DNAMAN File: Multiple Alignment

GX-17 ATGGCATCCCTTCGCTCTCTTTTGCTAEGCTTTATTGTTTTATCAGCTGCCCTAAGCCAT
MY-1 ATGGCATCCCTTCGCTCTCTTTTGCTAGGCTTTATTGTTTTATCAGCTGCCCTAAGCCAT
GX-19 ATGGCATCCCTTCGCTCTCTTTTGCTAEGCTTTATTGTTTTATCAGCTGCCCTAAGCCAT
Consensuatggcatcccttcecgetcetettttgcta getttattgttttatcagctgccctaagcecat

GX-17 AGICICATGCACAGCTGACTICCAAACTT|TITACAACAAAGTGTGCICCTAAGGC/C/ITITIGTCICAICIC
MY-1 AGICICATGCACAGCTGACTICCAAACTT|TTACAACAAAGTGTGCICCTAAGGC/C/IT|ITIGTC/CAICC
GX-19 AGICICATGCACAGCTGACTICCAAACTT|TITACAACAAAGTGTGCICCTAAGGC/C/ITITIGTCICAICC
Consensuagccatgcacagctgactccaaacttttacaacaaagtgtgccctaaggecttgtecacce

GX-17 ATICAAATCCGTICIGTICAT|TIAATGCICATICAGAICGCGAGICGTICGAATIGGGAGCT|TICACT|C/T/TIA
MY-1 ATICARAATCCGTICIGTICAT/TIAATGCICATICAGAICGCGAGICGTICGAATIGGGAGCT|TICACT|C/T/TIA
GX-19 ATICARAATCCGTICIGTICAT/TIAATGCICATICAGAICGCGAGICGTICGAATIGGGAGCT|TICACT|C/T/TIA
Consensuatcaaatccgtcgtcattaatgccatcagacgcgagcegtcgaatgggagettcactetta

GX-17 CGT|C/T|ICICAT|T|ITTICACIGACITGC|/T|T|TIGTICAACGGT|T|IGITIGATIGGGTCTGT/GCTATTIGGATGAT
MY-1 CGT|C/T|ICICAT|T|ITTICACIGACITGC|/T|T|TIGTICAACGGTT|IGTIGATGGGTCTGT/GCTATTIGGATGAT
GX-19 CGT|C/T|ICICAT|T|ITTICACIGACITGC|/T|T|TIGTICAACGGT|T|IGTIGATGGGTCTGT/GCTATTIGGATGAT
Consensucgtctccattttcacgactgctttgtcaacggttgtgatgggtctgtgctattggatgat

GX-17 ACGGCTACTTTTACEGGAGAAAAGACTGCCTTTGCTAATATTAACTCGATTAGAGGATTT
MY-1 ACGGCTACTTTTACEGGAGAAAAGACTGCCTTTGCTAATATTAACTCGATTAGAGGATTT
GX-19 ACGGCTACTTTTACEGGAGAAAAGACTGCCTTTGCTAATATTAACTCGATTAGAGGATTT
Consensuacggctacttttac ggagaaaagactgcctttgctaatattaactcgattagaggattt

GX-17 GAAGT|CGT|ICIGATIGAGAT TIAAGACACGAICTCGATAAAGCT/TIGCAAAGGCAACGTICGT/GTICIT
MY-1 GAAGT|CGT|ICIGATIGAGAT TAAGACACGAICTCGATAAAGCT/TIGCAAAGGCAACIGTICGT/GTICIT
GX-19 GAAGT|CGT|ICIGATIGAGAT TAAGACACGAICTCGATAAAGCTTIGCAAAGGCAACIGTICGT/GTICIT
Consensugaagtcgtcgatgagattaagacacgactcgataaagcttgcaaaggcaacgtegtgtcet

GX-17 TGTGCICGACATTTTAGCTIGT|T|GC|T|GC|TIC/GT|GACT|ICICIGT|T|GCIAAT|CIC/T|ICIGGAGIGIGICCAIAAIC
MY-1 TGTGCICGACATTTTAGCTIGT|T|GC|T|GC|TIC/GT|GACTICICIGT|T|GCIAAT|CIC/T|ICIGGAGIGIGICCAIAAIC
GX-19 TGTGCICGACATTTTAGCTIGTT|GC/T|GC|TIC/GT|GACTICICIGT|T|GCAAT|CIC/T|ICIGGAGIGIGICCAAAIC
Consensutgtgccgacattttagctgttgctgctecgtgactcecgttgcaatcctecggagggeccaaac

GX-17 TACAAAGTTICITATTAGGAAGAAGAGAICGCAAGAAICAGC/GAGTIGCAGACGTT|IGICICAACICIGA
MY-1 TACAAAGTTICITATTAGGAAGAAGAGAICGCAAGAAICAGC/GAGTIGCAGACGTTIGICICAACICIGA)
GX-19 TACAAAGTTICTATTAGGAAGAAGAGAICGCAAGAAICAGC/GAGTIGCAGACGTTIGICICAACICIGA]
Consensutacaaagttctattaggaagaagagacgcaagaacagcgagtgcagacgttgccaaccga

GX-17 AATICITICCCTICICACCAT|T|T|ITTICAGC/TT|ICITICACAAC/T|TICTATCICAACT|ITICCAATICTICATGGC
MY-1 AAT|ICITICCCTICICACCAT|T|T|ITTICAGC/TT|ICITICACAAC/T|ITICTATCICAACT|ITICCAATICTICATGGC
GX-19 AAT|ICITICCCTICICACCAT|T|T|ITTICAGC/TTICITICACAACT|TICTATCICAACT|ITICCAATICTICATGGC
Consensuaatctccctccaccatttttcagecttctcacaacttctatccaacttccaatctecatgge

GX-17 CTCGACATICAAAGACCTTIGTT|IGT|ICTTIGAC TIAGGATATACAAICIGACAIC/TIAACATICGACICICA
MY-1 CTCGACATICAAAGACCTTIGTT|IGT|ICTTIGAC TIAGGATATACAAICIGACAIC/TIAACATICIGACICICA
GX-19 CTCGACATICAAAGACICTTIGTT|IGTICTTIGAC TIAGGATATACAAICIGACAIC/TAACATICGACICICA
Consensuctcgacatcaaagaccttgttgtcttgactaggatatacaacgacactaacatcgaccca

GX-17 CAATTEGCAGCGGCGTTGCAGGGAATCTGCCCACAGAGTGGTGGCGATGAEAATTTGAAG
MY-1 CAATTEGCAGCGGCGTTGCAGGGAATCTGCCCACAGAGTGGTGGCGATGAEAATTTGAAG
GX-19 CAATTEGCAGCGGCGTTGCAGGGAATCTGCCCACAGAGTGGTGGCGATGAEAATTTGAAG
Consensucaatt gcagcggcgttgcagggaatctgcccacagagtggtggcgatga aatttgaag

GX-17 GGCIC|T|TIGACAAGTCTICICARAAT/TITAITTITGACACT|IGICICITAC/T|TICAAGGC|/T|ITT|IGTITGACAAALC
MY-1 GGCIC|T|TIGACAAGTCTICICARAAT/TITATTITGACACT|IGICICITAC/T|TICAAGGC|/T|ITT|IGTITGACAAALC
GX-19 GGCIC/T|TIGACAAGTCTICICARAAT/TITATTITGACACT|IGICICITAC/T|TICAAGGC|/T|ITT|IGT|ITGACAAALC
Consensuggccttgacaagtctccaaatttatttgacactgcctacttcaaggctttgttgacaaac

GX-17 AAAGIGICICT|TICITACATTICICIGAICICAGGAACTIGITTICIGGCIGGCIGGCIAACIGACGACAGTIGATGGT
MY-1 AAAGGICICT|TICITACATTICICIGAICICAGGAACTIGITTICIGGCIGGCIGGCIAACIGACGAICAGTIGATGGT
GX-19 AAAGGICICT|TICITACATTICICIGAICICAGGAACTIGITTICIGGCIGGCIGGCAACIGACGACAGTIGATGGT
Consensuaaaggccttctacattccgaccaggaactgttcggecggcggcaacgacgacagtgatggt
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GX-17 TTGGTGAAGTATTATAGCAGATATICCAAACGCCTTTAGAAATIGATTTTGGTTICITTCICATG
MY-1 TTGGTGAAGTATTATAGCAGATATICCAAACGCCTTTAGAAATIGATTTTGGT|TICITTCICATG
GX-19 TTGGTGAAGTATTATAGCAGATATICCAAACGCCTTTAGAAATGATTTTGGTTICITTCICATG
Consensuttggtgaagtattatagcagatatccaaacgcctttagaaatgattttggttctteccatg

GX-17 ATICARAAATGGGGAATATGAACICICACT|TACAGGAAGTGATGGAGAAATICAGAGC CAATTGT
MY-1 ATICARAAATGGGGAATATGAACICICACT|TACAGGAAGTGATGGAGAAATICAGAGC CAATTGT
GX-19 ATICARAAATGGGGAATATGAACICICACT|TACAGGAAGTGATGGAGAAATICAGAGC CAATTGT
Consensuatcaaaatggggaatatgaacccacttacaggaagtgatggagaaatcagagccaattgt

GX-7 AGGITITTIGT@ARITITGA
MY-1 AGGTIT|TGTHARTITGA|
S CNNNN GG TTTGT@ARTTGA
Consensuaggtttgt aattga

Figure S1 Comparison of CDS sequences of BhSSC10.1 of GX-7, MY-1 and GX-19.
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