CLUSTAL 2.1 multiple sequence alignment
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NNGGCNANATGATTTTATTTTGACTGATAGTGACCNNTTCGTTGCAACAAATTNNTGAGC

AATGCTTTTTTATAATGCCAACTTTGTACAAAAAAGTTGGCACCGATCTTAAGGCTAGAG

TACTAATACGACTCACNNTAGGGAATACAAGCTACTTGTTCTTTTTGCACTCGAGAATTC

GCCACCATGTCCAGATTAGATAAAAGTAAAGTGATTAACAGCGCATTAGAGCTGCTTAAT
—————— ATGTCCAGATTAGATAAAAGTAAAGTGATTAACAGCGCATTAGAGCTGCTTAAT
kkkkkkkhkkkhkhhhhhhkhhhkkhhkhhkkhkhkkkhkkkhkhkhkkkhhhkhkk*x

GAGGTCGGAATCGAAGGTTTAACAACCCGTAAACTCGCCCAGAAGCTAGGTGTAGCGCAG
GAGGTCGGAATCGAAGGTTTAACAACCCGTAAACTCGCCCAGAAGCTAGGTGTANNNCAG

D N T2

CCTACATTGTATTCGCATGTAAAAAATAAGCGGGCTTTGCTCGACGCCTTAGCCATTGAG
CCTACATTGTATTGGCATGTAAAAAATAAGCGGGCTTTGCTCGACGCCTTAGCCATTGAG
hkkkkkkkkkkkk kkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkk

ATGTTAGATAGGCACCATACTCACTTTTGCCCTTTAGAAGGGGAAAGTTGGCAAGATTTT
ATGTTAGATAGGCACCATACTCACTTTTGCCCTTTAGAAGGGGAAAGCTGGCAAGATTTT
hkkkkkkkkkkhhkhkkhhhkhhhhhhhhhhhhhhhhhkhhhkhkhhhk khkhhkkhhkk*

TTACGTAATAACGCTAAAAGTTTTBGA@GTGCTTTACTAAGTCATCGCGATGGAGCAAAA
TTACGTAATAACGCTAAAAGTTTTAGATGTGCTTTACTAAGTCATCGCGATGGAGCAAAA

B R T T Y

GTACATTTAGGTACACGGCCTACAGAAAAACAGTATGAAACTCTCGAAAATCAATTAGCC
GTACATTTAGGTACACGGCCTACAGAAAAACAGTATGAAACTCTCGAAAATCAATTAGCC
hkkkkkkkkkkkkhkkkhkhhhhhkhkhkhhhkhhhkhhhkhkhkhhhkhkkhkkkhhkk k%

TTTTTATGCCAACAAGGTTTTTCACTAGAGAATGCATTATATGCACTCAGCGCTGTGGGG
TTTTTATGCCAACAAGGTTTTTCACTAGAGAATGCATTATATGCACTCAGCGCTGTGGGG

hkkkokkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk k&

CATTTTACTTTAGGTTGCGTATTGGAAGATCAAGAGCATCAAGTCGCTAAAGAAGAAAGG

CATTTTACTTTAGGTTGCGTATTGGAAGATCAAGAGCATCAAGTCGCTAAAGAAGAAAGG
hkkkkhkkkhkkkhkkkkhkkkkkkhkhkkhkhkkhhkkhkkkhkkkhkkkhkkkhkkkhkk*

GAAACACCTACTACTGATAGTATGCCGCCATTATTACGACAAGCTATCGAATTATTTGAT

GAAACACCTACTACTGATAGTATGCCGCCATTATTACGACAAGCTATCGAATTATTTGAT
hkkkkkkkkkkkkhkkhkhkhhhhhhhkhhhhhkhhhkhhhkhkhkhkhkhkhkkkhkk k&

CACCAAGGTGCAGAGCCAGCCTTCTTATTCGGCCTTGAATTGATCATATGCGGATTAGAA

CACCAAGGTGCAGAGCCAGCCTTCTTATTCGGCCTTGAATTGATCATATGCGGATTAGAA
ok kkokkkkkkkkkkkkkkkkkkkkkkkkkkkkk ko kkkkkkkkkkkkkkkkkkkdkkkx

AAACAACTTANATGTGAAAGTGGGTCTGGGGGTTCTCATCATCTCATCATCATTAATAAC
AAACAACTTAAATGTGAAAGTGGGTCT
kkkkkkkhkkk khkkkkkkkkkhkkkkk

GACTCAGGCTGCTACAAAANAANNNAAAAANAAAAAAAAAAAAAACTAGCATAACCCCTT

GGGGCCTCTAAACGGGTCTTGAGGGGTTTTTTGTTGCCAACTTTCTTGTACAAAGTTGGC

ATTATAANNAAAGCATTGCTTTATCAATTTTGTTGCAACGAANNGGGTC 1009
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Commentaire [1]: Serine instead of
tryptophane position 43
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Commentaire [2]: Silent mutation
(serine position 74)
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Commentaire [3]: Glycine instead of
Arginine at position 87
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