuberosum (Potato), complete [TC40739]633.7 1

gb|TL13.110O19F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.110O19, mRNA sequence [EB435434]300.16 1

Unknown 294.12 1

gb|CHO_SL017xh04f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619176]3232.82 1

gb|Nicotiana tabacum MAPK mRNA for MAP kinase homolog, partial cds [AB195470] 23.04 1

gb|FS407121 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0018_1_C06 5', mRNA sequence [FS407121]2702.87 1

tc|Rep: Os01g0706500 protein - Oryza sativa subsp. japonica (Rice), complete [TC73853] 88.13 1

tc|Rep: Chromosome undetermined scaffold_147, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC55593]333.13 1

gb|KF8C.102G07F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102G07, mRNA sequence [EB425106]142.54 1

gb|KP1B.037D10F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.037D10, mRNA sequence [DV159376]56.08 1

gb|KP1B.001N14F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001N14, mRNA sequence [DV162682]59.56 1

Unknown 76.07 1

gb|KR2B.002L21F.051019T7 KR2B Nicotiana tabacum cDNA clone KR2B.002L21, mRNA sequence [EB443565]45.9 1

Unknown 19.49 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC45807]85.77 1

gb|KL4B.110E24F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110E24, mRNA sequence [DW001157]29.15 1

gb|TT-07_D01 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642019]177.24 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC50641]29.24 1

Unknown 1803.5 1

Unknown 139.6 1

gb|AGN_RPC023xo08f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG142037]24.45 1

Unknown 30.44 1

tc|Rep: Protein kinase MK5 - Mesembryanthemum crystallinum (Common ice plant), partial (84%) [TC51914]274.45 1

tc|Rep: Embryo-specific 3 - Medicago truncatula (Barrel medic), partial (63%) [TC52818] 232.94 1

Unknown 50.78 1

Unknown 46.21 1

Unknown 158.25 1

Unknown 37.97 1



Unknown 168.2 1

Unknown 343.68 1

tc|Rep: 60S ribosomal protein L19 - Capsicum annuum (Bell pepper), partial (32%) [TC66285]168.96 1

Unknown 152.08 1

tc|Rep: 3-isopropylmalate dehydrogenase 2, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (90%) [TC66820]30.62 1

tc|Rep: Chromosome undetermined scaffold_183, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC45049]63.97 1

Unknown 50.73 1

gb|KT7B.107C11F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107C11, mRNA sequence [EB448154]271.1 1

tc|Rep: Shaggy-related protein kinase NtK-1 - Nicotiana tabacum (Common tobacco), partial (43%) [TC43907]881.28 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC65554]581.5 1

Unknown 18310.8 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC61494]224.23 1

Unknown 138.82 1

tc|Rep: Chromosome undetermined scaffold_226, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC63287]125.54 1

Unknown 71.93 1

gb|Nicotiana tabacum centrin (CEN1) mRNA, complete cds [AF072519] 24.86 1

gb|CHO_SL015xk10f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618769]139.59 1

gb|TT-15_A22 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639102]330.38 1

gb|CHO_SL008xa12f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620951]5236.92 1

Unknown 360.11 1

tc|Rep: Small GTP-binding protein domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), complete [TC46102]8156.25 1

gb|Nicotiana tabacum clone PR18 mRNA sequence [AF154642] 63.6 1

gb|KP1B.108G24F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108G24, mRNA sequence [DV161541]2050.48 1

tc|Rep: Peptidyl-prolyl cis-trans isomerase - Solanum tuberosum (Potato), partial (93%) [TC44018]1521.22 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC49472]927.91 1

gb|TT-01_F03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635368]106.27 1

Unknown 84.96 1

Unknown 513.15 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC55393]2691.53 1

tc|Rep: ADP-ribosylation factor 1 - Arabidopsis thaliana (Mouse-ear cress), partial (17%) [TC73990]2287.16 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC54628]79.3 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC48399]210.82 1

Unknown 26.12 1

gb|KP1B.001J17F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001J17, mRNA sequence [DV162599]146.92 1



gb|FS429988 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0080_4_E03 5', mRNA sequence [FS429988]744.05 1

Unknown 20.56 1

gb|KT7C.105C02F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105C02, mRNA sequence [EB449888]134.01 1

gb|AGN_RNC007xi21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167264]21.91 1

gb|BL12.103D11F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.103D11, mRNA sequence [EB437021]4468.21 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC56700]45.93 1

Unknown 22.77 1

tc|Rep: Chromosome chr19 scaffold_126, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC48103]124.43 1

tc|Rep: Chromosome undetermined scaffold_89, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC70731]200.5 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC68167]90.69 1

Unknown 23.31 1

gb|KR2B.102J17F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.102J17, mRNA sequence [EB444101]47.04 1

Unknown 31.41 1

tc|Rep: Chromosome undetermined scaffold_69, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC44200]521.56 1

tc|Rep: Hydrogenase-4 component E - Campylobacter concisus (strain 13826), partial (11%) [TC71244]41.25 1

gb|Nicotiana tabacum DNA-binding protein 2 (WRKY2) mRNA, complete cds [AF096299]100.61 1

gb|KP1B.102G07F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102G07, mRNA sequence [DV160140]119.14 1

tc|Rep: Glyceraldehyde-3-phosphate dehydrogenase - Capsicum annuum (Bell pepper), partial (93%) [TC55019]176.75 1

gb|AGN_PNL221br1_c2.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG194107]28.86 1

gb|KP1B.101K05F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101K05, mRNA sequence [DV159878]80.84 1

gb|BP131465 MAT001 Nicotiana tabacum cDNA clone BY3516, mRNA sequence [BP131465]126.18 1

Unknown 38.94 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC53563]22.41 1

gb|KR2B.115G13F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115G13, mRNA sequence [EB447241]104.83 1

tc|Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC51088]38.14 1

gb|KL4B.104H15F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104H15, mRNA sequence [DV999954]46.6 1

Unknown 433.81 1

Unknown 85.36 1

gb|KN6B.009K14F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009K14, mRNA sequence [EB438068]440.81 1

Unknown 302.36 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC60604]2262.12 1

gb|KL4B.106F14F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106F14, mRNA sequence [EB680173]287.29 1

gb|Nicotiana tabacum multicopy suppressor of IRA1 (MSI1) mRNA, complete cds [EU375459]181.67 1

Unknown 21.87 1



Unknown 625 1

tc|Rep: SLL1 protein - Primula vulgaris, partial (73%) [TC56544] 3082.96 1

gb|TT-20_P09 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636812]98.48 1

Unknown 19.12 1

Unknown 144.75 1

Unknown 136.41 1

Unknown 36.71 1

tc|Rep: 26S proteasome regulatory subunit S2 - Arabidopsis thaliana (Mouse-ear cress), partial (97%) [TC49665]38.98 1

tc|Rep: Maturase K - Bryanthus gmelini (Heath), partial (7%) [TC74232] 72.11 1

tc|Rep: ATP synthetase, delta chain - Leifsonia xyli subsp. xyli, partial (5%) [TC53587] 207.09 1

Unknown 357.36 1

gb|KG9B.103P03F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103P03, mRNA sequence [EB678232]32.47 1

gb|AGN_PNL219af1_g9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG192435]365.19 1

gb|Nicotiana tabacum geranylgeranylated protein NTGP5 mRNA, complete cds [U64926] 59.61 1

gb|CHO_SL001xo03f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH624481]47.01 1

tc|Rep: WD domain protein-like - Arabidopsis thaliana (Mouse-ear cress), partial (61%) [TC50657]717.87 1

tc|Rep: F2401.12 - Arabidopsis thaliana (Mouse-ear cress), partial (24%) [TC53009] 25.63 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC46666]1324.4 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC55456]992.38 1

gb|KR3B.109I13F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109I13, mRNA sequence [DW004715]535.71 1

Unknown 467.11 1

gb|KP1B.101M19F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101M19, mRNA sequence [DV159931]22.77 1

tc|Rep: Protein TOC75, chloroplast precursor - Pisum sativum (Garden pea), partial (86%) [TC62230]24.71 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC69259]21.96 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC47377]60.58 1

tc|Rep: Omega-3 fatty acid desaturase - Nicotiana tabacum (Common tobacco), complete [TC40159]850.74 1

tc|Rep: F1N21.10 - Arabidopsis thaliana (Mouse-ear cress), partial (25%) [TC67342] 50.27 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC62621]92.17 1

gb|AGN_ELP006xp09f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136993]160.82 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC49018]26.14 1

gb|Nicotiana tabacum aspartic protease mRNA, complete cds [DQ648018] 81.93 1

Unknown 180.74 1

Unknown 80.46 1

gb|KN6B.100O05F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100O05, mRNA sequence [EB438474]1151.15 1



gb|TT-29_M09 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639648]26.91 1

Unknown 1439.66 1

gb|AGN_ELP012xl03f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135000]58.93 1

gb|KP1B.001A12F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001A12, mRNA sequence [DV162407]29.15 1

gb|AGN_ELP024xg01f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139357]60.58 1

tc|Rep: Glutamate dehydrogenase A - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), complete [TC45146]154.83 1

gb|AM842139 COL, cold overnight library Nicotiana tabacum cDNA clone nt006046019, mRNA sequence [AM842139]98.23 1

Unknown 102.18 1

Unknown 1193.23 1

tc|Rep: 60S ribosomal protein L21-like protein - Solanum tuberosum (Potato), complete [TC49869]85.63 1

gb|BP535041 MAT005 Nicotiana tabacum cDNA clone BY34252, mRNA sequence [BP535041]26.85 1

tc|Rep: 50S ribosomal protein L29, chloroplast precursor - Zea mays (Maize), partial (60%) [TC51164]56.45 1

gb|KT7B.100G14F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100G14, mRNA sequence [EB447549]115.19 1

gb|KP1B.001D12F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001D12, mRNA sequence [DV162468]22.05 1

gb|KL4B.101D05F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101D05, mRNA sequence [DV999152]514.45 1

gb|AGN_RNC025xe05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157464]1855.41 1

gb|AGN_RNC129xp14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG171924]106.76 1

gb|KL4B.100K21F.050922T7 KL4B Nicotiana tabacum cDNA clone KL4B.100K21, mRNA sequence [DV998978]18.16 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC69269]643.54 1

Unknown 79.95 1

tc|Rep: Signal recognition particle 14 kDa protein - Arabidopsis thaliana (Mouse-ear cress), partial (83%) [TC55448]231.63 1

Unknown 59.79 1

gb|Nicotiana tabacum Fas-associated factor-like protein mRNA, partial cds [AY740530] 554.32 1

gb|FS406426 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0016_1_G05 5', mRNA sequence [FS406426]55.96 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC60172]19822.75 1

gb|KL4B.111B13F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111B13, mRNA sequence [EB680692]23.9 1

Unknown 263.94 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC49962]28.69 1

tc|Rep: UDP-D-apiose/UDP-D-xylose synthase - Nicotiana benthamiana, partial (41%) [TC43906]4337.35 1

gb|KR2B.110D07F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110D07, mRNA sequence [EB446038]62.46 1

tc|Rep: Water stress induced protein - Brassica oleracea (Wild cabbage), partial (91%) [TC57600]4023.57 1

tc|Rep: Chromosome chr14 scaffold_54, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC71862]397.3 1

Unknown 737.12 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC64160]186.83 1



gb|KL4B.102L05F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.102L05, mRNA sequence [EB679951]1301.36 1

gb|KR3B.104E14F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.104E14, mRNA sequence [DW002911]201.99 1

Unknown 22.46 1

tc|Rep: UDP-glucuronate decarboxylase 1 - Nicotiana tabacum (Common tobacco), partial (54%) [TC62739]12634.05 1

Unknown 179.33 1

Unknown 126.61 1

tc|Rep: Chromosome undetermined scaffold_533, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC40264]113.97 1

tc|Rep: RNA export 1 - Nicotiana benthamiana, complete [TC48695] 153.99 1

gb|KF8B.200H02F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200H02, mRNA sequence [EB428177]19301.85 1

gb|KP1B.102N18F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102N18, mRNA sequence [DV160305]123.76 1

tc|Rep: NAD(P)H:quinone oxidoreductase  (NAD(P)H:QR) - Solanum tuberosum (Potato), complete [TC54838]35.27 1

tc|Rep: COG3307: Lipid A core - O-antigen ligase and related enzymes - Yersinia intermedia ATCC 29909, partial (7%) [TC46619]376.36 1

gb|KG9B.001B09F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001B09, mRNA sequence [DV157504]182.42 1

tc|Rep: Chromosome chr13 scaffold_210, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC42447]100.31 1

tc|Rep: Methionine synthase - Nicotiana suaveolens, partial (11%) [TC72168] 13959.95 1

Unknown 141.53 1

gb|TT-32_H01 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634551]206.27 1

gb|KL4B.104P10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104P10, mRNA sequence [DW000135]28.27 1

gb|Nicotiana tabacum squalene synthase mRNA, complete cds [U60057] 9692.98 1

gb|FS433957 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0092_1_B02 5', mRNA sequence [FS433957]61.52 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC56676]5050.04 1

tc|Rep: Os01g0279200 protein - Oryza sativa subsp. japonica (Rice), partial (95%) [TC67751]63.67 1

gb|KL4B.101H16F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101H16, mRNA sequence [DV999247]107.33 1

Unknown 101.95 1

tc|Rep: Chromosome undetermined scaffold_147, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC55593]476.61 1

Unknown 23.1 1

gb|KR3B.110I10F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110I10, mRNA sequence [DW005082]26.43 1

gb|AGN_RNC013xe15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163977]332.81 1

gb|AM828280 seedling library, SL Nicotiana tabacum cDNA clone nt002181074, mRNA sequence [AM828280]31.52 1

gb|KF8C.102D02F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102D02, mRNA sequence [EB425035]144.52 1

Unknown 119.01 1

gb|KG9B.103G12F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103G12, mRNA sequence [EB678030]152.26 1

Unknown 184.63 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC47777]86.8 1



tc|Rep: Succinyl-CoA ligase alpha 1 subunit-like - Solanum tuberosum (Potato), partial (76%) [TC42736]65.82 1

gb|KF8C.101G15F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101G15, mRNA sequence [EB424751]523.48 1

tc|Rep: Glutamyl-tRNA reductase - Nicotiana tabacum (Common tobacco), complete [TC44528]1303.68 1

gb|KG9B.003N07F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003N07, mRNA sequence [DV158510]915.64 1

gb|KR3B.102E17F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.102E17, mRNA sequence [DW002215]507.06 1

gb|CHO_SL024xp10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622738]143.53 1

gb|KL4B.113M01F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.113M01, mRNA sequence [EB681526]146.47 1

gb|AM793740 seedling library, SL Nicotiana tabacum cDNA clone nt002088018, mRNA sequence [AM793740]73.69 1

gb|KG9B.003E07F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003E07, mRNA sequence [DV158298]224.13 1

Unknown 434.32 1

tc|Rep: T23E18.20 - Arabidopsis thaliana (Mouse-ear cress), partial (29%) [TC64017] 186.93 1

gb|KN6B.104I04F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104I04, mRNA sequence [EB439797]183.82 1

gb|TT-20_O04 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636806]1025.33 1

tc|Rep: UDP-apiose/xylose synthase - Solanum tuberosum (Potato), partial (90%) [TC49648]9783.69 1

Unknown 1126.96 1

tc|Rep: Enoyl-CoA hydratase/isomerase - Bordetella bronchiseptica (Alcaligenes bronchisepticus), partial (12%) [TC65223]23.18 1

tc|Rep: ASH1 protein - Cupiennius salei (Wandering spider), partial (7%) [TC72324] 471.29 1

gb|CHO_SL021xn16f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619700]18.64 1

gb|N.tabacum mRNA for phosphoglyceromutase [X70651] 4449.54 1

tc|Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC45372]27.2 1

tc|Rep: Pre-mRNA splicing factor - Solanum tuberosum (Potato), partial (26%) [TC72979]102.34 1

Unknown 20.82 1

Unknown 50.71 1

Unknown 163.75 1

Unknown 1112.55 1

gb|TT-09_A07 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642155]177.34 1

gb|KP1B.101J08F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101J08, mRNA sequence [DV159857]509.04 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC75278]273.61 1

gb|KF8B.201F08F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201F08, mRNA sequence [EB428451]10516.4 1

Unknown 107.02 1

gb|TT-34_N23 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634672] 22 1

Unknown 25.49 1

Unknown 95.19 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC55837]16.88 1



gb|AGN_ELP012xj21f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG134997]354.64 1

tc|Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (19%) [TC60830] 53.92 1

Unknown 130.04 1

tc|Rep: Chromosome chr1 scaffold_136, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC40403]16852.7 1

Unknown 447.36 1

Unknown 1121.65 1

gb|KR2B.104F24F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.104F24, mRNA sequence [EB444615]48.56 1

Unknown 19.26 1

tc|Rep: Glucose-6-phosphate isomerase - Solanum tuberosum (Potato), complete [TC42144]49.13 1

Unknown 46.19 1

gb|Nicotiana tabacum cDNA-AFLP fragment H-N_BC4M23-283 sequence [DQ460155] 52.67 1

gb|TOBESTR024A06 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG623263]188.28 1

gb|TT-20_F08 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633796]34.36 1

Unknown 509.54 1

gb|KR3B.001M18F.050815T7 KR3B Nicotiana tabacum cDNA clone KR3B.001M18, mRNA sequence [DW001669]124.63 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC48562]1549.67 1

Unknown 40.78 1

gb|FS419162 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0050_4_H08 5', mRNA sequence [FS419162]34.86 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC47233]276.58 1

tc|Rep: Protein transport SEC13-like protein - Solanum tuberosum (Potato), partial (58%) [TC55661]1104.04 1

Unknown 86.09 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC53177]24.99 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC40600]40.57 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC61854]386.65 1

Unknown 1575.25 1

gb|AGN_RPC018xc10f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143585]247.3 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC55049]27.88 1

Unknown 880.2 1

Unknown 25.05 1

tc|Rep: Alpha chain of nascent polypeptide associated complex - Nicotiana benthamiana, complete [TC42990]122.07 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (4%) [TC58631]104.07 1

tc|Rep: Chromosome chr10 scaffold_297, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC41191]47.37 1

Unknown 1582.96 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC73482]91.58 1



gb|CHO_SL024xo11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622517]1107.24 1

tc|Rep: D-ribose ABC transporter, substrate-binding protein precursor - Clostridium difficile (strain 630), partial (5%) [TC54421]107.12 1

gb|AGN_RPC014xl21f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144926]63.69 1

gb|KG9B.106N15F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106N15, mRNA sequence [EB679292]215.34 1

Unknown 266.75 1

gb|KP1B.102P22F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102P22, mRNA sequence [DV160352]72.3 1

gb|AGN_RPC004xc15f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147735]18.97 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC52256]554.44 1

tc|Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (7%) [TC68594] 1284.26 1

tc|Rep: Serine/threonine protein phosphatase 5 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (41%) [TC66703]53.93 1

gb|CHO_SL015xj19f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618849]173.07 1

Unknown 691.81 1

gb|N.tabacum npp2 mRNA for protein phosphatase type 1 [Z93769] 5579.87 1

gb|KP1B.111E13F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.111E13, mRNA sequence [EB682025]106.46 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC4-41-220, cultivar Bright Yellow 2 [AJ718707]151.75 1

tc|Rep: ADP ribosylation factor 002 - Daucus carota (Carrot), complete [TC64847] 10606.75 1

Unknown 20.88 1

Unknown 19.1 1

tc|Rep: Lipoxygenase - Nicotiana attenuata, partial (32%) [TC51546] 42 1

gb|AGN_PNL222bf1_a11.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194724]24.81 1

Unknown 26.59 1

tc|Rep: Chromosome chr11 scaffold_118, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC55105]533.52 1

gb|KN6B.103N06F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103N06, mRNA sequence [EB439549]25.6 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC65522]134.67 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC68532]4105.18 1

Unknown 81.6 1

tc|Rep: Avr9/Cf-9 rapidly elicited protein 216 - Nicotiana tabacum (Common tobacco), partial (29%) [TC45089]255.99 1

Unknown 517.65 1

gb|KG9B.102H18F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102H18, mRNA sequence [EB677695]1039.46 1

gb|KL5B.115K01F.060302T7 KL5B Nicotiana tabacum cDNA clone KL5B.115K01, mRNA sequence [EB431943]42.52 1

gb|AGN_RNC007xf09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167536]62.71 1

Unknown 766.86 1

tc|Rep: Chromosome chr9 scaffold_33, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC47203]1583.57 1

gb|AGN_RNC010xj24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG166039]49.12 1



Unknown 33.18 1

Unknown 777.29 1

gb|TT-34_B02 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637726]26.97 1

gb|KL4B.106F12F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106F12, mRNA sequence [EB680171]20.62 1

gb|KG9B.105I17F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105I17, mRNA sequence [EB678808]271.87 1

gb|AGN_RNC116xf14f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG149203]63.68 1

Unknown 19.37 1

Unknown 2599.69 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC46988]159.03 1

gb|KP1B.110I21F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110I21, mRNA sequence [DV162248]105.52 1

gb|TT-06_P10 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635787]31.46 1

Unknown 21.16 1

gb|KR2B.111C20F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.111C20, mRNA sequence [EB446333]29.82 1

Unknown 99.64 1

Unknown 54.86 1

gb|CHO_SL002xh18f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620447]52362.2 1

tc|Rep: Glucose-6-phosphate/phosphate translocator 1, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (43%) [TC42441]158.36 1

gb|TT-04_N01 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641857]139.38 1

tc|Rep: PSP, proline-rich - Medicago truncatula (Barrel medic), partial (21%) [TC65911] 239.04 1

gb|AGN_RPC003xm05f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG148043]16.67 1

gb|KN6B.110I24F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.110I24, mRNA sequence [EB441919]146.96 1

Unknown 21.83 1

gb|TOBESTR050A12 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625538]1068.86 1

gb|KL4B.111M01F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111M01, mRNA sequence [EB680914]134.76 1

tc|Rep: 40S ribosomal protein S23 - Fragaria ananassa (Strawberry), complete [TC56773]100.21 1

Unknown 224.47 1

tc|Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC52407]147.73 1

Unknown 287.8 1

gb|KG9B.004D12F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004D12, mRNA sequence [DV158650]56.12 1

gb|TT-12_P21 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643908]1140.63 1

tc|Rep: Pyruvate kinase - Medicago truncatula (Barrel medic), complete [TC49477] 471.4 1

tc|Rep: Signal recognition particle receptor beta subunit-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (76%) [TC59302]65.28 1

Unknown 23.48 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC52701]88.13 1



tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC46262]129.72 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC54649]16.28 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC76897]906.05 1

gb|KT7C.104C07F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104C07, mRNA sequence [EB449549]776.47 1

Unknown 1309.63 1

gb|AGN_PNL225df1_c5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG197293]734.09 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC59569]829.2 1

tc|NTU82638 Nicotiana tabacum small subunit ribosomal RNA gene, mitochondrial gene for mitochondrial RNA, complete sequence, partial (36%) [TC61870]55187.35 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC72435]34.42 1

gb|KR3B.112B20F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.112B20, mRNA sequence [EB683273]378.86 1

gb|TOBESTR034B01 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG624161]1339.02 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC62780]710.08 1

gb|TT-04_I24 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643471]59.55 1

gb|KR2B.107D18F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.107D18, mRNA sequence [EB445150]107.14 1

Unknown 256.99 1

gb|AM833236 DL, diurnal library Nicotiana tabacum cDNA clone nt005124044, mRNA sequence [AM833236]21.08 1

gb|KT7C.109M22F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109M22, mRNA sequence [EB451171]24.94 1

Unknown 51.47 1

Unknown 469.17 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC48993]122.21 1

tc|Rep: Dehydroquinate synthase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (62%) [TC48563]191.19 1

Unknown 74.4 1

gb|TT-20_H08 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644296]65.3 1

Unknown 230.47 1

gb|AGN_ELP019xm04f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG132790]62.14 1

tc|Rep: Nod factor-like protein - Plantago major (Common plantain), partial (16%) [TC52324]39.87 1

gb|KF8B.200P05F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200P05, mRNA sequence [EB428317]87.43 1

gb|AGN_RNC014xo18f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163611]1544.99 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC55897]244.17 1

gb|Nicotiana tabacum JEI1 mRNA for hypothetical protein, complete cds [AB300776] 632.98 1

tc|Rep: Chromosome undetermined scaffold_125, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC40993]979.16 1

gb|CHO_SL013xh20f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622406]58.69 1

Unknown 96.27 1

Unknown 184.46 1



tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC43527]25.87 1

gb|Nicotiana tabacum vacuole-associated annexin VCaB42 (Anx3) mRNA, complete cds [AF113545]130.07 1

gb|KP1B.107P12F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107P12, mRNA sequence [DV161389]135.05 1

tc|Rep: Predicted protein - Chlamydomonas reinhardtii, partial (12%) [TC75316] 170.78 1

gb|KF8B.200P07F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200P07, mRNA sequence [EB428319]464.87 1

tc|Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC54015]1158.01 1

Unknown 27.3 1

gb|CHO_SL011xg05f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618097]518.95 1

Unknown 23.14 1

gb|CHO_SL022xi08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH619820]172.73 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC66687]27.83 1

gb|KF8B.201A20F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201A20, mRNA sequence [EB428350]80.37 1

gb|Nicotiana tabacum topoisomerase I (TOP I) mRNA, complete cds [AF115482] 1165.77 1

Unknown 18.88 1

tc|Rep: Cyclin-like F-box - Medicago truncatula (Barrel medic), partial (64%) [TC54962] 255.5 1

gb|AGN_RNC017xd12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG162154]1599.73 1

gb|KT7C.104H17F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104H17, mRNA sequence [EB449659]328.81 1

tc|Rep: Chromosome undetermined scaffold_147, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC56056]88.79 1

tc|Rep: Protein kinase-like protein - Vitis aestivalis (Grape), partial (82%) [TC48691] 941.13 1

gb|KL4B.109B14F.051108T7 KL4B Nicotiana tabacum cDNA clone KL4B.109B14, mRNA sequence [DW000845]23.12 1

gb|AGN_PNL214dr1_b6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG189354]33.32 1

Unknown 49.97 1

gb|Nicotiana tabacum A20 mRNA for hypothetical protein, complete cds [AB032535] 27.1 1

Unknown 88.01 1

Unknown 106.38 1

Unknown 145.06 1

tc|Rep: Chromosome chr1 scaffold_136, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC56497]30.01 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC76467]38.15 1

Unknown 23.62 1

Unknown 238.73 1

Unknown 21.17 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC47075]152.47 1

gb|N.tabacum NtK-1 mRNA [X77763] 296.24 1

tc|Rep: Ubiquitin fusion protein - Arachis hypogaea (Peanut), complete [TC54478] 236.05 1



tc|Rep: Chromosome chr4 scaffold_333, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC68081]30.35 1

gb|TT-06_O22 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643588]2679.4 1

Unknown 48.48 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (19%) [TC54349] 66.53 1

gb|BP129575 MAT001 Nicotiana tabacum cDNA clone BY1446, mRNA sequence [BP129575]32.65 1

Unknown 3144.59 1

Unknown 171.96 1

gb|AGN_ELP007xh11f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136640]20.45 1

tc|Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC47505]132.63 1

gb|KF8B.202O12F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202O12, mRNA sequence [EB428986]152.83 1

gb|KT7C.113C13F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.113C13, mRNA sequence [EB451993]81.11 1

gb|N.tabacum mRNA for pyruvate kinase (plastid isozyme) [Z28373] 45.5 1

gb|AGN_RNC015xg11f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG162856]98.16 1

tc|Rep: Chromosome undetermined scaffold_168, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC40553]27.7 1

gb|KN6B.113A23F.060127T7 KN6B Nicotiana tabacum cDNA clone KN6B.113A23, mRNA sequence [EB442083]28.12 1

gb|TT-24_M01 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641157]66.11 1

gb|CHO_SL007xl24f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620847]983.13 1

Unknown 1102.53 1

Unknown 41.24 1

Unknown 80.53 1

gb|AGN_PNL226ar1_d7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG197573]137.64 1

Unknown 18.74 1

gb|KF8C.101J07F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101J07, mRNA sequence [EB424811]49.93 1

Unknown 1765.7 1

tc|Rep: Ubiquitin - Hevea brasiliensis (Para rubber tree), partial (67%) [TC48522] 2501.15 1

gb|KR3B.107H08F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.107H08, mRNA sequence [DW003993]415.56 1

gb|KP1B.101P10F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101P10, mRNA sequence [DV159989]399.02 1

gb|KR2B.101F09F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.101F09, mRNA sequence [EB443735]7701.34 1

gb|KG9B.107G17F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.107G17, mRNA sequence [EB679494]997.02 1

Unknown 8865.1 1

tc|Rep: Carbonic anhydrase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (97%) [TC50348]20.9 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC42168]43.03 1

gb|EST_CSP004xo20f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH613966]35.92 1

tc|Rep: NADPH--cytochrome P450 reductase - Phaseolus aureus (Mung bean) (Vigna radiata), partial (22%) [TC69046]144.29 1



gb|AGN_RPC012xb10f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG145583]21.21 1

Unknown 2722.47 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC64040]31.32 1

tc|Rep: Isopentenyl diphosphate isomerase 2 - Nicotiana tabacum (Common tobacco), complete [TC45742]139.65 1

Unknown 130.72 1

Unknown 64.36 1

Unknown 32.98 1

tc|Rep: UTP--glucose-1-phosphate uridylyltransferase - Solanum tuberosum (Potato), complete [TC41139]57.79 1

Unknown 92.35 1

tc|Rep: Autophagy-related protein 3 - Vitis vinifera (Grape), complete [TC47245] 42.14 1

Unknown 19.04 1

gb|EST_CSP004xe10f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH613915]118.38 1

tc|Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC53168]195.45 1

gb|Nicotiana tabacum clone 7 poly(A)-binding protein (PABP) mRNA, partial cds [AF190657]87.61 1

tc|Rep: Chromosome chr10 scaffold_433, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC54993]468.76 1

Unknown 67.63 1

gb|AGN_RNC012xc16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG164661]31.24 1

Unknown 44.7 1

tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC51196]76.24 1

Unknown 1129.05 1

gb|KR3B.102K16F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.102K16, mRNA sequence [DW002350]90.35 1

gb|AGN_RNC110xf12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG151562]96.7 1

gb|Nicotiana tabacum mRNA for protein kinase NPK5, complete cds [D26602] 546.65 1

gb|KT7C.104P02F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104P02, mRNA sequence [EB449818]106.9 1

tc|Rep: Actin - Phalaenopsis hybrid cultivar, partial (39%) [TC69811] 22878.35 1

Unknown 18.88 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC67645]137.66 1

gb|TT-38_D16 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639980]83.86 1

tc|Rep: RNA-binding protein AKIP1-like - Solanum tuberosum (Potato), partial (29%) [TC44579]185.76 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC47001]59.86 1

Unknown 110.21 1

gb|Nicotiana tabacum partial mRNA for hypothetical protein, clone PBF80non [AJ344537]41.97 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC44516]79.45 1

Unknown 23.64 1



tc|Rep: 40S ribosomal protein S5 - Capsicum annuum (Bell pepper), complete [TC40741] 131.5 1

gb|KL4B.111H15F.060128T7 KL4B Nicotiana tabacum cDNA clone KL4B.111H15, mRNA sequence [EB680821]57.62 1

gb|KG9B.103D21F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103D21, mRNA sequence [EB677971]52.32 1

tc|Rep: Prohibitin - Nicotiana tabacum (Common tobacco), complete [TC52074] 20.97 1

gb|AM789925 COL, cold overnight library Nicotiana tabacum cDNA clone nt006213055, mRNA sequence [AM789925]32 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC68990]84.41 1

Unknown 23.87 1

gb|AGN_ELP024xi02f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139458]18.95 1

gb|CHO_SL023xa21f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623004]7444.3 1

gb|AGN_RNC007xk10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167416]51.45 1

tc|Rep: Predicted protein - Chlamydomonas reinhardtii, partial (3%) [TC56068] 1037.75 1

gb|AGN_RNC022xe16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG159163]20.94 1

gb|TT-47_L19 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638377]44.51 1

gb|KN6B.100K15F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100K15, mRNA sequence [EB438394]124.24 1

gb|KL4B.104H18F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104H18, mRNA sequence [DV999957]342.42 1

tc|Rep: Chromosome undetermined scaffold_11, whole genome shotgun sequence - Paramecium tetraurelia, partial (5%) [TC76659]126.84 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC40479]24.14 1

gb|KG9B.003E17F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003E17, mRNA sequence [DV158308]20.63 1

gb|2A03 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH663694]265.9 1

Unknown 45.25 1

tc|Rep: Chromosome chr7 scaffold_20, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC60847]81.87 1

gb|TOBESTR030H01 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG623870]19.27 1

Unknown 1551.86 1

gb|Nicotiana tabacum heat shock protein 90 (OINtHsp90) mRNA, complete cds [AY519499]257.73 1

gb|TT-36_J10 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634262] 56.45 1

gb|KR3B.101I10F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101I10, mRNA sequence [DW001932]472.76 1

gb|KG9B.103H05F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103H05, mRNA sequence [EB678047]19.9 1

gb|KF8C.103J19F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103J19, mRNA sequence [EB425538]185.7 1

gb|KG9B.002K06F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002K06, mRNA sequence [DV158073]84.51 1

Unknown 373.11 1

Unknown 116.97 1

gb|AGN_RPC009xp03f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG146492]288.11 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC50634]1092.34 1

Unknown 237.86 1



tc|Rep: Proline oxidase/dehydrogenase 2 - Nicotiana tabacum (Common tobacco), partial (40%) [TC44379]264.64 1

gb|Nicotiana tabacum chaperone GrpE type 2 (GrpE2) mRNA, nuclear gene encoding mitochondrial protein, complete cds [AF098636]36.74 1

Unknown 99.72 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC41295]251.3 1

tc|Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC70504]87.78 1

tc|Rep: Small GTP-binding protein - Carica papaya (Papaya), complete [TC59352] 44.4 1

Unknown 49.17 1

gb|AM782816 DL, diurnal library Nicotiana tabacum cDNA clone nt005252007, mRNA sequence [AM782816]51.53 1

gb|KF8C.106H14F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.106H14, mRNA sequence [EB426566]27.77 1

Unknown 631.51 1

Unknown 436.52 1

Unknown 22.07 1

gb|KP1B.102K14F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102K14, mRNA sequence [DV160233]180.04 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC69546]50.06 1

gb|KG9B.105G17F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105G17, mRNA sequence [EB678761]483.17 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC64798]121.57 1

Unknown 37.28 1

Unknown 135.65 1

Unknown 87 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC71430]120.6 1

gb|KF8C.105E21F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105E21, mRNA sequence [EB426141]1563.06 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC40647]77.81 1

gb|KL5B.117N23F.060217T7 KL5B Nicotiana tabacum cDNA clone KL5B.117N23, mRNA sequence [EB432490]272.51 1

gb|EST_CSP008xf21f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH615077]64.65 1

gb|KL4B.100P18F.050922T7 KL4B Nicotiana tabacum cDNA clone KL4B.100P18, mRNA sequence [DV999084]1477.32 1

gb|Nicotiana tabacum NtRSH1 mRNA for RelA-SpoT like protein RSH1, complete cds [AB095098]95.1 1

tc|Rep: Actin-7 - Arabidopsis thaliana (Mouse-ear cress), complete [TC40665] 38.88 1

Unknown 32.83 1

Unknown 1009.25 1

gb|AGN_PNL228cf1_h4.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG199342]197.27 1

tc|Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC43329]112.01 1

tc|Rep: Chromosome chr14 scaffold_54, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC49144]216.12 1

tc|Rep: F-box/Kelch-repeat protein At1g16250 - Arabidopsis thaliana (Mouse-ear cress), partial (29%) [TC71513]30.36 1

gb|KF8C.105P23F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105P23, mRNA sequence [EB426389]683.84 1



gb|AGN_PNL221df1_a10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194353]4083.58 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC72102]102.87 1

Unknown 87.91 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC41948]264.79 1

gb|KN6B.106I24F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.106I24, mRNA sequence [EB440534]43.34 1

tc|Rep: Heat shock protein 90 - Nicotiana tabacum (Common tobacco), partial (16%) [TC68849]690.03 1

gb|Nicotiana tabacum mRNA for proliferating cell nuclear antigen [AJ012662] 35.43 1

Unknown 111.92 1

tc|Rep: Beta 1,3-glycosyltransferase-like protein I - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (12%) [TC71188]66.43 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC53392]531.93 1

tc|Rep: Tetratricoredoxin - Nicotiana tabacum (Common tobacco), complete [TC65246] 30.99 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC46501]116.1 1

gb|N.tabacum mRNA for heat shock protein 82 [X63195] 732.74 1

gb|KL4B.106C04F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106C04, mRNA sequence [EB680102]41.84 1

Unknown 21.68 1

gb|KG9B.002K18F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002K18, mRNA sequence [DV158084]32.67 1

tc|Rep: AT4g37280/C7A10_80 - Arabidopsis thaliana (Mouse-ear cress), partial (84%) [TC72288]108.26 1

gb|AGN_RPC014xh01f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG144896]946.95 1

gb|BP532651 MAT005 Nicotiana tabacum cDNA clone BY28076, mRNA sequence [BP532651]26.84 1

tc|Rep: Alkaline alpha-galactosidase seed imbibition protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (58%) [TC51850]1292.07 1

Unknown 351.76 1

Unknown 369.25 1

tc|Rep: NADH dehydrogenase - Solanum tuberosum (Potato), partial (58%) [TC61696] 134.79 1

gb|KP1B.110A01F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110A01, mRNA sequence [DV162062]16.88 1

tc|Rep: At4g27040 - Arabidopsis thaliana (Mouse-ear cress), complete [TC56578] 100.98 1

gb|KN6B.104G12F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.104G12, mRNA sequence [EB439760]184.84 1

tc|Rep: Glycolate oxidase - Mesembryanthemum crystallinum (Common ice plant), complete [TC40263]53.18 1

gb|TT-05_L10 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635672]97.12 1

gb|KR3B.114K17F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.114K17, mRNA sequence [EB684169]18.35 1

Unknown 3802.08 1

Unknown 387.24 1

gb|KT7C.102L13F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102L13, mRNA sequence [EB449400]27.91 1

tc|Rep: COP1 homolog - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (22%) [TC55818]40.94 1

tc|Rep: Alpha-soluble NSF attachment protein - Solanum tuberosum (Potato), partial (97%) [TC53925]1683.31 1



Unknown 29.07 1

gb|N.tabacum mRNA for citrate synthase [X84226] 7860.2 1

gb|KP1B.102O09F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102O09, mRNA sequence [DV160318]470.02 1

Unknown 28.81 1

gb|KG9B.106L14F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106L14, mRNA sequence [EB679246]47.65 1

gb|Nicotiana tabacum adenosine kinase isoform 2S mRNA, complete cds [AY695053] 8804.38 1

gb|TT-29_I03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637388]190.01 1

gb|CHO_SL006xm14f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH617354]609.15 1

Unknown 1254.77 1

tc|Rep: Cytochrome P450 - Nicotiana tabacum (Common tobacco), complete [TC45426] 26.57 1

gb|16E01 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH664946]582.46 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC52659]51.82 1

gb|KF8C.103L11F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103L11, mRNA sequence [EB425577]27.72 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC55262]26.67 1

Unknown 267.74 1

gb|TT-01_C06 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643338]55.53 1

tc|Rep: Phosphate translocator precursor - Nicotiana tabacum (Common tobacco), partial (48%) [TC41935]38.94 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC56660]3652.05 1

tc|Rep: Protein translation factor SUI1 homolog - Sporobolus stapfianus (Ressurection grass), partial (98%) [TC48335]3014.66 1

gb|TT-38_F10 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG634396]24.41 1

gb|AGN_ELP008xj24f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136427]21.83 1

Unknown 452.24 1

gb|CHO_SL008xp13f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621105]512.33 1

gb|KR3B.106J18F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106J18, mRNA sequence [DW003703]159.09 1

tc|Rep: Chromosome chr7 scaffold_192, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC65132]116.43 1

tc|Rep: NAD-malate dehydrogenase precursor - Nicotiana tabacum (Common tobacco), partial (36%) [TC57363]5771.32 1

tc|Rep: Chromosome chr2 scaffold_187, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC45076]28.34 1

gb|TOBESTR055B09 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG625993]24.34 1

gb|KL4B.104O03F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104O03, mRNA sequence [DW000106]31.71 1

gb|TT-18_N11 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633724]60.37 1

tc|Rep: EIN3-binding F-box protein 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (49%) [TC49887]965.41 1

gb|FS411114 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0029_1_A10 5', mRNA sequence [FS411114]24.13 1

tc|Rep: Secretory carrier-associated membrane protein 3 - Arabidopsis thaliana (Mouse-ear cress), partial (93%) [TC55675]374.55 1

Unknown 135.28 1



gb|Nicotiana tabacum GDP dissociation inhibitor (GDI) mRNA, complete cds [AF012823]5334.27 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC41861]409.8 1

tc|Rep: At1g19680 - Arabidopsis thaliana (Mouse-ear cress), partial (17%) [TC60167] 959.09 1

Unknown 1118.33 1

Unknown 3383.81 1

gb|AGN_RNC010xh16f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG166026]18.3 1

Unknown 626.43 1

gb|TT-09_E17 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643712]100.09 1

gb|KG9B.002N07F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002N07, mRNA sequence [DV158142]3785.57 1

Unknown 40.11 1

tc|Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC69917]32.64 1

gb|AGN_RNC023xk20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158665]18.95 1

tc|Rep: SM10 - Nicotiana tabacum (Common tobacco), complete [TC40181] 78.31 1

gb|AGN_PNL210ar1_b6.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 3', mRNA sequence [FG185895]23.56 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC61509]104.47 1

gb|TT-23_E13 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639451]1134.02 1

gb|KT7B.107O10F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.107O10, mRNA sequence [EB448422]60.25 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC68299]1489.5 1

gb|KF8C.101C08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101C08, mRNA sequence [EB424654]399.51 1

tc|Rep: Mitochondrial prohibitin 1 - Petunia hybrida (Petunia), complete [TC47520] 20.95 1

gb|TT-10_E12 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643750]35.39 1

Unknown 783.97 1

Unknown 60.85 1

gb|KN6B.107P11F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.107P11, mRNA sequence [EB441014]24.96 1

tc|Rep: Transcription factor MYB48 - Arabidopsis thaliana (Mouse-ear cress), partial (36%) [TC52737]26.04 1

Unknown 51.52 1

tc|Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC65113]433.47 1

gb|TT-06_J15 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635755]189.7 1

gb|N.tabacum mRNA for citrate synthase [X84226] 1210.75 1

gb|TL13.109H18F.060320T7 TL13 Nicotiana tabacum cDNA clone TL13.109H18, mRNA sequence [EB435122]7224.52 1

gb|KF8C.104B19F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104B19, mRNA sequence [EB425719]29.37 1

gb|TT-14_P19 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644018]497.8 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC55494]50.87 1

tc|Rep: Ribulose-5-phosphate-3-epimerase - Pisum sativum (Garden pea), partial (91%) [TC67092]26.53 1



gb|TT-50_B23 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638507]57.2 1

gb|AM839082 seedling library, SL Nicotiana tabacum cDNA clone nt002152044, mRNA sequence [AM839082]89.77 1

Unknown 1130.66 1

gb|Nicotiana tabacum osmotic stress-activated protein kinase (OSAK) mRNA, complete cds [AY081175]27.69 1

tc|Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC46456]18.48 1

tc|Rep: Brassinosteroid insensitive 1 - Nicotiana tabacum (Common tobacco), partial (16%) [TC43635]44.25 1

gb|TT-05_D07 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633903]240.78 1

tc|Rep: RanBP2-type zinc finger protein At1g67325 - Arabidopsis thaliana (Mouse-ear cress), partial (68%) [TC48465]261.37 1

tc|Rep: Eukaryotic translation initiation factor 5A-4 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC49603]2403.76 1

Unknown 401.03 1

gb|TT-36_M06 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639919]33.69 1

gb|EST_FLW002xd23f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH615646]110.03 1

gb|AM824464 DL, diurnal library Nicotiana tabacum cDNA clone nt005080040, mRNA sequence [AM824464]91.51 1

gb|AGN_ELP011xe21f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG135146]107.57 1

gb|AGN_PNL220af1_b11.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG193095]19.68 1

gb|AGN_RNC211xf09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155231]466.3 1

tc|Rep: Vacuolar proton pump subunit F - Corchorus olitorius, complete [TC69780] 1436.56 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC61714]25.92 1

Unknown 32.25 1

Unknown 31.65 1

Unknown 130.55 1

tc|Rep: AT3g47831/T23J7 - Arabidopsis thaliana (Mouse-ear cress), partial (89%) [TC63121]72.87 1

gb|KL4B.113C19F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.113C19, mRNA sequence [EB681339]516.57 1

Unknown 19.36 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC40285]7505.29 1

tc|Rep: Ribosomal protein S27 - Vitis vinifera (Grape), complete [TC58062] 34.16 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC70301]3463.14 1

Unknown 1109.51 1

gb|KT7C.108N18F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108N18, mRNA sequence [EB450831]34.07 1

tc|Rep: SKP1 - Nicotiana tabacum (Common tobacco), complete [TC48833] 5242.52 1

Unknown 1055.58 1

Unknown 75.3 1

gb|AGN_RNC018xk12f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG161371]43.48 1

Unknown 4417.18 1



Unknown 243.71 1

gb|AGN_ELP005xk12f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137204]23.58 1

Unknown 58.44 1

gb|TOBESTR089A07 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG628825]20.97 1

gb|TT-18_N12 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636664]519.68 1

gb|AM789543 seedling library, SL Nicotiana tabacum cDNA clone nt002101067, mRNA sequence [AM789543]18.07 1

tc|Rep: Metallothionein-like protein type 2 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), complete [TC56830]1526.79 1

tc|Rep: H+-transporting two-sector ATPase, C (AC39) subunit - Medicago truncatula (Barrel medic), partial (42%) [TC59107]4573.07 1

gb|N.tabacum eIF-4A8 mRNA [X79004] 516.29 1

tc|Rep: Pm27 protein - Prunus mume (Japanese flowering apricot), partial (57%) [TC54735]1251.21 1

Unknown 25.78 1

tc|Rep: Molecular chaperone Hsp90-2 - Nicotiana benthamiana, partial (28%) [TC42473]2663.5 1

gb|KT7B.100E11F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100E11, mRNA sequence [EB447510]1043.92 1

gb|KF8C.102F08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102F08, mRNA sequence [EB425084]445.6 1

gb|BL12.103K16F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.103K16, mRNA sequence [EB437163]372.62 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC65280]87.17 1

tc|Rep: Peptidyl-prolyl cis-trans isomerase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), complete [TC53578]539.38 1

tc|Rep: Malate dehydrogenase, glyoxysomal precursor - Citrullus lanatus (Watermelon) (Citrullus vulgaris), partial (48%) [TC53375]314.47 1

tc|Rep: STYLOSA protein - Antirrhinum majus (Garden snapdragon), partial (29%) [TC51210]42.42 1

Unknown 111.78 1

tc|Rep: RRM-containing RNA-binding protein-like protein - Solanum tuberosum (Potato), partial (83%) [TC53182]68.08 1

tc|Rep: Chromosome chr10 scaffold_433, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC54084]28.28 1

Unknown 85.03 1

gb|1H08 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH663687]81.66 1

Unknown 798.61 1

Unknown 2802.64 1

Unknown 957.35 1

gb|KL4B.113L02F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.113L02, mRNA sequence [EB681505]25.71 1

gb|KF8C.102B08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102B08, mRNA sequence [EB424994]26.61 1

gb|KR2B.112E09F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.112E09, mRNA sequence [EB446634]32.19 1

tc|Rep: Chromosome undetermined scaffold_52, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC62367]23.84 1

gb|AM834148 seedling library, SL Nicotiana tabacum cDNA clone nt002270045, mRNA sequence [AM834148]41.93 1

Unknown 220.03 1

gb|AGN_ELP002xf10f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG138225]27.18 1



Unknown 273.06 1

tc|Rep: Chromosome chr4 scaffold_443, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC49572]389.75 1

Unknown 141.6 1

Unknown 121.43 1

gb|TT-07_H09 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633961]61.11 1

gb|CHO_SL025xf17f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621667]389.63 1

gb|KG9B.104E17F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104E17, mRNA sequence [EB678357]53.52 1

Unknown 29.71 1

tc|Rep: OJ000223_09.9 protein - Oryza sativa subsp. japonica (Rice), partial (93%) [TC54671]114.55 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC76281]940.78 1

gb|KF8C.103M05F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103M05, mRNA sequence [EB425595]517.04 1

Unknown 77.3 1

Unknown 83.62 1

Unknown 85.89 1

Unknown 18.09 1

gb|Nicotiana tabacum DNA-directed RNA polymerase IIb (NT193) mRNA, complete cds [AF153278]19.09 1

gb|KT7C.104N15F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104N15, mRNA sequence [EB449788]32.1 1

gb|CHO_SL012xd21f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618501]24.41 1

gb|TT-19_O16 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642544]108.54 1

gb|KP1B.112G11F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.112G11, mRNA sequence [EB682378]40.37 1

Unknown 196.99 1

Unknown 20.29 1

gb|KP1B.108I18F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108I18, mRNA sequence [DV161576]44.51 1

gb|AGN_ELP008xp13f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG136377]29.31 1

Unknown 22.14 1

gb|KG9B.104O15F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104O15, mRNA sequence [EB678572]1080.45 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC45807]63.21 1

gb|BL12.103H14F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.103H14, mRNA sequence [EB437101]25.88 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC46287]28.75 1

gb|CHO_SL023xf22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623214]591.22 1

tc|Rep: Syntaxin-52 - Arabidopsis thaliana (Mouse-ear cress), complete [TC40892] 112.1 1

tc|Rep: RAN GTPase-activating protein 2 - Nicotiana benthamiana, complete [TC49218] 80.29 1

gb|KG9B.004M17F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004M17, mRNA sequence [DV158861]132.34 1

gb|Nicotiana tabacum elongation factor 1-alpha mRNA, complete cds [AF120093] 1521.12 1



Unknown 210.48 1

tc|Rep: Serine hydroxymethyltransferase, mitochondrial precursor - Solanum tuberosum (Potato), partial (28%) [TC56537]3167.09 1

Unknown 40.7 1

Unknown 151.73 1

tc|Rep: Chromosome undetermined scaffold_143, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC59449]72.32 1

tc|Rep: Heat shock protein HslU - Chlorobium phaeobacteroides BS1, partial (4%) [TC71368]60.46 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC66650]663.18 1

gb|KP1B.108I18F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108I18, mRNA sequence [DV161576]48.23 1

tc|Rep: Transmembrane protein C1orf215 - Homo sapiens (Human), partial (5%) [TC54320]52.41 1

Unknown 30.47 1

gb|Nicotiana tabacum cDNA-AFLP-fragment BSTC1-32-250, cultivar Bright Yellow 2 [AJ718475]25.91 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC52929]42.98 1

gb|AGN_ELP024xn09f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139568]67.15 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC56572]981.44 1

tc|Rep: Histone H2B - Nicotiana tabacum (Common tobacco), complete [TC55592] 32.59 1

gb|KP1B.107H16F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107H16, mRNA sequence [DV161230]856.42 1

tc|Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC45885]2854.23 1

Unknown 44.2 1

tc|Rep: DELLA protein GAI1 - Vitis vinifera (Grape), partial (78%) [TC48661] 94.1 1

gb|FS413389 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0035_1_E07 5', mRNA sequence [FS413389]128.67 1

gb|TT-18_I12 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636650]33.04 1

Unknown 474.22 1

gb|KG9B.104C04F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104C04, mRNA sequence [EB678300]966.2 1

tc|Rep: SAT5 - Pisum sativum (Garden pea), partial (70%) [TC41109] 191.95 1

Unknown 1190.74 1

tc|Rep: Chromosome chr10 scaffold_76, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC45614]10743.35 1

Unknown 260.11 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC58522]560.41 1

gb|KR3B.110J03F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.110J03, mRNA sequence [DW005098]21.1 1

tc|Rep: Chromosome chr2 scaffold_112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC72478]17.87 1

gb|KN6B.105F14F.060104T7 KN6B Nicotiana tabacum cDNA clone KN6B.105F14, mRNA sequence [EB440103]80.19 1

tc|Rep: SEU1 protein - Antirrhinum majus (Garden snapdragon), partial (13%) [TC62978]277.16 1

Unknown 24.39 1

gb|CHO_SL013xk10f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622255]377.25 1



Unknown 2296.51 1

tc|Rep: Chromosome undetermined scaffold_114, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC60831]32.18 1

Unknown 621.65 1

gb|KR3B.107I24F.051110T7 KR3B Nicotiana tabacum cDNA clone KR3B.107I24, mRNA sequence [DW004030]133.84 1

tc|Rep: Chromosome chr9 scaffold_49, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC42598]101.05 1

tc|Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC62008]80.57 1

gb|KF8B.100B17F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100B17, mRNA sequence [EB427794]39955.75 1

gb|KL5B.106A09F.060215T7 KL5B Nicotiana tabacum cDNA clone KL5B.106A09, mRNA sequence [EB430190]28.87 1

Unknown 89.42 1

gb|AGN_PNL210df1_b3.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG186345]1179.71 1

Unknown 25.82 1

Unknown 26.21 1

Unknown 1654.23 1

Unknown 66.65 1

gb|AGN_ELP017xe10f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG133389]21.93 1

tc|Rep: Proteasome subunit alpha type - Solanum tuberosum (Potato), complete [TC65552]31.54 1

gb|KT7C.102N18F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102N18, mRNA sequence [EB449449]6532.99 1

gb|KG9B.002J07F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002J07, mRNA sequence [DV158051]182.33 1

tc|Rep: Phosphoglycerate kinase, chloroplast precursor - Nicotiana tabacum (Common tobacco), partial (46%) [TC43453]217.59 1

gb|KG9B.103I06F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103I06, mRNA sequence [EB678072]518.74 1

tc|Rep: Chromosome chr18 scaffold_59, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC57333]57.85 1

Unknown 25.31 1

gb|KR2B.111K11F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.111K11, mRNA sequence [EB446465]27.71 1

tc|Rep: Chromosome undetermined scaffold_1573, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC52199]644.67 1

tc|Rep: Os05g0119300 protein - Oryza sativa subsp. japonica (Rice), partial (41%) [TC74260]101.05 1

Unknown 3004.18 1

gb|KP1B.001I20F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001I20, mRNA sequence [DV162581]22.88 1

Unknown 931.65 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC48755]48.88 1

gb|KP1B.001J23F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001J23, mRNA sequence [DV162605]641.58 1

gb|KF8B.100P17F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100P17, mRNA sequence [EB428048]511.35 1

tc|Rep: Chromosome chr14 scaffold_211, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC69812]182.43 1

tc|Rep: Protein arginine N-methyltransferase 5 - Oryza sativa subsp. indica (Rice), partial (21%) [TC47323]23.66 1

tc|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (48%) [TC44506]43.1 1



Unknown 421.51 1

tc|Rep: S-adenosylmethionine decarboxylase - Prunus persica (Peach), partial (45%) [TC40927]7605.18 1

Unknown 78.62 1

gb|AGN_RNC117xl06f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG178196]98.72 1

Unknown 520.11 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC61888]1575.75 1

tc|Rep: Methylenetetrahydrofolate reductase - Vitis vinifera (Grape), partial (61%) [TC48701]206.72 1

tc|Rep: Phosphatidylinositol transfer-like protein III - Lotus japonicus, partial (59%) [TC62342]182.59 1

Unknown 2213.34 1

gb|KR2B.115M23F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.115M23, mRNA sequence [EB447363]59.93 1

Unknown 19.86 1

gb|KF8C.103O13F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103O13, mRNA sequence [EB425650]9146.88 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC73517]62.31 1

gb|KF8C.105N02F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.105N02, mRNA sequence [EB426325]47.7 1

gb|Nicotiana tabacum salicylic acid-activated MAP kinase (NtSIPK) mRNA, complete cds [U94192]1609.6 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC40712]299.94 1

Unknown 41.45 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC57093]249.91 1

tc|Rep: 14-3-3 i-2 protein - Nicotiana tabacum (Common tobacco), partial (39%) [TC61841]88.84 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC41439]9671.26 1

gb|KL4B.101G15F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101G15, mRNA sequence [DV999224]99.47 1

Unknown 29.55 1

gb|KT7C.104J03F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104J03, mRNA sequence [EB449689]124.24 1

gb|KP1B.101J07F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101J07, mRNA sequence [DV159856]547.69 1

Unknown 28.38 1

tc|Rep: F-box protein At1g47340 - Arabidopsis thaliana (Mouse-ear cress), partial (8%) [TC59316]46.62 1

Unknown 138.53 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC46563]564.28 1

Unknown 253.43 1

tc|Rep: PII-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (73%) [TC57709]26.98 1

tc|Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC67233]106.7 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC73594]92.31 1

Unknown 37.41 1

Unknown 85.99 1



tc|Rep: Plastidic ATP/ADP-transporter - Solanum tuberosum (Potato), partial (56%) [TC56514]26.29 1

Unknown 152.41 1

tc|Rep: Protein 108 precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (84%) [TC53543]19.29 1

gb|KR3B.106G17F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106G17, mRNA sequence [DW003641]297.36 1

gb|KP1B.101B02F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101B02, mRNA sequence [DV159666]250.26 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC44323]197.18 1

Unknown 127.76 1

tc|Rep: ATP synthase subunit beta - Nicotiana sylvestris (Wood tobacco), partial (26%) [TC50381]193.54 1

gb|Nicotiana tabacum callus-expressing factor (CEF1) mRNA, complete cds [AY286010] 21.7 1

tc|Rep: Chromosome undetermined scaffold_53, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC54389]179.35 1

tc|Rep: Ribosomal protein L41 - Candida maltosa (Yeast), complete [TC51829] 34.05 1

Unknown 52.9 1

tc|Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC48755]136.72 1

Unknown 43.34 1

tc|Rep: NADH-ubiquinone oxidoreductase subunit-like - Solanum tuberosum (Potato), complete [TC47336]1388.75 1

gb|CHO_SL005xe09f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616930]24.26 1

Unknown 134.25 1

gb|AGN_RNC001xf09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG170823]544.4 1

tc|Rep: DNA damage-binding protein 1 - Solanum cheesmanii (Galapagos island tomato) (Lycopersiconcheesmanii), partial (16%) [TC66866]65.83 1

Unknown 2467.72 1

gb|TT-11_E13 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642287]127.42 1

Unknown 284 1

gb|CHO_SL008xj22f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621158]1264.82 1

Unknown 1192.73 1

tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC73013]516.67 1

gb|FS412805 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0033_3_B12 5', mRNA sequence [FS412805]172.93 1

tc|Rep: Chorismate synthase 1, chloroplast precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (5%) [TC74137]291.04 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC40375]48.87 1

tc|Rep: 40S ribosomal protein S16 - Euphorbia esula (Leafy spurge), partial (97%) [TC54517]24.93 1

gb|TOBESTR026D08 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG623478]687.54 1

tc|Rep: Histone deacetylase HDT1 - Solanum chacoense (Chaco potato), partial (85%) [TC45811]161.81 1

Unknown 25.72 1

Unknown 20.83 1

tc|Rep: Protein kinase Ck2 regulatory subunit 2 - Nicotiana tabacum (Common tobacco), partial (94%) [TC54429]171.55 1



Unknown 20.39 1

Unknown 82.47 1

gb|AM839972 seedling library, SL Nicotiana tabacum cDNA clone nt002240050, mRNA sequence [AM839972]50.13 1

tc|Rep: Probable pectate lyase P59 precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (39%) [TC59342]53747 1

gb|AGN_RNC025xl24f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG157904]249.63 1

tc|Rep: Chromosome undetermined scaffold_141, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC72344]62.89 1

gb|AGN_ELP019xb18f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG132900]169 1

Unknown 2144.69 1

Unknown 52.16 1

gb|KL4B.105B13F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105B13, mRNA sequence [DW000183]72.85 1

tc|Rep: Cytochrome c oxidase family protein-like - Solanum tuberosum (Potato), complete [TC46289]183.81 1

tc|Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC59377]114.03 1

tc|Rep: K+-dependent Na+/Ca+ exchanger related-protein - Desulfovibrio desulfuricans (strain G20), partial (5%) [TC55419]28.56 1

gb|KP1B.110K12F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110K12, mRNA sequence [DV162283]38.37 1

gb|KL5B.104O21F.060207T7 KL5B Nicotiana tabacum cDNA clone KL5B.104O21, mRNA sequence [EB429936]61.44 1

gb|KL5B.001F15F.050901T7 KL5B Nicotiana tabacum cDNA clone KL5B.001F15, mRNA sequence [EB429106]2682.6 1

tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC46599]501.84 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC53236]61.58 1

Unknown 2406.12 1

gb|KF8C.102A13F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102A13, mRNA sequence [EB424976]74.83 1

Unknown 50.39 1

gb|Nicotiana tabacum NKT1 mRNA for potassium channel NKT1, complete cds [AB196790]75.61 1

gb|KG9B.101P02F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.101P02, mRNA sequence [EB677495]968.25 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC71650]82.44 1

gb|KP1B.001L22F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.001L22, mRNA sequence [DV162646]502.08 1

Unknown 27.29 1

tc|Rep: Chromosome chr1 scaffold_180, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC53583]158.45 1

tc|Rep: Ubiquitin-conjugating enzyme family protein-like protein - Solanum tuberosum (Potato), complete [TC59298]24.63 1

Unknown 160.22 1

tc|Rep: Cytochrome c assembly protein - Nocardioides sp. (strain BAA-499 / JS614), partial (6%) [TC59994]24.8 1

gb|KG9B.102N02F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102N02, mRNA sequence [EB677818]795.76 1

Unknown 43.91 1

Unknown 832.03 1

gb|KG9B.103M10F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103M10, mRNA sequence [EB678171]3356.56 1



tc|Rep: Chromosome chr18 scaffold_24, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC59651]31.78 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC49091]57.26 1

Unknown 205.04 1

Unknown 32.37 1

Unknown 624.96 1

gb|KG9B.105O08F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105O08, mRNA sequence [EB678937]234.01 1

gb|KR2B.113A02F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.113A02, mRNA sequence [EB446851]5342.67 1

gb|Nicotiana tabacum TPK1 mRNA, complete cds [EU161633] 256.6 1

tc|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (44%) [TC47309]509.72 1

gb|KR3B.109L19F.051111T7 KR3B Nicotiana tabacum cDNA clone KR3B.109L19, mRNA sequence [DW004791]43.89 1

tc|Rep: Ubiquitin carrier protein - Solanum tuberosum (Potato), partial (98%) [TC44543]1296.24 1

tc|Rep: T25K16.8 - Arabidopsis thaliana (Mouse-ear cress), partial (22%) [TC46417] 479.29 1

Unknown 26.5 1

tc|Rep: Mitochondrial phosphate transporter - Zea mays (Maize), partial (64%) [TC47289]802.93 1

tc|Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC55622]139.46 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC45119]86.66 1

tc|Rep: Chromosome chr16 scaffold_189, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC49188]107.47 1

Unknown 7921.24 1

gb|CHO_SL028xj15f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621391]90.03 1

Unknown 32.07 1

gb|KR2B.109H17F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.109H17, mRNA sequence [EB445825]854.37 1

gb|AM788334 DL, diurnal library Nicotiana tabacum cDNA clone nt005251061, mRNA sequence [AM788334]60.27 1

tc|Rep: Mitochondrial processing peptidase - Solanum tuberosum (Potato), partial (31%) [TC40785]169.4 1

tc|Rep: Cyc07 - Nicotiana tabacum (Common tobacco), partial (72%) [TC72415] 171.19 1

gb|KG9B.105B11F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105B11, mRNA sequence [EB678639]72.31 1

gb|KF8C.103N20F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103N20, mRNA sequence [EB425633]30.65 1

gb|CHO_SL007xc07f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH620495]424.35 1

tc|Rep: Aspartate aminotransferase - Vitis vinifera (Grape), partial (47%) [TC45425] 207.81 1

Unknown 152.49 1

gb|Nicotiana tabacum sigA2 mRNA for sigma factor, complete cds [AB023572] 195.93 1

gb|AM799412 DL, diurnal library Nicotiana tabacum cDNA clone nt005141043, mRNA sequence [AM799412]527.12 1

gb|TT-02_K02 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG635425]886.11 1

gb|AM786721 seedling library, SL Nicotiana tabacum cDNA clone nt002088073, mRNA sequence [AM786721]21.38 1

tc|Rep: Metacaspase type II - Nicotiana benthamiana, partial (74%) [TC42092] 40.93 1



gb|AGN_PNL205cf1_f7.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG182558]57.41 1

tc|Rep: ATP synthase subunit delta', mitochondrial precursor - Ipomoea batatas (Sweet potato) (Batate), complete [TC61237]143.28 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (96%) [TC47466]82.35 1

tc|Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC50784]1104.56 1

gb|TT-17_J16 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG644144]517.56 1

tc|Rep: Chromosome undetermined scaffold_142, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC54482]189.88 1

gb|KR3B.101B05F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101B05, mRNA sequence [DW001774]51.98 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC45094]275.04 1

gb|Nicotiana tabacum unknown mRNA [EF051135] 27.23 1

gb|AGN_PNL203bf1_a10.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG180856]34.95 1

gb|KF8C.102P04F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102P04, mRNA sequence [EB425297]91.77 1

Unknown 258.19 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC54018]464.58 1

Unknown 26.97 1

Unknown 18.57 1

gb|KG9B.106K16F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106K16, mRNA sequence [EB679225]25.1 1

tc|Rep: Chromosome undetermined scaffold_404, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC64097]230.52 1

Unknown 125.7 1

tc|Rep: Chromosome chr10 scaffold_138, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC44427]464.67 1

tc|AF036494 Eucryphia lucida large subunit 26S ribosomal RNA gene, partial sequence, partial (9%) [TC67192]36.05 1

Unknown 68.93 1

tc|Rep: Chromosome undetermined scaffold_1009, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC51051]58.94 1

Unknown 66.94 1

tc|Rep: Intracellular chloride channel - Medicago truncatula (Barrel medic), complete [TC44845]19.28 1

gb|KR2B.105H17F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.105H17, mRNA sequence [EB444939]69.04 1

tc|Rep: Elongation factor 1-alpha - Nicotiana paniculata, partial (53%) [TC48055] 40.46 1

Unknown 535.38 1

Unknown 251.28 1

Unknown 189.25 1

tc|Rep: ATP/GTP/Ca++ binding protein - Cucumis melo (Muskmelon), partial (80%) [TC48261]29.93 1

tc|Rep: Bromodomain-containing RNA-binding protein 1 - Nicotiana benthamiana, partial (13%) [TC61111]1742.47 1

gb|BP534468 MAT005 Nicotiana tabacum cDNA clone BY33047, mRNA sequence [BP534468]706.63 1

gb|KT7C.106D10F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106D10, mRNA sequence [EB450257]264.5 1

gb|KF8B.100M16F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100M16, mRNA sequence [EB427992]688.45 1



gb|Nicotiana tabacum S-adenosyl-L-homocysteine hydrolase (SAHH2) mRNA, complete cds [AY639864]816.88 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC53240]4468.38 1

tc|Rep: 6-phosphogluconate dehydrogenase, decarboxylating - Spinacia oleracea (Spinach), partial (42%) [TC47928]172.91 1

tc|Rep: 3-phosphoinositide-dependent protein kinase-1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (35%) [TC48866]2052.32 1

gb|AM816159 DL, diurnal library Nicotiana tabacum cDNA clone nt005033080, mRNA sequence [AM816159]132.32 1

Unknown 183.7 1

gb|KT7C.101C19F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.101C19, mRNA sequence [EB448847]83.38 1

Unknown 85.31 1

gb|FS411112 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0029_1_A08 5', mRNA sequence [FS411112]512.48 1

gb|KT7C.108N05F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.108N05, mRNA sequence [EB450818]17.24 1

gb|KL4B.101J19F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101J19, mRNA sequence [DV999293]49.91 1

gb|KF8C.108M17F.051215T7 KF8 Nicotiana tabacum cDNA clone KF8C.108M17, mRNA sequence [EB427017]2417.46 1

Unknown 324.89 1

Unknown 22.43 1

gb|KP1B.104M15F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104M15, mRNA sequence [DV160992]146.63 1

gb|KT7C.102D07F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102D07, mRNA sequence [EB449208]59.39 1

tc|Rep: eukaryotic translation initiation factor 2 family protein / eIF-2 family protein - Arabidopsis thaliana, partial (6%) [TC50971]145.56 1

tc|Rep: Heat shock 70 kDa protein, mitochondrial precursor - Phaseolus vulgaris (Kidney bean) (French bean), partial (86%) [TC51175]29.06 1

gb|AGN_RNC030xh20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155763]136.34 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC69967]476.67 1

Unknown 19.01 1

tc|Rep: Chromosome undetermined scaffold_174, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC48532]185.72 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC46703]4268.6 1

gb|KL4B.112B04F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112B04, mRNA sequence [EB681013]91.11 1

gb|TT-40_K13 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643167]272.19 1

Unknown 115.74 1

gb|KG9B.001P11F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001P11, mRNA sequence [DV157831]54.31 1

Unknown 73.03 1

tc|Rep: AT3g42050/F4M19_10 - Arabidopsis thaliana (Mouse-ear cress), partial (35%) [TC48873]160.66 1

gb|AGN_RPC019xa03f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143157]535.63 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC67292]9377.25 1

gb|KP1B.105L12F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105L12, mRNA sequence [EB681840]39.95 1

Unknown 249.17 1

tc|Rep: Mutator-like transposase - Arabidopsis thaliana (Mouse-ear cress), partial (50%) [TC67117]24.15 1



gb|KP1B.102J14F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102J14, mRNA sequence [DV160210]830.92 1

Unknown 54.82 1

gb|Nicotiana tabacum PAP mRNA for purple acid phosphatase, complete cds, isolate:NtPAP12 [AB017967]99.02 1

gb|KN6B.109A22F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.109A22, mRNA sequence [EB441391]44.96 1

Unknown 278.15 1

gb|CHO_SL028xe07f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621211]183.2 1

Unknown 35.5 1

gb|KN6B.109B22F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.109B22, mRNA sequence [EB441414]104.63 1

gb|KT7C.112N01F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112N01, mRNA sequence [EB451879]112.73 1

Unknown 247.23 1

gb|TT-47_E02 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643286]18.93 1

tc|Rep: Bet1-like SNARE 1-2 - Arabidopsis thaliana (Mouse-ear cress), partial (44%) [TC68666]19.04 1

tc|Rep: 6-phosphogluconate dehydrogenase, decarboxylating - Spinacia oleracea (Spinach), partial (42%) [TC47928]95.15 1

Unknown 171.71 1

tc|Rep: Cap-binding protein CBP20 - Oryza sativa subsp. japonica (Rice), partial (76%) [TC51976]124.54 1

gb|KG9B.003K24F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003K24, mRNA sequence [DV158457]48.68 1

tc|Rep: Peroxidase 21 precursor - Arabidopsis thaliana (Mouse-ear cress), partial (24%) [TC58104]94.89 1

tc|Rep: Chromosome chr8 scaffold_41, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC45391]32.4 1

gb|KP1B.107J12F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107J12, mRNA sequence [DV161271]97.62 1

tc|Rep: Serine/threonine protein phosphatase - Oryza sativa subsp. japonica (Rice), partial (7%) [TC44005]789.66 1

gb|KG9B.001N14F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001N14, mRNA sequence [DV157786]110.83 1

Unknown 22.89 1

gb|KG9B.104J04F.060120T7 KG9B Nicotiana tabacum cDNA clone KG9B.104J04, mRNA sequence [EB678453]77.8 1

gb|TT-35_A06 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637808]2022.48 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC64395]130.19 1

gb|KN6B.100I11F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100I11, mRNA sequence [EB438344]213.8 1

gb|KR3B.111G24F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.111G24, mRNA sequence [EB683024]1158.43 1

gb|CHO_SL013xo13f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622195]781.89 1

tc|Rep: Methionine synthase - Nicotiana suaveolens, partial (40%) [TC45556] 18887.3 1

tc|Rep: Calcium-dependent protein kinases 5 - Solanum tuberosum (Potato), partial (27%) [TC45797]1385.79 1

gb|AGN_RNC110xf05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG151495]22.29 1

gb|Nicotiana tabacum cig3 mRNA, complete cds [AB041352] 938.54 1

gb|KT7C.109A11F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109A11, mRNA sequence [EB450896]89.73 1

gb|BP129744 MAT001 Nicotiana tabacum cDNA clone BY1631, mRNA sequence [BP129744]71.81 1



Unknown 208.56 1

gb|KL4B.105D03F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105D03, mRNA sequence [DW000215]8068.72 1

Unknown 27.5 1

Unknown 4496.06 1

gb|AGN_RNC007xo05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG167284]189.08 1

tc|Rep: SRp25 nuclear protein isoform 4 - Takifugu rubripes, partial (11%) [TC61156] 56.46 1

tc|Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC69589]91.84 1

Unknown 476.75 1

tc|Rep: 40S ribosomal protein S12 - Vitis vinifera (Grape), partial (91%) [TC56412] 67.91 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC57568]244.72 1

gb|KN6B.109B20F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.109B20, mRNA sequence [EB441412]26.48 1

Unknown 153.36 1

Unknown 928.86 1

tc|Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC53788]172.56 1

tc|Rep: Chromosome chr12 scaffold_78, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC40312]95.15 1

tc|Rep: Galactinol synthase - Brassica napus (Rape), partial (65%) [TC72414] 16.78 1

tc|Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (46%) [TC43244]2080.37 1

gb|BP534683 MAT005 Nicotiana tabacum cDNA clone BY33268, mRNA sequence [BP534683]88.83 1

Unknown 63.63 1

gb|KP1B.105A05F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105A05, mRNA sequence [EB681605]103.28 1

gb|KR2B.110A15F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110A15, mRNA sequence [EB445989]969.35 1

gb|KF8C.101E10F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101E10, mRNA sequence [EB424701]86.14 1

gb|Nicotiana tabacum mRNA for cullin 1B (cul1B gene) [AJ344534] 124.74 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC54260]109.13 1

tc|Rep: Chromosome undetermined scaffold_125, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC49180]185.65 1

gb|KR2B.110N10F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110N10, mRNA sequence [EB446238]6208.21 1

Unknown 87.76 1

Unknown 964.6 1

Unknown 89.26 1

gb|TT-36_H09 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637902]57.27 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC60330]85.31 1

Unknown 40.63 1

gb|KN6B.100N07F.051019T7 KN6B Nicotiana tabacum cDNA clone KN6B.100N07, mRNA sequence [EB438454]21.42 1

gb|AM801773 seedling library, SL Nicotiana tabacum cDNA clone nt002125039, mRNA sequence [AM801773]20.78 1



gb|KF8B.200P08F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200P08, mRNA sequence [EB428320]21012.9 1

gb|N.tabacum mRNA for profilin [X82120] 9631.51 1

gb|KL4B.104N10F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.104N10, mRNA sequence [DW000090]570.32 1

Unknown 19.49 1

Unknown 186 1

gb|Nicotiana tabacum mRNA for malate dehydrogenase (md1 gene) [AJ299256] 75.58 1

gb|Nicotiana tabacum mRNA for 14-3-3 g-1 protein, complete cds [AB119477] 254.92 1

Unknown 57.41 1

gb|TT-36_P21 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG639932]224.17 1

tc|Rep: Chaperone GrpE type 2 - Nicotiana tabacum (Common tobacco), complete [TC69828]20.91 1

gb|KT7C.102C17F.051216T7 KT7 Nicotiana tabacum cDNA clone KT7C.102C17, mRNA sequence [EB449196]119.74 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC46216]52.04 1

gb|TT-37_M04 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637992]65.84 1

gb|Nicotiana tabacum kinesin-like protein (tck1) mRNA, complete cds [U52078] 68.53 1

gb|KR3B.102G03F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.102G03, mRNA sequence [DW002249]83.21 1

tc|Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC45810]501.56 1

gb|Nicotiana tabacum NtVDAC3 mRNA for voltage-dependent anion channel, complete cds [AB286178]513.85 1

tc|Rep: Polyubiquitin - Fragaria ananassa (Strawberry), partial (60%) [TC50969] 1739.68 1

tc|Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC46119]559.5 1

tc|Rep: Mitochondrial carrier-like protein - Solanum tuberosum (Potato), partial (97%) [TC43164]54.52 1

tc|Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC53628]482.5 1

Unknown 132.97 1

Unknown 89.87 1

tc|Rep: TGF-beta receptor-interacting protein 1 - Phaseolus vulgaris (Kidney bean) (French bean), partial (19%) [TC52677]645.74 1

Unknown 51.14 1

Unknown 46.79 1

tc|Rep: Pseudouridylate synthase - Vitis vinifera (Grape), partial (29%) [TC42500] 28.34 1

gb|KF8C.102A24F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102A24, mRNA sequence [EB424986]942 1

tc|Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (94%) [TC56191] 262.23 1

tc|Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC46434]70.42 1

tc|Rep: Os05g0119300 protein - Oryza sativa subsp. japonica (Rice), partial (64%) [TC50444]1373.5 1

gb|KT7C.110I08F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.110I08, mRNA sequence [EB451424]120.3 1

gb|KP1B.037H17F.050628T7 KP1B Nicotiana tabacum cDNA clone KP1B.037H17, mRNA sequence [DV159465]59.64 1

gb|KG9B.002J18F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002J18, mRNA sequence [DV158061]248.14 1



Unknown 20.57 1

tc|Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC70540]80.34 1

Unknown 73.54 1

gb|TT-03_K11 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643424]39.05 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC66265]80.41 1

tc|Rep: Cell growth defect factor-like - Solanum tuberosum (Potato), complete [TC67646]206.35 1

Unknown 36.08 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC47302]93.85 1

tc|Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC40839]7591.49 1

gb|EST_CSP008xj14f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH615127]253.2 1

gb|KP1B.112K24F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.112K24, mRNA sequence [EB682461]180.01 1

tc|Rep: Ribosomal protein L11-like - Nicotiana tabacum (Common tobacco), complete [TC42756]158.36 1

Unknown 67.9 1

Unknown 25.16 1

gb|KP1B.103K05F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103K05, mRNA sequence [DV160583]23.28 1

gb|AGN_RNC009xn21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG166470]69.48 1

gb|Nicotiana tabacum NtFAD3 mRNA for microsomal omega-3 acid desaturase, complete cds [D26509]38861.75 1

tc|Rep: Carbonic anhydrase, chloroplast precursor - Nicotiana tabacum (Common tobacco), partial (81%) [TC57063]767.14 1

Unknown 515.53 1

gb|TT-08_A10 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642078]29.17 1

gb|CHO_SL027xm02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621931]27.9 1

gb|KT7C.105B24F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105B24, mRNA sequence [EB449886]4361.11 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC50513]43.13 1

Unknown 34.94 1

Unknown 45.1 1

tc|Rep: Small GTP-binding protein Sar1BNt - Nicotiana tabacum (Common tobacco), complete [TC40283]10029.17 1

gb|KF8B.200B21F.060120T7 KF8 Nicotiana tabacum cDNA clone KF8B.200B21, mRNA sequence [EB428087]42.52 1

gb|KL4B.113H19F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.113H19, mRNA sequence [EB681443]84.98 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (90%) [TC46134]198.71 1

gb|KG9B.103C12F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103C12, mRNA sequence [EB677939]76.39 1

Unknown 218.22 1

gb|KG9B.102A23F.051126T7 KG9B Nicotiana tabacum cDNA clone KG9B.102A23, mRNA sequence [EB677535]1732.6 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC59688]39.91 1

gb|KL4B.108L11F.051105T7 KL4B Nicotiana tabacum cDNA clone KL4B.108L11, mRNA sequence [DW000724]231.54 1



gb|KN6B.103M01F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103M01, mRNA sequence [EB439521]28.35 1

gb|AGN_PNL223af1_d5.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG195316]466.72 1

Unknown 111.05 1

Unknown 133.28 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC63084]19.05 1

gb|KG9B.001M06F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001M06, mRNA sequence [DV157755]997.64 1

Unknown 153.01 1

Unknown 96.22 1

gb|KP1B.113N02F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.113N02, mRNA sequence [EB682813]84.46 1

Unknown 61.91 1

tc|Rep: BAC19.10 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (20%) [TC67581]26 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC44941]526.74 1

tc|Rep: Klra21 protein - Mus musculus (Mouse), partial (7%) [TC71239] 47.95 1

Unknown 380.66 1

Unknown 89.38 1

Unknown 66.94 1

gb|AGN_ELP022xg17f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139988]81.62 1

gb|AGN_RNC211xc19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG155139]86.33 1

gb|KL4B.101P03F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101P03, mRNA sequence [DV999409]168.22 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC50024]25.56 1

tc|Rep: Chromosome undetermined scaffold_80, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC49378]85.8 1

gb|KP1B.037A22F.050623T7 KP1B Nicotiana tabacum cDNA clone KP1B.037A22, mRNA sequence [DV159323]238.54 1

Unknown 668.33 1

gb|EST_CSP008xb10f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH615096]187.23 1

tc|Rep: Polyprotein - Glycine max (Soybean), partial (3%) [TC62321] 27.6 1

gb|EST_CSP008xp15f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH615092]294 1

Unknown 84.25 1

tc|Rep: ATP synthase subunit gamma, mitochondrial precursor - Ipomoea batatas (Sweet potato) (Batate), partial (94%) [TC40468]483.8 1

Unknown 40.55 1

Unknown 1673.93 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC43508]549.83 1

gb|TT-40_N12 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643186]373.66 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC57528]543.49 1

Unknown 193.37 1



Unknown 1127.75 1

tc|Rep: Chromosome undetermined scaffold_80, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC58578]79.26 1

Unknown 80.19 1

Unknown 21.46 1

tc|Rep: Chromosome chr13 scaffold_74, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC50824]30.83 1

gb|AGN_RNC020xm09f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG160073]53.49 1

tc|Rep: ATP-dependent Clp protease proteolytic subunit - Vitis vinifera (Grape), partial (79%) [TC49519]31.66 1

tc|Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC47893]254.41 1

gb|KR2B.104N05F.051227T7 KR2B Nicotiana tabacum cDNA clone KR2B.104N05, mRNA sequence [EB444751]16898.35 1

Unknown 254.61 1

Unknown 161.93 1

gb|KN6B.009F03F.050901T7 KN6B Nicotiana tabacum cDNA clone KN6B.009F03, mRNA sequence [EB437995]21.9 1

gb|AGN_ELP025xj05f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG139197]4442.94 1

Unknown 184.57 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC45940]149.68 1

Unknown 46.47 1

Unknown 34.54 1

tc|MIOBRN26 Oenothera berteriana mitochondrial gene for 26S ribosomal RNA, partial (32%) [TC47561]47914.85 1

gb|KF8C.102F17F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102F17, mRNA sequence [EB425093]11073.05 1

Unknown 106.58 1

gb|KT7C.104K12F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.104K12, mRNA sequence [EB449721]20.92 1

Unknown 118.92 1

gb|BL12.104I03F.060309T7 BL12 Nicotiana tabacum cDNA clone BL12.104I03, mRNA sequence [EB437412]264.29 1

gb|KF8B.100E05F.051010T7 KF8 Nicotiana tabacum cDNA clone KF8B.100E05, mRNA sequence [EB427837]39.39 1

gb|AGN_RNC014xn22f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163875]125.15 1

gb|Nicotiana tabacum asparagine synthetase (din6) mRNA, partial cds [AY061820] 279.85 1

gb|TOBESTR124F07 TOBEST cDNA library 1 Nicotiana tabacum cDNA 5', mRNA sequence [FG631924]1377.03 1

gb|AGN_RNC106xf10f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG153402]796.59 1

gb|Nicotiana tabacum receptor-like protein kinase (PRK4) mRNA, partial cds [AF252414]694.64 1

tc|Rep: RNA-binding protein-like - Oryza sativa subsp. japonica (Rice), partial (9%) [TC75037]25.49 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC47007]211.52 1

gb|KT7B.100K19F.051010T7 KT7 Nicotiana tabacum cDNA clone KT7B.100K19, mRNA sequence [EB447633]271.66 1

gb|KR2B.111D04F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.111D04, mRNA sequence [EB446340]1262.99 1

tc|Rep: Brain protein 44-like - Zea mays (Maize), partial (89%) [TC53445] 1624.29 1



tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC68833]1016.62 1

gb|KN6B.103B18F.060103T7 KN6B Nicotiana tabacum cDNA clone KN6B.103B18, mRNA sequence [EB439288]29.38 1

Unknown 2903.76 1

gb|Nicotiana tabacum squalene synthase mRNA, complete cds [U60057] 11311.55 1

gb|KG9B.001M17F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001M17, mRNA sequence [DV157765]21.67 1

tc|Rep: SRp25 nuclear protein isoform 4 - Takifugu rubripes, partial (11%) [TC61156] 59.6 1

gb|CHO_SL028xh11f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH621378]140.66 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC51567]35.27 1

Unknown 31.4 1

Unknown 22.27 1

tc|Rep: Chromosome undetermined scaffold_147, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC56056]97.55 1

gb|AGN_PNL217af1_f3.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG190948]23.66 1

Unknown 1502.21 1

tc|Rep: Chloroplast pigment-binding protein CP29 - Nicotiana tabacum (Common tobacco), complete [TC48376]133.28 1

gb|TT-02_P09 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643392]65.55 1

gb|KP1B.104H11F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104H11, mRNA sequence [DV160879]64.16 1

Unknown 727.68 1

gb|KG9B.105L24F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105L24, mRNA sequence [EB678882]6482.08 1

gb|AM840522 seedling library, SL Nicotiana tabacum cDNA clone nt002322095, mRNA sequence [AM840522]177.67 1

gb|KF8C.102M09F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102M09, mRNA sequence [EB425232]2824.86 1

tc|Rep: Peroxisomal acyl-CoA oxidase 1A - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (61%) [TC49728]493.48 1

gb|KG9B.103N16F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103N16, mRNA sequence [EB678199]31.03 1

tc|Rep: Chromosome chr5 scaffold_98, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC44817]1601.77 1

Unknown 80.12 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC55658]153.49 1

gb|KG9B.103J02F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103J02, mRNA sequence [EB678092]224.21 1

tc|Rep: Ribosomal protein S6-like protein - Solanum tuberosum (Potato), complete [TC40247]220.65 1

Unknown 29.91 1

tc|Rep: Ketol-acid reductoisomerase, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (33%) [TC41625]220.27 1

tc|Rep: Chromosome undetermined scaffold_141, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC47275]92.6 1

gb|KF8B.201O22F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.201O22, mRNA sequence [EB428655]48.8 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC72980]664.32 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC48965]235.1 1

tc|Rep: Phosphoglycerate mutase 1 - Lodderomyces elongisporus (Yeast) (Saccharomyces elongisporus), partial (6%) [TC46099]20.9 1



gb|KF8C.104D03F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104D03, mRNA sequence [EB425751]264.6 1

tc|Rep: Chromosome undetermined scaffold_484, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC50668]22.67 1

Unknown 399.8 1

gb|KR3B.106K12F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.106K12, mRNA sequence [DW003721]111.28 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC51649]423.23 1

Unknown 2817.87 1

Unknown 31.94 1

gb|KN6B.102A05F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102A05, mRNA sequence [EB438892]30.32 1

gb|AGN_RPC024xe18f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG141669]23.11 1

gb|KG9B.003J03F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003J03, mRNA sequence [DV158412]1355.86 1

Unknown 21.46 1

tc|Rep: 26S proteasome subunit 4-like - Solanum tuberosum (Potato), complete [TC47361]186.61 1

Unknown 28.41 1

Unknown 64.83 1

gb|CHO_SL015xa22f2.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618717]216.04 1

Unknown 118.54 1

gb|TT-39_G18 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG638101]45.95 1

gb|EST_FLW004xn16f1.ab1 EST_FLW Nicotiana tabacum cDNA, mRNA sequence [EH616009]3283.78 1

gb|KR2B.113C15F.060128T7 KR2B Nicotiana tabacum cDNA clone KR2B.113C15, mRNA sequence [EB446899]85.28 1

Unknown 7613.28 1

tc|Rep: Chromosome chr2 scaffold_187, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC69781]586.42 1

tc|Rep: Ly200-like protein - Solanum tuberosum (Potato), complete [TC54910] 152.86 1

gb|KP1B.105P17F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105P17, mRNA sequence [EB681926]58.54 1

gb|CHO_SL016xl02f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH623842]96.95 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC53796]149.2 1

Unknown 8470.53 1

gb|FS411872 normalized full-length tobacco cDNA library Nicotiana tabacum cDNA clone TBK02GR0031_1_C07 5', mRNA sequence [FS411872]118.94 1

gb|AM792645 DL, diurnal library Nicotiana tabacum cDNA clone nt005008015, mRNA sequence [AM792645]165.29 1

tc|Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC71877]24.21 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC43637]87.05 1

tc|Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC71857]35.73 1

tc|Rep: Ubiquitin carrier protein - Mesembryanthemum crystallinum (Common ice plant), complete [TC45155]4072.76 1

gb|KN6B.102H06F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102H06, mRNA sequence [EB439049]973.12 1

gb|AGN_RNC003xo15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG169533]531.77 1



tc|Rep: Chromosome chr13 scaffold_210, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC58520]39.51 1

Unknown 86.04 1

gb|TT-22_E07 Burley21 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG640488]41.83 1

gb|KF8C.103J17F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103J17, mRNA sequence [EB425536]72.8 1

gb|TT-16_O13 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG636547]1176.37 1

gb|KP1B.107N12F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107N12, mRNA sequence [DV161350]54.66 1

gb|KT7C.105A10F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105A10, mRNA sequence [EB449849]61.03 1

tc|Rep: Cytochrome b-c1 complex subunit Rieske-2, mitochondrial precursor - Nicotiana tabacum (Common tobacco), complete [TC40472]11475.35 1

Unknown 46.68 1

gb|KT7C.106M08F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106M08, mRNA sequence [EB450449]226.03 1

Unknown 509.44 1

tc|Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC72482]74.87 1

Unknown 2193.69 1

Unknown 2421.75 1

gb|KF8C.101D20F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101D20, mRNA sequence [EB424688]61.94 1

gb|KL4B.110N16F.051106T7 KL4B Nicotiana tabacum cDNA clone KL4B.110N16, mRNA sequence [DW001336]50.71 1

tc|Rep: 6-phosphogluconate dehydrogenase, decarboxylating - Spinacia oleracea (Spinach), complete [TC57426]19.85 1

gb|CHO_SL004xk19f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH616662]260.13 1

tc|Rep: AGO4-2 - Nicotiana benthamiana, partial (24%) [TC49762] 198.87 1

gb|AGN_ELP005xb08f1.ab1 AGN_ELP Nicotiana tabacum cDNA 5', mRNA sequence [FG137301]64.27 1

tc|Rep: Chromosome chr1 scaffold_22, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC51381]69.29 1

tc|Rep: Fiber protein Fb15 - Gossypium barbadense (Sea-island cotton) (Egyptian cotton), partial (93%) [TC52863]984.62 1

Unknown 38.78 1

Unknown 70.77 1

Unknown 32.17 1

gb|KG9B.004L06F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004L06, mRNA sequence [DV158827]270.19 1

gb|Nicotiana tabacum callus associated protein (CAP) mRNA, partial cds [U01961] 59.82 1

Unknown 36.07 1

gb|KT7C.106O01F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106O01, mRNA sequence [EB450487]73.65 1

gb|AGN_RNC014xg05f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163431]88.57 1

tc|Rep: 14-3-3-like protein C - Nicotiana tabacum (Common tobacco), complete [TC40216]1511.75 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC46591]942.51 1

Unknown 75.19 1

gb|KN6B.110B13F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.110B13, mRNA sequence [EB441756]176.33 1



tc|Rep: Cysteine synthase - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), complete [TC40715]7815.95 1

Unknown 46.95 1

gb|KR2B.110P09F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110P09, mRNA sequence [EB446273]23.97 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC58149]151.25 1

Unknown 951.24 1

gb|KG9B.004I08F.050721T7 KG9B Nicotiana tabacum cDNA clone KG9B.004I08, mRNA sequence [DV158761]37.18 1

gb|TT-01_E10 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645464]1476.11 1

Unknown 29.36 1

gb|KF8B.202G14F.060124T7 KF8 Nicotiana tabacum cDNA clone KF8B.202G14, mRNA sequence [EB428815]82.39 1

gb|Nicotiana tabacum mRNA for NtWRKY1, complete cds [AB022693] 17.9 1

Unknown 193.25 1

tc|Rep: Chromosome chr15 scaffold_82, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC53049]17923.3 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC46044]31.07 1

Unknown 3242.43 1

gb|KF8C.102H18F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102H18, mRNA sequence [EB425136]2979.47 1

tc|Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC41774]41.88 1

tc|Rep: Chromosome undetermined scaffold_163, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC60497]2844.86 1

Unknown 1568.51 1

gb|KL4B.112F04F.060131T7 KL4B Nicotiana tabacum cDNA clone KL4B.112F04, mRNA sequence [EB681088]144.39 1

tc|Rep: Chromosome chr19 scaffold_35, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC49538]524.47 1

tc|Rep: Histone H2A - Vitis vinifera (Grape), partial (96%) [TC64662] 250.26 1

gb|Nicotiana tabacum NtVDAC1 mRNA for voltage-dependent anion channel, complete cds [AB286176]167.96 1

Unknown 1432.1 1

gb|Nicotiana tabacum clone pHSM4 cytosolic class I small heat shock protein 6 mRNA, partial cds [AY329066]104.32 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC51233]211.63 1

tc|Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC50908]126.58 1

gb|AGN_PNL208df1_e9.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG184919]171.48 1

Unknown 66.47 1

gb|Nicotiana tabacum pectin methylesterase (PPME1) mRNA, complete cds [AY772945]27019.15 1

gb|KT7C.106P02F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.106P02, mRNA sequence [EB450512]39.8 1

Unknown 59.72 1

gb|AGN_RNC015xe23f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG162850]99.08 1

tc|Rep: DNA cross-link repair protein SNM1 - Arabidopsis thaliana (Mouse-ear cress), partial (12%) [TC62122]67.18 1

tc|Rep: 40S ribosomal protein S12 - Vitis vinifera (Grape), partial (91%) [TC53842] 80.76 1



Unknown 544.38 1

gb|KL4B.106D12F.051125T7 KL4B Nicotiana tabacum cDNA clone KL4B.106D12, mRNA sequence [EB680130]401.49 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC48820]32.21 1

Unknown 255.25 1

gb|KL4B.105D02F.051104T7 KL4B Nicotiana tabacum cDNA clone KL4B.105D02, mRNA sequence [DW000214]211.35 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC41300]29.26 1

Unknown 1559.93 1

gb|KP1B.107J01F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.107J01, mRNA sequence [DV161260]525.76 1

gb|EST_CSP005xn18f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH614418]28.51 1

tc|Rep: Chromosome undetermined scaffold_334, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC49453]3498.71 1

Unknown 114.21 1

tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC73793]10716 1

tc|Rep: At5g12240 - Arabidopsis thaliana (Mouse-ear cress), partial (67%) [TC61967] 465.85 1

tc|Rep: Proline-rich protein family-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC49842]474.59 1

gb|Nicotiana tabacum mRNA for cullin 1A (cul1A gene) [AJ344533] 1782.92 1

tc|Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (93%) [TC51346]1283.88 1

gb|Nicotiana tabacum calcium-dependent protein kinase CPK4 mRNA, complete cds [AF435451]532.23 1

gb|KL4B.100M24F.050922T7 KL4B Nicotiana tabacum cDNA clone KL4B.100M24, mRNA sequence [DV999026]70.11 1

Unknown 32.38 1

gb|Nicotiana tabacum mRNA for alpha-tubulin (tubA2 gene) [AJ421412] 18301.7 1

gb|KN6B.102A21F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.102A21, mRNA sequence [EB438907]27.24 1

Unknown 461.87 1

Unknown 154.03 1

gb|Nicotiana tabacum PCNA mRNA for proliferating cell nuclear antigen, complete cds [AB025029]32.42 1

Unknown 154.97 1

tc|Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC44586]69.18 1

Unknown 79.49 1

Unknown 412.04 1

gb|KR3B.114A02F.060119T7 KR3B Nicotiana tabacum cDNA clone KR3B.114A02, mRNA sequence [EB683967]298.38 1

Unknown 17.25 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC73753]183.71 1

gb|KG9B.002F15F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.002F15, mRNA sequence [DV157966]24.67 1

gb|KG9B.106A24F.051129T7 KG9B Nicotiana tabacum cDNA clone KG9B.106A24, mRNA sequence [EB678998]39.6 1

gb|KR3B.102G14F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.102G14, mRNA sequence [DW002260]49.89 1



Unknown 48.8 1

gb|KF8C.102A03F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102A03, mRNA sequence [EB424966]35.35 1

gb|CHO_SL012xm12f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH618465]33.81 1

tc|Rep: Chromosome chr11 scaffold_14, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC69139]50.28 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC76042]432.01 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC76253]52.67 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC59055]33.45 1

gb|TT-06_K08 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG641987]239.79 1

tc|Rep: Chromosome chr10 scaffold_50, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC65910]3115.85 1

gb|Nicotiana tabacum hexose transporter (pGlcT) mRNA, partial cds; nuclear gene for chloroplast product [AF215852]42.15 1

Unknown 84.34 1

Unknown 79.74 1

gb|KP1B.110B02F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110B02, mRNA sequence [DV162086]3513.35 1

Unknown 136.01 1

Unknown 162.88 1

gb|10F11 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH664439]44.9 1

gb|KF8C.104L08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104L08, mRNA sequence [EB425928]720.97 1

Unknown 61.76 1

Unknown 25.98 1

gb|TT-48_D03 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645308]18.64 1

gb|KP1B.103G20F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.103G20, mRNA sequence [DV160506]31.85 1

gb|TT-07_C15 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642013]379.61 1

gb|AGN_RNC014xe20f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163565]1996.17 1

Unknown 31.85 1

gb|TT-29_D08 K326 trichome library Nicotiana tabacum cDNA, mRNA sequence [FG641345]395.46 1

gb|Nicotiana tabacum inosine-5'-phosphate dehydrogenase (guaB) mRNA, partial cds [AY433959]31.22 1

gb|KP1B.101G06F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101G06, mRNA sequence [DV159788]1016.53 1

gb|KG9B.001K18F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001K18, mRNA sequence [DV157719]92.34 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC58966]37.55 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC72504]722.12 1

Unknown 977.12 1

gb|KG9B.001P10F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001P10, mRNA sequence [DV157830]19.98 1

gb|Nicotiana tabacum mRNA for BY-2 kinesin-like protein 5, complete cds [AB003037] 464.17 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC55053]253.16 1



tc|Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC57036]137.62 1

Unknown 1014.36 1

tc|Rep: Anthocyanidin 3-O-glucosyltransferase - Petunia hybrida (Petunia), partial (54%) [TC68622]21.91 1

gb|KR2B.110E10F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.110E10, mRNA sequence [EB446058]55.88 1

tc|Rep: Chromosome chr8 scaffold_115, whole genome shotgun sequence - Vitis vinifera (Grape), partial (74%) [TC45116]49.16 1

gb|AGN_RNC108xi21f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG152141]392.98 1

Unknown 955.71 1

Unknown 29.76 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC42954]23.7 1

gb|KP1B.108I06F.050726T7 KP1B Nicotiana tabacum cDNA clone KP1B.108I06, mRNA sequence [DV161566]521.14 1

Unknown 41.67 1

gb|Nicotiana tabacum EIL5 mRNA, complete cds [AY248907] 26.58 1

tc|Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC45950]762.89 1

gb|CHO_SL013xa08f1.ab1 CHO_SL Nicotiana tabacum cDNA, mRNA sequence [EH622203]661.32 1

Unknown 18.78 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC61093]123.55 1

tc|Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC70669]18446.8 1

gb|KF8C.102K09F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.102K09, mRNA sequence [EB425191]389.23 1

gb|KF8C.104O06F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104O06, mRNA sequence [EB425991]34.83 1

gb|KG9B.105N17F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.105N17, mRNA sequence [EB678922]24.47 1

Unknown 17.25 1

gb|KR2B.112I06F.051230T7 KR2B Nicotiana tabacum cDNA clone KR2B.112I06, mRNA sequence [EB446708]729.89 1

tc|Rep: Protein phosphatase 2C - Mesembryanthemum crystallinum (Common ice plant), partial (79%) [TC43284]4317.2 1

gb|TT-19_K24 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633779]44.33 1

Unknown 22.2 1

gb|KF8C.101M24F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101M24, mRNA sequence [EB424895]4445.65 1

gb|TT-14_E22 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG643982]61.42 1

tc|Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (92%) [TC46164]547.94 1

Unknown 1523.52 1

gb|TT-26_I03 Samsun trichome library Nicotiana tabacum cDNA, mRNA sequence [FG637202]30.14 1

gb|AGN_RPC005xl10f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG147699]20.05 1

gb|KR3B.105A06F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.105A06, mRNA sequence [DW003168]383.8 1

gb|N.tabacum mRNA for c subunit of V-type ATPase (980 bp) [X95752] 777.17 1

gb|KF8C.104K08F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.104K08, mRNA sequence [EB425907]186.68 1



gb|KF8C.103D11F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103D11, mRNA sequence [EB425395]929.35 1

tc|Rep: Ribosomal protein PETRP - Capsicum annuum (Bell pepper), complete [TC40604] 27.99 1

gb|KT7C.105K19F.051219T7 KT7 Nicotiana tabacum cDNA clone KT7C.105K19, mRNA sequence [EB450067]101.82 1

gb|KT7C.109P20F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.109P20, mRNA sequence [EB451235]166.23 1

tc|Rep: Chromosome undetermined scaffold_470, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC63786]24.15 1

tc|Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC60884]101.16 1

Unknown 50.46 1

Unknown 351.28 1

tc|Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC67713]80.27 1

tc|Rep: Chromosome chr10 scaffold_43, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC69960]47.23 1

Unknown 47.69 1

tc|Rep: Oligopeptidase A - Medicago truncatula (Barrel medic), partial (98%) [TC46581] 26.51 1

tc|Rep: Mitochondrial processing peptidase - Solanum tuberosum (Potato), partial (23%) [TC74345]1143.05 1

Unknown 637.6 1

gb|KR2B.108M13F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.108M13, mRNA sequence [EB445616]39.56 1

tc|Rep: Thioredoxin H-type 1 - Nicotiana tabacum (Common tobacco), partial (96%) [TC51736]139.55 1

Unknown 94.18 1

tc|Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC59055]28.89 1

gb|KP1B.101B18F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.101B18, mRNA sequence [DV159682]172.53 1

gb|Nicotiana tabacum ntp805 (pntp805) mRNA, complete cds [AY366400] 52979.2 1

Unknown 2397.11 1

gb|Nicotiana tabacum S-adenosyl-methionine-sterol-C-methyltransferase mRNA, complete cds [U81312]14979.95 1

tc|Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC63148]46.61 1

gb|KP1B.104L22F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104L22, mRNA sequence [DV160976]946.97 1

tc|Rep: Chloroplast 30S ribosomal protein S15 - Nicotiana sylvestris (Wood tobacco), partial (77%) [TC57077]23.38 1

Unknown 24.66 1

tc|Rep: Calmodulin-related protein - Petunia hybrida (Petunia), partial (83%) [TC70687] 82.43 1

Unknown 380.38 1

tc|Rep: Chromosome undetermined scaffold_235, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC62940]85.71 1

tc|Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC44861]175.57 1

gb|KP1B.110G12F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110G12, mRNA sequence [DV162199]88.03 1

Unknown 180.03 1

gb|KP1B.105H02F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105H02, mRNA sequence [EB681754]4498.45 1

gb|KP1B.112P05F.060117T7 KP1B Nicotiana tabacum cDNA clone KP1B.112P05, mRNA sequence [EB682547]139.81 1



tc|Rep: Aluminum-induced protein - Codonopsis lanceolata, partial (78%) [TC42573] 36 1

gb|Nicotiana tabacum putative translation initiation factor 2B beta subunit (NIFb) mRNA, complete cds [AF137288]35.72 1

gb|AGN_RNC128xh08f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG172441]195.21 1

gb|KG9B.103L12F.051128T7 KG9B Nicotiana tabacum cDNA clone KG9B.103L12, mRNA sequence [EB678149]223.08 1

Unknown 4637.61 1

tc|Rep: Pyruvate dehydrogenase E1 beta subunit - Arabidopsis thaliana (Mouse-ear cress), partial (16%) [TC68626]50.79 1

tc|Rep: Thioredoxin peroxidase - Nicotiana tabacum (Common tobacco), complete [TC51883]32.15 1

Unknown 542.12 1

Unknown 67.77 1

gb|Nicotiana tabacum putative UDP-glucuronate decarboxylase 4 mRNA, partial cds [AY619953]1578.87 1

gb|KR3B.101B08F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101B08, mRNA sequence [DW001777]65.14 1

gb|AGN_RNC013xe15f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG163977]527.29 1

gb|AGN_PNL221df1_d12.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194389]428.19 1

tc|Rep: TPK1 - Nicotiana tabacum (Common tobacco), complete [TC64081] 254.9 1

gb|AGN_RPC017xc15f1.ab1 AGN_RPC Nicotiana tabacum cDNA 5', mRNA sequence [FG143827]1372.17 1

gb|KL4B.101H01F.051103T7 KL4B Nicotiana tabacum cDNA clone KL4B.101H01, mRNA sequence [DV999233]29.64 1

Unknown 22.91 1

Unknown 1542.29 1

Unknown 21.29 1

gb|KG9B.001L18F.050628T7 KG9B Nicotiana tabacum cDNA clone KG9B.001L18, mRNA sequence [DV157743]86.14 1

tc|Rep: Formate--tetrahydrofolate ligase - Spinacia oleracea (Spinach), partial (25%) [TC45841]57.82 1

Unknown 27.76 1

tc|Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC74675]57.35 1

Unknown 745.43 1

tc|Rep: Plant viral-response family protein - Solanum bulbocastanum (Wild potato), partial (83%) [TC51548]223.06 1

tc|Rep: Chromosome chr10 scaffold_43, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC46408]70.67 1

tc|Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC72581]31.65 1

Unknown 21.05 1

gb|KN6B.108A05F.060106T7 KN6B Nicotiana tabacum cDNA clone KN6B.108A05, mRNA sequence [EB441030]130.14 1

tc|Rep: Ribosomal Pr 117 - Triticum aestivum (Wheat), partial (95%) [TC48773] 172.53 1

Unknown 41.77 1

gb|AGN_PNL221df1_g8.trimmed.seq AGN_PNL Nicotiana tabacum cDNA 5', mRNA sequence [FG194432]23.3 1

tc|Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC54635]117.78 1

Unknown 2785.34 1



tc|Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC67012]1688.91 1

Unknown 21.68 1

gb|18.2A08 Transformed tobacco Lambda Zap II library Nicotiana tabacum cDNA 5', mRNA sequence [EH665096]87.55 1

gb|AM789373 seedling library, SL Nicotiana tabacum cDNA clone nt002266080, mRNA sequence [AM789373]21.02 1

Unknown 31.66 1

gb|Nicotiana tabacum NtJAZ2 mRNA for jasmonate ZIM-domain protein 2, complete cds [AB433897]649.27 1

tc|Rep: Chromosome chr4 scaffold_373, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC68903]79.85 1

tc|Rep: Zinc finger, ZZ-type; Zinc finger, C2H2-type - Medicago truncatula (Barrel medic), partial (3%) [TC52055]23.76 1

gb|KF8C.101B23F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.101B23, mRNA sequence [EB424646]64.18 1

Unknown 107.73 1

Unknown 50.7 1

tc|Rep: V226 - Cowpox virus (CPV), partial (5%) [TC71551] 38.45 1

Unknown 619.4 1

gb|KR3B.101A06F.051107T7 KR3B Nicotiana tabacum cDNA clone KR3B.101A06, mRNA sequence [DW001751]420.48 1

gb|TT-47_C04 K326 late senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG645246]911.92 1

tc|Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC41917]37.77 1

tc|Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC54849]150.6 1

gb|EST_CSP001xe20f1.ab1 EST_CSP Nicotiana tabacum cDNA, mRNA sequence [EH614536]4356.9 1

Unknown 21.75 1

Unknown 40.76 1

Unknown 20.41 1

tc|Rep: 60S ribosomal protein L7A-like protein - Solanum tuberosum (Potato), complete [TC41526]185.69 1

gb|BP135562 MAT001 Nicotiana tabacum cDNA clone BY8090, mRNA sequence [BP135562]184.11 1

tc|Rep: Phosphate/phosphoenolpyruvate translocator-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (97%) [TC50772]13725.25 1

tc|Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC73615]16656.85 1

tc|Rep: Chromosome chr2 scaffold_113, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC63505]1205.81 1

Unknown 20.91 1

tc|Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC41295]103.48 1

Unknown 692.76 1

gb|KR2B.108M21F.051229T7 KR2B Nicotiana tabacum cDNA clone KR2B.108M21, mRNA sequence [EB445623]72.13 1

gb|KT7B.103K21F.060124T7 KT7 Nicotiana tabacum cDNA clone KT7B.103K21, mRNA sequence [EB447983]19.67 1

Unknown 109.08 1

gb|KG9B.003C19F.050720T7 KG9B Nicotiana tabacum cDNA clone KG9B.003C19, mRNA sequence [DV158264]36.25 1

gb|KN6B.101A17F.051230T7 KN6B Nicotiana tabacum cDNA clone KN6B.101A17, mRNA sequence [EB438532]197.57 1



Unknown 173.59 1

gb|TT-07_G15 tobacco leaf library Nicotiana tabacum cDNA, mRNA sequence [FG633958] 55.2 1

gb|KP1B.105P05F.060116T7 KP1B Nicotiana tabacum cDNA clone KP1B.105P05, mRNA sequence [EB681917]439.21 1

gb|AGN_RNC023xn19f1.ab1 AGN_RNC Nicotiana tabacum cDNA 5', mRNA sequence [FG158815]80.07 1

gb|KT7C.112O13F.051221T7 KT7 Nicotiana tabacum cDNA clone KT7C.112O13, mRNA sequence [EB451913]80.2 1



Arabidopsis SIV enriched (Qin et al.,2009)Closest tobacco homolog (accession)Description MPG PT4 PT24 MPG PT4

AT3G12940 BP134405 Unknown 86.48275 108.26305 82.66 1 1

AT1G78070 EB447894 tc|Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC49731]85.835 109.2045 347.32 1 1

AT5G23090 EB425683 gb|KF8C.103P24F.051214T7 KF8 Nicotiana tabacum cDNA clone KF8C.103P24, mRNA sequence [EB425683]620.859 362.908 500.22 1 1

AT5G41150 EB681945 tc|Rep: Ultraviolet hypersensitive 1 - Arabidopsis thaliana (Mouse-ear cress), partial (16%) [TC63979]4.97 1.8 41.06 0 0

AT5G61640 DV160066 gb|KP1B.102C22F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102C22, mRNA sequence [DV160066]203.917 153.4315 62.37 1 1

AT2G17900 EB446556 Unknown 86.48275 108.26305 82.66 1 1

AT1G07160 EB683563 Unknown 86.48275 108.26305 82.66 1 1

AT2G40650 DW002772 gb|KR3B.103O02F.051108T7 KR3B Nicotiana tabacum cDNA clone KR3B.103O02, mRNA sequence [DW002772]478.4005 459.129 456.17 1 1

AT1G08680 DW003203 gb|KR3B.105C01F.051109T7 KR3B Nicotiana tabacum cDNA clone KR3B.105C01, mRNA sequence [DW003203]445.294 336.26 522.39 1 1

AT2G41070 EB427718 gb|KF8C.110N19F.051216T7 KF8 Nicotiana tabacum cDNA clone KF8C.110N19, mRNA sequence [EB427718]146.24 113.2575 189.62 1 1

AT1G03950 FG642430 gb|TT-17_M23 K326 early senescent leaf library Nicotiana tabacum cDNA, mRNA sequence [FG642430]329.925 425.637 451.78 1 1

AT3G19510 DV162276 gb|KP1B.110K05F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.110K05, mRNA sequence [DV162276]14.703335 19.24275 41.16 0 0

AT5G40440 D31964 gb|Nicotiana tabacum mRNA for protein kinase (NPK2), complete cds [D31964]813.125 299.9965 74.86 1 1

AT1G09810 EB427609 Unknown 86.48275 108.26305 82.66 1 1

AT1G76270 DV160855 gb|KP1B.104G11F.050725T7 KP1B Nicotiana tabacum cDNA clone KP1B.104G11, mRNA sequence [DV160855]161.4811 308.5635 995.65 1 1

AT3G45740 DV161891 gb|KP1B.109H22F.050727T7 KP1B Nicotiana tabacum cDNA clone KP1B.109H22, mRNA sequence [DV161891]62.53875 70.9167 66.75 1 1

AT5G17370 DV160207 gb|KP1B.102J11F.050722T7 KP1B Nicotiana tabacum cDNA clone KP1B.102J11, mRNA sequence [DV160207]21.79 22.5662 79.02 0 0

SIV-enriched Arabidopsis genes (Qin et al., 2009) with the closest identified Nicotiana tabacum homologs.
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Supplementary  Table S2. SIV-enriched Arabidopsis genes8 with the closest identified Nicotiana tabacum homologs.
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