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WGTIST APAMINMVTEWSG . . . . . SKGIeALIY IHVERESIGERESIET  SVIPIKEBIGSYI] G [0S KTGIPIDKINGGFYRAY BIA
NKDKVTDWDSLKEALRENTQKFSKGDSLSVTVKRSNGQEETISVKPQKSQGSYFLGVSPVLKTGLKDKIFGGFQMAWEGA
NKDKVTDWDSLKEALRENTQKFSKGDSLSVTVKRSNGQEETISVKPQIRSQGSYFLGVSPVLKTGLKDKIFGGFQMAWEGA
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TAT|IPQALESIL TEVAZST KLGGPVARY QS QA I Gl I MLI® MLSINLGIYNLIJPIPLDGGKIVINIIEAIR{¢KEIL
TAILATLKGLITNFSLNKLGGPVAMFQMSAQASESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPL
TAILATLKGLITNFSLNKLGGPVAMFQMSAQASESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPL

MGEIESY T LAV e
SQEKESY T 6 VéF LV\.FVA\/.H LIV VN
NQEESIIT WGVEAIM VL3 AVTWNDI|®RAFUA 428
NQEIESYITLAGVAVMVVLMIAVTWNDIMRAFFR 420
NQEIESYITLAGVAVMVVLMIAVTWNDIMRAFF 420

X non conserved
B similar
>50% conserved
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