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T TREWARL 8RR LA TR E

VITKPTKENKAIYQKYVDSLG GWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW
VITKPTKENKA YQKYVDSLGRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW
VITTKPTKENKAIYQKYVDSLGRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW

N R SO T TAE LN T TNE TGS TG Sl

SVVGSGTKHKYLLYFNSQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQTWSSIVNFPTGKK SSVDIYSRTYKSPSQADA
SVVGSGTKHKYLLYFNEQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQTKSSVVNFPTGKKISSVDIYSRTYKSPSQADA
SVVGSGTKHKYLLYFNSQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQTKSSVVNFPTGKKISSVDIYSRTYKSPSQADA

R APVAERIS VESKIL LTLAL L ANTERT LU TR

RDRSYYG DPYTATKSRYQYPSMVTSSATIAGLIGLVLSYALAIPLGSYMARIFKNTLFDSVSTG LTFLLSLPTIALVYIIRLIGS
RDRSYYGNDPYTATKSRYQYPSMVTSSATAGLIGLVLSYALAIPLGSYMALFKNTLFDSVSTGVLTFLLSLPTIALVYIIRLIGS
RDRSYYGNDPYTATKSRYQYPSMVTSSAIAGLIGLVLSYALAIPLGSYMALFKNT FDSVSTGVLTFLLSLPTIALVYIIRLIGS

LD AT AT AR LR A VL

EIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKGLSEQEISNKHIJKNAMVSLVSGIPASI
EIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKGLSEQEISNKHILKNAMVSLVSGIPASI
EIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKGLSEQEISNKHILKNAMVSLVSGIPASI

VAITATUETIAPS K LIRS LTS ESLLVDIL T DR

VRIVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTAL IFSLLVGDILMT IDPRIKLTSKGGKEEEAYS
VGVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALSIFSLLVGDILMTIIDPRIKLTSKGGK| NS
VGVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALSIFSLLVGDILMTIIDPRIKLTSKGGK 497
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