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NNGCNANATGATTTATTTTGACTGATAGTGACCTGNTCGTTGCAACAAATTGATGAGCAA

TGCTTTTTTATAATGCCAACTTTGTACAAAAAAGTTGGCACCGATCTTAAGGCTAGAGTA

CTAATACGACTCACTATAGGGAATACAAGCTACTTGTTCTTTTTGCACTCGAGAATTCGC

CGCCANGTCCAGATTAGATAAAAGTAAAGTGATTAACAGCGCATTAGAGCTGCTTAATGA
—---ATGTCCAGATTAGATAAAAGTAAAGTGATTAACAGCGCATTAGAGCTGCTTAATGA

EE R L LY

GGTCGGAATCGAAGGTTTAACAACCCGTAAACTCGCCCAGAAGCTAGGTGTAGAGCAGCC
GGTCGGAATCGAAGGTTTAACAACCCGTAAACTCGCCCAGAAGCTAGGTGTAGAGCAGCC
L R S Y

TACATTGTTTTGGCATGTAAAAAATAAGCGGGCTTTGCTCGACGCCTTAGCCATTGAGAT
TACATTGNNNTGGCATGTAAAAAATAAGCGGGCTTTGCTCGACGCCTTAGCCATTGAGAT

*kkk kK Kk R R e s

GTTAGATAGGCACCATACTCACTTTTGCCCTTTAGAAGGGGAAAGCTGGCAAGATTTTTT
GTTAGATAGGCACCATACTCACTTTTGCCCTTTAGAAGGGGAAAGCTGGCAAGATTTTTT

hhkkkkkhkkkhkkh kR hkkhkhkhhkkhkkhkkkhkkkkhkkkkkkhkkhkkkhkkkkk

ACGTAATAACGCTAAAAGTTTTAGATGTGCTTTACTAAGTCATCGCGATGGAGCAAAAGT
ACGTAATAACGCTAAAAGTTTTAGATGTGCTTTACTAAGTCATCGCGATGGAGCAAAAGT

R

ACATTTAGGTACACGGCCTACAGAAAAACAGTATGAAACTCTCGAAAATCAATTAGCCTT
ACATTTAGGTACACGGCCTACAGAAAAACAGTATGAAACTCTCGAAAATCAATTAGCCTT

Kkkkkkkkkhkhkkkkhkkhkkkkkkhkkkkkkkkkkhkkhkkkkkkhkkkkkkkkkkkk

TTTATGCCAACAAGGTTTTTCACTAGAGAATGCATTATATIGCGCTCAGCGCTGTGGGGCA
TTTATGCCAACAAGGTTTTTCACTAGAGAATGCATTATATGCACTCAGCGCTGTGGGGCA

hkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkk dhhkkkkkkkkkhkkkkkk

TTTTACTTTAGGTTGCGTATTGGAAGATCAAGAGCATCAAGTCGCTAAAGAAGAAAGGGA
TTTTACTTTAGGTTGCGTATTGGAAGATCAAGAGCATCAAGTCGCTAAAGAAGAAAGGGA

hdkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk k%

AACACCTACTACTGATAGTATGCCGCCATTATTACGACAAGCTATCGAATTATTTGATCA
AACACCTACTACTGATAGTATGCCGCCATTATTACGACAAGCTATCGAATTATTTGATCA

e R R L Y

CCAAGGTGCAGAGCCAGCCTTCTTATTCGGCCTTGAATTGATCATATGCGGATTGGAAAA
CCAAGGTGCAGAGCCAGCCTTCTTATTCGGCCTTGAATTGATCATATGCGGATTAGAAAA

R R T T Y

ACAACTTANATGTGAAAGTGGGTCTGGGGGTTCTCATCATCATCATCATCATTAATAACG
ACAACTTAAATGTGAAAGTGGGTCT

KhkkhhhkKh KhkkAkhkAhkhhhhkh Kk

ACTCAGGCTGCTACAAAAAAANAAAAANAAAAAAANAAAAAANCTAGCATAACCCCTTGG

GGCCTCTAAACGGGTCTTGAGGGGTTTTTTGTTGCCAACTTTCTTGTACAAAGTTGGCAT

TATAANAAAGCATTGCTTATCAATTTGTTGCAACGAANAGGTCACTATCAGTCAAAATAA
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Commentaire [1]: ab1 file shows T as
expected
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Commentaire [2]: Position 132 silent
mutation alanine
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Commentaire [3]: Position 197 silent
mutation leucine




