ANNEXOS

ANNEX I: SEQUENCIES CONSENS
>ANG1 (ad)

GGGCCCCCATCACAGAAATCTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAAT
CTTAGTTATTAACTAGTCAATATTATATTGAATATTCTAGAGCATAAGGATTAATATAGC
GATCTAGAATTTCGATTTATCACAATTCTAATACTAATATTATTAAATAGTGATTGTAAA
TATTGTTAATATTCTTTTATTTTCAATTATTTTCAATTTGAATTGAATGGTAAATATTAT
TTTTCATTTCTTTTTTTGGCATTAGAAATACTTTTTATTACAGTTCTATATTTGATTCTA
TATTATATATCTATATCTCTCTCATTCTATATTTAATTTATTTCAAATTCTAATTGTTTA
ATGGAATGGTTAGTTATAACTAATGAGACATTCCTCCGTTTTCAGGCGAAAGTTAAAAAA
CAAGAATCGATCGTTCAAGTATTCCAAATTGGATGGCAAAATGACAGGAAGCGAGACATA
TAGATCGGGTATATATCCATCTATATTGAATTGCGGATTCCGAAATGATAAAATCATTTT
TGATTGGACAAAAAAAGGGTCTCCTATAGAAGATAGTTAAGAAAATCAAAGAGGAGAAAA
CACGTTTTCGAGATAGGAATCGGTATCTAATGAATTCAATGGTTCCAGTATAAATGAAAG
AAAAAGAAAAAGGAATGACATCCCAACGAGATCCTAATCTCAAAACAAAAAGAAAGGGGG
ATATGGCGAAATTGGTAGACGCTACGGACTTAATTGGATTGAGCCTTGGTATGGAAACTT
ACTAAGTGATCACTTTCAAATTTCAGAGAAACCCTGGAATTAACAAAAATGGGCAATCCT
GAGCCAAATCCTGTTTTCTCAAAACAAACAAAGGTTCAGAAAAAAAGGATAGTTGCAGAG
ACTCAATGGAGGCTATTCTAACAAATGGAGTTAAATGCGTTGGGTAGAGGACTCTTTACA
TCGGAAACTTCAGAAAGAAAAGAATGAAGTGAAGATAAACGTATATTACATACGTTTTGA
ATACTATATTCAAATGATTAATGACGACCGGATTCCGGTATTTTTTCTTATAAAATAGAG
AATTGTGTGATCCATTCTACTTGAGAAGAATTCGATATTCATTGATCAAATCATTCACTC
CATAGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAATAAAGTTTGAGTCCC
GTTCTACATGTCAATACCGGCAACAATGAAATTTATAGTAAAAGGAAAATTC

>ANG1 (ef)

TTCAAGTCCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCCCT
TTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATGGAT
TTTTTTTCTAAGAGTAAATGGTTTTCTCTTATCACAAGCCTTTTGATATCTATGATACAC
ATAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACAAT
ATCATTACTCATACTGAAACTTACAAAATCATCTTTTTGAAGATCGAAGAAATTCCCCGG
CTTTGAGAAAGTTTGTTAATCGACTTACTTGACATAGACCCAGTTCTATGATAGAATCAA
ATAAAATATGATAGAATCAAATAAAATAAGGATACCACCCAAAGGACTCGAAATCCTCAT
GTTAACGGTTCCAATTTCCAATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCC
AATCTAATCTGGGTTGGAAATCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGAAAA
TCCTCGTGTCACCAGTTCAAATA

>BC1M3xL2 (ad)

GGCCCCCATCACAGAATCTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATCT
TAGTTATTAACTAGTCAATATTATATTGACTATTCTAGAGCATAAGGATTAATATAGCGA
TCTAGAATTTCGATTTATCACAATTCTAATACTAATACACAATTCTAATACTAATAATAG
TGATTGTAAATATTGTTAATATTCTTTTATTTTCAATTATTTTCAATTTGAATTGAATGG
TAAATATTATTTTTCATTTCTTTTTTTGGCATTGGAAATACTTTTTATTACAGTTCTATA
TTTGATTCTATATTATATATCTATATCTCTCTCATTCTATATTTAATTTATTTCAAATTC
TAATTGTTTAATGGAATGGTTAGTTATAACTAATGAGACATTCCTCCGTTTTCAGGCGAA
AGTTAAAAAACAAGAATCGATCGTTCAAGTATTCCAAATTGAATGGCAAAATGACAGGAA
GCGAGACATATAGATCGGGTATATATCCATCTATATTGAATTGCGGATTCCGAAATGATA
AAATCATTTTTGATTGGACAAAAAAAGGGTCTCCTATAGAAGATAGTTAAGAAAATCAAA
GAGGAGAAAACACGTTTTCGAGATAGGAATCGGTATCTAATGAATTCAATGGTTCCAGTA
TAAATGAAAGAAAAAGAAAAAGGAATGACATCCCAACGGGATCCTAATCTCAAAACAAAA
AGAAAGGGGGATATGGCGAAATTGGTAGACGCTACGGACTTAATTGGATTGAGCCTTGGT
ATGGAAACTTACTAAGTGATCACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAATG



GGCAATCCTGAGCCAAATCCTGTTTTCTCAAAACAACAAAGGTTCAGAAAAARAAGGATAG
GTGCAGAGACTCAATGGAAGCTATTCTAACAAATGGAGTTAAATGTGTTGGTAGAGGACT
CTTTACATCGAAACTTCAGAAGGAAAAAAGATGAAGTGCAGAGAAACGTTTTTATACATA
CGTTATTGAATACTATTATCCAATTGATTTAATGAACGACCCGGATCCGGTATTTTTCTA
TAAAAAATAGAAGAATTGGTGTGAATCCATTCTACATTGAAGAAAGAATCGAATATTCAT
TGATCAAATCATTCACTCCATAGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGA
GAATAAAGATAGAGTCCCGTTCTACATGTCAATACCGGCAACAATGAAATTTATAGTAAA
AGGAAAATTCC

>BC1M3xL2 (ef)
TTTAACTCCCCAACTATTTATCCGACCCCCTTTCCTTAACGGTTCCAAAATTCCTTATCT
TTCTCATCCATTAAAAAATTTTAGAAATGGATTTTTTTTCTAAGAGTAAATGGTTTTCTC
TTATCACAAGCCTTTTGATATCTATGATACACGTAGAAATGAACATCTTTGAGCAAGGAA
TCCCTAGTTGAATGATTCCCGATCAATACAATATCATTACTCATACTGAAACTTACAAAA
TCATCTTTTTGAAGATCGAAGAAATTCCCCGGCTTTGAGAAAATTTGTTAATCGACTTAC
TTGACATAGACCCAGTTCTATGATAGAATCAAATAAAATAAGGATACCACCCAAAGGACT
CGAAATCCTCATGTTAACGGTTCCAATTTCCAATCCAGATTGGTAGGATAGAGGACTGGA
AATCCTCGTTCCAATCTAATCTGGGTTGGAAATCGCCGGGATAGCTCAGTTGGTAGAGCA
GAGGACTGAAAATCCTCGTGTCACCAGTTCAAA

>BON (ad)

GGCCCCCATCACAGAAATCTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATC
TTAGTTATTAACTAGTCAATATTATATTGAATATTCTAGAGCATAAGGATTAATATAGCG
ATCTATAATTTCGATTTATCACAATTCATTTATCACAATTCTAATACTAATATTATTAAA
TAGTGATTGTAAATATTGTTAATATTCTTTTATTTTCAATTTGAATTGAATGGTAATTTG

AATTGAATGGTAAATATTCTTTTTCATTTCTTTTTTTGGCATTGGAAATACTTTTTATTA
CAGTTCTATATTTGATTCTATATTATATATCTCTCTCATTCTATATTTAATTTATTTCAA
ATCCTAATTGTTTAATGGAATGGTTAGTTATAACTAATGAGACATTCCTCCGCTTTCAGG
CGAAAGTTAAAAAACAAGAATCGATCGTTCAAGTATTCCAAATTGAATGGCAAAATGACA
GGAAGCGAGACATATAGATCGGGTATATATCCATCTATATTGAATTGCGGATTCCGAAAT
GATAAAATCATTTTTGATTGGACAAAAAAAGGGTCTCCTATATAAGATAGTTAAGAAAAT
CAAAGAGGAGAAAACACGTTTTCGAGATAGGAATCGGTATCTAATGAATTCAATGGTTCC
AGTATAAATGAAAGAAAAAGAAAAAGGAATGACATCCCAACGAGATCCTAAATCTCAAAA
CAAAAAGAAAGGGGGATATGGCGAAATTGGTAGACGCTACGGACTTAATTGGATTGAGCC
TTGGTATGGAAACTTACTAAGTGATCACTTTTCAAATTCAGAGAAACCCCTGGGAATTAA
CAAAAAATGGGCCAATCCTGAGCCAAATCCTGTTTTCTCAAAACAAACAAAGGTTCAGAA
AAAAAAGGATAGGTGGCAGAGACTCCACGGGAAAGCCTATTCTAACAAATGGAAGTTAAA
AGCGTTAGGTGAGGACTCTTTACATCGAAACTTCAGAAAGAAAAAGAATGAAGTGAAGGA
TAAACGTATATACATACGTATTGAATACTATATCAAATGATTAATGACGACCCGAATCCG
TAGTTTTTCTATAAAAAATAGAAGAGAAGAATTGGTGTGAATCCATTCTACATTGAAGAA
AGAATCGAATATTCATTGATCAAATCATTCACTCCATAGTCTGATAGATCTTTTGAAGAA
CTGATTAATCGGACGAGAATAAAGATAGAGTCCCGTTCTACATGTCAATACCGGCAACAA
TGAAATTTATAGTAAAAGGAAA

>BON (ef)

GGTTCAAGTCCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCAACCCC
CTTTCCTTAACAGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATGG
ATTTTTTTTTTCTAAGCGTAAATGGCTTTCTCTTATCACAAGCCTTTTGATATCTATGAT
ACACATAGACATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATA
CAATATCATTACTCATACTGAAACGTACAAAGTCATCTTTTTGAAGATCGAAGAAATTCC
CCGGCTTTTATAAAATTTTTTAATCGACTTACTTGACATAGACCCAGTTCTAGGATAGAA
TCAAATAAAATAAGGATACCACCCAAAGGACTGGAAATCCTCAGGTTAACGGTTCCGATT
TCCAATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTG
GAAATCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGT
TCAAATA



>CAMS5 (ef)

CTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCCCTTTCCTTAAC
GGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATGGATTTTTTTTCT
AAGAGTAAATGGTTTTCTCTTATCACAAGCCTTTTGATATCTATGATACACATAGAAATG
AACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACAATATCATTACT
CATACTGAAACTTACAAAATCATCTTTTTGAAGATCGAAGAAATTCCCCGGCTTTGAGAA
AATTTGTTAATCGACTTATTTGACATAGACCCAGTTCTATGATAGAATCAAATAAAATAA
GGATACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAATTTCCAATCCAGATT
GGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTGGAAATCGCCGGGA
TAGCTCAGTTGGTAGAGCAGAGGACTGAAAATCCTCGTG

>CAM7 .1 (ad)

CTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATCTTACCTATTAACTAGTCA
ATATTATATTGAATATTCTAGAGCATAAGGATTAATATAGCGATCTAGAATTTCGATTTA
TCACAATTCTAATACTAATAATAGTGATTGTAAATATTGTTAATATTCTTTTATTTTCAA
TTTGAATTGAATGGTAAATATTATTTTTCATTTCTTTTTTTGGCATTGGAAATACTTTTT
ATTACAGTTCTATATTTGATTCTATATTATATATCTATATCTCTCTCATTCTATATTTAA
TTTATTTCAAATTCTAATTGTTTAATGGAATGGTTAGTTATAACTAATGAGACATTCCTC
CGTTTTCAGGCGAAAGTTAAAAAACAAGAATCGATCGTTCAAGTATTCCAAATTGAATGG
CAAAATGACAGGAAGCGAGACATATAGATCGGGTATATATCCATCTATATTGAATTGCGG
ATTCCGAAATGATAAAATTATTTTTGATTGGACAAAAAAAGGGTCTCCTATAGAAGATAG
TTAAGAAAATCAAAGAGGAGAAAACACGTTTTCGAGATAGGAATCGGTATCTAATGAATT
CAATGGTTCCAGTATAAATGAAAGAAAAAGAAAAAGGAATGACATCCCAACGGGATCCTA
ATCTCAAAACAAAAAAGAAAAGGGGGATATGGCGAAATTGGTAGACGCTACGGACTTAAT
TGGATTGAGCCTTGGTATGGAAACTTACTAAGTGATCACTTTCAAATTCAGAGAAACCCT
GGAATTAACAAAAATGGGCAATCCTGAGCCAAATCCTGTTTTCTCAAAACAAACAAAGGT
TCAGAAAAAAAGGATAGGTGCAGAGACTCAATGAAGCTATTCTAACCAATGGAGGTAAAT
TGCGTTGGAAGAGGACTCTTTACATCGCAAACTTCAGAAAGAAAATAGAATGAAGTGCAA
GGGATATCCGGTATATCACTACGTAATTGGCATACTTATATCAACTTGACTCAATGACCG
ACCCCGTAACTCCGGTATTTTTCTCCTATTAAAAAATAGAAGAAACTCTGTGAATCCATT
CTACATTGAAGAAAGAATCGAATATTCATTGATCAAATCATTCACTCCATAGTCTGATAG
ATCTTTTGAAGAACTGATTAATCGGACGAGAATAAAGAAAGAGTCCCGTTCTACATGTCA
ATACCGGCAACAATGAAATTTATAGTAAAAG

>CAM7 .1 (ef)

TGGTTCAAGTCCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCC
CCTTTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATG
GATTTTTTTTCTAAGAGTAAATGGTTTTCTCTTATCACAAGCCTTTTGATATCTATGATA
CACATAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATAC
AATATCATTACTCATACTGAAACTTACAAAATCATCTTTTTGAAGATCGAAGAAATTCCC
CGGCTTTGAGAAAATTTGTTAATCGACTTATTTGACATAGACCCAGTTCTATGATAGAAT
CAAATAAAATAAGGATACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAATTT
CCAATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTGG
AAATCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACAGTTC
AA

>DAS1 (ad)

AAATCTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATCTTAGTTAATAACTA
GTCAATATTATATTGAATATTCTAGAGCATAATGATTAATATAGCGATCTAGAATTTCGA
TTTATCACAATTCTAATACTAATATTACAATTCTAATACTAATATTAATTCTAATAATTC
TAATACTAATATTAATTCTAATACTAATATTATTAAATAGTGATTGTAAATATTGTTAAT
ATTCTTTTATTTTCAATTATTTTCAATTTGAATTGAATGGTAAATATTATTTTTCATTTC



TTTTTTTGGCATTGGAAATACTTTTTATTACAGTTCTATATTTGATTCTATATTATATAT
CTATATCTCTCTCATTCTATATTTAATTTATTTCAAATTCTAATTGTTTAATGGAATGGT
TAGTTATAACTAATGAGACATTCCTCCGTTTTCAGGCGAAAGTTAAAAAACAAGAATCGA
TCGTTCAAGTATTCCAAATTGGATGGCAAAATGACAGGAAGCGAGACATATAGATCGGGT
ATATATCCATCTATATTGAATTGCGGATTCCGAAATGATAAAATCATTTTTGATTGGACA
AAAAAAGGGTCTCCTATAGAAGATAGTTAAGAAAATCAAAGAGGAGAAAACACGTTTTCG
AGATAGGAATTGGTATCTAATGAATTCAATGGTTCCAGTATAAATGAAAGAAAAAGAAAA
AGGAATGACATCCCAACGAGATCCTAATCTCAAAACAAAAAGAAAGGGGGATATGGCGAA
ATTGGTAGACGCTACGGACTTAATTGAATTGAGCCTTGGTATGGAAACTTACTAAGTGAT
CACTTTCAAATTCAGAGAAACCCTGGGAATTAACAAAAATGGGGCAATCCTGAGCCAAAT
CCTGTTTTCTCAAAACATAGGTTCAGAAAAAAAGGATAGGTGCAGAGACTCAATGGAAAG
CTATTCTACCAAATGGGAGTTTAATGCGTTGGTAGAGGACTCTTTACATCGGAAACTTTC
AGGAAAGAAAAAGGATGAAGTTGAAGGAATAAACGGTATATACATACGTTATGGAATACT
TATATTCAATGGATTAATGGACCGAACCCGGATCGGTATTCTTTCTCTATTAAAAAAATA
GAAGAATTGGTGTGAATCCATTCTACATTGAAGAAAGAATTGAATATTCATTGATCAAAT
CATTCACTCCATAGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAATAAAGT
TATATCCCGTTCTACATGTCAATACCGGCAACAATGAAATTTATAGTAAAAGGAAA

>DAS1 (ef)

TTTTGGTTCAAGTCCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGA
CCCCCTTTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAA
ATGGATTTTTTTTCTAAGAGTAAATGGTTTTCTCTTATCACAAGCCTTTTGATATCTATG
ATACACATAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAA
TACAATATCATTACTCATACTGAAACTTACAAAATCATCTTTTTGAAGATCGAAGAAATT
CCCCGGCTTTGAGAAAATTTGTTAATCGACTTACTTGACATAGACCCAGTTCTATGATAG
AATCAAATAAAATAAGGATACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAA
TTTCCAATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGT
TGGAAATCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCA
GTTTCAA

>EL (ad)

CATCACAGAAATCTTATATGCATAGTAATTGACTAAACTATTGGAATTGGAATCTTAGTT
AATAACTAGTCAATCTAGTCAATATTATATTGAATATTCTAGAGCATAAGGATTAATATA
GCGATCTAGAATTTCGATTTATCACAATTCTAATACTAATATTATTAAATAGTGATTGTA
AATATTGTTAATATTCTTTTATTTTCAATTATTTTCAATTTGAATTGAATGGTAAATATT
ATTTTTCATTTCTTTTTTTGGCATTGGAAATACTTTTTATTACAGTTCTATATTTAATTT
ATTTCAAATTCTAATTGTTTAATGGAATGGTTAGTTATAACTAATGAGACATTCCTCCGC
TTTTAGGCGAAAGTTAAAAAACAAGAATCGATCGTTCAAGTATTCCAAATTGAATGGCAA
AATGACAGGAAGCGAGACATATAGATCGGGTATATATCCATCTATATTGAATTGCGGATT
CCGAAATGATAAAATCATTTTTGATTGGACAAAAAAAGGGTCTCCTATAGAAGATAGTTA
AGAAAATCAAAGAGAAGAAAACACGTTTTCGAGATAGGAATCGGTATCTAATGAATTCAA
TGGTTCCAGTATAAATGAAAGAAAAAGAAAAAGGAATGACATCCCAACGAGATCCTAATC
TCAAAACAAAAAGAAAGGGGGATATGGCGAAATTGGTAGACGCTACGGACTTAATTGGAT
TGAGCCTTGGTATGGAAACTTACTAAGTGATCACTTTCAAATTCAGAGAAACCCTGGAAT
TAACAAAAATGGGCAATCCTGAGCCAAATCCTGTTTTCTCAAAACAAACAAAGGTTCAGA
AAAAAAGGATAGGTGCAGAGACTCATGGAAGCTATTCTAACAAATGGAGTTAAATGCGTT
GGTAGAGGACTCTTTACATCGAAACTTCAGAAAGAAAAAGAATGAAGTGAAGGATAAACG
TATATACATACGTATTTGATACTATATCAAAAGTTTTCTATAAAAAAATAGAAGAAATTG
GTGTGAATCCATTCTACATTGGAAGAAAAGATCGGAATATTTCATGATCAAAGCCATTTC
ACCTCCATAGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAATAAAGAAAGA
GTCCCGTTCTACATGTCAATACCGGCAACAATGAAATTTATAGTAAAAGGAA



>EL (ef)

TCAAGGTTCCTCTATCCCCAAAAAGACTATTTAACTTCCCAACTATTTATCCGACCCCCT
TTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATGTAT
TTTTTTCTAAGAATAAATGGCTTTCTCTTATCACAAGCCTTTTGATATCTATGATACACA
TAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACAATA
TCATTACTCATACTGAAACTTACAAAGTCATCTTTTTGAAGATCGAAGAAATTCCCCGGC
TTTGATAAAATTTTTTAATCGACTTACTTGACATAGACCCAGTTCTATGATAGAATCAAA
TAAAATAAGGATACCACCCAAAGGACTCGAAATCCTCGTTCCAATCTAATCTGGGTTGGA
AATCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACAGCTTC
AR

>INS1 (ad)

CTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATCTTACCTTAATAACTAGTC
AATATTATATTGACTATTCTAGAGCATAATTGATTAATATAGCGATCTAGAATTTCGATT
TATCACAATTCTAATACTAATACACAATTCTAATACTAATAATAGTGATTGTAAATATTG
TTAATATTCTTTTATTTTCAATTATTTTCAATTTGAATTGAATGGTAAATATTATTTTTC
ATTTCTTTTTTTGGCATTGGAAATACTTTTTATTACAGTTCTATATTTGATTCTATATTA
TATATCTATATCTCTCTCATTCTATATTTAATTTATTTCAAATTCTAATTGTTTAATGGA
ATGGTTAGTTATAACTAATGAGACATTCCTCCGTTTTCAGGCGAAAGTTAAAAAACAAGA
ATCGATCGTTCAAGTATTCCAAATTGAATGGCAAAATGACAGGAAGCGAGACATATAGAT
CGGGTATATATCCATCTATATTGAATTGCGGATTCCGAAATGATAAAATCATTTTTGATT
GGACAAAAAAAGGGTCTCCTATAGAAGATAGTTAAGAAAATCAAAGAGGAGAAAACACGT
TTTCGAGATAGGAATCGGTATCTAATGAATTTCAATGGTTCCAGTATAAATGAAAGAAAA
AGAAAAAGGAATGACATCCCAACGGGATCCTAATCTCAAAACAAAAAGAAAGGGGGATAT
GGCGAAATTGGTAGACGCTACGGACTTAATTTGGATTGAGCCCTTGGTATGGAAACTTAC
TAAGTGATCACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAATGGGCAATCCTGAG
CCAAATCCTGTTTTCTCAAAACAAACAAAGGTTCAGAAAAAAAGGATAGGTGCAGAGACT
CAATGGAAGCTATTCTAACAAATGGAGTTAAATGTGTTGGTAGAGGACTCTTTACATCGA
AACTTCAGAAAGAAAAAGAATGAAGTGCAGGAGAAACGTATATACATACGTATTGAATAC
TATATCAAATGATTAATGACGACCCGAATCCGTATTTTTTCTATAAAAAATAGAAGAATT
GGTGTGAATCCATTCTACATTGAAGAAAGAATCGAATATTCATTGATCAAATCATTCACT
CCATAGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAATAATTTTTGAAGTC
CCGTTCTACATGTCAATACCGGCAACAATGAAATTTATAGTAAA

>INS1 (ef)

TCAAGGTCCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCCCT
TTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATCCACTCTATTCTTTTAGAAATGGAT
TTTTTTTCTAAGAGTAAATGGTTTTCTCTTATCACAAGCCTTTTGATATCTATGATACAC
GTAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACAAT
ATCATTACTCATACTGAAACTTACAAAATCATCTTTTTGAAGATCGAAGAAATTCCCCGG
CTTTGAGAAAATTTGTTAATCGACTTACTTGACATAGACCCAGTTCTATGATAGAATCAA
ATAAAATAAGGATACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAATTTCCA
ATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTGGAAA
TCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCAC

>INS2 (ad)

AGAAATCTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATCTTACTTATTAAC
TAGTCAATATTATATTGACTATTCTAGAGCATAAGGATTAATATAGCGATCTAGAATTTC
GATTTATCACAATTCTAATACTAATACACAATTCTAATACTAATAATAGTGATTGTAAAT
ATTGTTAATATTCTTTTATTTTCAATTATTTTCAATTTGAATTGAATGGTAAATATTATT
TTTCATTTCTTTTTTTGGCATTGGAAATACTTTTTATTACAGTTCTATATTTGATTCTAT
ATTATATATCTATATCTCTCTCATTCTATATTTAATTTATTTCAAATTCTAATTGTTTAA



TGGAATGGTTAGTTATAACTAATGAGACATTCCTCCGTTTTCAGGCGAAAGTTAAAAAAC
AAGAATCGATCGTTCAAGTATTCCAAATTGAATGGCAAAATGACAGGAAGCGAGACATAT
AGATCGGGTATATATCCATCTATATTGAATTGCGGATTCCGAAATGATAAAATCATTTTT
GATTGGACAAAAAAAGGGTCTCCTATAGAAGATAGTTAAGAAAATCAAAGAGGAGAAAAC
ACGTTTTCGAGATAGGAATCGGTATCTAATGAATTCAATGGTTCCAGTATAAATGAAAGA
AAAAGAAAAAGGAATGACATCCCAACGGGATCCTAATCTCAAAACAAAAAGAAAGGGGGA
TATGGCGAAATTGGTAGACGCTACGGACTTAATTGGATTGAGCCTTGGTATGGAAACTTA
CTAAGTGATCACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAATGGGCAATCCTGA
GCCAAATCCTGTTTTCTCAAAACAAACAAAGGTTCAGAAAAAAAGGATAGGTGCAGAGAC
TCAATGGAAAGCTATTCTAACAAATGGAGTTTAAATGTGTTGGTAAGAGGACTCTTTTAC
ATCGAAACTTCAGAAAAGAAAAAGAATGAAGTGCAGGAGAAACGTATATACATACGTATT
TGAATACTATATTCAAATGATTAATGACGAACCGATCCGTATTTTTTCTATTAAAAAATA
GAAGAATTGGGGGTGATTCCATTTCTAATTTGGAAGAAAGAATCGGAAATCATTGAATCA
ATCTGGCCACTTCTAATCTTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAATAA
AGATAGAGTCCCGTTCTACATGTCAATACCGGCAACAATGAAATTTATAGTAAAAGGAAA

>INS2 (ef)

TATGGTTCAAGTCCCTCTATCCCCAAAATGACTATTTAACTCCCCAACTATTTATCCGAC
CCCCTTTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATCCACTCTATTCTTTTAGAAA
TGGATTTTTTTTC-AAAGTAAATGGTTTTCACTTATCACAAGCCTTTTGATATCTATGA
TACACGTA-AAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATA
CAATAACATTACTCATACTGAAACTTACAAAATCATCTTTTTGAAGATCGAAAAAATTCC
CCGGCTTTGAGAAAATTTGTTAATCGACTTACTTGACAAAAACCCAGTTCTATGATAGAA
TCAAATAAATTAAGGATACCACCCAAAGGACTCGAACTCCTCAAGGTTAACGGTTCCAATT
TCCAATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTG
GAAATCGCCGGGATAGCTCAATTGGTAGAGCAGAGGACTGAAAAT

>LID2 (ad)

TCTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATCTTAGTTATTAACTAGTC
AATATTATATTGAATATTCTAGAGCATAAGGATTAATATAGCGATCTAGAATTTCGATTT
ATCACAATTCTAATACTAATATTATTAAATAGTGATTGTAAATATTGTTAATATTCTTTT
ATTTTCAATTATTTTCAATTTGAATTGAATGGTAAATATTATTTTTAATTTCTTTTTTTG
GCATTGGAAATACTTTTTATTACAGTTCTATATTTGATTCTATATTATATATCTATATTCTC
TCATTCTATATTTAATTTATTTCAAATTCTAATTGTTTAATGGAATGGTTAGTTATAACTAA
TGAGACATTCCTCCGTTTTCAGGCGAAAGTTAAAAAACAAGAATCGATCGTTCAAGTATTCC
AAATTGAATGGCAAAATGACAGGAAGCGAGAAATATAGATCGGGTATATATCCATCTATATT
GAATTGCGGATTCCGAAATGATAAAATCATTTTTGATTGGACAAAAAAAGGGTCTCCTATAG
AAGATAGTTAAGAAAATCAAAGAGGAGAAAACACGTTTTCGAGATAGGAATCGGTATCTAAT
GAATTCAATGGTTCCAGTATAAATGAAAGAAAAAGAAAAAGGAATGACATCCCAACGAGATC
CTAATCTCAAAACAAAAAGAAAGGGGGATATGGCGAAATTGGTAGACGCTACGGACTTAATT
GGATTGAGCCTTGGTATGGAAACTTACTAAGTGATCACTTTCAAATTCAGAGAAACCCTGGA
ATTAACAAAAATGGGCACTCCTGAGCCAAATCCTGTTTTCTCAAAACAAACAAAGGTTCAGA
AAAAAAGGATAGGTGCAGAGACTCAATGGAAGCTATTCTAACAAATGGAGTTAAATGCGTTG
GTAGAGGACTCTTTACATCGAAACTTCAGAAAGAAAAAGAATGAAGTGAAGGATAAACGTAT
ATACATACGTATTGAATACTATATCAAATGATTAATGACGACCCGAATCCGTATTTTTTCTA
TAAAAAATAGAAGAATTGGTGTGAATCCATTCTACATTGAAGAAAGAATCGAATATTCATTG
ATCAAATCATTCACTCCATAGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAAT
AAAGATAGAGTCCCGTTCTACATGTCAATACCGGCAACAATGAAATTTATAGTAAAAGGAA



>LID2 (ef)

GTTCAAGTCCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCCC
TTTCCTTAACGGTTCCAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATGGAT
TTTTTTTCTAAGAGTAAATGGTTTTCTCTTATCACAAGCCTTTTGATATCTATGATACAC
ATAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACAAT
ATCATTACTCATACTGAAACTTACAAAATCATCTTTTTGAAGATCGAAGAAATTCCCCGG
CTTTGAGAAAATTTGTTAATCGACTTACTTGACATAGACCCAGTTCTATGATAGAATCAA
ATAAAATAAGGATACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAATTTCCA
ATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTGGAAA
TCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAA
ATAA

>LIN1.3(ad)

GCCCACATCACAGAATCTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATCTT
AGTTATTAACTAGTCAATATTATATTGAATATTCTAGAGCATAAGGATTAATATAGCGAT
CTAGAATTTCGATTTATCACAATTCTAATACTAATAATAGTGATTGTAAATATTGTTAAT
ATTCTTTTATTTTCAATTATTTTCAATTTGAATTGAATGGTAAATATTATTTTTCATTTC
TTTTTTTGGCATTGGAAATACTTTTTATTACAGTTCTATATTTGATTCTATATTATATAT
CTATATCTCTCTCATTCTATATTTAATTTATTTCAAATTCTAATTGTTTAATGGAATGGT
TAGTTATAACTAATGAGACATTCCTCCGTTTTCAGGCGAAAGTTAAAAAACAAGAATCGA
TCGTTCAAGTATTCCAAATTGAATGGCAAAATGACAGGAAGCGAGACATATAGATCGGGT
ATATATCCATCTATATTGAATTGCGGATTCCGAAATGATAAAATCATTTTTGATTGGACA
AAAAAAGGGTCTCCTATAGAAGATAGTTAAGAAAATCAAAGAGGAGAAAACACGTTTTCG
AGATAGGAATCGGTATCTAATGAATTCAATGGTTCCAGTATAAATGAAAGAAAAAGAAAA
AGGAATGACATCCCAACGGGATCCTAATCTCAAAACAAAAAGAAAGGGGGATATGGCGAA
ATTGGTAGACGCTACGGACTTAATTGGATTGAGCCTTGGTATGGAAACTTACTAGGTGAT
CACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAATGGGCAATCCTGAGCCAAATCC
TGTTTTCTCAAAACAAACAAAGGTTCAGAAAAAAAGGATAGGTGCAGAGACTCAATGGA
AGCTATTCTAACAAATGGAGTTAAATGCGTTGGTAGAGGACTCTTTACATCGAAACT
TCAGAAAGAAAAAGAATGAAGTGCAGGAGAACCGTATATACATACGTATTGAATACT
ATATCAAATGATTAATGACGACCCGAATCCGTATTTTTTCTATAAAAAATAGAAG
AATTGGTGTGAATCCATTCTACATTGAAGAAAGAATCGAATATTCATTGATCAAATCATT
CACTCCATAGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAATAAAGTTAGA
GTCCCGTTCTACATGTCAATACCGGCAACAATGAAATTTATAGTAAAAGGAAAATC

>TOM1 (ef)

TGGTTCAAGTCCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCC
CCTTTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATG
GATTTTTTTTCTAAGAGTAAATGGTTTTCTCTTATCACAAGCCTTTTGATATCTATGATA
CACATAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATAC
AATATCATTACTCATACTGAAACTTACAAAATCATCTTTTTGAAGATCGAAGAAATTCCC
CGGCTTTGAGAAAATTTGTTAATCGACTTACTTGACATAGACCCAGTTCTATGATAGAAT
CAAAGAAAATATGATAGAATCAAATAAAATAAGGATACCACCCAAAGGACTCGAAATCCT
CATGTTAACGGTTCCAATTTCCAATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGT
TCCAATCTAATCTGGGTTGGAAATCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGA
AAATCCTCGTGTCAC

>TOR2.1 (ad)

AATCTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATCTTAGTTAATAACTAG
TCAATATTATATTGAATATTCTAGAGCATAAGGATTAATATAGCGATCTAGAATTTCGAT
TTATCACAATTCATTTATCACAATTCTAATACTAATATTATTAAATAGTGATTGTAAATA
TTGTTAATATTCTTTTATTTTCAATTTGAATTGAATGGTAATTTGAATTGAATGGTAAAT
ATTCTTTTTCATTTCTTTTTTTGGCATTGGAAATACTTTTTATTACAGTTCTATATTTGA



TTCTATATTATATATCTCTCTCATTCTATATTTAATTTATTTCTACAGTTCTATATTTGA
TTCTATATTATATATCTCTCTCATTCTATATTTAATTTATTTCAAATCCTAATTGTTTAA
TGGAATGGTTAGTTATAACTAATGAGACATTCCTCCGCTTTCAGGCGAAAGTTCAAAAAC
AAGAATCGATCGTTCAAGTATTCCCAAATTGAATGGCAAAATGACGGGAAGCGAGACATA
TAGATCCGGGGATATATCCCATCTATATTGAATTGCGGATTCCGAAATGATAAAATCATT
TTTGATTGGACAAAAAAAGGGTCTCCTATATAAGATAGTTAAGAAAATCAAAGAGGAGAA
AACACGTTTTCGAGATAGGAATCGGTATCTAATGAATTCAATGGTTCCAGTATAAATGAA
AGAAAAAGAAAAAGGAATGACATCCCAACGAGATCCTAATCTCAAAACAAAAAGAAAGGG
GGATATGGCGAAATTGGTAGACGCTACGGACTTAATTGGATTGAGCCTTGGTATGGAAAC
TTACTAAGTGATCACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAATGGGCAATCC
TGAGCCAAATCCTGTTTTCTCAAAACAAACAAAGGTTCAGAAAAAAAGGATAGGTGCAGA
GACTCAATGGAAGCTATTCTAACAAATGGAGTTAAATGCGTTGGTAGAGGACTCTTTACA
TCGAAACTTCAGAAAGAAAAAGAATGAAGTGAAGGATAAACGTATATACATACGTATTGA
ATACTATATCAAATGATTAATGACGACCCGAATCCGTAGTTTTTCTATAAAAAATAGAAG
AATTGGTGTGAATCCATTCTACATTGAAGAAAGAATCGAATATTCATTGATCAAATCATT
CACTCCATAGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAATAAAGATAGA
GTCCCGTTCTACATGTCAATACCGGCAACAATGAAATTTAGAGTAAAAGGAAAATC

>TOR2.1 (ef)

TCAAGGGTCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCCCT
TTCCTTAACAGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATGGAT
TCTTTTTCTAAGCGTAAATGGCTTTCTCTTATCACAAGCCTTTTGATATCTATGATACAC
ATAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACAAT
ATCATTACTCATACTGAAACGTACAAAGTCATCTTTTTGAAGATCGAAGAAATTCCCCGG
CTTTTCTAAAATTTTTTAATCGACTTACTTGACATAGACCCAGTTCTAGGATAGAATCAA
ATAAAATAAGGATACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAATTTCCA
ATCCAGATTGGTAGGATAGAGGACTCGAAATCCTCAGGTTAACGGTTCCAATCTAATCTG
GGTTGGCTGGATTGGTAGGATAGGGGACTGGAAATCCTCGTTCCAATCCAGATTGGTAGG
GTAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTGGAAATCGCCGGGATAGCTC
AGTTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACAGGTTCA

>TOR3 (ad)

AAAATCTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATCTTACTTATTAACT
AGTCAATATTATATTGAATATTCTAGAGCATAATTGATTAATATAGCGATCTAGAATTTC
GATTTATCACAATTCATTTATCACAATTCTAATACTAATATTATTAAATAGTGATTGTAA
ATATTGTTAATATTCTTTTATTTTCAATTTGAATTGAATGGTAATTTGAATTGAATGGTA
AATATTCTTTTTCATTTCTTTTTTTGGCATTGGAAATACTTTTTATTACAGTTCTATATT
TGATTCTATATTATATATCTCTCTCATTCTATATTTAATTTATTTCTACAGTTCTATATT
TGATTCTATATTATATATCTCTCTCATTCTATATTTAATTTATTTCAAATCCTAATTGTT
TAATGGAATGGTTAGTTATAACTAATGAGACATTCCTCCGCTTTCAGGCGAAAGTTCAAA
AACAAGAATCGATCGTTCAAGTATTCCAAATTGAATGGCAAAATGACAGGAAGCGAGACA
TATAGATCGGGTATATATCCATCTATATTGAATTGCGGATTCCGAAATGATAAAATCATT
TTTGATTGGACAAAAAAAGGGTCTCCTATATAAGATAGTTAAGAAAATCAAAGAGGAGAA
AACACGTTTTCGAGATAGGAATCGGTATCTAATGAATTCAATGGTTCCAGTATAAATGAA
AGAAAAAG-AAAAAGGAATGACAT-CCCAACGAGATCCTAATCTCAAAACAAAAA--GAA
AGGGGGATATGGCGAAATTGGTAGACGC-TACGGACTTAATT-GGATTGAGCCTTGGTAT
GGAAACTTACTAAGTGATCACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAATGGGC
AATCCTGAGCCAAATCCTGTTTTCTCAAAACAAACAAAGGTTCAGAAAAAAAGGATAGGT
GCAGAGACTCAATGGAAGCTATTCTAACAAATGGAGTTAAATGCGTTGGTAGAGGACTCT
TTACATCGAAACTTCAGAAAGAAAAAGAATGAAGTGAAGGATAAACGTATATACATACGT
ATTGAATACTATATCAAATGATTAATGACGACCCGAATCCGTAGTTTTTCTATAAAAAAT
AGAAGAATTGGTGTGAATCCATTCTACATTGAAGAAAGAATCGAATATTCATTGATCAAA
TCATTCACTCCATAGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAATAATG
ATAAAGTCCCGTTCTACATGTCAATACCGGCAACAATGAAATTTAGAGTAA



>TOR3 (ef)

TATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCCCTTTCCTTAACAGT
TCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATGGATTCTTTTTCTAAG
CGTAAATGGCTTTCTCTTATCACAAGCCTTTTGATATCTATGATACACATAGAAATGAAC
ATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACAATATCATTACTCAT
ACTGAAACGTACAAAGTCATCTTTTTGAAGATCGAAGAAATTCCCCGGCTTTTCTAAAAT
TTTTTAATCGACTTACTTGACATAGACCCAGTTCTAGGATAGAATCAAATAAAATAAGGA
TACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAATTTCCAATCCAGATTGGT
AGGATAGAGGACTCGAAATCCTCAGGTTAACGGTTCCAATCTAATCTGGGTTGGCTGGAT
TGGTAGGATAGGGGACTGGAAATCCTCGTTCCAATCCAGATTGGTAGGGTAGAGGACTGG
AAATCCTCGTTCCAATCTAATCTGGGTTGGAAATCGCCGGGATAGCTCAGTTGGTAGAGC
AGAGGACTGAAAATCCTCGTGTCACAAGTTTCAAAAT

>VIO1 (ef)

TGGTTCAAGGGTCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACC
CCCTTTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAAT
GGATTTTTTTTCTAAGAGTAAATGGTTTTCTCTTATCACAAGCCTTTTGATATCTATGAT
ACACATAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATA
CAATATCATTACTCATACTGAAACTTCCAAAATCATCTTTTTGAAGATCGAAGAAATTCC
CCGGCTTTGAGAAAATTTGTTAATCGACTTACTTGACATAGACCCAGTTCTATGATAGAA
TCAAATAAAATAAGGATACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAATT
TCCAATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTG
GAAATCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGAAAATCCTCGTG



ANNEX II: BLASTs SILVESTRES vs S. MELONGENA

ANGlad)

Score Expect Identities Gaps Strand

2204 bits(1193) 0.0 1243/1265(98%) 12/1265(0%) Plus/Plus
Query 1 GGGCCCCCATCACAGAAATCTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAAT
Sbjct 47691 ...... -
Query 61 CTTAGTTATTAACTAGTCAATATTATATTGAATATTCTAGAGCATAAGGATTAATATAGC
Sbjct 47751 ittt ittt Cottiieennneeeeeencnnnnnnnans
Query 121 GATCTAGAATTTCGATTTATCACAATTCTAATACTAATA------T-T-AT--T-A-AAT
Sbjct 47811 ittt ittt ettt CACAAT.C.A..AC.A.T...
Query 169 AGTGATTGTAAAtattgttaatattcttttattttcaattattttcaatttgaattgaat
S o T o S
Query 229 ggtaaatattatttttcatttctttttttGGCATTAGAAATACTTTTTATTACAGTtCcta
Sbjct 47931 ittt ittt ettt Getiinnnnnoeeeeeanannnnns
Query 289 tatttgattctatattatatatctatatctctctcattctatatttaatttatttcaaat
1S o T o S L B
Query 349 tctaattGTTTAATGGAATGGTTAGTTATAACTAATGAGACATTCCTCCGTTTTCAGGCG
S o T o S <1 5
Query 409 AAAGTTAAAAAACAAGAATCGATCGTTCAAGTATTCCAAATTGGATGGCAAAATGACAGG
£ < T I - N £
Query 469 AAGCGAGACATATAGATCGGGTATATATCCATCTATATTGAATTGCGGATTCCGAAATGA
S o T o S < B
Query 529 TAAAATCATTTTTGATTGGACaaaaaaaGGGTCTCCTATAGAAGATAGTTAAGAAAATCA
S o T o S < 7 B
Query 589 AAGAGGAGAAAACACGTTTTCGAGATAGGAATCGGTATCTAATGAATTCAATGGTTCCAG
S o T o S < 8 B
Query 649 TATaaatgaaagaaaaagaaaaaggaatgacatcccaacgagatcctaatctcaaaacaa
Sbjct 48351 L.iiiiiiiiii ittt ittt Geveernnnnnncenannns
Query 709 aaagaaaGGGGGATATGGCGAAATTGGTAGACGCTACGGACTTAATTGGATTGAGCCTTG
S o T o S -
Query 769 GTATGGAAACTTACTAAGTGATCACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAA
S o T o S
Query 829 TGGGCAATCCTGAGCCAAATCCTGTTTTCTCAAAACAAACAAAGGTTCAGaaaaaaaGGA
S o T o S <1 B
Query 889 TAGGTGCAGAGACTCAATGGAAGCTATTCTAACAAATGGAGTTAAATGCGTTGGTAGAGG
Sbict 48591 ..ttt ittt ittt sttt i
Query 949 ACTCTTTACATCGAAACTTCAGAAAGAAAAAGAATGAAGTGAAGGATAAACGTATATACA
Sbjct 48651 ..ttt ittt ittt [
Query 1009 TACGTATTGAATACTATATCAAATGATTAATGACGACCCGAATCCGTATTTTTTCTATAA
S o T o S <
Query 1069 AAAATAGAAGAATTGGTGTGAATCCATTCTACATTGAAGAAAGAATCGAATATTCATTGA
S o T o S < B
Query 1129 TCAAATCATTCACTCCATAGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAA
1S o T o S < 1 B

Query

1189

TAAAGTTTGAGTCCCGTTCTACATGTCAATACCGGCAACAATGAAATTTATAGTAAAAGG

60
47750

120
47810

168
47870

228
47930

288
47990

348
48050

408
48110

468
48170

528
48230

588
48290

648
48350

708
48410

768
48470

828
48530

888
48590

948
48650

1008
48710

1068
48770

1128
48830

1188
48890

1248



Sbjct 48891 ..... 7 N
Query 1249 AAAAT 1253

Sbjct 48951 ..... 48955

ANG (ef)

Score Expect Identities Gaps Strand

887 bits(480) 0.0 538/562(96%) 20/562(3%) Plus/Plus

Query 1 TTCAAGTCCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCCCT
ShICt 4898l Lttt ittt ettt ettt
Query 61 TTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATGGAL
Sbjct 49041 ... iiiiiiiiiti ittt nnn Chitttiennnecanecnnnnnnnns
Query 121 tttttttCTAAGAGTAAATGGTTTTCTCTTATCACAAGCCTTTTGATATCTATGATACAC
S o T o S B 0
Query 181 ATAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACAAT
£ T o B R
Query 241 ATCATTACTCATACTGAAACTTACAAAATCATCTTTTTGAAGATCGAAGAAATTCCCCGG
ShICt 49221 Lttt ittt ittt ittt ettt
Query 301 CTTTGAGAAAGTTTGTTAATCGACTTACTTGACATAGACCCAGTTCTATGATAGAATCAA
Sbjct 49281 .......... I e T e T
Query 361 ATAAAATATGATAGAATCAAATAAAATAAGGATACCACCCAAAGGACTCGAAATCCTCAT
Sbjct 49327 i ittt ittt ettt ettt ettt
Query 421 GTTAACGGTTCCAATTTCCAATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCC
SPICt 4938l ittt ittt ettt ettt
Query 481 AATCTAATCTGGGTTGGAAATCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGAAAA
S o T o S
Query 541 TCCTCGTGTCACCAGTTCAAAT 562

Sbjct 49501 ......cc0en.n Geeevennn 49522

BC1M3XL2 (ad)

Score Expect Identities Gaps Strand

2316 bits(1254) 0.0 1261/1264(99%) 1/1264(0%) Plus/Plus
Query 1 GGCCCCCATCACAG-AATCTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATC
Sbjct 47692 ..... A........ <
Query 60 TTAGTTATTAACTAGTCAATATTATATTGACTATTCTAGAGCATAAGGATTAATATAGCG
S o T o S 5
Query 120 ATCTAGAATTTCGATTTATCACAATTCTAATACTAATACACAATTCTAATACTAATAATA
S o T o S
Query 180 GTGATTGTAAAtattgttaatattcttttattttcaattattttcaatttgaattgaatg
S o T o S
Query 240 gtaaatattatttttcatttctttttttGGCATTGGAAATACTTTTTATTACAGTtctat
1S o T o S
Query 300 atttgattctatattatatatctatatctctctcattctatatttaatttatttcaaatt
S o T o S
Query 360 ctaattGTTTAATGGAATGGTTAGTTATAACTAATGAGACATTCCTCCGTTTTCAGGCGA
S o T o S <1 5
Query 420 AAGTTAAAAAACAAGAATCGATCGTTCAAGTATTCCAAATTGAATGGCAAAATGACAGGA
S o T o S <
Query 480 AGCGAGACATATAGATCGGGTATATATCCATCTATATTGAATTGCGGATTCCGAAATGAT

60
49040

120
49100

180
49160

240
49220

300
49280

360
49326

420
49380

480
49440

540
49500

59
47751

119
47811

179
47871

239
47931

299
47991

359
48051

419
48111

479
48171

539



ShICt 48172 ittt ittt ittt ettt ettt
Query 540 AAAATCATTTTTGATTGGACaaaaaaaGGGTCTCCTTTAGAAGATAGTTAAGAAAATCAA
Sbjct 48232 ..ttt ittt ittt -
Query 600 AGAGGAGAAAACACGTTTTCGAGATAGGAATCGGTATCTAATGAATTCAATGGTTCCAGT
SbJct 48292 Lttt ittt ittt ettt sttt
Query 660 ATaaatgaaagaaaaagaaaaaggaatgacatcccaacgggatcctaatctcaaaacaaa
ShJCt 48352 ittt ittt ittt ettt ettt ettt
Query 720 a2agaaaGGGGGATATGGCGAAATTGGTAGACGCTACGGACTTAATTGGATTGAGCCTTGG
S o T o S
Query 780 TATGGAAACTTACTAAGTGATCACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAAT
S o T o S B
Query 840 GGGCAATCCTGAGCCAAATCCTGTTTTCTCAAAACAAACAAAGGTTCAGaaaaaaaGGAT
S o T o S <1 G B
Query 900 AGGTGCAGAGACTCAATGGAAGCTATTCTAACAAATGGAGTTAAATGTGTTGGTAGAGGA
SbJCt 48592 Lttt ittt ittt ettt ettt
Query 960 CTCTTTACATCGAAACTTCAGAAAGAAAAAGAATGAAGTGCAGGAGAAACGTATATACAT
ShJCt 48652 ittt ittt ittt ettt ettt ettt
Query 1020 ACGTATTGAATACTATATCAAATGATTAATGACGACCCGAATCCGTATTTTTTCTATAAA
S o T o S < B 1
Query 1080 AAATAGAAGAATTGGTGTGAATCCATTCTACATTGAAGAAAGAATCGAATATTCATTGAT
S o T o S < B
Query 1140 CAAATCATTCACTCCATAGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAAT
S o T o S < 1
Query 1200 AAAGATAGAGTCCCGTTCTACATGTCAATACCGGCAACAATGAAATTTATAGTAAAAGGA
S o T o S <
Query 1260 AAAT 1263

Sbjct 48952 .... 48955

BC1M3XL2(ef)

Score Expect Identities Gaps Strand

902 bits(488) 0.0 505/513(98%) 1/513(0%) Plus/Plus

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

1
49010

61
49069

121
49129

181
49189

241
49249

301
49309

361
49369

TTTAACTCCCCAACTATTTATCCGACCCCCTTTCCTTAACGGTTCCAAAATTCCTTATCT

TTCTCATCCATTAAAAAATTTTAGAAATGGAtLtttttttCTAAGAGTAAATGGTTTTCTC
.......... C.CT.TTC. .. ceeeeeeeccececcccososcossacsccsooscncssscnnnscse

599
48291

659
48351

719
48411

779
48471

839
48531

899
48591

959
48651

1019
48711

1079
48771

1139
48831

1199
48891

1259
48951

60
49068

120
49128

180
49188

240
49248

300
49308

360
49368

420
49428



Query 481 GAGGACTGAAAATCCTCGTGTCACCAGTTCAAA 513

Sbjct 49489 ... .iiiiiiiiiii it Gevvennn 49521

BON (ad)

Score Expect Identities Gaps Strand

2069 bits(1120) 0.0 1220/1264(97%) 24/1264(1%) Plus/Plus
Query 1 AAATCTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATCTTAGTTATTAACTA
SPICt 47706 v iiieiteeeeeeeeeeeteoeeseseesssescesssccssssscecscscescscanes
Query 61 GTCAATATTATATTGAATATTCTAGAGCATAAGGATTAATATAGCGATCTATAATTTCGA
Sbjct 47766 ....ieiiiiiiiannnn Cotttieieenneeeeeeasennnnoccanannnns Geeevrnnn
Query 121 TTTATCACAATTCATTTATCAC-AATTC-TAATACTAATATTATTAAATAGTGATTGTAA
Sbjct 47826 c.i.iiiiieieienn. --.A..-..T...A.AC...T...... C.Bimeeieieennnnnns
Query 179 ATATTGTTAATATTCTTTTattttcaatttgaattgaatggtaatttgaattgaatggta
Sbjct 47882 ..iiiiiiiiiiiii ittt e e===.=TC. . ittt ittt
Query 239 aatattctttttcatttctttttttGGCATTGGAAATACtttttattacagttctatatt
Sbjct 47935 ...... -
Query 299 tgattctatatta------ tatatctctctcattctatatttaatttatttcAAATCCTA
Sbjct 47995 L...iiieeeienn.. TATATC . « e oot eoeoeessonassssassasasasnsssass T...
Query 353 ATTGTTTAATGGAATGGTTAGTTATAACTAATGAGACATTCCTCCGCTTTCAGGCGAAAG
Sbjct 48055 titiiiiii ittt ettt B
Query 413 TTAAAAAACAAGAATCGATCGTTCAAGTATTCCAAATTGAATGGCAAAATGACAGGAAGC
S o T o o <
Query 473 GAGACATATAGATCGGGTATATATCCATCTATATTGAATTGCGGATTCCGAAATGATAAA
S o T o S < B
Query 533 ATCATTTTTGATTGGACaaaaaaaGGGTCTCCTATATAAGATAGTTAAGAAAATCAAAGA
Sbjct 48235 L.ttt ittt ettt Geteeeinenennnneecenannns
Query 593 GGAGAAAACACGTTTTCGAGATAGGAATCGGTATCTAATGAATTCAATGGTTCCAGTATa
S o T o S < 8 B
Query 653 aatgaaagaaaaagaaaaaggaatgacatcccaacgagatcctaatctcaaaacaaaaag
Sbjct 48355 L.ttt ittt ettt Geteerieenennnncecenannns
Query 713 a2aaGGGGGATATGGCGAAATTGGTAGACGCTACGGACTTAATTGGATTGAGCCTTGGTAT
S o T o S
Query 773 GGAAACTTACTAAGTGATCACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAATGGG
S o T o S B
Query 833 CAATCCTGAGCCAAATCCTGTTTTCTCAAAACAAACAAAGGTTCAGaaaaaaaGGATAGG
S o T o S 1 G 1
Query 893 TGCAGAGACTCAACGGAAGCTATTCTAACAAATGGAGTTAAATGCGTTGGTAGAGGACTC
Sbjct 48595 ........00... P b
Query 953 TTTACATCGAAACTTCAGAAAGAAAAAGAATGAAGTGAAGGATAAACGTATATACATACG
Sbjct 48655 ..ttt ittt ittt [
Query 1013 TATTGAATACTATATCAAATGATTAATGACGACCCGAATCCGTAGTTTTTCTATAAAAAA
Sbjct 48715 ittt ittt ittt ittt b
Query 1073 TAGAAGAGAAGAATTGGTGTGAATCCATTCTACATTGAAGAAAGAATCGAATATTCATTG
£ Ty L - A B T
Query 1133 ATCAAATCATTCACTCCATAGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGA
S o T o S < 1 1
Query 1193 ATAAAGATAGAGTCCCGTTCTACATGTCAATACCGGCAACAATGAAATTTATAGTAAAAG
S o T o S < T

60
47765

120
47825

178
47881

238
47934

298
47994

352
48054

412
48114

472
48174

532
48234

592
48294

652
48354

712
48414

772
48474

832
48534

892
48594



Query 1253 GAAA 1256

Sbjct 48950 .... 48953

BON (ef)

Score Expect Identities Gaps Strand

902 bits(488) 0.0 527/546(97%) 2/546(0%) Plus/Plus
Query 1 GGTTCAAGTCCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCAACCCC
£ < e 1 G.....
Query 61 CTTTCCTTAACAGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATGG
Sbjct 49039 ........... Geteereeeecooscaannncnnnns Coteenneecccsseaannncas
Query 121 AttttttttttCTAAGCGTAAATGGCTTTCTCTTATCACAAGCCTTTTGATATCTATGAT
Sbjct 49099 .——.......iiiiae A........ I
Query 181 ACACATAGACATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATA
F) < e A X 1 c - N
Query 241 CAATATCATTACTCATACTGAAACGTACAAAGTCATCTTTTTGAAGATCGAAGAAATTCC
Sbjct 49217 L.ttt it Teeennn AL it tititeeeceaccssssanancccns
Query 301 CCGGCTTTTATAAAATTTTTTAATCGACTTACTTGACATAGACCCAGTTCTAGGATAGAA
Sbjct 49277 ........ G.G.vovunn Geteeeeeeecocssssanoaocccanssssannsns Teveeenn
Query 361 TCAAATAAAATAAGGATACCACCCAAAGGACTGGAAATCCTCAGGTTAACGGTTCCGATT
Sbjct 49337 ittt ittt it Coveennnnnse i A...
Query 421 TCCAATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTG
1S o B R o o 1
Query 481 GAAATCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGT
F) < e R G..
Query 541 TCAAAT 546

Sbjct 49517 ...... 49522

CAMS (ef)

Score Expect Identities Gaps Strand

942 bits(510) 0.0 516/519(99%) 0/519(0%) Plus/Plus

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

1
48990

61
49050

121
49110

181
49170

241
49230

301
49290

361
49350

421
49410

CTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCCCTTTCCTTAAC

60
49038

120
49098

180
49156

240
49216

300
49276

360
49336

420
49396

480
49456

540
49516

60
49049

120
49109

180
49169

240
49229

300
49289

360
49349



CAM7.1 (ad)

Score Expect Identities Gaps Strand

2054 bits(1112) 0.0 1204/1242(97%) 31/1242(2%) Plus/Plus
Query 1 CTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATCTTACCTATTAACTAGTCA
SbICt 47710 titietieeeeeeeeeoeeseseoeesassesosssnsnsansnns GTl..oveeeeeeenn
Query 61 ATATTATATTGAATATTCTAGAGCATAAGGATTAATATAGCGATCTAGAATTTCGATTTA
Sbjct 47770 ...iiiiien.n. Citttiieeeneeeeeeeeeeeoosoosccscscasosannnsscsannsns
Query 121 R e et e Tt CACAATTCTAATACTAATAATAGTGATTGTAAATATTGTT
Sbjct 47830 «CACAATTCTAATACTAAT A . . ¢ttt ttteeeooecoscscssossssosscsnssnssnssscsns
Query 162 aatattctt-—-—----———- ttattttcaatttgaattgaatggtaaatattatttttcat
Sbjct 47890 ......... B 1 Lt 2
Query 212 ttctttttttGGCATTGGAAATACTTTTTATTACAGTtctatatttgattctatattata
SPICt 47950 ittt ittt ittt ettt
Query 272 tatctatatctctctcattctatatttaatttatttcaaattctaattGTTTAATGGAAT
S o T o S <
Query 332 GGTTAGTTATAACTAATGAGACATTCCTCCGTTTTCAGGCGAAAGTTAAAAAACAAGAAT
1S o T o S <1
Query 392 CGATCGTTCAAGTATTCCAAATTGAATGGCAAAATGACAGGAAGCGAGACATATAGATCG
1S o T o S < B 1 1
Query 452 GGTATATATCCATCTATATTGAATTGCGGATTCCGAAATGATAAAATTATTTTTGATTGG
Sbjct 48190 titiitiiiii ittt ittt ett e nnaonn Covennnnnnnns
Query 512 ACaaaaaaaGGGTCTCCTATAGAAGATAGTTAAGAAAATCAAAGAGGAGAAAACACGTTT
SPICt 48250 ittt ittt ittt ittt ettt ettt
Query 572 TCGAGATAGGAATCGGTATCTAATGAATTCAATGGTTCCAGTATaaatgaaagaaaaaga
S o T o S <
Query 632 aaaaggaatgacatcccaacgggatcctaatctcaaaacaaaaaagaaaagGGGGATATG
£ Ty I - C B 0 e e e e et
Query 692 GCGAAATTGGTAGACGCTACGGACTTAATTGGATTGAGCCTTGGTATGGAAACTTACTAA
ShJct 48428 ittt ittt ettt ettt
Query 752 GTGATCACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAATGGGCAATCCTGAGCCA
o] o T Lo S -
Query 812 AATCCTGTTTTCTCAAAACAAACAAAGGTTCAGaaaaaaaGGATAGGTGCAGAGACTCAA
S o T o S 1
Query 872

Sbjct 48608 ... .iiiiiiiiitiittitetttetttannnn T
Query 932 TTCAGAAAGAAAAAGAATGAAGTGCAGGAGAACCGTATATACATACGTATTGAATACTAT
Sbjct 48668 ...ttt ittt aen -
Query 992 ATCAAATGATTAATGACGACCCGAATCCGTATTTTTTCTATAAAAAATAGAAGAATTGGT
o] o T o S < B

Query 1052 GTGAATCCATTCTACATTGAAGAAAGAATCGAATATTCATTGATCAAATCATTCACTCCA
SDICE  ABT88 v eeeeeetae ettt ettt ettt

Query 1112 TAGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAATAAAGAAAGAGTCCCGT
SDICE 48848  tittttie ettt ettt ettt R

Query 1172 TCTACATGTCAATACCGGCAACAATGAAATTTATAGTAAAAG 1213
Sbjct 48908 ..ttt ittt ittt 48949

60
47769

120
47829

161
47889

211
47949

271
48009

331
48069

391
48129

451
48189

511
48249

571
48309

631
48369

691
48427

751
48487

811
48547

871
48607

931
48667



CAM7 .1 (ef)

Score Expect Identities Gaps Strand

972 bits(526) 0.0 537/542(99%) 1/542(0%) Plus/Plus

Query 2 GGTTCAAGTCCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCC 61
SbJCt 48979 ittt ittt ittt ittt ettt ettt 49038
Query 62 CTTTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATGG 121
Sbjct 49039 .. iiiiiiiiii ittt ittt Cottiennnneceeeeeannnnns 49098
Query 122 AttttttttCTAAGAGTAAATGGTTTTCTCTTATCACAAGCCTTTTGATATCTATGATAC 181
SbJct 49009 Lttt ittt ettt ettt ettt 49158
Query 182 ACATAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACA 241

[ <3y R - B L c 49218
Query 242 ATATCATTACTCATACTGAAACTTACAAAATCATCTTTTTGAAGATCGAAGAAATTCCCC 301

S o T o S 1 49278
Query 302 GGCTTTGAGAAAATTTGTTAATCGACTTATTTGACATAGACCCAGTTCTATGATAGAATC 361
Sbjct 49279 ..ttt ittt Cittiieenneeeeeeeaenonnccsannns 49338
Query 362 AAATAAAATAAGGATACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAATTTC 421
SbJCt 49330 Lttt ittt ittt ettt ettt 49398
Query 422 CAATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTGGA 481
SbJCt 49390 Lttt ittt ittt ettt ettt 49458
Query 482 AATCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACAG-TTC 540

£ T o B C.G... 49518
Query 541 AA 542

Sbjct 49519 .. 49520

DAS (ad)

Score Expect Identities Gaps Strand

1749 bits(947) 0.0 998/1021(98%) 10/1021(0%) Plus/Plus

Query 176 aattctaatactaatattaattctaatactaatattattaaatagtgattgtaaatattg 235
Sbjct 47834 ...i.ieiiiiiiiiennn --C.-=.=-...T...... [ 47887
Query 236 ttaatattcttttattttcaattattttcaatttgaattgaatggtaaatattattttte 295
SbJCt 47888 ittt ittt ittt ittt ittt 47947
Query 296 atttctttttttGGCATTGGAAATACTTTTTATTACAGTtctatatttgattctatatta 355

S o T o S 48007
Query 356 tatatctatatctctctcattctatatttaatttatttcaaattctaattGTTTAATGGA 415
ShJct 48008 i iiitiii ittt ittt ettt ettt aaeaaes 48067
Query 416 ATGGTTAGTTATAACTAATGAGACATTCCTCCGTTTTCAGGCGAAAGTTAAAAAACAAGA 475

1S o T o S <1 3 48127
Query 476 ATCGATCGTTCAAGTATTCCAAATTGGATGGCAAAATGACAGGAAGCGAGACATATAGAT 535
Sbjct 48128 ...t iiiiiiiiitieinteeanans - 48187
Query 536 CGGGTATATATCCATCTATATTGAATTGCGGATTCCGAAATGATAAAATCATTTTTGATT 595

S o T o S < - 48247
Query 596 GGACaaaaaaaGGGTCTCCTATAGAAGATAGTTAAGAAAATCAAAGAGGAGAAAACACGT 655
ShICt 48248 L.ttt ittt ittt ettt ettt 48307
Query 656 TTTCGAGATAGGAATTGGTATCTAATGAATTCAATGGTTCCAGTATaaatgaaagaaaaa 715

Sbjct 48308 ......icieeenn. Cittitieeeeeeeeeeeeeeoanoscccccesosoannnssasannsns 48367



Query 716 gaaaaaggaatgacatcccaacgagatcctaatctcaaaacaaaaagaaaGGGGGATATG
Sbjct 48368 ...i.iiiiiiiiiiiieianannn Getiireeneeeeeeeeeeeannnoaccsannnnnnns
Query 776 GCGAAATTGGTAGACGCTACGGACTTAATTGAATTGAGCCTTGGTATGGAAACTTACTAA
Sbjct 48428 .. ..i.iiiiiiiiii ittt Gettiteenneeeeeeencannnnanans
Query 836 GTGATCACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAATGGGCAATCCTGAGCCA
o] o T Lo S B
Query 896 AATCCTGTTTTCTCA----AAACAAAGGTTCAGaaaaaaaGGATAGGTGCAGAGACTCAA
Sbjct 48548 .....cicieiienn. 2
Query 952 TGGAAGCTATTCTAACAAATGGAGTTAAATGCGTTGGTAGAGGACTCTTTACATCGAAAC
Sbjct 48608 ....iiiiiiiiitittitetttettnannnn P
Query 1012 TTCAGAAAGAAAAAGAATGAAGTGAAGGATAAACGTATATACATACGTATTGAATACTAT
Sbjct 48668 ....i.iiiiiiiiiiiiitennann o
Query 1072 ATCAAATGATTAATGACGACCCGAATCCGTATTCTTTCTATAAAAAATAGAAGAATTGGT
Sbjct 48728 ..ttt ittt b
Query 1132 GTGAATCCATTCTACATTGAAGAAAGAATTGAATATTCATTGATCAAATCATTCACTCCA
Sbjct 48788 ..iiiiiiiiiiiii ittt anans Cottieeenneceeeeeeceanonacenannns
Query 1192 T 1192

Sbjct 48848 . 48848

DAS (ef)

Score Expect Identities Gaps Strand

979 bits(530) 0.0 539/543(99%) 1/543(0%) Plus/Plus

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

2
48979

62
49039

122
49099

182
49159

242
49219

302
49279

362
49339

422
49399

482
49459

542
49518

GGTTCAAGTCCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCC

CAA 544
... 49520

775
48427

835
48487

895
48547

951
48607

1011
48667

1071
48727

1131
48787

1191
48847

61
49038

121
49098

181
49158

241
49218

301
49278

361
49338

421
49398

481
49458

541
49517



EL (ad)

Score

1397 bits(756)

Expect Identities Gaps Strand
0.0 832/864(96%) 24/864(2%) Plus/Plus

Query 258 TTCTATATTTAATTTATTTCAAATTCTAATTGTTTAATGGAATGGTTAGTTATAACTAAT
S o T o S <1
Query 318 GAGACATTCCTCCGCTTTTAGGCGAAAGTTAAAAAACAAGAATCGATCGTTCAAGTATTC
Sbjct 48087 ....iieiiiennn. i O
Query 378 CAAATTGAATGGCAAAATGACAGGAAGCGAGACATATAGATCGGGTATATATCCATCTAT
S o T o S < B
Query 438 ATTGAATTGCGGATTCCGAAATGATAAAATCATTTTTGATTGGACaaaaaaaGGGTCTCC
S o T o S < 0
Query 498 TATAGAAGATAGTTAAGAAAATCAAAGAGAAGAAAACACGTTTTCGAGATAGGAATCGGT
Sbjct 48267 ..ttt Guiittietrneeenecsnccsonnssnnnnns
Query 558 ATCTAATGAATTCAATGGTTCCAGTATaaatgaaagaaaaagaaaaaggaatgacatccc
S o T o S < 1
Query 618 aacgagatcctaatctcaaaacaaaaagaaaGGGGGATATGGCGAAATTGGTAGACGCTA
£ Ty o - G -
Query 678 CGGACTTAATTGGATTGAGCCTTGGTATGGAAACTTACTAAGTGATCACTTTCAAATTCA
S o T o S
Query 738 GAGAAACCCTGGAATTAACAAAAATGGGCAATCCTGAGCCAAATCCTGTTTTCTCAAAAC
SDICt 48507 i it ittt ittt ettt ettt ettt
Query 798 AAACAAAGGTTCAGaaaaaaaGGATAGGTGCAGAGACTCAATGGAAGCTATTCTAACAAA
S o T o S 1o
Query 858 TGGAGTTAAATGCGTTGGTAGAGGACTCTTTACATCGAAACTTCAGAAAGAAAAAGAATG
Sbjct 48627 ......00.... 1
Query 918 AAGTGAAGGATAAACGTATATACATACGTATTGAATACTATATCAAA--A-———— G-=—-
Sbjct 48687 ..... O TG.TTAAT.ACGA
Query 967 @ ————————————— TTTTTCTATAAAAAATAGAAGAATTGGTGTGAATCCATTCTACATTG
Sbjct 48747 CCCGRAATCCGTAT ..o eveeececeesescesessssesossesosssssssonsasosass
Query 1014 AAGAAAGAATCGAATATTCATTGATCAAAGCATTCACTCCATAGTCTGATAGATCTTTTG
Sbjct 48807 +.itiiiiiiiiititittttttaaaanens e
Query 1074 AAGAACTGATTAATCGGACGAGAA 1097

Sbjct 48867 .iiiiiiiiiiiiiiintinnann 48890

EL (ef)

Score Expect Identities Gaps Strand

592 bits(320) 3e-170  339/348(97%) 1/348(0%) Plus/Plus
Query 1 CCGACCCCCTTTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTT
Sbjct 49031 . .itiiiiiiii ittt ettt ettt enn Covrnnnnnnnnnns
Query 61 AGAAATGTA-tttttttCTAAGAATAAATGGCTTTCTCTTATCACAAGCCTTTTGATATC
Sbjct 49091 ....... G.T.veeeeeeeenann Gevvennn i
Query 120 TATGATACACATAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGA
Sbjct 49151 .......... Getteeeeeeeooceeeeeaceoasososcscesccsssncsnnscscssnsns
Query 180 TCAATACAATATCATTACTCATACTGAAACTTACAAAGTCATCTTTTTGAAGATCGAAGA
Sbjct 49211 ..ttt ittt Bttt ittt
Query 240 AATTCCCCGGCTTTGATAAAATTTTTTAATCGACTTACTTGACATAGACCCAGTTCTATG

317
48086

377
48146

437
48206

497
48266

557
48326

617
48386

677
48446

737
48506

797
48566

857
48626

917
48686

966
48746

1013
48806

1073
48866

60
49090

119
49150

179
49210

239
49270

299



Sbjct 49271 ...i.iiiiiiiiiannn Geeevnnn Geteeereeenooeeeeeeasanannoascsannns 49330

Query 300 ATAGAATCAAATAAAATAAGGATACCACCCAAAGGACTCGAAATCCTC 347

ShJct 49331 Lttt ittt ittt ettt 49378

INS1(ad)

Score Expect Identities Gaps Strand

2109 bits(1142) 0.0 1165/1175(99%) 5/1175(0%) Plus/Plus

Query 1 TTGACTATTCTAGAGCATAATTGATTAATATAGCGATCTAGAATTTCGATTTATCACAAT 60
Sbjct 47778 ittt ennnnn . 47836
Query 61 TCTAATACTAATACACAATTCTAATACTAATAATAGTGATTGTAAAtattgttaatatte 120

1S o T o S 1 B 47896
Query 121 ttttattttcaattattttcaatttgaattgaatggtaaatattatttttcatttcectttt 180

S o T o S I 47956
Query 181 tttGGCATTGGAAATACTTTTTATTACAGTtctatatttgattctatattatatatctat 240

S o T o S 5 48016
Query 241 atctctctcattctatatttaatttatttcaaattctaattGTTTAATGGAATGGTTAGT 300

S o T o S <1 48076
Query 301 TATAACTAATGAGACATTCCTCCGTTTTCAGGCGAAAGTTAAAAAACAAGAATCGATCGT 360

S o T o S <1 48136
Query 361 TCAAGTATTCCAAATTGAATGGCAAAATGACAGGAAGCGAGACATATAGATCGGGTATAT 420

S o T o S < B8 1 R 48196
Query 421 ATCCATCTATATTGAATTGCGGATTCCGAAATGATAAAATCATTTTTGATTGGACaaaaa 480

S o T o S < B 1 48256
Query 481 aaGGGTCTCCTATAGAAGATAGTTAAGAAAATCAAAGAGGAGAAAACACGTTTTCGAGAT 540

S o T o S < 5 R 48316
Query 541 AGGAATCGGTATCTAATGAATTTCAATGGTTCCAGTATaaatgaaagaaaaagaaaaagg 600
Sbjct 48317 ..iiiiiiiiiiiieiennnn R T T T PP 48375
Query 601 aatgacatcccaacgggatcctaatctcaaaacaaaaagaaaGGGGGATATGGCGAAATT 660

S o T o S < 48435
Query 661 GGTAGACGCTACGGACTTAATTTGGATTGAGCCCTTGGTATGGAAACTTACTAAGTGATC 720
Sbjct 48436 ...i.iiiiiiiiiiinieanann e e R . 48493
Query 721 ACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAATGGGCAATCCTGAGCCAAATCCT 780

S o T o S B 48553
Query 781 GTTTTCTCAAAACAAACAAAGGTTCAGaaaaaaaGGATAGGTGCAGAGACTCAATGGAAG 840
ShJCt 48554 Lttt ittt ittt ettt sttt 48613
Query 841 CTATTCTAACAAATGGAGTTAAATGTGTTGGTAGAGGACTCTTTACATCGAAACTTCAGA 900

S o T o S < 48673
Query 901 AAGAAAAAGAATGAAGTGCAGGAGAAACGTATATACATACGTATTGAATACTATATCAAA 960

S o T o S < 48733
Query 961 TGATTAATGACGACCCGAATCCGTATTTTTTCTATAAAAAATAGAAGAATTGGTGTGAAT 1020
S o T o S < 48793

Query 1021 CCATTCTACATTGAAGAAAGAATCGAATATTCATTGATCAAATCATTCACTCCATAGTCT 1080
S o T o S < B 48853

Query 1081 GATAGATCTTTTGAAGAACTGATTAATCGGACGAGAATAATTTTTGAAGTCCCGTTCTAC 1140
Sbjct 48854 ..ttt ittt ettt ittt AGA.A.-..cceeeeeonnne 48912

Query 1141 ATGTCAATACCGGCAACAATGAAATTTATAGTAAA 1175



Shbjct 48913 ittt ittt ettt ettt 48947

INS1 (ef)

Score Expect Identities Gaps Strand
970 bits(525) 0.0 525/525(100%) 0/525(0%) Plus/Plus

Query 1 CCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCCCTTTCCTTA
SbJct 48988 ittt ittt ittt ettt ittt
Query 61 ACGGTTCCAAATTCCTTATCTTTCTCATCCACTCTATTCTTTTAGAAATGGAttttELtL
S o T o S 1 <
Query 121 CTAAGAGTAAATGGTTTTCTCTTATCACAAGCCTTTTGATATCTATGATACACGTAGAAA
ShICt 49108 ittt ittt ittt ettt
Query 181 TGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACAATATCATTA
S o T o S B -
Query 241 CTCATACTGAAACTTACAAAATCATCTTTTTGAAGATCGAAGAAATTCCCCGGCTTTGAG
SbJct 49228 Lttt ittt ettt ettt
Query 301 AAAATTTGTTAATCGACTTACTTGACATAGACCCAGTTCTATGATAGAATCAAATAAAAT
SbJCt 49288 Lttt ittt ittt ittt
Query 361 AAGGATACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAATTTCCAATCCAGA
SbJCt 49348 Lttt ittt ittt ittt
Query 421 TTGGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTGGAAATCGCCGG
ShICt 49408 Lttt ittt ettt ettt
Query 481 GATAGCTCAGTTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCAC 525

Shbjct 49468 ...ttt ittt ittt ettt 49512

INS2 (ad)

Score Expect Identities Gaps Strand

2290 bits(1240) 0.0 1242/1243(99%) 0/1243(0%) Plus/Plus
Query 1

£ < T o T Giverrnernnnnnns
Query 61 TATTATATTGACTATTCTAGAGCATAAGGATTAATATAGCGATCTAGAATTTCGATTTAT
S < T o o
Query 121 CACAATTCTAATACTAATACACAATTCTAATACTAATAATAGTGATTGTAAAtattgtta
S o T o S 1 B
Query 181 atattcttttattttcaattattttcaatttgaattgaatggtaaatattatttttcatt
S o T o S
Query 241 tctttttttGGCATTGGAAATACTTTTTATTACAGTtctatatttgattctatattatat
1S o T o S 5
Query 301 atctatatctctctcattctatatttaatttatttcaaattctaattGTTTAATGGAATG
S o T o S <
Query 361 GTTAGTTATAACTAATGAGACATTCCTCCGTTTTCAGGCGAAAGTTAAAAAACAAGAATC
S o T o S <1
Query 421 GATCGTTCAAGTATTCCAAATTGAATGGCAAAATGACAGGAAGCGAGACATATAGATCGG
S o T o S < B 1 B
Query 481 GTATATATCCATCTATATTGAATTGCGGATTCCGAAATGATAAAATCATTTTTGATTGGA
S o T o S < B 1 B
Query 541 CaaaaaaaGGGTCTCCTATAGAAGATAGTTAAGAAAATCAAAGAGGAGAAAACACGTTTT
S o T o S < 7 B

60
49047

120
49107

180
49167

240
49227

300
49287

360
49347

420
49407

480
49467

60
47770

120
47830

180
47890

240
47950

300
48010

360
48070

420
48130

480
48190

540
48250



Query 601 CGAGATAGGAATCGGTATCTAATGAATTCAATGGTTCCAGTATaaatgaaagaaaaagaa
S o T o S <
Query 661 aaaggaatgacatcccaacgggatcctaatctcaaaacaaaaagaaaGGGGGATATGGCG
1S o T o S <
Query 721 AAATTGGTAGACGCTACGGACTTAATTGGATTGAGCCTTGGTATGGAAACTTACTAAGTG
S o T o S B B
Query 781 ATCACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAATGGGCAATCCTGAGCCAAAT
S o T o S B B
Query 841 CCTGTTTTCTCAAAACAAACAAAGGTTCAGaaaaaaaGGATAGGTGCAGAGACTCAATGG
S o T o S <1 B
Query 901 AAGCTATTCTAACAAATGGAGTTAAATGTGTTGGTAGAGGACTCTTTACATCGAAACTTC
S o T o S <
Query 961 AGAAAGAAAAAGAATGAAGTGCAGGAGAAACGTATATACATACGTATTGAATACTATATC
S o T o S <
Query 1021 AAATGATTAATGACGACCCGAATCCGTATTTTTTCTATAAAAAATAGAAGAATTGGTGTG
S o T o S < B B
Query 1081 AATCCATTCTACATTGAAGAAAGAATCGAATATTCATTGATCAAATCATTCACTCCATAG
S o T o S < B B
Query 1141 TCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAATAAAGATAGAGTCCCGTTCT
S o T o S < 5
Query 1201 ACATGTCAATACCGGCAACAATGAAATTTATAGTAAAAGGAAA 1243

Sbjct 48911 L.ttt ittt ittt ettt 48953

INS2 (ef)

Score Expect Identities Gaps Strand

909 bits(492) 0.0 513/523(98%) 1/523(0%) Plus/Plus
Query 4 GGTTCAAGTCCCTCTATCCCCAAAATGACTATTTAACTCCCCAACTATTTATCCGACCCC
Sbjct 48979 ...ttt it Attt ittt ectnnnaeenaannn
Query 64 CTTTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATCCACTCTATTCTTTTAGAAATGG
1S o T Lo S 1 1 5
Query 124 AttttttttCTAAGAGTAAATGGTTTTCACTTATCACAAGCCTTTTGATATCTATGATAC
Sbjct 49099 ...ttt ittt i
Query 184 ACGTA-AAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACA
Sbjct 49159 ..... Getiiieeeeeeeeeeeeenanososccesecsscssssscscsesssscsnnnnccss
Query 243 ATAACATTACTCATACTGAAACTTACAAAATCATCTTTTTGAAGATCGAAAAAATTCCCC
Sbjct 49219 .. T . ittt eteeeeeeteccetaoatacsaosastaoacansennnn G.eeeennnn
Query 303 GGCTTTGAGAAAATTTGTTAATCGACTTACTTGACAAAAACCCAGTTCTATGATAGAATC
Sbjct 49279 ittt it ittt ettt b ¢
Query 363 AAATAAATTAAGGATACCACCCAAAGGACTCGAATTCCTCATGTTAACGGTTCCAATTTC
Sbjct 49339 ....... - I -
Query 423 CAATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTGGA
S o T Lo S B B
Query 483 AATCGCCGGGATAGCTCAATTGGTAGAGCAGAGGACTGAAAAT 525

Sbjct 49459 ... iiiiiiiiinnnn Geteerneennooocecaannnnns 49501

660
48370

720
48430

780
48490

840
48550

900
48610

960
48670

1020
48730

1080
48790

1140
48850

1200
48910

63
49038

123
49098

183
49158

242
49218

302
49278

362
49338

422
49398



LID2 (ad)

Score Expect Identities Gaps Strand

2170 bits(1175) 0.0 1223/1244(98%) 12/1244(0%) Plus/Plus
Query 1 TCTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATCTTAGTTATTAACTAGTC
1S o T o S 0
Query 61 AATATTATATTGAATATTCTAGAGCATAAGGATTAATATAGCGATCTAGAATTTCGATTT
Sbjct 47769 .....iiiiien.. Cottiteeneeeeeeeeeeososoososacescccsososnsanscscscnnns
Query 121 ATCACAATTCTAATACTAATA------T-T-AT--T-A-AATAGTGATTGTAAAtattgt
Sbjct 47829 ...ttt CACAAT.C.A. . AC.A.T..ccteeeececccncnnnnse
Query 169 taatattcttttattttcaattattttcaatttgaattgaatggtaaatattatttttaa
] T o C.
Query 229 tttctttttttGGCATTGGAAATACTTTTTATTACAGTtctatatttgattctatattat
S o T o S B
Query 289 atatctatatctctctcattctatatttaatttatttcaaattctaattGTTTAATGGAA
1S o T o S <1 0
Query 349 TGGTTAGTTATAACTAATGAGACATTCCTCCGTTTTCAGGCGAAAGTTAAAAAACAAGAA
ShICt 48069 ittt ittt ittt ettt ettt
Query 409 TCGATCGTTCAAGTATTCCAAATTGAATGGCAAAATGACAGGAAGCGAGAAATATAGATC
] T o - L Coveeennnn
Query 469 GGGTATATATCCATCTATATTGAATTGCGGATTCCGAAATGATAAAATCATTTTTGATTG
ShICt 48189 ittt ittt ittt ettt ittt
Query 529 GACaaaaaaaGGGTCTCCTATAGAAGATAGTTAAGAAAATCAAAGAGGAGAAAACACGTT
S o T o S <
Query 589 TTCGAGATAGGAATCGGTATCTAATGAATTCAATGGTTCCAGTATaaatgaaagaaaaag
ShICt 48309 ittt ittt ettt
Query 649 aaaaaggaatgacatcccaacgagatcctaatctcaaaacaaaaagaaaGGGGGATATGG
Sbjct 48369 ....iiiiiiiiiiitiiienann Getteeieeennooceeeecaoansnoncccsaccnnnnns
Query 709 CGAAATTGGTAGACGCTACGGACTTAATTGGATTGAGCCTTGGTATGGAAACTTACTAAG
o] o T o S B
Query 769 TGATCACTTTAAAATTCAGAGAAACCCTGGAATTAACAAAAATGGGCACTCCTGAGCCAA
Sbjct 48489 .......... Cotttiieeeneeeeeeeaeeannoocccsacocnnnnns Al
Query 829 ATCCTGTTTTCTCAAAACAAACAAAGGTTCAGaaaaaaaGGATAGGTGCAGAGACTCAAT
ShICt 48540 Lttt ittt ittt ettt ettt
Query 889 GGAAGCTATTCTAACAAATGGAGTTAAATGCGTTGGTAGAGGACTCTTTACATCGAAACT
Sbjct 48609 ...ttt tiittititaeaeaann i
Query 949 TCAGAAAGAAAAAGAATGAAGTGAAGGATAAACGTATATACATACGTATTGAATACTATA
Sbjct 48669 ....i.iiiiiiiiiiitinnannn O
Query 1009 TCAAATGATTAATGACGACCCGAATCCGTATTTTTTCTATAAAAAATAGAAGAATTGGTG
S o T o S < B
Query 1069 TGAATCCATTCTACATTGAAGAAAGAATCGAATATTCATTGATCAAATCATTCACTCCAT
S o T o S < - 5
Query 1129 AGTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAATAAAGATAGAGTCCCGTT
o] o T Lo S <
Query 1189 CTACATGTCAATACCGGCAACAATGAAATTTATAGTAAAAGGAA 1232

Sbjct 48909 ..ttt ittt ittt ittt 48952

60
47768

120
47828

168
47888

228
47948

288
48008

348
48068

408
48128

468
48188

528
48248

588
48308

648
48368

708
48428

768
48488

828
48548

888
48608



LID2 (ef)

Score

987 bits(534)

Expect Identities Gaps Strand
0.0 540/543(99%) 0/543(0%) Plus/Plus

Query 1 GTTCAAGTCCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCCC
ShICt 48980 ittt ittt ittt ettt ettt
Query 61 TTTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATGGA
Sbjct 49040 +.ititiitiititi ittt aeanans Cierieerennsennsennnnns
Query 121 ttttttttCTAAGAGTAAATGGTTTTCTCTTATCACAAGCCTTTTGATATCTATGATACA
SBICt 49100 i tietiti ittt ettt ettt e
Query 181 CATAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACAA
SbICt 49160 Gt ieiieeeeeeeeeoeeaaseocossascesasessssascesssccsnscnccsonos
Query 241 TATCATTACTCATACTGAAACTTACAAAATCATCTTTTTGAAGATCGAAGAAATTCCCCG
SPICt 49220 Lttt ittt ittt ettt ettt
Query 301 GCTTTGAGAAAATTTGTTAATCGACTTACTTGACATAGACCCAGTTCTATGATAGAATCA
SBICt 49280 ittt ittt ittt ittt ettt
Query 361 AATAAAATAAGGATACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAATTTCC
SBICt 49340 ittt ittt ettt ettt ettt
Query 421 AATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTGGAA
SPhICt 49400 v iiitiii ittt ittt ettt
Query 481 ATCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCA
£ T o B Y 0 G.....
Query 541 AAT 543

Sbjct 49520 ... 49522

LIN1.3(ad)

Score Expect Identities Gaps Strand

2152 bits(1165) 0.0 1223/1247(98%) 19/1247(1%) Plus/Plus
Query 1 CTTATATGCATAGTAATTGACTAAACTACTGGAATTGGAATCTTAGTTATTAACTAGTCA
S o T o o
Query 61 ATATTATATTGAATATTCTAGAGCATAAGGATTAATATAGCGATCTAGAATTTCGATTTA
Sbjct 47770 ...iiiiien.n. Citttiieeeneeeeeeeeeeeoosososccscscasossnnnsscsannsns
Query 121 R e et Tt CACAATTCTAATACTAATAATAGTGATTGTAAAtattgtt
Sbjct 47830 «CACAATTCTAATACTAAT A . . ittt tteeeeoecoscscssossssosscsnsscsssnssscsns
Query 162 aatattcttttattttcaattattttcaatttgaattgaatggtaaatattatttttcat
S o T o S
Query 222 ttctttttttGGCATTGGAAATACTTTTTATTACAGTtctatatttgattctatattata
SPICt 47950 ittt ittt ittt ettt ettt
Query 282 tatctatatctctctcattctatatttaatttatttcaaattctaattGTTTAATGGAAT
S o T o S <1
Query 342 GGTTAGTTATAACTAATGAGACATTCCTCCGTTTTCAGGCGAAAGTTAAAAAACAAGAAT
1S o T o S <1
Query 402 CGATCGTTCAAGTATTCCAAATTGAATGGCAAAATGACAGGAAGCGAGACATATAGATCG
S o T o S < B 1 1
Query 462 GGTATATATCCATCTATATTGAATTGCGGATTCCGAAATGATAAAATCATTTTTGATTGG
SBICt 48190 it itiii ittt ittt ettt

60
49039

120
49099

180
49159

240
49219

300
49279

360
49339

420
49399

480
49459

540
49519

60
47769

120
47829

161
47889

221
47949

281
48009

341
48069

401
48129

461
48189



Query 522 ACaaaaaaaGGGTCTCCTATAGAAGATAGTTAAGAAAATCAAAGAGGAGAAAACACGTTT
SPICt 48250 ittt ittt ittt ittt ettt ettt
Query 582 TCGAGATAGGAATCGGTATCTAATGAATTCAATGGTTCCAGTATaaatgaaagaaaaaga
S o T o S <
Query 642 aaaaggaatgacatcccaacgggatcctaatctcaaaacaaaaagaaaGGGGGATATGGC
SPICt 48370 v ittt ittt ittt ettt ettt
Query 702 GAAATTGGTAGACGCTACGGACTTAATTGGATTGAGCCTTGGTATGGAAACTTACTAGGT
SDhICt 48430 4 itittiti ittt ettt ettt te s cecatseeaeaannnn A..
Query 762 GATCACTTTCAAATTCAGAGAAACCCTGGAATTAACAAAAATGGGCAATCCTGAGCCAAA
S o T o S B X
Query 822 TCCTGTTTTCTCAAAACAAACAAAGGTTCAGaaaaaaaGGATAGGTGCAGAGACTCAATG
SDICt 48550 ittt ittt ittt ettt ettt ettt se e ns
Query 882

Sbjct 48610 +.itiiiiiiiiitttttttatataanans I
Query 942 CAGAAAGAAAAAGAATGAAGTGCAGGAGAACCGTATATACATACGTATTGAATACTATAT
Sbjct 48670 +.itiiiiiiititiittttttttnteenann -
Query 1002 CAAATGATTAATGACGACCCGAATCCGTATTTTTTCTATAAAAAATAGAAGAATTGGTGT
1S o T o S < B ¥
Query 1062 GAATCCATTCTACATTGAAGAAAGAATCGAATATTCATTGATCAAATCATTCACTCCATA
S o T o S < B T
Query 1122 GTCTGATAGATCTTTTGAAGAACTGATTAATCGGACGAGAATAAAGTTAGAGTCCCGTTC
Sbjct 48850 titiiiiiiiiititetttttttettettats et aeannns - N
Query 1182 TACATGTCAATACCGGCAACAATGAAATTTATAGTAAAAGGAAAATC 1228

SbJct 48910 tiiititiii ittt ittt nnn 48956
TOM1 (ef)

Score Expect Identities Gaps Strand

883 bits(478) 0.0 532/554(96%) 20/554(3%) Plus/Plus

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

Query
Sbjct

2
48979

62
49039

122
49099

182
49159

242
49219

302
49279

362
49327

422
49379

GGTTCAAGTCCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCC

581
48309

641
48369

701
48429

761
48489

821
48549

881
48609

941
48669

1001
48729

1061
48789

1121
48849

1181
48909

61
49038

121
49098

181
49158

241
49218

301
49278

361
49326

421
49378

481
49438



Query 542 AATCCTCGTGTCAC 555

Sbjct 49499 .............. 49512

TOR2.1(ad)

Score Expect Identities Gaps Strand

1683 bits(911) 0.0 958/979(98%) 9/979(0%) Plus/Plus

Query 344 tacagttctatatttgattctatatta------ tatatctctctcattctatatttaatt 397
Sbjct 47981 .. iiiiiiiii ittt TATATC. ..ot eeeeecnnnocccnnnnns 48040
Query 398 tatttcAAATCCTAATTGTTTAATGGAATGGTTAGTTATAACTAATGAGACATTCCTCCG 457
Sbjct 48041 .......... N 48100
Query 458 CTTTCAGGCGAAAGTTCAAAAACAAGAATCGATCGTTCAAGTATTCCCAAATTGAATGGC 517
Sbjct 48101 T...eieeeeenannn £ R 48159
Query 518 AAAATGACGGGAAGCGAGACATATAGATCCGGGGATATATCCCATCTATATTGAATTGCG 577
Sbjct 48160 ........ - -e..Tooen m et e ettt e e 48217
Query 578 GATTCCGAAATGATAAAATCATTTTTGATTGGACaaaaaaaGGGTCTCCTATATAAGATA 637
ShICt 48218 ittt ittt ittt ettt G...... 48277
Query 638 GTTAAGAAAATCAAAGAGGAGAAAACACGTTTTCGAGATAGGAATCGGTATCTAATGAAT 697
ShJCt 48278 ittt ittt ittt ettt ettt 48337
Query 698 TCAATGGTTCCAGTATaaatgaaagaaaaagaaaaaggaatgacatcccaacgagatcct 757
SbIct 48338 ittt ittt ettt ettt Geeen 48397
Query 758 aatctcaaaacaaaaagaaaGGGGGATATGGCGAAATTGGTAGACGCTACGGACTTAATT 817
SbJCt 48398 ittt ittt ittt ettt ittt 48457
Query 818 GGATTGAGCCTTGGTATGGAAACTTACTAAGTGATCACTTTCAAATTCAGAGAAACCCTG 877

o] o T o S 7 48517
Query 878 GAATTAACAAAAATGGGCAATCCTGAGCCAAATCCTGTTTTCTCAAAACAAACAAAGGTT 937

S o T o S < 1 48577
Query 938 CAGaaaaaaaGGATAGGTGCAGAGACTCAATGGAAGCTATTCTAACAAATGGAGTTAAAT 997
ShJCt 48578 ittt ittt ittt ettt sttt 48637
Query 998 GCGTTGGTAGAGGACTCTTTACATCGAAACTTCAGAAAGAAAAAGAATGAAGTGAAGGAT 1057
ShIct 48638 i iieiieeeeeeeeeeeeseoeesesaosesessosasccssscnnosanscs C....G 48697
Query 1058 AAACGTATATACATACGTATTGAATACTATATCAAATGATTAATGACGACCCGAATCCGT 1117
o o T Lo S 1 S 48757
Query 1118 AGTTTTTCTATAAAAAATAGAAGAATTGGTGTGAATCCATTCTACATTGAAGAAAGAATC 1177
ShICt 48758  tT i itiieeeeeeeeeoeeeeseoeesaseesesessssessesosscnsssensesssaes 48817
Query 1178 GAATATTCATTGATCAAATCATTCACTCCATAGTCTGATAGATCTTTTGAAGAACTGATT 1237
S o T o o < < 48877
Query 1238 AATCGGACGAGAATAAAGATAGAGTCCCGTTCTACATGTCAATACCGGCAACAATGAAAT 1297
o] o T Lo S < 48937
Query 1298 TTAGAGTAAAAGGAAAATC 1316

Sbjct 48938 ... T...ciceerncnnnn 48956

TOR2.1 (ef)

Score Expect Identities Gaps Strand

749 bits(405) 0.0 433/447(97%) 0/447(0%) Plus/Plus

Query 9 CCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCCCTTTCCTTAA 68
SbJct 48980 Lttt ittt ittt ettt ettt 49048
Query 69 CAGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATGGATTCTTTTTC 128
Sbjct 49049 .G..i.iiiiiiitiititnttannns Cotiinnnnneeeeeeeacnnnnnns Teeenne 49108



Query 129 TAAGCGTAAATGGCTTTCTCTTATCACAAGCCTTTTGATATCTATGATACACATAGAAAT
Sbjct 49109 ....A........ T [
Query 189 GAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACAATATCATTAC
S o T o S B I
Query 249 TCATACTGAAACGTACAAAGTCATCTTTTTGAAGATCGAAGAAATTCCCCGGCTTTTCTA
Sbjct 49229 ............ Teeeenn 2 S GAG.
Query 309 AAATTTTTTAATCGACTTACTTGACATAGACCCAGTTCTAGGATAGAATCAAATAAAATA
Sbjct 49289 ...... Geteeeeeennooeeeeasaoannoncccnnnnns i
Query 369 AGGATACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAATTTCCAATCCAGAT
SbICt 49349 Lttt ittt ittt ettt ettt
Query 429 TGGTAGGATAGAGGACTCGAAATCCTC 455

Sbjct 49409 .....c.ciiiiiiinnns Geeerrnnnn 49435

TOR3 (ad)

Score Expect Identities Gaps Strand

1640 bits(888) 0.0 947/973(97%) 14/973(1%) Plus/Plus
Query 343 tacagttctatatttgattctatatta------ tatatctctctcattctatatttaatt
Sbjct 47981 .. iiiiiiiiiiiiii it TATATC. e v v e tvvecenecnnncscnnsnnns
Query 397 tatttcAAATCCTAATTGTTTAATGGAATGGTTAGTTATAACTAATGAGACATTCCTCCG
Sbjct 48041 .......... i
Query 457 CTTTCAGGCGAAAGTTCAAAAACAAGAATCGATCGTTCAAGTATTCCAAATTGAATGGCA
Sbjct 48101 T...cieeeeeeennn £
Query 517 AAATGACAGGAAGCGAGACATATAGATCGGGTATATATCCATCTATATTGAATTGCGGAT
S o T o S < B 0
Query 577 TCCGAAATGATAAAATCATTTTTGATTGGACaaaaaaaGGGTCTCCTATATAAGATAGTT
] T o - B Gevereennnn
Query 637 AAGAAAATCAAAGAGGAGAAAACACGTTTTCGAGATAGGAATCGGTATCTAATGAATTCA
SDICt 48281 ittt ittt ittt ittt ettt ettt
Query 697 ATGGTTCCAGTATAAATGaaagaaaaagaaaaaaGGAATGACATCCCCAACGAGATCCTA
Sbjct 48341 ... .iiiiiiiiiitttentaennnnn T L [
Query 757 ATCTCAAAACAAAAAAGAAAGGGGGGATATGGCGAAATTGGTAGACGCTTACGGACTTAA
Sbjct 48399 .......ciiie.n. R et eeceeaan
Query 817 TTGGGATTGAGCCTTGGTATGGAAACTTACTAAGTGATCACTTTTCAAATTCAGAGAAAC
Sbjct 48456 .-ttt ittt ettt R R
Query 877 CCTGGAATTAAC-AAAATGGGCAATCCTGAGCCAAATCCTGTTTTCTCAAAACAAACAAA
Sbjct 48514 ............ -
Query 936 GGTTCAGaaaaaaaGGATAGGTGCAGAGACTCAATGGAAGCTATTCTAACAAATGGAGTT
ShICt 48574 ittt ittt ettt ettt
Query 996 AAATGCGTTGGTAGAGGACTCTTTACATCGAAACTTCAGAAAGAAAAAGAATGAAGTGAA
Sbjct 48634 ..... B C.
Query 1056 GGATAAACGTATATACATACGTATTGAATACTATATCAAATGATTAATGACGACCCGAAT
£ Ty o - 1 Y c
Query 1116 CCGTAGTTTTTCTATAAAAAATAGAAGAATTGGTGTGAATCCATTCTACATTGAAGAAAG
Sbjct 48754 ..... T
Query 1176 AATCGAATATTCATTGATCAAATCATTCACTCCATAGTCTGATAGATCTTTTGAAGAACT
S o T o S <
Query 1236 GATTAATCGGACGAGAATAATGATAAAGTCCCGTTCTACATGTCAATACCGGCAACAATG
Sbjct 48874 ....iiiiiiiiiiiiennn -

188
49168

248
49228

308
49288

368
49348

428
49408

396
48040

456
48100

516
48160

576
48220

636
48280

696
48340

756
48398

816
48455

876
48513

935
48573



Query 1296 AAATTTAGAGTAA 1308

Sbjct 48934 ....... T..... 48946

TOR3 (ef)

Score Expect Identities Gaps Strand

741 bits(401) 0.0 429/443(97%) 0/443(0%) Plus/Plus
Query 1 TATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCCCCTTTCCTTAACAGT
F) < e 3 1 G..
Query 61 TCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATGGATTCTTTTTCTAAG
Sbjct 49053 ...ttt it Coteeeneeeccsscscnnccnnnss b
Query 121 CGTAAATGGCTTTCTCTTATCACAAGCCTTTTGATATCTATGATACACATAGAAATGAAC
Sbjct 49113 A........ b Geveeeononnn
Query 181 ATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATACAATATCATTACTCAT
1S o B o o T I
Query 241 ACTGAAACGTACAAAGTCATCTTTTTGAAGATCGAAGAAATTCCCCGGCTTTTCTAAAAT
Sbjct 49233 ........ T...... 2 GAG.....
Query 301 TTTTTAATCGACTTACTTGACATAGACCCAGTTCTAGGATAGAATCAAATAAAATAAGGA
Sbjct 49293 L. G. ..ttt ittt sttt i
Query 361 TACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAATTTCCAATCCAGATTGGT
1S o B LR S o 3 3
Query 421 AGGATAGAGGACTCGAAATCCTC 443

Sbjct 49413 ............. G.eveeennn 49435

VIOl (ef)

Score Expect Identities Gaps Strand

946 bits(512) 0.0 525/531(99%) 1/531(0%) Plus/Plus
Query 2 GGTTCAAGGGTCCTCTATCCCCAAAAAGACTATTTAACTCCCCAACTATTTATCCGACCC
Sbjct 48979 ....... B
Query 62 CCTTTCCTTAACGGTTCCAAATTCCTTATCTTTCTCATTCACTCTATTCTTTTAGAAATG
Sbjct 49038 L.ttt ittt ittt Coteennnccccccsssannns
Query 122 GAttttttttCTAAGAGTAAATGGTTTTCTCTTATCACAAGCCTTTTGATATCTATGATA
1S o B Lok S 0
Query 182 CACATAGAAATGAACATCTTTGAGCAAGGAATCCCTAGTTGAATGATTCCCGATCAATAC
£ < e e 1 c
Query 242 AATATCATTACTCATACTGAAACTTCCAAAATCATCTTTTTGAAGATCGAAGAAATTCCC
Sbjct 49218 ...ttt ALttt iiteeeeeccsssascacccccsssannns
Query 302 CGGCTTTGAGAAAATTTGTTAATCGACTTACTTGACATAGACCCAGTTCTATGATAGAAT
1S o B Lok o o I
Query 362 CAAATAAAATAAGGATACCACCCAAAGGACTCGAAATCCTCATGTTAACGGTTCCAATTT
1S o B R S o 1 <
Query 422 CCAATCCAGATTGGTAGGATAGAGGACTGGAAATCCTCGTTCCAATCTAATCTGGGTTGG
1S o B LR o o 1 -
Query 482 AAATCGCCGGGATAGCTCAGTTGGTAGAGCAGAGGACTGAAAATCCTCGTG 532
ShJCt 49458 ittt ittt ittt 49508

60
49052

120
49112

180
49172

240
49232

300
49292

360
49352

420
49412

61
49037

121
49097

181
49157

241
49217

301
49277

361
49337

421
49397



