conservation
SCPP6°PP
SCPP6°'LW
SCPP6° DR
SCPP6°CI
SCPP6-C1°CC
SCPP6-C2°CC
SCPP6-C1'SG
SCPP6-C2'SG
SCPP6-C1'SR
SCPP6-C2'SR
SCPP6-C1'SA
SCPP6-C2°SA

conservation
SCPP6°PP
SCPP6°'LW
SCPP6'DR
SCPP6°CI
SCPP6-C1°CC
SCPP6-C2°CC
SCPP6-C1'SG
SCPP6-C2'SG
SCPP6-C1I'SR
SCPP6-C2'SR
SCPP6-C1'SA
SCPP6-C2°SA

conservation
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SCPP6-C1'SG
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SCPP6-C2'SR
SCPP6-C1'SA
SCPP6-C2°SA
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conservation
SCPP6°PP
SCPP6°'LW
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SCPP6-C1°CC
SCPP6-C2°CC
SCPP6-C1'SG
SCPP6-C2'SG
SCPP6-C1'SR
SCPP6-C2'SR
SCPP6-C1'SA
SCPP6-C2°SA

conservation
SCPP6'PP
SCPP6°'LW
SCPP6'DR
SCPP6°CI
SCPP6-C1°CC
SCPP6-C2°CC
SCPP6-C1'SG
SCPP6-C2°'SG
SCPP6-C1'SR
SCPP6-C2'SR
SCPP6-C1'SA
SCPP6-C2°SA
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AGGCTTAT CTAGCAGGAACATTTGGAGTTCTGCTCAACGAACCAAGGTCIEGAGGTACTG. .
AGGCTTAT CTAGCTGGAACATTTGGAGTTCCGATATTCTTTTCTCCATATL. . .. .......
AGGCTTAT CITTGCTGGAACATCCGCTGITTCCGATCTCCCCAAATGCTGATTTAAAGGAATC
AGGCTTAT CTA ATCTGGAGTTCCATCCTCACTGTCTGGGTCIEGAAGTACTG. .
AGGCTTCT CTAGCTGGAA TCCGTCCTCGGCGTCTGGATCITGAGGTATTG. .
CTAGCTGGAA TCTGATCTCCCCAAATGCTGATTTGATGGAATC
...... TTAGCTGGAA TCCAATCTCTCCAAATGCTGATTTGATGGAT. .
AGGCTTCA CTAGCTGGAA TICCGATCTCCCCAAATGCTGATTTGATGGAATC
AAGACAGT CTTGGTCTGT GCAGGCTGAAGTTCACCAGCGITGCGGTTCGC. .
AGGCTTCA CTAGCTGGAA TCCGATCTCCCCAAATGCTGATTTGATGGAATC
...... CTAGCTGGAA TCTGTCCTCACTGTCTTGATCITGAGGTATTG. .
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.GTCCAAGCCCATCATGTGCCACAACAGTTTCAGCCTAAATCTCCCAAAGTTCCCTCTGGTTCITGAGCA GCCA
ATAAATTCTAACTCTCATTATAGGAGACTGTCGGGTGTAGGGTTAGGAGTGCCCTCTGGTCCTCAGCA GICCG
GCTGTCAGTGGGAGATATG. . .CAACAGTTTCAGCCTGGATCTCCTAGAATGCTCTCTGGACTTCATCA C .
.GTACAAGCAAAACATGTGCCACAGCAGTTCCAGCCTAAATCTCCCAGAGTG......... CAGAC GICCA

.GTACAAGCCCACCATGTGCCATTGCAGTTTCTGCCTGAATCTCCCAGAATGCTCTCTGGTCC GCC
AGTCCCAGTGGGAGATATGCCAGCGCAGGGAACCCCAGTGATACAGTCCTCACTGCCTGGATC GCC
.TTGCTCAAATTTGATAAAAACCAGCAGTTTCAGCCTGAATCTCCCAGAATGCTCTCTGGTCC GCC
AGTCCCAGTGGGAGATATGCCAGCACAGGGAACCCCAGTGATACAGTCCTCACTGCCTGGATC GCC
.TCATTATCCAGCTCGGATTCTGATGAGTTTCAGCCTGAATCTCCCAGAATGCTCTCTGGTCC GCC
AGTCCCAGTGGGAGATATGCCAGCGCAGGGAACCCCAGTGATACAGTCCTCACTGCCTGGATC GCC
.GTACAAGCCCAACATGTGCCACAGCAGTTTCAGCCTGAATCTCCCAGAATGCTCTCTGGTCC GCC
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CTCTGACCAATCCATGGGCCTACCAACCCAACCCCAAAGCAGGTCTCGGTCAACTTCCTGCA
CTCTGACCAATCCATGGGCCTCTCCACCCAACCCCAATACAGGTTT ACTTCCAGCA
........ AATCCATGGGCCTCTCAACCCAACCCCAGTACTGCTGT GCATCCAGCA
CTCTGACCAATCCATGGGTC...CAACCCAACCCCAATACAGGTCTCAGTCAA. .. ......
CTCTGACCAATCCAAGGGCCTCTCAAACCAACCCCAATATTGGTCT ACTTCCTGCA
CTCTGACCAATCCATGGGCATCTCAAACCAACCCCAATACTGGTCT GCTTCCAGAA
CA. ... ... . ... TCTGCCCATTCTGACCAATCTATGGC ACTTCTTGCA
CTCTGACCAATCCATGGGCATCTCAAACCAACCCCAATACTGGTCT GCTTCCAGTA
CCCTGACCAATCTATGGGCCTCTCAAACCAACCCCAATATTGGTCT ACTTCCAGCA

CTCTGACCAATCCATGGACATCTCAAACCAACCCCAATACTGGTCT GCTTCCAGTA
CTCTGACCAATCTATGGGCCTCTCAAACCAACCCGAATATTGGTCT ACTTCCTGCA
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AATCCTCATTCCCA TTAT TCT TCAT TCCAGCATC
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TET C CGCATBATAT...CAACAAMATCCTGCTAAETCA . . .o v vt GTTCEA
TGT C CGCAAGGTCT...CAACAATATCCTGCTAATGCA . . oot GTTACA
TGC C TGCTGCATCC. . .CAACAATATCCTGCTAATGCA . . o oot GCTCEA
TGT C CGCAAGCTCT...CAACAATATCCTGCAAATGTA . . oot .. GTTCCA
AGC C TGCAACATCT. . .CAGCAATATCCCGCTAATGCA . . o oot GTTCCA
TGG T CGCAAGATCTCAACAACAATATACTGCTAATGCA . . oo, GTTCCA
TGG C TTCGCTTTGG. .. ...... ATAAAAGCGTCEGCTAAATGTAAATGTAAATTTCCA
TGT C CACATE@T...... CAACAATATCCTGCTAA GTTCCA
TGG C TGTAACATCTTCAAGAAACTACTAAAAACA .CTGTTGT
TGT @ CACAACATCT...CAACAATATCCTGCGAA GTTC
ATCATTCA GTGTACAATATCAGAAATATATCTGAAGCGITTTGATTTATTGAGGAAACCCGET
TET C CACAACATCT...CAACAATATCCTGCTAATGCA . . . oo GTTCCA
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CHCAAGTETTARTECGC CAAATGCTCAT ATGCATCCAT GECTC GHEA
CACAA C GCACAAAACAAACAACACAAGCAC. .. ...... ATGCATCCAA GBSl C CAA
TACGGCCAGCAMNGACC AATGCAGACCAAATGCGT AGCCTCAACAAC ACAACAAC CAA
CACAGT A CAAATGCTCAC A ATGCATCCAA ACTTC CAA
CACAG GATGATACAAAACAAACAACACAAGCCT.........CTA......... GCCTC CAG
CACAG AATGACACAACACAAATAACACAAGCCT.........CTA......... GCCTIC CAA
CACAG AATGACAAAAAACAAACAACACAAGCCT. .. ... .. T ......... A GCCTC CAG
CACAG AATGACACAACACAAACAACACAAGCCT. .. oo .. .. TA......... A GCCTA TAT
@ AATGACACAAAACAAACAACACAAGCCT. .. ... ... TA......... A GBS C CAG
C AATGACACAACACAAACAACACAAGCCT. .. ... ... TA......... A GCCTA TAT
AATGACACAAAACAAACAACACAAGCCT. .. ...... TA......... A GCCTC CAG
AATGATACAACACAAACAACACAAGCCT. .. oo .. .. TA......... A GCCTA TAT
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GGTTCAACAA. . .......... TTTCTTTACATGGTTCCACAGATTCAACAACGAATGGCTGGACCATATGGTGGATT
GGTTCAACAA. . .......... TTTCTTTACATGGTTCCACAGACTCAACAACGAATGGCTGGACCATATGGTGGATT
GTTTCAACCC............ ATTTTTTATATGGTTCCTCAAATGCCACAGCGAATGGCTGGATCATATGGTGGACT
GGTTCAACAA. . .......... TTTCTTTACATGGTTCCACAGATTCAACAGCGAATGGCTGGACCATATGGCGGATT
GGTTCATCAA. . .......... TTTCTTTACATGGTTCCACAGATTCAACAACGAATGGCTGGACCATATGGTGGATT
GGTATCAACACAAACAT TAATATTATTATATTATATT . . . e e e
GGTTCATCAA. . .......... TTTCTTTACATGGTTCCACAAATTCAACAACGAATGGCTGGACCATATGGTGGATT
AT T T A A A C A . .ttt e
GGTTCATCAA. . .......... TTTCTTTACATGGTTCCACAAATTCAACAACGAATGGCTGGACCATATGGTGGATT
A C C A AG T CAG . ottt ettt e e e e e
GGTTCATCAA. . .......... TTTCTTTACATGGTTCCACAAATTCAACAACGAATGGCTGGAGCATATGGTGGATT
AC C A AG T CAG . o ittt e
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GAGCTCTGAGGAACTTCAGAACATGGGACAAATGGGTCCTGTTGACATGCACATGCCTGCGTTTAGGGGCAATGTGTTGC
GAGC T C T GAGG A A . . e
GAGCTCTGAGGAACTTCAGAACATGGGC. ........ CGTGTTAACATGCACCTACCTGCGATTAGAGGAAATGTGTTTC
GAGCTCCGAGGAAATTCAGAACATGGGACATATGGGCCATGTTAACATGCACATGCCTGAGTTTAGAGGCAATGTGTTTC
GCGCTCTGAGGAACTTCAGTGACCTAAAAAAGAAGACTTTGATATATTTGATATATATCTCATAACTTCTGACACCACTG

605 610 615 620 625 630 635 640 645 650 655 660 665 670 675 680

CTGTAGCTGGACCACAACCTGTTGTACCTGTTAACCCTTTAAGACCAGCCAATACCTTCCACATCAACACCTACCCTGCC

CTGTATCTGGACCTCAAACTGTTGTACCCATTGGGCCAGTAAGACCG. . ........ .. ... CCCAACCCCTTCCCTGCC
CTGTAGCTGGACCACAACCTGTTGTACCTGTTAGCTCTTTAGGACCAGCCAATACCTTCCACATCAACACCTTCCCTGCC
TATCTTTATTTTTTAATGTATGTATTGGAATGAATAAACCTTAGCCTAAATCTCTAATTAAGACACACAAA. ... ... ..
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ACTGGAATGACATTCTCGACCAATACTGAGGCCCAGCCACCTAGCATTGTAGCTGTACCACCCAGAGGGGATGCCATACT

ACTGGAATGACCTACCCGGGCATTACTGAGCTCCAGCAACCCAGCATTATAGCCGTGCCTCCTAGCAGAGATGCCATACC
AATGGAATGACCTTCTCGGGCACTACTGAGGTTCAGCCACCAAGCGTTGTAGCTGTACCACCCAGTTGGGATGCCATACC
......... GAACATGAGACGTCTTCTGAAGTTGAGCTACCCAGCGTTCTAGCTGTACCACCCAGTGGGGATGCCATATC
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TGCTACTGGTGGATCCCATCCAAATAATGGAGTGCTGCCTAGTAGGAATGCTATCAAGCAGGACCCTGAGCGAGTGCCGT

TGCTACTGGTGGATCCCATCCAAATAGTGCAGTGCTGCCTAGTAGGATTTCTGGCACTCAGGATCGTGATCGAGCACCAT
TGCTACTGGTGGATCCCATCCAAATAATGGAGCGCAGCCTAATAGGATTGCTACTGTGCAGGACTATGAGCGAGTGCCTT
TGTGACTGGTGGATCCAATCCAAATAATAGAGCACCGCCTAGTAGGACTGCTAACATGCAGGACCATGAGTGAGTGCCGT

TGCGACTGGTGTATCCCATCCAAATAACGGAGCACTGCCTAGTAGGATTGGTTAC. ... ... .. CGTGAGCAAGTGCCGT
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