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J\LQ NHQFTPD IGFIILYLLEGLT |®4QLDI EIGSGTGNLAET NNS®K  YMG EVDDLLIDLSASIA V SyEEEETI
QQLQSNHQFTPDSIGFIILYLLEGLTNKSQLDIIEIGSGTGNLAETIVNNSSKSIDYMGIEVDDLLIDLSASIADVLDSS|EETIY
QQLQSNHQFTPDSIGFIILYLLEGLTNKSQLDIIEIGSGTGNLAETIVNNSSKSIDYMGIEVDDLLIDLSASIADVLDSSEETIY
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VRV AR ) AESE DLk Al AL ECRLAYLAE A L RL S
Nl QEDAVRPE[ILKES VIISDLP G YPNDIIARR |QVAAOSHTYAHHLLMEQSLKYLKK G AIFLAPE LLTSigQEeLI)
VHFVQEDAVRPQILKESD IISDLPVGFYPNDKIAQRYQVAAKLGHTYAHHLLMEQSLKYLKKEGLAIFLAPVDLLTSE QLI
VHFVQEDAVRPQILKESDVIISDLPVGFYPNDKIAQRYQVAAKLGHTYAHHLLMEQSLKYLKKEGLAIFLAPVDLLTSEQ 240
AR Lunr AT kRS FVLssst s LD G gk R HEDA
SILLKKWLEIREWI AVI LPEARF[] KEIN KSIFVLKKQ I |§E FVYPL DLQ Pl L DFpaNFNKWKED NERSEEE:
SPLLKKWLQNNVTILAVISLPEAIFKQKSNIKSIFVLKKQSQQSLESFVYPLTDLQDPEVLRRFMKNFKKWKEDN VF RN
SPLLKKWLQNNVTILAVISLPEAIFKQKSNIKSIFVLKKQSQQSLESFVYPLTDLQDPEVLRRFMKNFKKWKEDNVF 317

X non conserved
B similar
>50% conserved



