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MI MYFFLVGSILASFLGLVIDRFPEQSII[M¥ASHCDSCEITIJLRPLDLIPILSQVFNRFRCRYCKVRYPVWYAIJFELGLG
MIDMYFFLVGSILASFLGLVIDRFPEQSIIS|JASHCDSCQTRLRPLDLIPILSQVFN FRCRYCKINJYPVWYALIRELGLG
MIDFYFFLVGSILASFLGLVIDRFPEQSIISSASHCDSCQTRLRPLDLIPILSQVEFNRFECRYCKVRYPVWYALFELGLG
MIDFYFFLVGSILASFLGLVIDRFPEQSIISSASHCDSCQTRLRPLDLIPILSQVFNRFMCRYCKVRYPVWYALFELGLG

MIDFYFFLVGSILASFLGLVIDRFPEQSIISSASHCDSCQTRLRPLDLIPILSQVFNRFMCRYCKVRYPVWYALFELGLG
MIDMYFFLVGSILASFLGLVIDRFPEQSIISSASHCDSCQTJLRPLDLIPILSQVFNRFRCRYCKVRYPVWYALFELGLG
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LHUSE LA TELTLENRRE ALY TH LSS IV VSHAL DR AR

LLFLLYSWELLSLiQVILITAGLTLGIYDFRHQEYPLLVWMTFHLILIASSGWNLVMVSFLILGILAHFIDIRMGAGDFL

LLFLLYSWELLSLSQVILITAGLTLGIYDFRHQEYPLLVWMTFHLILIASSGWNLVMVSFLILGILAHFIDIRMGAGDFL
LLFLLYSWELLSLGQVILITAGLTLGIYDFRHQEYPLLVWMTFHLILIASSGWNLVMVSFLILGILAHFIDIRMGAGDFL
LLFLLYSWELLSLGQV LITAGLTLEIYDFRHQEYPLLVWMTFHLILIASSGWNLVMVSFLRLGILAHFIDIRMGAGDFL

DU U Uk 0ok DU Dk Db DOLEEE DL L b skl bbb bbb bbbt

CORTE B

FLASCALVFSHTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAJCVIIFGKLLLYV, 219
FLASCALVFSVTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLY] 219
FLASCALVFSVTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLV 219
FLASCALVFSVTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLY 219
219
219

X non conserved
B similar
Bl >50% conserved

160
160
160
160
160
160
160



