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VTTKPTKENKAIYQKYVDSLG GWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW
VITKPTKENKAIYQKYVDSLGRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW
VTTKPTKENKA YQKYVDSLGRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW

SRR s SO

S VGSGTKHKYLLYFNSQFPFVHQNFVRENLGESYPTYANYREVIAVITQGQGQTK [NV FPTGKKWSSV IYSRTYKSPSQAD

SVVGSGTKHKYLLYFNSQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQTMSSIMVNFPTGKK SSVDIYSRTYKSPSQADA
SVVGSGTKHKYLLYFNSQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQTKSSVVNFPTGKKISSVDIYSRTYKSPSQADA
SVVGSGTKHKYLLYFNGQFPFVHQNFVKMNLGTSYPTYAGQGVLDVITQGQGQTKSSVVNFPTGKKISSVDIYSRTYKSPSQADA
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I GVIEGATLTET FA PGMGKMLIDSV ASNN MVVGLVFIFT[§ SIFSBRL GDIMTIIDPRIKLTIAKG G KEelS]
IVEVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTAL IFSLLVGDILMT IDPRIKLTSKGGKEERAcK
IVGVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALSIFSLLVGDILMTIIDPRIKLTSKGGK 497
IVGVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALSIFSLLVGDILMTIIDPRIKLTSKGG KN
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