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AGAAGTGCCTCAGCGTCGCCTGCCTAGACAA
AGAAGTGCCTCAGCGTCGCCTGCCTAGACAATTTGGCTCGCACTCCARAGATGTCTGGGG 60
khkkhkhkhkhkhk kA hhk kA hhkhkhkhkhkhkhkhkhkhkhkkhkkkk*x
——————————————————————————————————————————————————————— GACCG 36
TCGCCCGCCTCTTCCCCTGCCCCTCCCCCTTTCTGCATGGCCGAGTCCAGCCAGGGACCG 120
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AGCTCAGCGACCACTTGGACGCCATGGACTCCAACCTGGACAACCTGCAGACCATGCTGA 96
AGCTCAGCGACCACTTGGACGCCATGGACTCCAACCTGGACAACCTGCAGACCATGCTGA 180
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CAAGCCATGGCTTCAGCGTGGACACCAGCACCCTGCTGGATCTGTTCAGCCCCTCGGTTA 156
CAAGCCATGGCTTCAGCGTGGACACCAGCACCCTGCTGGATCTGTTCAGCCCCTCGGTTA 240

ek ok ok ok kK K ok ok ok Kk ok ok ok Kk ok ok ok Kk ok ok ok kK ok ok ok ok ok ok ok Kk ok ok ok Kk ok ok ok kK ok ok ok ok K ok ok ok kK
CGGTGCCCGACATGAGCCTGCCCGACCTGGACAGCAGCCTGGCCAGCATCCAGGAGCTCC 216
CGGTGCCCGACATGAGCCTGCCCGACCTGGACAGCAGCCTGGCCAGCATCCAGGAGCTCC 300
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TCTCTCCCCATGAGCCCCCCAGACCTCTGGAGGCAGAGAAAAGCAGCCCAGACTCAG 273
TCTCTCCCCATGAGCCCCCCAGACCTCTGGAGGCAGAGAAAAGCAGCCCAGACTCAG 357
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GATTGCAGTTTAGAGGACTTCCAAGCCATGCTGTCAGGAAGACAGTTTAGCATAGACCCA 60
GATTGCAGTTTAGAGGACTTCCAAGCCATGCTGTCAGGAAGACAGTTTAGCATAGACCCA 60
LR R RS S SRS E SRS SRS SR SRR SRR EEEEEEEEEEEEEEEEEEEEEEEEEEE

xon-11
GACCTCCTTGTTGATCTTTTCACTAGTTCTGTGCAGATGAATCCCACAGATTACATCAAT 120
GACCTCCTTGT TGA T —— === === ===~ ————— 75
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Exon-12
AATACAAAATCTGAGAATAAAGGATCAGAAACCAAGAACAAAGTAGTTCAGCCAGTTTCA 180
————————— TCTGAGAATAAAGGATTAGAAACCAAGAACAATGTAGTTCAGCCAGTTTCA 126

KAKKA KKK A A Ak hhhkk hokkkhkkhkhhkhkhhhkhkh hhrAAhk Ak kA kkkkkkkkk

GAAGAGGG 188
GAAGAGGG 134



