CLUSTAL O(1.2.4)
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multiple sequence alignment

—————————————— TGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGC 46
ACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGC 420
—————————————— TGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGC 46

R SR R I dh b I db b I Sb b I Sb 2 I SE  Sb S S S S b I Sb b Sb b I Sb 2b b Sb b S Sb db I 3b 2 1

GTGAGCGAAGAAGTATTTCGGTATGTAAAGCTCTATCAGAAGGGAAGAAAATGACGGTAC 106
GTGAGCGAAGAAGTATTTCGGTATGTAAAGCTCTATCAGAAGGGAAGAAAATGACGGTAC 480
GTGAGCGAAGAAGTATTTCGGTATGTAAAGCTCTATCAGAAGGGAAGAAAATGACGGTA- 105

RS R S b I S b I Sb b I S I S S S S S e S b I S IR I S 2 I Sb 2h I Sb b S S S I S S Sb S 2b e Sb b I Sb 2b I S 4

CTTACTAAGAAGCTCCGGCTAAATACGTGCCAGCAGCCGCGGTAATACGTATGGAGCAAG 166
CTTACTAAGAAGCTCCGGCTAAATACGTGCCAGCAGCCGCGGTAATACGTATGGAGCAAG 540

CGTTATCCGGATTTACTGGGTGTAAAGGGAGTGTAGGCGGCACTATAAGTCTGATGTGAA 226
CGTTATCCGGATTTACTGGGTGTAAAGGGAGTGTAGGCGGCACTATAAGTCTGATGTGAA 600

AACCTAAGGCTTAACCATAGGATTGCATTGGAAACTGTAGAGCTGGAGTATCGGAGAGGC 286
AACCTAAGGCTTAACCATAGGATTGCATTGGAAACTGTAGAGCTGGAGTATCGGAGAGGT 660

AAGCGGAATTCCTGGTGTAGTGGTGAAATACGTAGATATCAGGAAGAACATCGGTGGCGA 346
AAGCGGAATTCCTGGTGTAGTGGTGAAATACGTAGATATCAGGAAGAACATCGGTGGCGA 720
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AGGCGGCTTGCTGGACGATAACTGACGCTAAGGCTCGAAAGCGTGGGAAGCGAACAGGAT 406
AGGCGGCTTGCTGGACGATAACTGACGCTAAGGCTCGAAAGCGTGGGAAGCGAACAGGAT 780

TAGATACCCTGGTAGTCCACGCTGTAAACGATGAACACTAGGTGTTGGGAGGCTAAGCCT 466
TAGATACCCTGGTAGTCCACGCTGTAAACGATGAACACTAGGTGTTGGGAGGCTAAGCCT 840

TTCAGTGCCGCAGCAAACGCAATAAGTGTTCCACCTGGGGAGTACGTTCGCAAGAATGAA 526
TTCAGTGCCGCAGCAAACGCAATAAGTGTTCCACCTGGGGAGTACGTTCGCAAGAATGAA 900

ACTCAAAGGAATTGACGGGGACCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGAAGCA 586
ACTCAAAGGAATTGACGGGGACCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGAAGCA 960

ACGCGAAGAACCTTACCAAGTCTTGACATCCCTGTGACAGTATATGTAATGTATATTTTC 646
ACGCGAAGAACCTTACCAAGTCTTGACATCCCTGTGACAGTATATGTAATGTATATTTTC 1020

TACGGAACACAGGAGACAGGTGGTGCATGGTTGTCGTCAGCTCGTGTCGTGAGATGTTGG 706
TACGGAACACAGGAGACAGGTGGTGCATGGTTGTCGTCAGCTCGTGTCGTGAGATGTTGG 1080

GTTAAGTCCCGCAACGAGCGCAACCCTTGTACTTAGTAGCCAGCATTAAGGTGGGCACTC 766
GTTAAGTCCCGCAACGAGCGCAACCCTTGTACTTAGTAGCCAGCATTAAGGTGGGCACTC 1140

TAAGTAGACTGCCGGGGTGAACCCGGAGGAAGGTGGGGATGACGTCAAATCATCATGCCC 826
TAAGTAGACTGCCGGGGTGAACCCGGAGGAAGGTGGGGACGACGTCAAATCATCATGCCC 1200

CTTATGACTTGGGCTACACACGTGCTACAATGGCGTGAACAGAGGGAAGCGAAGGAGCGA 886
CTTATGGCTTGGGCTACACACGTGCTACAATGGCGTGAACAGAGGGAAGCGAAGGAGCGA 1260

TCCGGAGCAAATCTCATAAAGCACGTCCCAGTTCGGACTGCAGTCTGCAACTCGACTGCA 946
TCCGGAGCAAATCTCATAAAGCACGTCCCAGTTCGGACTGCAGTCTGCAACTCGACTGCA 1320

CGAAGCTGGAATCGCTAGTAATCGCAGATCATCATGCTGCGGTGAATACGTTCCCGGGTC 1006
CGAAGCTGGAATCGCTAGTAATCGCAGATCATCATGCTGCGGTGAATACGTTCCCGGGTC 1380

———————————————————————————————————————————————————————————— 105
T m 1007
TTGTACACACCGCCCGTCACACCATGGGAGTCTGGAATGCCCGAAGTCAGTGGCCAAACC 1440
———————————————————————————————————————————————————————————— 105



AY959097.1 GAAAGGATGGAGCTGCCGAAGGCAGGCCCGGTAACTGGGTGAA 1483
OTUS e 105



