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MI MYFFLVGSILASFLGLVIDRFPEQSII[M¥ASHCDSCEITIJLRPLDLIPILSQVFNRFRCRYCKVRYPVWYAIJFELGLG
MIDFYFFLVGSILASFLGLVIDRFPEQSIISSASHCDSCQTRLRPLDLIPILSQVFNRFMCRYCKVRYPVWYALFELGLG
MIDFYFFLVGSILASFLGLVIDRFPEQSIISSASHCDSCQTRLRPLDLIPILSQVFNRF@CRYCKVRYPVWYALFELGLG
MIDFYFFLVGSILASFLGLVIDRFPEQSIISSASHCDSCQTRLRPLDLIPILSQVFNRFMCRYCKVRYPVWYALFELGLG

MIDFYFFLVGSILASFLGLVIDRFPEQSIISSASHCDSCQTELRPLDLIPILSQVFNRFRCRYCKVRYPVWYALFELELG
MIDFYFFLVGSILASFLGLVIDRFPEQSIISEASHCDSCQTRLRPLDLIPILSQVFEIRFRCRYCKINGYPVWYLFELGLG

MIDMYFFLVGSILASFLGLVIDRFPEQSIIS|JASHCDSCQTRLRPLDLIPILSQVFN FRCRYCKINgYPVWYALIMELGLG
I P DL bsese DT I

[ LN LR AFDR

LLFLLYSWiLLSLSQVILITAGLTLGIYDFRHQEYPLLVWMTFHLILIASSGWNLVMVSFLILGILAHFIDIRMGAGDFL

LLFLLYSWRMLLSLSQVILITAGLTLGIYDFRHQEYPLLVWMTFHLILIASSGWNLVMVSFLILGILAHFIDIRMGAGDFL
LLFLLYSWIRLLSLSQVILITAGLTLGIYDFRHQEYPLLVWMTFHLILIASSGWNLVMVSFLILGILAHFIDIRMGAGDFL
LLFLLYSWGLSLEQV LITAGLTLGIYDF HQEYPLLVWMTFELILIASSGWNLVMVSFLILGILAHFIDIRMGAGDFL

DU U bskok d ks DU Dk LD DL P sk L skl sk bbb bbbl b LRt

P —— -

FLASCALVFSVTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLYV 219
FLASCALVFSVTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLYV| 219
FLASCALVFSVTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLYV 219
FLASCALVFSVTELLILIQFASATGILAFLLQKKKERLPFVPFLLLARC IIFGKLLLV 219
FLASCALVFSVTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLYV 219
219

K non conserved
B similar
Bl >50% conserved

160
160
160
160
160
160
160



