Supplementary Table 1

Abrreviations: nucleotide composition of acceptor arm (AA), D-arm (DA), D-loop (DL), anti-codon arm (ACA), anti-codon loop (ACL), variable loop (VL), pseudouridine
arm (WA) and pseudouridine loop (L) of chloroplast tRNA.

Gene Sequence(forward) Begin Direction Anticodon Length AA DA DL ACA ACL VL YA VYL
S. corydalifolia 261 GCGGAT GT AGCCAAGT GGAT T AAGGCAGT GGAT T GT GAAT CCACCAT T CGCGGGT T CAAT T CCCGT CGT T CGCC 261 334 0 reverse His GUG 74 7 311 5 7 5 5 7
S. corydalifolia 1839 GGGTTGCT AACT CAACGGT AGAGT ACT CGGCTTTT AACCGACT AGT T CCGGGT T CGAAT CCCGGGCAACCCA 1,839 4431 1 reverse Lys Uuu 72 7 4 7 4 7 6 5 7
S. corydalifolia 7709 T GGGGCGT GGCCAAGT GGT AAGGCAACGGGT TT T GGT CCCGCT AT T CGGAGGT T CGAAT CCT T CCGT CCCAG 7,709 7,780 0 reverse Gln uuG 7 7 3 9 4 7 6 5 7
S. corydalifolia 8887 GGAGAGAT GGCT GAGT GGACT AAAGCGGCGGAT T GCT AAT CCGT TGT ACGAGT T AT T CGT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 8,887 8,974 0 reverse Ser GCU 88 7 311 5 7 19 5 7
S. corydalifolia 9728 GCGGGT AT AGT TT AGT GGT AAAACCCT AGCCT TCCAAGCT AACGAT GCGGGT T CGAT T CCCGCT ACCCGC 9,728 10,489 1 forward Gly ucc 70 7 4 7 4 7 5 5 7
S. corydalifolia 10668 GCGT CCATTGT CT AAT GGAT AGGACAGAGGT CTTCT AAACCT TTGGT AT AGGT T CAAAT CCT AT T GGACGCA 10,668 10,739 0 forward Arg UCU 72 7 4 8 5 7 4 5 7
S. corydalifolia 28834 GGCGGCAT GGCCGAGT GGT AAGGCGGGGGACT GCAAAT CCTTTTT CCCCAGT TCAAAT CCGGGT GT CGCCT 28,834 28,904 0 forward Cys GCA 71 7 3 9 5 7 4 5 7
S. corydalifolia 31544 GGGATTGT AGT TCAAT T GGT CAGAGCACCGCCCT GT CAAGGCGGAAGCT GCGGGT T CGAGCCCCGT CAGT CCCG 31,544 31,617 0 reverse Asp GUC 74 7 4 9 5 7 5 5 7
S. corydalifolia 31723 GGGT CGAT GCCCGAGCGGT T AAT GGGGACGGACT GT AAAT T CGT TGGCAAT AT GT CT ACGCT GGT TCAAAT CCAGCT CGGCCCA 31,723 31,806 0 reverse Tyr GUA 84 7 4 9 5 7 4 5 7
S. corydalifolia 31871 GCCCCCAT CGT CT AGT GGT TCAGGACAT CT CT CT T T CAAGGAGGCGGCGGGGAT T CGACT T CCCCT GGGGGT A 31,871 31,943 0 reverse Glu uucC 73 7 4 9 5 7 4 5 7
S. corydalifolia 32668 GCCCCTTTAACT CAGCGGT AGAGT AACGCCAT GGT AAGGCGT AAGT CAT CGGT T CAAAT CCGAT AAGGGGCT 32,668 32,739 0 forward Thr GGU p) 7 4 7 5 7 5 5 7
S. corydalifolia 36817 GGAGAGAT GGCT GAGT GGT T GAT AGCT CCGGT CTTGAAAACCGGT AT AGTTTTGAACAAAGAACT AT CGAGGGT T CGAAT CCCT CT CTCTCCT 36,817 36,909 0 reverse Ser UGA 93 7 4 9 5 7 24 5 7
S. corydalifolia 37776 GCGGAT AT GGT CGAAT GGT AAAATTT CTCT T T GCCAAGGAGAAGACGCGGGT TCGAT T CCCGCT AT CCGCC 37,776 37,846 0 forward Gly GCC 71 7 2 11 5 7 4 5 7
S. corydalifolia 38018 CGCGGGGT AGAGCAGT TT GGT AGCT CGCAAGGCT CAT AACCT T GAGGT CACGGGT T CAAAT CCT GT CT CCGCAA 38,018 38,091 0 reverse fMet CAU 74 6 4 9 5 7 5 5 7
S. corydalifolia 46275 GGAGAGAT GGCCGAGT GGT T GAAGGCGT AGCAT T GGAACT GCT AT GT AGGCT TTTGT TT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 46,275 46,361 0 forward Ser GGA 87 7 311 5 7 18 5 7
S. corydalifolia 47633 GCCTGCTT AGCT CAGAGGT T AGAGCAT CGCAT TT GT AAT GCGAT GGT CAT CGGT T CGAT T CCGAT AGCCGGCT 47,633 47,705 0 reverse Thr UGU 73 7 4 8 5 7 5 5 7
S. corydalifolia 48473 GGGGAT AT GGCGAAAT T GGT AGACGCT ACGGACT TAAAAAAT CCGT CGACT TTAT AAAT CGT GAGGGT TCAAGT CCCT CT AT CCCCA 48 473 49,062 1 forward Leu UAA 87 7 311 5 9 16 5 7
S. corydalifolia 49559 GT CGGGAT AGCT CAGCT GGT AGAGCAGAGGACT GAAAAT CCT CGT GT CACCAGT TCAAAT CT GGT T CCT GGCA 49,559 49,631 0 forward Phe GAA 73 7 4 8 5 7 5 5 7
S. corydalifolia 53253 AGGGCT AT AGCT CAGT T GGT AGAGCACCT CGT TT ACACACCGAGAAT GT CT ACGGT T CGAGT CCGT AT AGCCCT A 53,253 53,902 1 reverse Val UAC 75 7 4 8 4 9 6 5 7
S. corydalifolia 54095 CCTACTTAACT CAGT GGTTAGAGT ATTGCT TT CAT ACGGCGGGAGT CATT GGT T CAAAT CCAAT AGT AGGT A 54,095 54,166 0 forward Met CAU 7 6 4 8 5 7 5 5 7
S. corydalifolia 68258 GCGCT CTTAGT T CAGT T CGGT AGAACGT GGGT CT CCAAAACCCGAT GT CGT AGGT TCAAAT CCT ACAGAGCGT G 68,258 68,331 0 reverse Trp CCA 74 7 4 9 5 7 5 5 7
S. corydalifolia 68493 AGGGAT GT GGCGCAGCT T GGT AGCGCGT TTGT TTT GGGT ACAAAAT GT CACAGGT T CAAAT CCT GT CAT CCCT A 68,493 68,566 0 reverse Pro UGG 74 7 4 9 5 7 5 5 7
S. corydalifolia 88447 GCAT CCAT GGCT GAAT GGT TAAAGCGCCCAACT CATAAT T GGCGAAT T CGT AGGT TCAAT T CCT ACT GGAT GCA 88,447 88,520 0 reverse Ile2 CAU 74 7 310 5 7 5 5 7
S. corydalifolia 96228 GCCT T GGT GGT GAAACGGT AGACACGCGAGACT CAAAAT CT CGT GCT CAAGAGCGT GGAGGT T CGAGT CCT CT TCAAGGCA 96,228 96,308 0 reverse Leu CAA 31 7 310 5 713 5 7
S. corydalifolia 102483 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT TCGAGCCT GATTAT CCCTA 102,483 102,554 0 forward Val GAC ) 7 4 7 5 7 5 5 7
S. corydalifolia 104558 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 104,558 105,574 1 forward Ile GAU 77 7 4 7 5 12 5 5 7
S. corydalifolia 105633 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT TGCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTTAT CT CCA 105,633 106,520 1 forward Ala UGC 73 7 4 8 5 7 5 5 7
S. corydalifolia 110289 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGAACCACGGT GT CGGGGGT T CGAAT CCCT CCT CGCCCA 110,289 110,362 0 forward Arg ACG 74 7 4 9 5 7 5 5 7
S. corydalifolia 110967 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT TCGAAT CCT ACT T GGGGAG 110,967 111,038 0 reverse Asn GUU 72 7 4 7 5 7 5 5 7
S. corydalifolia 116738 GCCGCT AT GGT GAAAT CGGT AGACACGCT GCT CT T AGGAAGCAGT GCT AGAGCAT CT CGGT T CGAGT CCGAGT GGCGGCA 116,738 116,817 0 forward Leu UAG 80 7 311 5 7 11 5 7
S. corydalifolia 132467 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT TCGAAT CCT ACT T GGGGAG 132,467 132,538 0 forward Asn GUU 72 7 4 7 5 7 5 5 7
S. corydalifolia 133143 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGA ACCACGGT GT CGGGGGT T CGAAT CCCT CCT CGCCCA 133,143 133,216 0 reverse Arg ACG 74 7 4 9 5 7 5 5 7
S. corydalifolia 136985 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT TGCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTT AT CT CCA 136,985 137,872 1 reverse Ala UuGC 73 7 4 8 5 7 5 5 7
S. corydalifolia 137931 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 137,931 138,947 1 reverse Ile GAU 77 7 4 7 5 12 5 5 7
S. corydalifolia 140951 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT TCGAGCCT GATT AT CCCT A 140,951 141,022 0 reverse Val GAC 72 7 4 7 5 7 5 5 7
S. corydalifolia 147197 GCCT T GGT GGT GAAACGGT AGACACGCGAGACT CAAAAT CT CGT GCT CAAGAGCGT GGAGGT T CGAGT CCT CT TCAAGGCA 147,197 147277 0 forward Leu CAA 81 7 310 5 7 13 5 7
S. corydalifolia 154985 GCAT CCAT GGCT GAAT GGT T AAAGCGCCCAACT CAT AAT T GGCGAAT TCGT AGGT TCAAT TCCT ACT GGAT GCA 154,985 155,058 0 forward Ile2 CAU 74 7 310 5 7 5 5 7
A. moschatellina 262 GCGGAT GT AGCCAAGT GGAT T AAGGCAGT GGAT T GT GAAT CCACCAT T CGCGGGT T CAAT T CCCGT CGT T CGCC 262 335 0 reverse His GUG 74 7 311 5 7 5 5 7
A. moschatellina 1841 GGGTTGCT AACT CAACGGT AGAGT ACT CGGCT TTT AACCGACT AGT T CCGGGT T CGAAT CCCGGGCAACCCA 1,841 4433 1 reverse Lys Uuu 72 7 4 7 4 7 6 5 7
A. moschatellina 7675 T GGGGCGT GGCCAAGT GGT AAGGCAACGGGT TTTGAT CCCGCT AT T CGGAGGT T CGAAT CCT T CCGT CCCAG 7,675 7,746 0 reverse Gln UuG ) 7 3 9 4 7 6 5 7
A. moschatellina 8841 GGAGAGAT GGCT GAGT GGACT AAAGCGGCGGAT T GCT AAT CCGT TGT ACGAGT T AT T CGT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 8,841 8,928 0 reverse Ser GCU 88 7 311 5 7 18 5 7
A. moschatellina 9688 GCGGGT AT AGT TT AGT GGT AAAACCCT AGCCT TCCAAGCT AACGAT GCGGGT T CGAT T CCCGCT ACCCGC 9,688 10,461 1 forward Gly ucc 70 7 4 7 4 7 5 5 7
A. moschatellina 10639 GCGT CCATTGT CT AAT GGAT AGGACAGAGGT CTTCT AAACCT TTGGT AT AGGT T CAAAT CCT ATT GGACGCA 10,639 10,710 0 forward Arg UCU 7 7 4 8 5 7 4 5 7
A. moschatellina 28782 GGCGGCAT GGCCGAGT GGT AAGGCGGGGGACT GCAAAT CCTTTTT CCCCAGT TCAAAT CCGGGT GT CGCCT 28,782 28,852 0 forward Cys GCA 71 7 3 9 5 7 4 5 7
A. moschatellina 31464 GGGATTGT AGT T CAAT T GGT CAGAGCACCGCCCT GT CAAGGCGGA AGCT GCGGGT T CGAGCCCCGT CAGT CCCG 31,464 31,537 0 reverse Asp GUC 74 7 4 9 5 7 5 5 7
A. moschatellina 31642 GGGT CGAT GCCCGAGCGGT T AAT GGGGACGGACT GT AAAT T CGT T GGCAAT AT GT CT ACGCT GGT T CAAAT CCAGCT CGGCCCA 31,642 31,725 0 reverse Tyr GUA 84 7 4 9 5 7 4 5 7
A. moschatellina 31790 GCCCCCAT CGT CT AGT GGT TCAGGACAT CT CT CT T T CAAGGAGGCGGCGGGGAT T CGACT T CCCCT GGGGGT A 31,790 31,862 0 reverse Glu uuc 73 7 4 9 5 7 4 5 7
A. moschatellina :32589 GCCCCTTTAACT CAGCGGT AGAGT AACGCCAT GGT AAGGCGT AAGT CAT CGGT T CAAAT CCGAT AAGGGGCT 32,589 32,660 0 forward Thr GGU o) 7 4 7 5 7 5 5 7
A. moschatellina 36732 GGAGAGAT GGCT GAGT GGT T GAT AGCT CCGGT CTT GAAAACCGGT AT AGT TTT GAACAAAGAACT AT CGAGGGT T CGAAT CCCT CT CT CTCCT 36,732 36,824 0 reverse Ser UGA 93 7 4 9 5 7 24 5 7
A. moschatellina :37691 GCGGAT AT GGT CGAAT GGT AAAAT T T CT CCT T GCCAAGGAGAAGACGCGGGT T CGAT T CCCGCT AT CCGCC 37,691 37,761 0 forward Gly GCC 71 7 2 11 5 7 4 5 7
A. moschatellina 37933 CGCGGGGT AGAGCAGT TT GGT AGCT CGCAAGGCT CAT AACCT T GAGGT CACGGGT T CAAAT CCT GT CT CCGCAA 37,933 38,006 0 reverse Met CAU 74 6 4 9 5 7 5 5 7
A. moschatellina 46198 GGAGAGAT GGCCGAGT GGT TGAAGGCGT AGCAT TGGAACT GCT AT GT AGGCT TTT GT TT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 46,198 46,284 0 forward Ser GGA 87 7 311 5 7 18 5 7
A. moschatellina_47541 GCCTGCTT AGCT CAGAGGT T AGAGCAT CGCATTT GT AAT GCGAT GGT CAT CGGT T CGAT T CCGAT AGCCGGCT 47,541 47613 0 reverse Thr UGU 73 7 4 8 5 7 5 5 7
A. moschatellina 48385 GGGGAT AT GGCGAAAT T GGT AGACGCT ACGGACTTAAAAAAT CCGT CGACT TTAT AAAT CGT GAGGGT TCAAGT CCCT CT AT CCCCA 48,385 48,980 1 forward Leu UAA 87 7 311 5 9 16 5 7
A. moschatellina 49526 GT CGGGAT AGCT CAGCT GGT AGAGCAGAGGACT GAAAAT CCT CGT GT CACCAGT TCAAAT CT GGT T CCT GGCA 49,526 49,598 0 forward Phe GAA 73 7 4 8 5 7 5 5 7
A. moschatellina 53131 AGGGCT AT AGCT CAGT TGGT AGAGCACCT CGT T T ACACACCGAGAAT GT CT ACGGT T CGAGT CCGT ATAGCCCT A 53,131 53,781 1 reverse Val UAC 75 7 4 8 4 9 6 5 7
A. moschatellina 53974 CCTACTTAACT CAGT GGTTAGAGT ATTGCT T T CAT ACGGCGGGAGT CAT T GGT T CAAAT CCAAT AGT AGGT A 53,974 54,045 0 forward Met CAU 7 6 4 8 5 7 5 5 7
A. moschatellina 68143 GCGCTCTTAGT T CAGT T CGGT AGAACGT GGGT CT CCAAAACCCGAT GT CGT AGGT TCAAAT CCT ACAGAGCGT G 68,143 68,216 0 reverse Trp CCA 74 7 4 9 5 7 5 5 7
A. moschatellina 68378 AGGGAT GT GGCGCAGCT T GGT AGCGCGT TTGT T TT GGGT ACAAAAT GT CACAGGT T CAAAT CCT GT CAT CCCT A 68,378 68,451 0 reverse Pro UGG 74 7 4 9 5 7 5 5 7
A. moschatellina 88365 GCAT CCAT GGCT GAAT GGT T AAAGCGCCCAACT CAT AATTGGCGAAT TCGT AGGT TCAAT TCCT ACT GGAT GCA 88,365 88,438 0 reverse Ile2 CAU 74 7 310 5 7 5 5 7
A. moschatellina 96140 GCCT T GGT GGT GAAACGGT AGACACGCGAGACT CAAAAT CT CGT GCT CAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 96,140 96,220 0 reverse Leu CAA 81 7 310 5 7 13 5 7
A. moschatellina 102545 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT TCGAGCCT GATT AT CCCT A 102,545 102,616 0 forward Val GAC 72 7 4 7 5 7 5 5 7
A. moschatellina 104620 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 104,620 105,637 1 forward Ile GAU 77 7 4 7 5 12 5 5 7
A. moschatellina 105701 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT TGCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTT AT CT CCA 105,701 106,588 1 forward Ala UGC 73 7 4 8 5 7 5 5 7
A. moschatellina 110341 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGA ACCACGGT GT CGGGGGT T CGAAT CCCT CCT CGCCCA 110,341 110414 0 forward Arg ACG 74 7 4 9 5 7 5 5 7
A. moschatellina 111019 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT TCGAAT CCT ACT T GGGGAG 111,019 111,090 0 reverse Asn GUU 72 7 4 7 5 7 5 5 7
A. moschatellina 116790 GCCGCT AT GGT GAAAT CGGT AGACACGCT GCT CT T AGGAAGCAGT GCT AGAGCAT CT CGGT T CGAGT CCGAGT GGCGGCA 116,790 116,869 0 forward Leu UAG 80 7 311 5 7 11 5 7
A. moschatellina 132489 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT TCGAAT CCT ACT T GGGGAG 132,489 132,560 0 forward Asn GUU 72 7 4 7 5 7 5 5 7
A. moschatellina 133165 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGAACCACGGT GT CGGGGGT T CGAAT CCCT CCT CGCCCA 133,165 133,238 0 reverse Arg ACG 74 7 4 9 5 7 5 5 7
A. moschatellina 136991 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT T GCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTT AT CT CCA 136,991 137,878 1 reverse Ala UGC 73 7 4 8 5 7 5 5 7
A. moschatellina 137942 GGGCT AT TAGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 137,942 138,959 1 reverse Ile GAU 77 7 4 7 5 12 5 5 7
A. moschatellina 140963 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT TCGAGCCT GATTATCCCT A 140,963 141,034 0 reverse Val GAC 7 7 4 7 5 7 5 5 7
A. moschatellina 147359 GCCT T GGT GGT GAAACGGT AGACACGCGAGACT CAAAAT CT CGT GCT CAAGAGCGT GGAGGT T CGAGT CCT CT TCAAGGCA 147,359 147,439 0 forward Leu CAA 81 7 310 5 7 13 5 7
A. moschatellina 155141 GCAT CCAT GGCT GAAT GGT TAAAGCGCCCAACT CAT AATT GGCGAAT T CGT AGGT TCAAT T CCT ACT GGAT GCA 155,141 155214 0 forward Ile2 CAU 74 7 310 5 7 5 5 7
T. omeiensis 331 GCGGAT GT AGCCAAGT GGAT T AAGGCAGT GGAT T GT GAAT CCACCAT T CGCGGGT T CAAT T CCCGT CGT T CGCC 331 404 0 reverse His GUG 74 7 311 5 7 5 5 7
T. omeiensis 1911 GGGTTGCT AACT CAACGGT AGAGT ACT CGGCTTTT AACCGACT AGT T CCGGGT T CGAAT CCCGGGCAACCCA 1,911 4,503 1 reverse Lys Uuu 7 7 4 7 4 7 6 5 7
T. omeiensis 7756 T GGGGCGT GGCCAAGT GGT AAGGCAACGGGT TTT GGT CCCGCT AT T CGGAGGT TCGAAT CCT T CCGT CCCAG 7,756 7,827 0 reverse Gln uuG 72 7 3 9 4 7 6 5 7
T. omeiensis 8919 GGAGAGAT GGCT GAGT GGACT AAAGCGGCGGAT T GCT AAT CCGT TGT ACGAGT T AT T CGT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 8,919 9,006 0 reverse Ser GCU 88 7 311 5 7 19 5 7
T. omeiensis 9740 GCGGGT AT AGT TT AGT GGT AAAACCCT AGCCT TCCAAGCT AACGAT GCGGGT T CGAT T CCCGCT ACCCGC 9,740 10,513 1 forward Gly ucc 70 7 4 7 4 7 5 5 7
T. omeiensis 10700 GCGT CCATTGT CT AAT GGAT AGGACAGAGGT CTTCT AAACCTTTGGT AT AGGT T CAAAT CCT ATT GGACGCA 10,700 10,771 0 forward Arg UCuU 7 7 4 8 5 7 4 5 7
T. omeiensis 28829 GGCGGCAT GGCCGAGT GGT AAGGCGGGGGACT GCAAAT CCTTTTT CCCCAGT TCAAAT CCGGGT GT CGCCT 28,829 28,899 0 forward Cys GCA 71 7 3 9 5 7 4 5 7
T. omeiensis 31515 GGGATTGT AGT T CAAT T GGT CAGAGCACCGCCCT GT CAAGGCGGAAGCT GCGGGT T CGAGCCCCGT CAGT CCCG 31,515 31,588 0 reverse Asp GucC 74 7 4 9 5 7 5 5 7
T. omeiensis 31693 GGGT CGAT GCCCGAGCGGT T AAT GGGGACGGACT GT AAAT T CGT TGGCAAT AT GT CT ACGCT GGT TCAAAT CCAGCT CGGCCCA 31,693 31,776 0 reverse Tyr GUA 84 7 4 9 5 7 4 5 7
T. omeiensis 31841 GCCCCCAT CGT CT AGT GGT TCAGGACAT CT CT CT T T CAAGGAGGCGGCGGGGAT T CGACT T CCCCT GGGGGT A 31,841 31,913 0 reverse Glu uuc 73 7 4 9 5 7 4 5 7
T. omeiensis 32640 CCCTTTAACT CAGCGGT AGAGT AACGCCAT GGT AAGGCGT AAGT CAT CGGT TCAAAT CCGAT AAGGGGCT 32,640 32,709 0 forward Thr GGU 70 5 4 7 5 7 5 5 7
T. omeiensis 36777 GGAGAGAT GGCT GAGT GGT T GAT AGCT CCGGT CT T GAAAACCGGT AT AGTTTT GAACAAAGAACT AT CGAGGGT T CGAAT CCCT CT CTCTCCT 36,777 36,869 0 reverse Ser UGA 93 7 4 9 5 7 24 5 7
T. omeiensis 37737 GCGGAT AT GGT CGAAT GGT AAAATTTCT CTTT GCCAAGGAGAAGACGCGGGT TCGAT T CCCGCT AT CCGCC 37,737 37,807 0 forward Gly GCC 71 7 2 11 5 7 4 5 7
T. omeiensis 37979 CGCGGGGT AGAGCAGT T T GGT AGCT CGCAAGGCT CAT AACCT T GAGGT CACGGGT T CAAAT CCT GT CT CCGCAA 37,979 38,052 0 reverse fMet CAU 74 6 4 9 5 7 5 5 7
T. omeiensis 46240 GGAGAGAT GGCCGAGT GGT TGAAGGCGT AGCAT T GGAACT GCT ATGT AGGCT TTT GT TT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 46,240 46,326 0 forward Ser GGA 87 7 311 5 7 18 5 7
T. omeiensis 47591 GCCTGCTT AGCT CAGAGGT T AGAGCAT CGCAT TT GT AAT GCGAT GGT CAT CGGT T CGAT T CCGAT AGCCGGCT 47,591 47,663 0 reverse Thr UGU 73 7 4 8 5 7 5 5 7
T. omeiensis 48411 GGGGAT AT GGCGAAAT T GGT AGACGCT ACGGACT T AAAAAAT CCGT CGACTTT AT AAAT CGT GAGGGT T CAAGT CCCT CT AT CCCCA 48411 49,006 1 forward Leu UAA 87 7 311 5 9 16 5 7
T. omeiensis 49590 GT CGGGAT AGCT CAGCT GGT AGAGCAGAGGACT GAAAAT CCT CGT GT CACCAGT TCAAAT CT GGT T CCT GGCA 49,590 49,662 0 forward Phe GAA 73 7 4 8 5 7 5 5 7
T. omeiensis 53193 AGGGCT AT AGCT CAGT TGGT AGAGCACCT CGT TT ACACACCGAGAAT GT CT ACGGT T CGAGT CCGT AT AGCCCT A 53,193 53,839 1 reverse Val UAC 75 7 4 8 4 9 6 5 7
T. omeiensis 54032 CCTACTTAACT CAGT GGTTAGAGT ATTGCT TT CAT ACGGCGGGAGT CAT T GGT T CAAAT CCAAT AGT AGGT A 54,032 54,103 0 forward Met CAU p) 6 4 8 5 7 5 5 7
T. omeiensis 68433 GCGCTCTTAGT T CAGT T CGGT AGAACGT GGGT CT CCAAAACCCGAT GT CGT AGGT TCAAAT CCT ACAGAGCGT G 68,433 68,506 0 reverse Trp CCA 74 7 4 9 5 7 5 5 7
T. omeiensis 68668 AGGGAT GT GGCGCAGCT T GGT AGCGCGT TTGT T TT GGGT ACAAAAT GT CACAGGT T CAAAT CCT GT CAT CCCTA 68,668 68,741 0 reverse Pro UGG 74 7 4 9 5 7 5 5 7
T. omeiensis 88597 GCAT CCAT GGCT GAAT GGT T AAAGCGCCCAACT CAT AAT T GGCGAAT TCGT AGGT TCAAT T CCT ACT GGAT GCA 88,597 88,670 0 reverse Ile2 CAU 74 7 310 5 7 5 5 7
T. omeiensis 96354 GCCT T GGT GGT GAAACGGT AGACACGCGAGACT CAAAAT CT CGT GCT CAAGAGCGT GGAGGT T CGAGT CCT CT TCAAGGCA 96,354 96,434 0 reverse Leu CAA 81 7 310 5 7 13 5 7
T. omeiensis 102753 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT TCGAGCCT GATTAT CCCT A 102,753 102,824 0 forward Val GAC 7 7 4 7 5 7 5 5 7
T. omeiensis 104828 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 104,828 105,845 1 forward Ile GAU 77 7 4 7 5 12 5 5 7
T. omeiensis 105909 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT T GCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTT AT CT CCA 105,909 106,796 1 forward Ala UGC 73 7 4 8 5 7 5 5 7
T o mgiensis:l 10558 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGA ACCACGGT GT CGGGGGT T CGAAT CCCT CCT CGCCCA 110,558 110,631 0 forward Arg ACG 74 7 4 9 5 7 5 5 7
T omeiensis 111236 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT TCGAAT CCT ACT T GGGGAG 111,236 111,307 0 reverse Asn GUU 7 7 4 7 5 7 5 5 7
T o meiensis:l 16957 GCCGCT AT GGT GAAAT CGGT AGACACGCT GCT CT TAGGAAGCAGT GCT AGAGCAT CT CGGT T CGAGT CCGAGT GGCGGCA 116,957 117,036 0 forward Leu UAG 80 7 311 5 7 11 5 7
T. omeiensis 132722 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT T CGAAT CCT ACT T GGGGAG 132,722 132,793 0 forward Asn GUU 7 7 4 7 5 7 5 5 7
T. omeiensis 133398 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGA ACCACGGT GT CGGGGGT TCGAAT CCCT CCT CGCCCA 133,398 133,471 0 reverse Arg ACG 74 7 4 9 5 7 5 5 7
T. omeiensis 137233 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT T GCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTTAT CT CCA 137,233 138,120 1 reverse Ala UGC 73 7 4 8 5 7 5 5 7
T. omeiensis 138184 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 138,184 139,201 1 reverse Ile GAU 77 7 4 7 5 12 5 5 7
T. omeiensis 141205 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT TCGAGCCT GATTAT CCCTA 141,205 141,276 0 reverse Val GAC 7 7 4 7 5 7 5 5 7
T. omeiensis 147595 GCCT T GGT GGT GAAACGGT AGACACGCGAGACT CAAAAT CT CGT GCT CAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 147,595 147,675 0 forward Leu CAA 81 7 310 5 7 13 5 7
T. omeiensis 155359 GCAT CCAT GGCT GAAT GGT TAAAGCGCCCAACT CAT AAT T GGCGAAT T CGT AGGT TCAAT T CCT ACT GGAT GCA 155,359 155432 0 forward Ile2 CAU 74 7 310 5 7 5 5 7
S. williamsii 5 GCGGAT GT AGCCAAGT GGAT T AAGGCAGT GGAT T GT GAAT CCACT AT TCGCGGGT T CAAT T CCCGT CGT T CGCC 5 78 0 reverse His GUG 74 7 311 5 7 5 5 7
S. williamsii 1819 GGGTTGCT AACT CAACGGT AGAGT ACT CGGCT TTT AACCGACT AGT T CCGGGT T CGAAT CCCGGGCAACCCA 1,819 4412 1 reverse Lys Uuu 7 7 4 7 4 7 6 5 7
S. williamsii 7905 T GGGGCGT GGCCAAGT GGT AAGGCAACGGGT TTT GGT CCCGCT AT T CGGAGGT T CGAAT CCT T CCGT CCCAG 7,905 7.976 0 reverse Gln uuG 7 7 3 9 4 7 6 5 7
S. williamsii 9088 GGAGAGAT GGCT GAGT GGACT AAAGCGGCGGAT T GCT AAT CCGT TGT ACGAGT T AT T CGT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 9,088 9,175 0 reverse Ser GCU 88 7 311 5 7 19 5 7
S. williamsii 9921 GCGGGT AT AGT TT AGT GGT AAAACCCT AGCCT TCCAAGCT AACGAT GCGGGT T CGAT T CCCGCT ACCCGC 9,921 10,695 1 forward Gly ucc 70 7 4 7 4 7 5 5 7
S. williamsii 10898 GCGT CCATTGT CT AAT GGAT AGGACAGAGGT CTTCT AAACCT TTGGT AT AGGT T CAAAT CCT ATT GGACGCA 10,898 10,969 0 forward Arg UCU 7 7 4 8 5 7 4 5 7
S. williamsii 29055 GGCGGCAT GGCCGAGT GGT AAGGCGGGGGACT GCAAAT CCTTTTT CCCCAGT TCAAAT CCGGGT GT CGCCT 29,055 29,125 0 forward Cys GCA 71 7 3 9 5 7 4 5 7
S. williamsii 31763 GGGATTGT AGT T CAAT T GGT CAGAGCACCGCCCT GT CAAGGCGGAAGCT GCGGGT T CGAGCCCCGT CAGT CCCG 31,763 31,836 0 reverse Asp GucC 74 7 4 9 5 7 5 5 7
S. williamsii 31941 GGGT CGAT GCCCGAGCGGT T AAT GGGGACGGACT GT AAAT T CGT TGGCAAT AT GT CT ACGCT GGT TCAAAT CCAGCT CGGCCCA 31,941 32,024 0 reverse Tyr GUA 84 7 4 9 5 7 4 5 7
S. williamsii 32089 GCCCCCAT CGT CT AGT GGT TCAGGACAT CT CT CT T T CAAGGAGGCGGCGGGGAT T CGACT T CCCCT GGGGGT A 32,089 32,161 0 reverse Glu uucC 73 7 4 9 5 7 4 5 7
S. williamsii 32967 GCCCCTTTAACT CAGCGGT AGAGT AACGCCAT GGT AAGGCGT AAGT CAT CGGT TCAAAT CCGAT AAGGGGCT 32,967 33,038 0 forward Thr GGU 7 7 4 7 5 7 5 5 7
S. williamsii 37050 GGAGAGAT GGCT GAGT GGT T GAT AGCT CCGGT CTTGAAAACCGGT AT AGT TTTGAACAAAGAACT AT CGAGGGT T CGAAT CCCT CT CTCTCCT 37,050 37,142 0 reverse Ser UGA 93 7 4 9 5 7 24 5 7
S. williamsii 37984 GCGGAT AT GGT CGAATGGT AAAATTTCT CTTT GCCAAGGAGAAGACGCGGGT TCGAT T CCCGCT AT CCGCC 37,984 38,054 0 forward Gly GCC 71 7 2 11 5 7 4 5 7
S. williamsii 38226 CGCGGGGT AGAGCAGT TT GGT AGCT CGCAAGGCT CAT AACCT T GAGGT CACGGGT T CAAAT CCT GT CT CCGCAA 38,226 38,299 0 reverse fMet CAU 74 6 4 9 5 7 5 5 7
S. williamsii 46764 GGAGAGAT GGCCGAGT GGT T CAAGGCGT AGCAT T GGAACT GCT ATGT AGGCT TTT GT TT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 46,764 46,350 0 forward Ser GGA 87 7 311 5 7 18 5 7
S. williamsii 48092 GCCTGCTT AGCT CAGAGGT T AGAGCAT CGCAT TT GT AAT GCGAT GGT CAT CGGT T CGAT T CCGAT AGCCGGCT 48,092 48,164 0 reverse Thr UGU 73 7 4 8 5 7 5 5 7
S. williamsii 48956 GGGGAT AT GGCGAAATT GGT AGACGCT ACGGACT T AAAAAAT CCGT CGACT TT AGAAAT CGT GAGGGT TCAAGT CCCT CT AT CCCCA 48,956 49,559 1 forward Leu UAA 87 7 311 5 9 16 5 7
S. williamsii :49928 GT CGGGAT AGCT CAGCT GGT AGAGCAGAGGACT GAAAAT CCT CGT GT CACCAGT TCAAAT CT GGT T CCT GGCA 49,928 50,000 0 forward Phe GAA 73 7 4 8 5 7 5 5 7
S. williamsii 53583 AGGGCT AT AGCT CAGT T GGT AGAGCACCT CGT TT ACACACCGAGAAT GT CT ACGGT T CGAGT CCGT AT AGCCCT A 53,583 54232 1 reverse Val UAC 75 7 4 8 4 9 6 5 7
S. williamsii 54418 CCTACTTAACT CAGT GGTTAGAGT ATTGCT T T CAT ACGGCGGGAGT CAT T GGT TCAAAT CCAAT AGT AGGT A 54418 54,489 0 forward Met CAU 72 6 4 8 5 7 5 5 7
S. williamsii 68929 GCGCTCTT AGT T CAGT T CGGT AGAACGT GGGT CT CCAAAACCCGAT GT CGT AGGT TCAAAT CCT ACAGAGCGT G 68,929 69,002 0 reverse Trp CCA 74 7 4 9 5 7 5 5 7
S. williamsii 69164 AGGGAT GT GGCGCAGCT T GGT AGCGCGT TTGT T TTGGGT ACAAAAT GT CACAGGT T CAAAT CCT GT CATCCCT A 69,164 69,237 0 reverse Pro UGG 74 7 4 9 5 7 5 5 7
S. williamsii 88952 GCAT CCATGGCT GAAT GGT T AAAGCGCCCAACT CAT AATT GGCGAAT TCGT AGGT TCAAT T CCT ACT GGAT GCA 88.952 89,025 0 reverse Tle2 CAU 74 7 310 5 7 5 5 7
S. williamsii 96741 GCCT T GGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 96,741 96,821 0 reverse Leu CAA 81 7 310 5 7 13 5 7
S. williamsii 103115 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT TCGAGCCT GATTAT CCCT A 103,115 103,186 0 forward Val GAC 7 7 4 7 5 7 5 5 7
S. williamsii 105190 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 105,190 106,208 1 forward Ile GAU 77 7 4 7 5 12 5 5 7
S. williamsii 106272 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT T GCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTTAT CT CCA 106,272 107,159 1 forward Ala UGC 73 7 4 8 5 7 5 5 7
S. williamsii 110920 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGAACCACGGT GT CGGGGGT TCGAAT CCCT CCT CGCCCA 110,920 110,993 0 forward Arg ACG 74 7 4 9 5 7 5 5 7
S. williamsii 111597 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT T CGAAT CCT ACT T GGGGAG 111,597 111,668 0 reverse Asn GUU p) 7 4 7 5 7 5 5 7
S. williamsii 117749 GCCGCT AT GGT GAAAT CGGT AGACACGCT GCT CT T AGGAAGCAGT GCT AGAGCAT CT CGGT T CGAGT CCGAGT GGCGGCA 117,749 117,828 0 forward Leu UAG 80 7 311 5 7 11 5 7
S. williamsii 133448 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT TAACCGAT T GGT CGT AGGT T CGAAT CCT ACT T GGGGAG 133,448 133,519 0 forward Asn GUU 7 7 4 7 5 7 5 5 7
S. williamsii 134123 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGAACCACGGT GT CGGGGGT TCGAAT CCCT CCT CGCCCA 134,123 134,196 0 reverse Arg ACG 74 7 4 9 5 7 5 5 7
S. williamsii 137957 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT T GCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTTAT CT CCA 137,957 138,844 1 reverse Ala UuGC 73 7 4 8 5 7 5 5 7
S. williamsii 138908 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 138,908 139,926 1 reverse Ile GAU 77 7 4 7 5 12 5 5 7
S. williamsii 141930 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT T CGAGCCT GATTAT CCCTA 141,930 142,001 0 reverse Val GAC p) 7 4 7 5 7 5 5 7
S. williamsii 148295 GCCT T GGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 148,295 148,375 0 forward Leu CAA 81 7 310 5 7 13 5 7
S. williamsii 156091 GCAT CCAT GGCT GAAT GGT TAAAGCGCCCAACT CAT AAT T GGCGAAT T CGT AGGT TCAAT T CCT ACT GGAT GCA 156,091 156,164 0 forward Ile2 CAU 74 7 310 5 7 5 5 7
V. utile 4 GCGGAT GT AGCCAAGT GGAT CAAGGCAGT GGAT T GT GAAT CCACCAT GCGCGGGT T CAAT T CCCGT CGT T CGCC 4 77 0 reverse His GUG 74 7 311 5 7 5 5 7
V. utile 1763 GGGT T GCT AACT CAACGGT AGAGT ACT CGGCT TTTAACCGACT AGT T CCGGGT T CGAAT CCCGGGCAACCCA 1,763 4358 1 reverse Lys Uuu 7 7 4 7 4 7 6 5 7
V. utile 7865 T GGGGCGT AGCCAAGT GGT AAGGCAACGGGT TT T GGT CCCGCT AT T CGGAGGT T CGAAT CCT T CCGT CCCAG 7,865 7,936 0 reverse Gln uuG 7 7 3 9 4 7 6 5 7
V. utile_9059 GGAGAGAT GGCT GAGT GGACT AAAGCGGCGGAT T GCT AAT CCGT TGT ACGAGT T AT T CGT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 9,059 9,146 0 reverse Ser GCU 88 7 311 5 7 19 5 7
V. utile 9853 GCGGGT AT AGT TT AGT GGT AAAACCT T AGCCT T CCAAGCT AACGAT GCGGGT T CGAT T CCCGCT ACCCGC 9,853 10,621 1 forward Gly ucc 70 7 4 7 5 7 4 5 7
V. utile 10799 GCGT CCAT T GT CT AAT GGAT AGGACAT AGGT CTTCT AAACCT TT GGT AT AGGT TCAAAT CCT AT T GGACGCA 10,799 10,870 0 forward Arg UCu ) 7 4 8 4 7 5 5 7
V. utile 28913 GGCGGCAT GGCCGAGT GGT AAGGCGGGGGACT GCAAAT CCTTTTT CCCCAGT TCAAAT CCGGGT GT CGCCT 28913 28,983 0 forward Cys GCA 71 7 3 9 5 7 4 5 7
V. utile 31685 GGGATTGT AGT T CAAT T GGT CAGAGCACCGCCCT GT CAAGGCGGAAGCT GCGGGT T CGAGCCCCGT CAGT CCCG 31,685 31,758 0 reverse Asp GucC 74 7 4 9 5 7 5 5 7
V. utile 31868 GGGT CGAT GCCCGAGCGGT T AAT GGGGACGGACT GT AAATT CGT T GGCAAT AT GT CT ACGCT GGT TCAAAT CCAGCT CGGCCCA 31,868 31,951 0 reverse Tyr GUA 84 7 4 9 5 7 4 5 7
V. utile_32016 GCCCCCAT CGT CT AGT GGT TCAGGACAT CT CT CT T T CAAGGAGGCGGCGGGGAT T CGACT T CCCCT GGGGGT A 32,016 32,088 0 reverse Glu uuc 73 7 4 9 5 7 4 5 7
V. utile 32906 GCCCCTTTAACT CAGCGGT AGAGT AACGCCAT GGT AAGGCGT AAGT CAT CGGT T CAAAT CCGAT AAGGGGCT 32,906 32,977 0 forward Thr GGU 7 7 4 7 5 7 5 5 7
V. utile 36807 GGAGAGAT GGCT GAGT GGT T GAT AGCT CCGGT CTTGAAAACCGGT AT AGT TTTGAACAAAGAACT AT CGAGGGT T CGAAT CCCT CT CTCTCCT 36,807 36,899 0 reverse Ser UGA 93 7 4 9 5 7 24 5 7
V. utile 37736 GCGGAT AT GGT CGAAT GGT AAAAT T T CT CTTT GCCAAGGAGAAGACGCGGGT TCGAT T CCCGCT AT CCGCC 37,736 37,806 0 forward Gly GCC 71 7 2 11 5 7 4 5 7
V. utile 37980 CGCGGGGT AGAGCAGT TTGGT AGCT CGCAAGGCT CAT AACCT T GAGGT CACGGGT T CAAAT CCT GT CT CCGCAA 37,980 38,053 0 reverse fMet CAU 74 6 4 9 5 7 5 5 7
V. utile 46707 GGAGAGAT GGCCGAGT GGT T CAAGGCGT AGCAT TGGAACT GCT AT GT AGGCT TTT GT TT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 46,707 46,793 0 forward Ser GGA 87 7 311 5 7 18 5 7
V. utile 48048 GCCTGCTT AGCT CAGAGGT T AGAGCAT CGCAT T T GT AAT GCGAT GGT CAT CGGT TCGATT CCGAT AGCCGGCT 48,048 48,120 0 reverse Thr UGU 73 7 4 8 5 7 5 5 7
V. utile 48840 GGGGAT AT GGCGAAAT T GGT AGACGCT ACGGACT T AAAAAAT CCGT CGACT TT AGAAAT CGT GAGGGT TCAAGT CCCT CT AT CCCCA 48,840 49,429 1 forward Leu UAA 87 7 311 5 9 16 5 7
V. utile 49808 GT CGGGAT AGCT CAGCCGGT AGAGCAGAGGACT GAAAAT CCT CGT GT CACCAGT TCAAAT CT GGT T CCT GGCA 49,808 49,880 0 forward Phe GAA 73 7 4 8 5 7 5 5 7
V. utile 53289 AGGGCT AT AGCT CAGT T AGGT AGAGCACCT CGT TT ACACACCGAGAAGGT CT ACGGT T CGAGT CCGT AT AGCCCT A 53,289 53,938 1 reverse Val UAC 76 7 4 9 4 9 6 5 7
V. utile 54115 CCTACTTAACT CAGT GGTTAGAGT ATTGCT TT CAT ACGGCAGGAGT CATTGGT TCAAAT CCAATAGT AGGT A 54,115 54,186 0 forward Met CAU 72 6 4 8 5 7 5 5 7
V. utile 68623 GCGCT CTT AGT T CAGT T CGGT AGAACGT GGGT CT CCAAAACCCGAT GT CGT AGGT TCAAAT CCT ACAGAGCGT G 68,623 68,696 0 reverse Trp CCA 74 7 4 9 5 7 5 5 7
V. utile 68872 AGGGAT GT GGCGCAGCT T GGT AGCGCGT TTGT T T T GGGT ACAAAAT GT CACGGGT TCAAAT CCT GT CATCCCT A 68,872 68,945 0 reverse Pro UGG 74 7 4 9 5 7 5 5 7
V. utile 88625 GCAT CCAT GGCT GAAT GGT TAAAGCGCCCAACT CAT AATT GGCGAAT T CGT AGGT TCAAT T CCT ACT GGAT GCA 88,625 88,698 0 reverse Ile2 CAU 74 7 310 5 7 5 5 7
V. utile 96403 GCCT T GGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 96,403 96,483 0 reverse Leu CAA 81 7 310 5 7 13 5 7
V. utile 102789 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT T CGAGCCT GATTAT CCCT A 102,789 102,860 0 forward Val GAC ) 7 4 7 5 7 5 5 7
V. utile 104863 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 104,863 105,881 1 forward Ile GAU 77 7 4 7 5 12 5 5 7
V. utile 105946 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT T GCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTTAT CT CCA 105,946 106,833 1 forward Ala UGC 73 7 4 8 5 7 5 5 7
V. utile 110593 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGAACCACGGT GT CGGGGGT TCGAAT CCCT CCT CGCCCA 110,593 110,666 0 forward Arg ACG 74 7 4 9 5 7 5 5 7
V. utile 111279 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT TAACCGAT T GGT CGT AGGT TCGAAT CCT ACT T GGGGAG 111,279 111,350 0 reverse Asn GUU p) 7 4 7 5 7 5 5 7
V. utile 117229 GCCGCT AT GGT GAAAT CGGT AGACACGCT GCT CT T AGGAAGCAGT GCT AGAGCAT CT CGGT T CGAGT CCGAGT GGCGGCA 117,229 117,308 0 forward Leu UAG 80 7 311 5 7 11 5 7
V. utile 132850 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT TAACCGAT T GGT CGT AGGT T CGAAT CCT ACT T GGGGAG 132,850 132,921 0 forward Asn GUU p) 7 4 7 5 7 5 5 7
V. utile 133534 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGA ACCACGGT GT CGGGGGT TCGAAT CCCT CCT CGCCCA 133,534 133,607 0 reverse Arg ACG 74 7 4 9 5 7 5 5 7
V. utile 137367 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT T GCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTTAT CT CCA 137,367 138,254 1 reverse Ala uGC 73 7 4 8 5 7 5 5 7
V. utile 138319 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 138,319 139,337 1 reverse Ile GAU 77 7 4 7 5 12 5 5 7
V.u lile:141340 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT T CGAGCCT GATTAT CCCTA 141,340 141411 0 reverse Val GAC o) 7 4 7 5 7 5 5 7
V. utile 147717 GCCT T GGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 147,717 147,797 0 forward Leu CAA 81 7 310 5 7 13 5 7
V.u lile:l 55502 GCAT CCAT GGCT GAAT GGT TAAAGCGCCCAACT CATAATTGGCGAAT T CGT AGGT TCAAT T CCT ACT GGAT GCA 155,502 155,575 0 forward Ile2 CAU 74 7 310 5 7 5 5 7
V. betulifolium_4 GCGGAT GT AGCCAAGT GGAT CAAGGCAGT GGAT T GT GAAT CCACCAT GCGCGGGT T CAAT T CCCGT CGT T CGCC 4 77 0 reverse His GUG 74 7 311 5 7 5 5 7
V. betulifolium 1761 GGGT T GCT AACT CAACGGT AGAGT ACT CGGCTTT T AACCGACT AGT T CCGGGT T CGAAT CCCGGGCAACCCA 1761 4357 1 reverse Lys uuu 72 7 4 7 4 7 6 5 7
V. betulifolium 7872 T GGGGCGT AGCCAAGT GGT AAGGCAACGGGT TT T GGT CCCGCT AT T CGGAGGT T CGAAT CCT T CCGT CCCAG 7872 7943 0 reverse Gln uuG 7 7 3 9 4 7 6 5 7
V. betulifolium 9056 GGAGAGAT GGCT GAGT GGACT AAAGCGGCGGAT T GCT AAT CCGT TGT ACGAGT T AT T CGT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 9056 9143 0 reverse Ser GCU 88 7 311 5 7 19 5 7
V. betulifolium 9849 GCGGGT AT AGT TT AGT GGT AAAACCT T AGCCT TCCAAGCT AACGAT GCGGGT T CGAT T CCCGCT ACCCGC 9849 10617 1 forward Gly uce 70 7 4 7 5 7 4 5 7
V. betulifolium 10792 GCGTCCATTGT CT AAT GGAT AGGACAT AGGT CTTCT AAACCT TTGGT AT AGGT TCAAAT CCTAT T GGACGCA 10792 10863 0 forward Arg UCU 72 7 4 8 4 7 5 5 7
V. betulifolium 28919 GGCGGCAT GGCCGAGT GGT AAGGCGGGGGACT GCAAAT CCTTTTT CCCCAGT TCAAAT CT TTGT GT CGCCC 28919 28989 0 forward Cys GCA 71 7 3 9 5 7 4 5 7
V. betulifolium 31727 GGGATTGT AGT TCAAT T GGT CAGAGCACCGCCCT GT CAAGGCGGAAGCT GCGGGT T CGAGCCCCGT CAGT CCCG 31727 31800 0 reverse Asp GUC 74 7 4 9 5 7 5 5 7
V. betulifolium 31918 GGGT CGAT GCCCGAGCGGT T AAT GGGGACGGACT GT AAAT T CGT T GGCAAT AT GT CT ACGCT GGT T CAAAT CCAGCT CGGCCCA 31918 32001 0 reverse Tyr GUA 84 7 4 9 5 7 4 5 7
V. betulifolium 32066 GCCCCCAT CGT CT AGT GGT TCAGGACAT CT CT CT T T CAAGGAGGCGGCGGGGAT T CGACT T CCCCT GGGGGT A 32066 32138 0 reverse Glu uucC 73 7 4 9 5 7 4 5 7
V. betulifolium 32997 GCCCCTTTAACT CAGCGGT AGAGT AACGCCAT GGT AAGGCGT AAGT CAT CGGT T CAAAT CCGAT AAGGGGCT 32997 33068 0 forward Thr GGU 7 7 4 7 5 7 5 5 7
V. betulifolium 36932 GGAGAGAT GGCT GAGT GGT T GAT AGCT CCGGT CTTGAAAACCGGT AT AGTTTTGAACAAAGAACT AT CGAGGGT T CGAAT CCCT CT CTCTCCT 36932 37024 0 reverse Ser UGA 93 7 4 9 5 7 24 5 7
V. betulifolium_37859 GCGGAT AT GGT CGAAT GGT AAAAT T T CT CTTT GCCAAGGAGAAGACGCGGGT TCGAT T CCCGCT AT CCGCC 37859 37929 0 forward Gly GCC 71 7 11 5 7 4 5 7
V. betulifolium 38103 CGCGGGGT AGAGCAGT TT GGT AGCT CGCAAGGCT CAT AACCT T GAGGT CACGGGT T CAAAT CCT GT CT CCGCAA 38103 38176 0 reverse fMet CAU 74 6 4 9 5 7 5 5 7
V. betulifolium 46852 GGAGAGAT GGCCGAGT GGT T CAAGGCGT AGCAT TGGAACT GCT AT GT AGGCT TTT GT TT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 46852 46938 0 forward Ser GGA 87 7 311 5 7 18 5 7
V. betulifolium 48200 GCCTGCTT AGCT CAGAGGT T AGAGCAT CGCAT TT GT AAT GCGAT GGT CAT CGGT T CGATT CCGAT AGCCGGCT 48200 48272 0 reverse Thr UGU 73 7 4 8 5 7 5 5 7
V. betulifolium 48992 GGGGAT AT GGCGAAAT T GGT AGACGCT ACGGACT T AAAAAAT CCGT CGACT TT AGAAAT CGT GAGGGT TCAAGT CCCT CT AT CCCCA 48992 49577 1 forward Leu UAA 87 7 311 5 9 16 5 7
V. betulifolium 49955 GT CGGGAT AGCT CAGCCGGT AGAGCAGAGGACT GAAAAT CCT CGT GT CACCAGT TCAAAT CT GGT T CCT GGCA 49955 50027 0 forward Phe GAA 73 7 4 8 5 7 5 5 7
V. betulifolium 53442 AGGGCT AT AGCT CAGT T AGGT AGAGCACCT CGT TT ACACACCGAGAAGGT CT ACGGT T CGAGT CCGT AT AGCCCT A 53442 54091 1 reverse Val UAC 76 7 4 9 4 9 6 5 7
V. betulifolium 54268 CCTACTTAACT CAGT GGTTAGAGT ATTGCT TT CAT ACGGCAGGAGT CATTGGT TCAAAT CCAAT AGT AGGT A 54268 54339 0 forward Met CAU 7 6 4 8 5 7 5 5 7
V. betulifolium 68793 GCGCT CTTAGT T CAGT T CGGT AGAACGT GGGT CT CCAAAACCCGAT GT CGT AGGT TCAAAT CCT ACAGAGCGT G 68793 68866 0 reverse Trp CCA 74 7 4 9 5 7 5 5 7
V. betulifolium 69060 AGGGAT GT GGCGCAGCT T GGT AGCGCGT TTGT TTT GGGT ACAAAAT GT CACGGGT T CAAAT CCT GT CAT CCCT A 69060 69133 0 reverse Pro UGG 74 7 4 9 5 7 5 5 7
V. betulifolium 88807 GCAT CCAT GGCT GAAT GGT TAAAGCGCCCAACT CAT AAT T GGCGAAT T CGT AGGT TCAAT T CCT ACT GGAT GCA 88807 88880 0 reverse Ile2 CAU 74 7 310 5 7 5 5 7
V. betulifolium 96579 GCCT T GGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 96579 96659 0 reverse Leu CAA 81 7 310 5 7 13 5 7
V. betulifolium 102950 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT T CGAGCCT GATTAT CCCTA 102950 103021 0 forward Val GAC o) 7 4 7 5 7 5 5 7
V. betulifolium 105024 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 105024 106042 1 forward Ile GAU 77 7 4 7 5 12 5 5 7
V. betulifolium 106107 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT TGCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTTAT CT CCA 106107 106994 1 forward Ala UGC 73 7 4 8 5 7 5 5 7
V. betulifolium 110759 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGA ACCACGGT GT CGGGGGT T CGAAT CCCT CCT CGCCCA 110759 110832 0 forward Arg ACG 74 7 4 9 5 7 5 5 7
V. betulifolium 111443 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT T CGAAT CCT ACT T GGGGAG 111443 111514 0 reverse Asn GUU 72 7 4 7 5 7 5 5 7
V. betulifolium 117658 GCCGCT AT GGT GAAAT CGGT AGACACGCT GCT CT TAGGAAGCAGT GCT AGAGCAT CT CGGT T CGAGT CCGAGT GGCGGCA 117658 117737 0 forward Leu UAG 80 7 311 5 7 11 5 7
V. betulifolium 133271 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT TCGAAT CCT ACT T GGGGAG 133271 133342 0 forward Asn GUU 72 7 4 7 5 7 5 5 7
V. betulifolium 133953 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGA ACCACGGT GT CGGGGGT T CGAAT CCCT CCT CGCCCA 133953 134026 0 reverse Arg ACG 74 7 4 9 5 7 5 5 7
V. betulifolium 137791 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT TGCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTT AT CT CCA 137791 138678 1 reverse Ala UGC 73 7 4 8 5 7 5 5 7
V. betulifolium 138743 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 138743 139761 1 reverse Ile GAU 77 7 4 7 5 12 5 5 7
V. betulifolium 141764 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT TCGAGCCT GATT AT CCCT A 141764 141835 0 reverse Val GAC 72 7 4 7 5 7 5 5 7
V. betulifolium 148126 GCCT T GGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 148126 148206 0 forward Leu CAA 81 7 310 5 7 13 5 7
V. betulifolium 155905 GCAT CCAT GGCT GAAT GGT T AAAGCGCCCAACT CAT AAT T GGCGAAT T CGT AGGT TCAAT TCCT ACT GGAT GCA 155905 155978 0 forward Ile2 CAU 74 7 310 5 7 5 5 7
V. japonicum_1 GCGGAT GT AGCCAAGT GGAT CAAGGCAGT GGAT T GT GAAT CCACCAT GCGCGGGT TCAAT T CCCGT CGT T CGCC 1 74 0 reverse His GUG 74 7 311 5 7 5 5 7
V. japonicum 1754 GGGTTGCT AACT CAACGGT AGAGT ACT CGGCT TTT AACCGACT AGT T CCGGGT T CGAAT CCCGGGCAACCCA 1754 4350 1 reverse Lys Uuu 72 7 4 7 4 7 6 5 7
V. japonicum 7860 T GGGGCGT AGCCAAGT GGT AAGGCAACGGGT TT T GGT CCCGCT AT T CGGAGGT T CGAAT CCT T CCGT CCCAG 7860 7931 0 reverse Gln uuG p) 7 3 9 4 7 6 5 7
V. japonicum 9054 GGAGAGAT GGCT GAGT GGACT AAAGCGGCGGAT T GCT AAT CCGT TGT ACGAGT T AT T CGT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 9054 9141 0 reverse Ser GCU 88 7 311 5 7 19 5 7
V. japonicum_9850 GCGGGT AT AGT TT AGT GGT AAAACCT T AGCCT T CCAAGCT AACGAT GCGGGT T CGAT T CCCGCT ACCCGC 9850 10618 1 forward Gly ucc 70 7 4 7 5 7 4 5 7
V. japonicum 10796 GCGT CCATTGT CT AAT GGAT AGGACAT AGGT CTTCT AAACCT TT GGT AT AGGT TCAAAT CCT AT T GGACGCA 10796 10867 0 forward Arg UCU 72 7 4 8 4 7 5 5 7
V. japonicum_29149 GGCGGCAT GGCCGAGT GGT AAGGCGGGGGACT GCAAAT CCTTTTT CCCCAGT TCAAAT CCGGGT GT CGCCT 29149 20219 0 forward Cys GCA 71 7 3 9 5 7 4 5 7
V. japonicum 32257 GGGATTGT AGT TCAAT T GGT CAGAGCACCGCCCT GT CAAGGCGGAAGCT GCGGGT T CGAGCCCCGT CAGT CCCG 32257 32330 0 reverse Asp GuUC 74 7 4 9 5 7 5 5 7
V. japonicum_32443 GGGT CGAT GCCCGAGCGGT T AAT GGGGACGGACT GT AAAT T CGT T GGCAAT AT GT CT ACGCT GGT T CAAAT CCAGCT CGGCCCA 32443 32526 0 reverse Tyr GUA 84 7 4 9 5 7 4 5 7
V. japonicum 32591 GCCCCCAT CGT CT AGT GGT TCAGGACAT CT CT CT T T CAAGGAGGCGGCGGGGAT T CGACT T CCCCT GGGGGT A 32591 32663 0 reverse Glu uuc 73 7 4 9 5 7 4 5 7
V. japonicum_33476 GCCCCTTTAACT CAGCGGT AGAGT AACGCCAT GGT AAGGCGT AAGT CAT CGGT T CAAAT CCGAT AAGGGGCT 33476 33547 0 forward Thr GGU p) 7 4 7 5 7 5 5 7
V. japonicum 37349 GGAGAGAT GGCT GAGT GGT T GAT AGCT CCGGT CT T GAAAACCGGT AT AGT TTT GAACAAAGAACT AT CGAGGGT T CGAAT CCCT CT CT CT CCT 37349 37441 0 reverse Ser UGA 93 7 4 9 5 7 24 5 7
V. japonicum 38268 GCGGAT AT GGT CGAAT GGT AAAATTTCT CT T T GCCAAGGAGAAGACGCGGGT TCGAT T CCCGCT AT CCGCC 38268 38338 0 forward Gly GCC 71 7 2 11 5 7 4 5 7
V. japonicum 38512 CGCGGGGT AGAGCAGT TT GGT AGCT CGCAAGGCT CAT AACCT T GAGGT CACGGGT T CAAAT CCT GT CT CCGCAA 38512 38585 0 reverse Met CAU 74 6 4 9 5 7 5 5 7
V. japonicum_47250 GGAGAGAT GGCCGAGT GGT T CAAGGCGT AGCAT TGGAACT GCT AT GT AGGCT TTT GT TT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 47250 47336 0 forward Ser GGA 87 7 311 5 7 18 5 7
V. japonicum 48617 GCCTGCTT AGCT CAGAGGT T AGAGCAT CGCAT TT GT AAT GCGAT GGT CAT CGGT T CGAT T CCGAT AGCCGGCT 48617 48689 0 reverse Thr UGU 73 7 4 8 5 7 5 5 7
V. japonicum 49409 GGGGAT AT GGCGAAATTGGT AGACGCT ACGGACT T AAAAAAT CCGT CGACT TT AGAAAT CGT GAGGGT TCAAGT CCCT CT AT CCCCA 49409 49995 1 forward Leu UAA 87 7 311 5 9 16 5 7
V. japonicum 50373 GT CGGGAT AGCT CAGCCGGT AGAGCAGAGGACT GAAAAT CCT CGT GT CACCAGT TCAAAT CT GGT T CCT GGCA 50373 50445 0 forward Phe GAA 73 7 4 8 5 7 5 5 7
V. japonicum 53868 AGGGCT AT AGCT CAGT T AGGT AGAGCACCT CGT TT ACACACCGAGAAGGT CT ACGGT TCGAGT CCGT AT AGCCCT A 53868 54517 1 reverse Val UAC 76 7 4 9 4 9 6 5 7
V. japonicum 54694 CCTACTTAACT CAGT GGTTAGAGT ATTGCT TT CAT ACGGCAGGAGT CATTGGT T CAAAT CCAATAGT AGGT A 54694 54765 0 forward Met CAU 7 6 4 8 5 7 5 5 7
V. japonicum 69128 GCGCTCTTAGT T CAGT T CGGT AGAACGT GGGT CT CCAAAACCCGAT GT CGT AGGT TCAAAT CCT ACAGAGCGT G 69128 69201 0 reverse Trp CCA 74 7 4 9 5 7 5 5 7
V. japonicum 69395 AGGGAT GT GGCGCAGCT T GGT AGCGCGT TTGT T TT GGGT ACAAAAT GT CACGGGT TCAAAT CCT GT CAT CCCT A 69395 69468 0 reverse Pro UGG 74 7 4 9 5 7 5 5 7
V. japonicum 89107 GCAT CCAT GGCT GAAT GGT T AAAGCGCCCAACT CAT AATTGGCGAAT TCGT AGGT TCAAT TCCT ACT GGAT GCA 89107 89180 0 reverse Ile2 CAU 74 7 310 5 7 5 5 7
V. japonicum 96885 GCCT T GGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 96885 96965 0 reverse Leu CAA 81 7 310 5 7 13 5 7
V. japonicum 103262 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT TCGAGCCT GATT AT CCCT A 103262 103333 0 forward Val GAC 72 7 4 7 5 7 5 5 7
V. japonicum_105336 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 105336 106354 1 forward Ile GAU 77 7 4 7 5 12 5 5 7
V. japonicum 106419 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT T GCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTT AT CT CCA 106419 107306 1 forward Ala UGC 73 7 4 8 5 7 5 5 7
V. japonicum 111098 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGA ACCACGGT GT CGGGGGT T CGAAT CCCT CCT CGCCCA 111098 111171 0 forward Arg ACG 74 7 4 9 5 7 5 5 7
V. japonicum 111781 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT TCGAAT CCT ACT T GGGGAG 111781 111852 0 reverse Asn GUU 72 7 4 7 5 7 5 5 7
V. japonicum_118136 GCCGCT AT GGT GAAAT CGGT AGACACGCT GCT CT T AGGAAGCAGT GCT AGAGCAT CT CGGT T CGAGT CCGAGT GGCGGCA 118136 118215 0 forward Leu UAG 80 7 311 5 7 11 5 7
V. japonicum 133822 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT TCGAAT CCT ACT T GGGGAG 133822 133893 0 forward Asn GUU 72 7 4 7 5 7 5 5 7
V. japonicum_134503 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGA ACCACGGT GT CGGGGGT T CGAAT CCCT CCT CGCCCA 134503 134576 0 reverse Arg ACG 74 7 4 9 5 7 5 5 7
V. japonicum 138368 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT T GCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTT AT CT CCA 138368 139255 1 reverse Ala UGC 73 7 4 8 5 7 5 5 7
V. japonicum_139320 GGGCT AT TAGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 139320 140338 1 reverse Ile GAU 77 7 4 7 5 12 5 5 7
V. japonicum 142341 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT TCGAGCCT GATT AT CCCT A 142341 142412 0 reverse Val GAC 7 7 4 7 5 7 5 5 7
V. japonicum_148709 GCCT T GGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 148709 148789 0 forward Leu CAA 81 7 310 5 7 13 5 7
V. japonicum 156494 GCAT CCAT GGCT GAAT GGT T AAAGCGCCCAACT CAT AAT T GGCGAAT T CGT AGGT TCAAT T CCT ACT GGAT GCA 156494 156567 0 forward Ile2 CAU 74 7 310 5 7 5 5 7
V. erosum_3 GCGGAT GT AGCCAAGT GGAT CAAGGCAGT GGAT T GT GAAT CCACCAT GCGCGGGT T CAAT T CCCGT CGT T CGCC 3 76 0 reverse His GUG 74 7 311 5 7 5 5 7
V. erosum_1756 GGGTTGCT AACT CAACGGT AGAGT ACT CGGCTTTT AACCGACT AGT T CCGGGT T CGAAT CCCGGGCAACCCA 1756 4352 1 reverse Lys Uuu 7 7 4 7 4 7 6 5 7
V. erosum_7862 T GGGGCGT AGCCAAGT GGT AAGGCAACGGGT TT T GGT CCCGCT AT T CGGAGGT T CGAAT CCT T CCGT CCCAG 7862 7933 0 reverse Gln uuG p) 7 3 9 4 7 6 5 7
V. erosum_9056 GGAGAGAT GGCT GAGT GGACT AAAGCGGCGGAT T GCT AAT CCGT TGT ACGAGT T AT T CGT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 9056 9143 0 reverse Ser GCU 88 7 311 5 7 19 5 7
V. erosum_9852 GCGGGT AT AGT TT AGT GGT AAAACCT T AGCCT T CCAAGCT AACGAT GCGGGT T CGAT T CCCGCT ACCCGC 9852 10620 1 forward Gly ucc 70 7 4 7 5 7 4 5 7
V. erosum_10798 GCGT CCATTGT CT AAT GGAT AGGACAT AGGT CTTCT AAACCT TT GGT AT AGGT TCAAAT CCT AT T GGACGCA 10798 10869 0 forward Arg UCU 7 7 4 8 4 7 5 5 7
V. erosum_29151 GGCGGCAT GGCCGAGT GGT AAGGCGGGGGACT GCAAAT CCTTTTT CCCCAGT TCAAAT CCGGGT GT CGCCT 29151 20221 0 forward Cys GCA 71 7 3 9 5 7 4 5 7
V. erosum_32259 GGGATTGT AGT T CAAT T GGT CAGAGCACCGCCCT GT CAAGGCGGAAGCT GCGGGT T CGAGCCCCGT CAGT CCCG 32259 32332 0 reverse Asp GuUC 74 7 4 9 5 7 5 5 7
V. erosum_32445 GGGT CGAT GCCCGAGCGGT T AAT GGGGACGGACT GT AAAT T CGT T GGCAAT AT GT CT ACGCT GGT TCAAAT CCAGCT CGGCCCA 32445 32528 0 reverse Tyr GUA 84 7 4 9 5 7 4 5 7
V. erosum_32593 GCCCCCAT CGT CT AGT GGT TCAGGACAT CT CT CT T T CAAGGAGGCGGCGGGGAT T CGACT T CCCCT GGGGGT A 32593 32665 0 reverse Glu uuc 73 7 4 9 5 7 4 5 7
V. erosum_33478 GCCCCTTTAACT CAGCGGT AGAGT AACGCCAT GGT AAGGCGT AAGT CAT CGGT TCAAAT CCGAT AAGGGGCT 33478 33549 0 forward Thr GGU 72 7 4 7 5 7 5 5 7
V. erosum_37352 GGAGAGAT GGCT GAGT GGT T GAT AGCT CCGGT CT T GAAAACCGGT AT AGT TTT GAACAAAGAACT AT CGAGGGT T CGAAT CCCT CT CTCTCCT 37352 37444 0 reverse Ser UGA 93 7 4 9 5 7 24 5 7
V. erosum_38270 GCGGAT AT GGT CGAATGGT AAAATTTCT CT T T GCCAAGGAGAAGACGCGGGT TCGAT T CCCGCT AT CCGCC 38270 38340 0 forward Gly GCC 71 7 2 11 5 7 4 5 7
V. erosum_38514 CGCGGGGT AGAGCAGT TT GGT AGCT CGCAAGGCT CAT AACCT T GAGGT CACGGGT T CAAAT CCT GT CT CCGCAA 38514 38587 0 reverse fMet CAU 74 6 4 9 5 7 5 5 7
V. erosum_47252 GGAGAGAT GGCCGAGT GGT TCAAGGCGT AGCAT TGGAACT GCT ATGT AGGCT TTT GT TT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 47252 47338 0 forward Ser GGA 87 7 311 5 7 18 5 7
V. erosum_48619 GCCTGCTT AGCT CAGAGGT T AGAGCAT CGCAT TT GT AAT GCGAT GGT CAT CGGT T CGAT T CCGAT AGCCGGCT 48619 48691 0 reverse Thr UGU 73 7 4 8 5 7 5 5 7
V. erosum_49411 GGGGAT AT GGCGAAAT T GGT AGACGCT ACGGACT T AAAAAAT CCGT CGACT TT AGAAAT CGT GAGGGT TCAAGT CCCT CT AT CCCCA 49411 49997 1 forward Leu UAA 87 7 311 5 9 16 5 7
V. erosum_50375 GT CGGGAT AGCT CAGCCGGT AGAGCAGAGGACT GAAAAT CCT CGT GT CACCAGT TCAAAT CT GGT T CCT GGCA 50375 50447 0 forward Phe GAA 73 7 4 8 5 7 5 5 7
V. erosum_53870 AGGGCT AT AGCT CAGT T AGGT AGAGCACCT CGT TT ACACACCGAGAAGGT CT ACGGT T CGAGT CCGT AT AGCCCT A 53870 54519 1 reverse Val UAC 76 7 4 9 4 9 6 5 7
V. erosum_54696 CCTACTTAACT CAGT GGT TAGAGT ATTGCT TT CAT ACGGCAGGAGT CATTGGT T CAAAT CCAAT AGT AGGT A 54696 54767 0 forward Met CAU ») 6 4 8 5 7 5 5 7
V. erosum_69130 GCGCTCTTAGT T CAGT T CGGT AGAACGT GGGT CT CCAAAACCCGAT GT CGT AGGT TCAAAT CCT ACAGAGCGT G 69130 69203 0 reverse Trp CCA 74 7 4 9 5 7 5 5 7
V. erosum_69397 AGGGAT GT GGCGCAGCT T GGT AGCGCGT TTGT T TT GGGT ACAAAAT GT CACGGGT TCAAAT CCT GT CAT CCCT A 69397 69470 0 reverse Pro UGG 74 7 4 9 5 7 5 5 7
V. erosum_89100 GCAT CCAT GGCT GAAT GGT T AAAGCGCCCAACT CAT AAT T GGCGAAT T CGT AGGT TCAAT T CCT ACT GGAT GCA 89100 89173 0 reverse Ile2 CAU 74 7 310 5 7 5 5 7
V. erosum_96878 GCCT T GGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 96878 96958 0 reverse Leu CAA 81 7 310 5 7 13 5 7
V. erosum_ 103255 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT TCGAGCCT GATT AT CCCT A 103255 103326 0 forward Val GAC 7 7 4 7 5 7 5 5 7
V. erosum_105329 GGGCT AT TAGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 105329 106347 1 forward Ile GAU 77 7 4 7 5 12 5 5 7
V. erosum_ 106412 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT T GCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTT AT CT CCA 106412 107299 1 forward Ala UGC 73 7 4 8 5 7 5 5 7
V. erosum_111091 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGAACCACGGT GT CGGGGGT T CGAAT CCCT CCT CGCCCA 111091 111164 0 forward Arg ACG 74 7 4 9 5 7 5 5 7
V. erosum 111775 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT T CGAAT CCT ACT T GGGGAG 111775 111846 0 reverse Asn GUU 7 7 4 7 5 7 5 5 7
V. erosum:l 18109 GCCGCT AT GGT GAAAT CGGT AGACACGCT GCT CT TAGGAAGCAGT GCT AGAGCAT CT CGGT T CGAGT CCGAGT GGCGGCA 118109 118188 0 forward Leu UAG 80 7 311 5 7 11 5 7
V. erosum 133796 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT T CGAAT CCT ACT T GGGGAG 133796 133867 0 forward Asn GUU 7 7 4 7 5 7 5 5 7
V. erosum:l 34478 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGAACCACGGT GT CGGGGGT T CGAAT CCCT CCT CGCCCA 134478 134551 0 reverse Arg ACG 74 7 4 9 5 7 5 5 7
V. erosum_138343 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT T GCAAGGCGGAT GT CAGCGGT T CGAGT CCGCTTAT CT CCA 138343 139230 1 reverse Ala UGC 73 7 4 8 5 7 5 5 7
V. erosum_139295 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 139295 140313 1 reverse Ile GAU 77 7 4 7 5 12 5 5 7
V. erosum_142316 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT TCGAGCCT GATTAT CCCT A 142316 142387 0 reverse Val GAC 7 7 4 7 5 7 5 5 7
V. erosum_ 148684 GCCTTGGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 148684 148764 0 forward Leu CAA 81 7 310 5 7 13 5 7
V. erosum_ 156469 GCAT CCAT GGCT GAAT GGT TAAAGCGCCCAACT CAT AATT GGCGAAT T CGT AGGT TCAAT T CCT ACT GGAT GCA 156469 156542 0 forward Ile2 CAU 74 7 310 5 7 5 5 7
V. carlesii x V. macrocephalum_1 GCGGAT GT AGCCAAGT GGAT CAAGGCAGT GGAT T GT GAAT CCACCAT GCGCGGGT T CAAT T CCCGT CGT T CGCC 1 75 0 reverse His GUG 75 7 311 5 7 5 5 7
V. carlesii x V. macrocephalum 1763 GGGTTGCT AACT CAACGGT AGAGT ACT CGGCTTTT AACCGACT AGT T CCGGGT T CGAAT CCCGGGCAACCCA 1763 4359 1 reverse Lys Uuu 7 7 4 7 4 7 6 5 7
V. carlesii x V. macrocephalum_7865 T GGGGCGT AGCCAAGT GGT AAGGCAACGGGT TT T GGT CCCGCT AT T CGGAGGT T CGAAT CCT T CCGT CCCAG 7865 7936 0 reverse Gln UuuG 72 7 3 9 4 7 6 5 7
V. carlesii x V. macrocephalum 9058 GGAGAGAT GGCT GAGT GGACT AAAGCGGCGGAT T GCT AAT CCGT T GT ACGAGT T AT T CGT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 9058 9145 0 reverse Ser GCU 88 7 311 5 7 19 5 7
V. carlesii x V. macrocephalum 9852 GCGGGT AT AGT TT AGT GGT AAAACCT TAGCCT T CCAAGCT AACGAT GCGGGT T CGAT T CCCGCT ACCCGC 9852 10619 1 forward Gly ucc 70 7 4 7 5 7 4 5 7
V. carlesii x V. macrocephalum 10797 ~ GCGTCCATTGTCTAATGGAT AGGACAT AGGT CTTCTAAACCT TTGGT ATAGGT TCAAATCCT ATTGGACGCA 10797 10868 0 forward Arg ucu 7 7 4 8 4 7 5 5 7
V. carlesii X V. macrocephalum 29127  GGCGGCAT GGCCGAGT GGT AAGGCGGGGGACT GCAAAT CCTTTTTCCCCAGT TCAAAT CCGGGT GT CGCCT 29127 29197 0 forward Cys GCA 71 7 3 9 5 7 4 5 7
V. carlesii x V. macrocephalum 32550 ~ GGGATTGT AGTTCAATTGGT CAGAGCACCGCCCT GT CAAGGCGGAAGCT GCGGGT T CGAGCCCCGT CAGT CCCG 32550 32623 0 reverse Asp GucC 74 7 4 9 5 7 5 5 7
V. carlesii x V. macrocephalum_ 32733  GGGTCGAT GCCCGAGCGGT T AAT GGGGACGGACT GT AAAT TCGT TGGCAAT AT GT CT ACGCT GGT T CAAAT CCAGCT CGGCCCA 32733 32816 0 reverse Tyr GUA 84 7 4 9 5 7 4 5 7
V. carlesii X V. macrocephalum 32881  GCCCCCATCGTCTAGT GGT TCAGGACAT CT CT CTTTCAAGGAGGCGGCGGGGAT T CGACT T CCCCT GGGGGT A 32881 32953 0 reverse Glu uucC 73 7 4 9 5 7 4 5 7
V. carlesii x V. macrocephalum 33775  GCCCCTTTAACT CAGCGGT AGAGT AACGCCAT GGT AAGGCGT AAGT CAT CGGT TCAAAT CCGAT AAGGGGCT 33775 33846 0 forward Thr GGU 72 7 4 7 5 7 5 5 7
V. carlesii x V. macrocephalum 37676 ~ GGAGAGATGGCT GAGT GGTTGAT AGCT CCGGT CTTGAAAACCGGT AT AGTTTTGAACAAAGAACT AT CGAGGGT TCGAAT CCCT CTCTCTCCT 37676 37768 0 reverse Ser UGA 93 7 4 9 5 7 24 5 7
V. carlesii x V. macrocephalum 38605  GCGGATATGGT CGAATGGT AAAATTTCT CTTTGCCAAGGAGAAGACGCGGGT TCGATTCCCGCT AT CCGCC 38605 38675 0 forward Gly GCC 71 7 2 11 5 7 4 5 7
V. carlesii x V. macrocephalum 38849  CGCGGGGT AGAGCAGTTTGGT AGCT CGCAAGGCT CAT AACCT T GAGGT CACGGGT TCAAAT CCT GT CT CCGCAA 38849 38922 0 reverse fMet CAU 74 6 4 9 5 7 5 5 7
V. carlesii x V. macrocephalum 47576 ~ GGAGAGATGGCCGAGT GGT TCAAGGCGT AGCATTGGAACT GCT ATGT AGGCT TTTGT TTACCGAGGGT TCGAAT CCCTCTCTTTCCG 47576 47662 0 forward Ser GGA 87 7 311 5 7 18 5 7
V. carlesii x V. macrocephalum 48915  GCCTGCTTAGCT CAGAGGT TAGAGCAT CGCATTTGTAATGCGAT GGT CAT CGGT TCGAT TCCGAT AGCCGGCT 48915 48987 0 reverse Thr uGU 73 7 4 8 5 7 5 5 7
V. carlesii x V. macrocephalum 49708  GGGGAT ATGGCGAAATTGGT AGACGCT ACGGACT TAAAAAAT CCGT CGACT TTAGAAAT CGT GAGGGT TCAAGT CCCT CT ATCCCCA 49708 50296 1 forward Leu UAA 87 7 311 5 9 16 5 7
V. carlesii x V. macrocephalum 50674  GTCGGGATAGCT CAGCCGGT AGAGCAGAGGACT GAAAAT CCTCGT GT CACCAGT T CAAAT CTGGT TCCT GGCA 50674 50746 0 forward Phe GAA 73 7 4 8 5 7 5 5 7
V. carlesii x V. macrocephalum 54156 ~ AGGGCTATAGCT CAGT T AGGT AGAGCACCT CGT TT ACACACCGAGAAGGT CT ACGGT T CGAGT CCGT AT AGCCCT A 54156 54805 1 reverse Val UAC 76 7 4 9 4 9 6 5 7
V. carlesii x V. macrocephalum 54982 ~ CCTACTTAACTCAGTGGTTAGAGT ATTGCTTTCATACGGCAGGAGT CATTGGT TCAAAT CCAATAGT AGGT A 54982 55053 0 forward Met CAU o) 6 4 8 5 7 5 5 7
V. carlesii x V. macrocephalum 69121 ~ GCGCTCTTAGT TCAGTTCGGT AGAACGT GGGT CT CCAAAACCCGAT GT CGT AGGT TCAAAT CCT ACAGAGCGT G 69121 69194 0 reverse Trp CCA 74 7 4 9 5 7 5 5 7
V. carlesii x V. macrocephalum 69370 ~ AGGGAT GT GGCGCAGCT TGGT AGCGCGT TTGT TTTGGGT ACAAAAT GT CACGGGT T CAAAT CCT GT CATCCCT A 69370 69443 0 reverse Pro UGG 74 7 4 9 5 7 5 5 7
V. carlesii x V. macrocephalum 89123 ~ GCATCCATGGCT GAATGGT TAAAGCGCCCAACT CATAATTGGCGAATTCGT AGGT TCAATTCCT ACT GGAT GCA 89123 89196 0 reverse Ile2 CAU 74 7 310 5 7 5 5 7
V. carlesii X V. macrocephalum 96895  GCCTTGGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT TCGAGT CCT CTTCAAGGCA 96895 96975 0 reverse Leu CAA 81 7 310 5 7 13 5 7
V. carlesii x V. macrocephalum 103281  AGGGATATAACT CAGCGGT AGAGT GT CACCT TGACGT GGT GGAAGT CAT CAGT TCGAGCCTGATTATCCCT A 103281 103352 0 forward Val GAC 7 7 4 7 5 7 5 5 7
V. carlesii X V. macrocephalum 105355 GGGCTATTAGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT TCAAGT CCAGGAT GGCCCA 105355 106372 1 forward Ile GAU 77 7 4 7 5 12 5 5 7
V. carlesii x V. macrocephalum_ 106437 ~ GGGGATATAGCT CAGTTGGT AGAGCT CCGCT CTTGCAAGGCGGAT GT CAGCGGT TCGAGT CCGCT TAT CTCCA 106437 107323 1 forward Ala UGC 73 7 4 8 5 7 5 5 7
V. carlesii X V. macrocephalum 111083  GGGCCTGT AGCT CAGAGGAT T AGAGCACGT GGCT ACGAACCACGGT GT CGGGGGT TCGAAT CCCT CCT CGCCCA 111083 111156 0 forward Arg ACG 74 7 4 9 5 7 5 5 7
V. carlesii x V. macrocephalum_ 111769  TCCTCAGTAGCT CAGT GGT AGAGCGGT CGGCT GTTAACCGAT TGGT CGT AGGTTCGAAT CCT ACT TGGGGAG 111769 111840 0 reverse Asn GUU 72 7 4 7 5 7 5 5 7
V. carlesii X V. macrocephalum 118001  GCCGCTATGGT GAAAT CGGT AGACACGCT GCT CT T AGGAAGCAGT GCT AGAGCAT CT CGGT T CGAGT CCGAGT GGCGGCA 118001 118080 0 forward Leu UAG 80 7 3 11 5 7 11 5 7
V. carlesii x V. macrocephalum 133614  TCCTCAGT AGCT CAGT GGT AGAGCGGT CGGCT GT TAACCGAT T GGT CGT AGGT TCGAAT CCT ACT T GGGGAG 133614 133685 0 forward Asn GUU 72 7 4 7 5 7 5 5 7
V. carlesii X V. macrocephalum 134298  GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGAACCACGGT GT CGGGGGT TCGAAT CCCT CCT CGCCCA 134298 134371 0 reverse Arg ACG 74 7 4 9 5 7 5 5 7
V. carlesii x V. macrocephalum 138131 GGGGATATAGCT CAGT TGGT AGAGCT CCGCT CTTGCAAGGCGGAT GT CAGCGGT TCGAGT CCGCTTAT CTCCA 138131 139017 1 reverse Ala UGC 73 7 4 8 5 7 5 5 7
V. carlesii X V. macrocephalum 139082  GGGCTATTAGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 139082 140100 1 reverse Ile GAU 77 7 4 7 5 12 5 5 7
V. carlesii x V. macrocephalum 142102 ~ AGGGATATAACT CAGCGGT AGAGT GT CACCT TGACGT GGT GGAAGT CAT CAGT TCGAGCCTGATTATCCCT A 142102 142173 0 reverse Val GAC p) 7 4 7 5 7 5 5 7
V. carlesii x V. macrocephalum 148479  GCCTTGGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT TCGAGT CCT CTTCAAGGCA 148479 148559 0 forward Leu CAA 81 7 310 5 7 13 5 7
V. carlesii x V. macrocephalum 156258  GCATCCATGGCTGAATGGT TAAAGCGCCCAACT CATAATTGGCGAATTCGT AGGT TCAAT TCCT ACT GGAT GCA 156258 156331 0 forward Tle2 CAU 74 7 3 10 5 7 5 5 7
V. rhytidophyllum_1 GCGGAT GT AGCCAAGT GGAT CAAGGCAGT GGAT T GT GAAT CCACCAT GCGCGGGT T CAAT T CCCGT CGT T CGCC 1 74 0 reverse His GUG 74 7 311 5 7 5 5 7
V. rhytidophyllum_ 1760 GGGT T GCT AACT CAACGGT AGAGT ACT CGGCTTTTAACCGACT AGT T CCGGGT T CGAAT CCCGGGCAACCCA 1760 4355 1 reverse Lys 191810] ) 7 4 7 4 7 6 5 7
V. rhytidophyllum 7863 T GGGGCGT AGCCAAGT GGT AAGGCAACGGGT TT T GGT CCCGCT AT T CGGAGGT T CGAAT CCT T CCGT CCCAG 7863 7934 0 reverse Gln UuG 72 7 3 9 4 7 6 5 7
V. rhytidophyllum 9057 GGAGAGAT GGCT GAGT GGACT AAAGCGGCGGAT T GCT AAT CCGT T GT ACGAGT TAT T CGT ACCGAGGGT T CGAAT CCCTCTCTTTCCG 9057 9144 0 reverse Ser GCU 88 7 311 5 7 19 5 7
V. rhytidophyllum 9851 GCGGGT AT AGT TT AGT GGT AAAACCT T AGCCT T CCAAGCT AACGAT GCGGGT T CGAT T CCCGCT ACCCGC 9851 10619 1 forward Gly ucc 70 7 4 7 5 7 4 5 7
V. rhytidophyllum 10797 GCGT CCATTGTCT AAT GGAT AGGACAT AGGT CTTCT AAACCT TT GGT AT AGGT T CAAAT CCT AT T GGACGCA 10797 10868 0 forward Arg UCuU p) 7 4 8 4 7 5 5 7
V. rhytidophyllum 29126 GGCGGCAT GGCCGAGT GGT AAGGCGGGGGACT GCAAAT CCTTTTT CCCCAGT TCAAAT CCGGGT GT CGCCT 29126 29196 0 forward Cys GCA 71 7 3 9 5 7 4 5 7
V. rhytidophyllum 32548 GGGAT T GT AGT T CAAT T GGT CAGAGCACCGCCCT GT CAAGGCGGAAGCT GCGGGT T CGAGCCCCGT CAGT CCCG 32548 32621 0 reverse Asp GucC 74 7 4 9 5 7 5 5 7
V. rhytidophyllum 32731 GGGT CGAT GCCCGAGCGGT T AAT GGGGACGGACT GT AAATT CGT T GGCAAT AT GT CT ACGCT GGT TCAAAT CCAGCT CGGCCCA 32731 32814 0 reverse Tyr GUA 84 7 4 9 5 7 4 5 7
V. rhytidophyllum 32879 GCCCCCAT CGT CT AGT GGT TCAGGACAT CT CT CT T T CAAGGAGGCGGCGGGGAT T CGACT T CCCCT GGGGGT A 32879 32051 0 reverse Glu uucC 73 7 4 9 5 7 4 5 7
V. rhytidophyllum 33768 GCCCCTTTAACT CAGCGGT AGAGT AACGCCAT GGT AAGGCGT AAGT CAT CGGT T CAAAT CCGAT AAGGGGCT 33768 33839 0 forward Thr GGU 7 7 4 7 5 7 5 5 7
V. rhytidophyllum 37669 GGAGAGAT GGCT GAGT GGT TGAT AGCT CCGGT CT T GAAAACCGGT AT AGT TTTGAACAAAGAACT AT CGAGGGT T CGAAT CCCT CTCT CTCCT 37669 37761 0 reverse Ser UGA 93 7 4 9 5 7 24 5 7
V. rhytidophyllum 38598 GCGGAT AT GGT CGAAT GGT AAAATT T CT CTTT GCCAAGGAGAAGACGCGGGT TCGAT T CCCGCT AT CCGCC 38598 38668 0 forward Gly GCC 71 7 2 11 5 7 4 5 7
V. rhytidophyllum 38842 CGCGGGGT AGAGCAGT TT GGT AGCT CGCAAGGCT CAT AACCT T GAGGT CACGGGT TCAAAT CCT GT CT CCGCAA 38842 38915 0 reverse fMet CAU 74 6 4 9 5 7 5 5 7
V. rhytidophyllum 47569 GGAGAGAT GGCCGAGT GGT T CAAGGCGT AGCAT TGGAACT GCT AT GT AGGCT TTT GT TT ACCGAGGGT TCGAAT CCCTCTCTTTCCG 47569 47655 0 forward Ser GGA 87 7 311 5 7 18 5 7
V. rhytidophyllum 48909 GCCTGCTT AGCT CAGAGGT T AGAGCAT CGCATTT GT AAT GCGAT GGT CAT CGGT T CGAT T CCGAT AGCCGGCT 48909 48981 0 reverse Thr UGU 73 7 4 8 5 7 5 5 7
V. rhytidophyllum 49701 GGGGAT AT GGCGAAAT T GGT AGACGCT ACGGACT T AAAAAAT CCGT CGACT TT AGAAAT CGT GAGGGT TCAAGT CCCT CT AT CCCCA 49701 50291 1 forward Leu UAA 85 7 311 5 9 16 5 7
V. rhytidophyllum 50670 GT CGGGAT AGCT CAGCCGGT AGAGCAGAGGACT GAAAAT CCT CGT GT CACCAGT TCAAAT CT GGT T CCT GGCA 50670 50742 0 forward Phe GAA 73 7 4 8 5 7 5 5 7
V. rhytidophyllum 54151 AGGGCT AT AGCT CAGT T AGGT AGAGCACCT CGT TT ACACACCGAGAAGGT CT ACGGT T CGAGT CCGT AT AGCCCT A 54151 54800 1 reverse Val UAC 76 7 4 9 4 9 6 5 7
V. rhytidophyllum 54977 CCTACTTAACT CAGT GGTTAGAGT ATTGCT TT CAT ACGGCAGGAGT CATTGGT TCAAAT CCAATAGT AGGT A 54977 55048 0 forward Met CAU 72 6 4 8 5 7 5 5 7
V. rhytidophyllum 69118 GCGCT CTT AGT T CAGT T CGGT AGAACGT GGGT CT CCAAAACCCGAT GT CGT AGGT TCAAAT CCT ACAGAGCGT G 69118 69191 0 reverse Trp CCA 74 7 4 9 5 7 5 5 7
V. rhytidophyllum 69367 AGGGAT GT GGCGCAGCT T GGT AGCGCGT TTGT T T T GGGT ACAAAAT GT CACGGGT TCAAAT CCT GT CATCCCT A 69367 69440 0 reverse Pro UGG 74 7 4 9 5 7 5 5 7
V. rhytidophyllum 89117 GCAT CCAT GGCT GAAT GGT TAAAGCGCCCAACT CAT AAT T GGCGAAT T CGT AGGT TCAAT T CCT ACT GGAT GCA 89117 89190 0 reverse Ile2 CAU 74 7 310 5 7 5 5 7
V. rhytidophyllum 96895 GCCT T GGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 96895 96975 0 reverse Leu CAA 81 7 310 5 7 13 5 7
V. rhytidophyllum 103281 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT T CGAGCCT GATTAT CCCTA 103281 103352 0 forward Val GAC 7 7 4 7 5 7 5 5 7
V. rhytidophyllum 105355 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 105355 106373 1 forward Ile GAU 77 7 4 7 5 12 5 5 7
V. rhytidophyllum 106438 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT T GCAAGGCGGAT GT CAGCGGT T CGAGT CCGCT T AT CT CCA 106438 107325 1 forward Ala UGC 73 7 4 8 5 7 5 5 7
V. rhytidophyllum 111085 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGA ACCACGGT GT CGGGGGT TCGAAT CCCT CCT CGCCCA 111085 111158 0 forward Arg ACG 74 7 4 9 5 7 5 5 7
V. rhytidophyllum 111771 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT T AACCGAT T GGT CGT AGGT T CGAAT CCT ACT T GGGGAG 111771 111842 0 reverse Asn GUU p) 7 4 7 5 7 5 5 7
V. rhytidophyllum 117997 GCCGCT AT GGT GAAAT CGGT AGACACGCT GCT CT T AGGAAGCAGT GCT AGAGCAT CT CGGT T CGAGT CCGAGT GGCGGCA 117997 118076 0 forward Leu UAG 80 7 311 5 7 11 5 7
V. rhytidophyllum 133618 TCCT CAGT AGCT CAGT GGT AGAGCGGT CGGCT GT TAACCGAT T GGT CGT AGGT TCGAAT CCT ACT T GGGGAG 133618 133689 0 forward Asn GUU p) 7 4 7 5 7 5 5 7
V. rhytidophyllum 134302 GGGCCT GT AGCT CAGAGGAT T AGAGCACGT GGCT ACGA ACCACGGT GT CGGGGGT TCGAAT CCCT CCT CGCCCA 134302 134375 0 reverse Arg ACG 74 7 4 9 5 7 5 5 7
V. rhytidophyllum 138135 GGGGAT AT AGCT CAGT T GGT AGAGCT CCGCT CT T GCAAGGCGGAT GT CAGCGGT T CGAGT CCGCT T AT CT CCA 138135 139022 1 reverse Ala UGC 73 7 4 8 5 7 5 5 7
V. rhytidophyllum 139087 GGGCT AT T AGCT CAGT GGT AGAGCGCGCCCCT GAT AAT T GCGGGGCGAGGT CT CT GGT T CAAGT CCAGGAT GGCCCA 139087 140105 1 reverse Ile GAU 77 7 4 7 5 12 5 5 7
V. rhytidophyllum 142108 AGGGAT AT AACT CAGCGGT AGAGT GT CACCT T GACGT GGT GGAAGT CAT CAGT T CGAGCCT GATTAT CCCT A 142108 142179 0 reverse Val GAC p) 7 4 7 5 7 5 5 7
V. rhytidophyllum 148485 GCCT T GGT GGT GAAAT GGT AGACACGCGAGACT CAAAAT CT CGT GCT AAAGAGCGT GGAGGT T CGAGT CCT CT T CAAGGCA 148485 148565 0 forward Leu CAA 81 7 310 5 7 13 5 7
V. rhytidophyllum 156270 GCAT CCAT GGCT GAAT GGT TAAAGCGCCCAACT CAT AAT T GGCGAAT TCGT AGGT T CAAT T CCT ACT GGAT GCA 156270 156343 0 forward Ile2 CAU 74 7 310 5 7 5 5 7
Average: 76 7 4 9 5 7 7 5 7
Minimum: 70 5 2 7 4 7 4 5 7
Maximum: 93 7 4 11 5 12 24 5 7




