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PRI VRN DHAUENTY

MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYER GYIDYYDTKELQEKASSLDKS
MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYERLGYIDYYDTKELQEKASSLDKS

MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYERLGYIDYYDTKELQEKASSLDKS
MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYERLGYIDYYDTKELQEKASSLDKS

(T TERAYIIRL 8. LCRREHATOLERE A ERT ORI

VITKPTKENKAIYQKYVDSLG GWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW
VITKPTKENKA YQKYVDSLGRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW

VITKPTKENKAIYQKYVDSLGRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW
VITKPTKENKAIYQKYVDSLGRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW

N HHTLORECE AR LT TR TSI THSDIVRTIAY SR

SVVGSGTKHKYLLYFNRQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQT[RSSIMVNFPTGKK SSVDIYSRTYKSPSQADA
SVVGSGTKHKYLLYFNEQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGAGQTKSSVVNFPTGKKISSVDIYSRTYKSPSQADA
SVVGSGTKHKYLLYFNEMQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQTKSSVVNFPTGKKISSVDIYSRTYKSPSQADA
SVVGSGTKHKYLLYFNSQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQTKSSVVNFPTGKKISSVDIYSRTYKSPSQADA

DR APVTERIS VSR LA L ANTERT A ELLL TR

RDRSYYGNDPYTATKSRYQYPSMVTSSATAGLIGLVLSYALAIPLGSYMALFKNT FDSVSTGVLTFLLSLPTIALVYIIRLIGS

RDRSYYGNDPYTATKSRYQYPSMVTSSATAGLIGLVLSYALAIPLGSYMALFKNT FDSVSTGVLTFLLSLPTIALVYIIRLIGS
RDRSYYGNDPYTATKSRYQYPSMVTSSAIAGLIGLVLSYALAIPLGSYMALFKNT FDSVSTGVLTFLLSLPTIALVYIIRLIGS

L DO ILADRNL VLT LA Y LSRR Ok S R L

EIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKGLSEQEISNKHILKNAMVSLVSGIPASI
EIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKGLSEQEISNKHILKNAMVSLVSGIPASI
EIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKGLSEQEISNKHILKNAMVSLVSGIPASI

LITATUTE AP LSRR WOHEAS LV TR

VGVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALSIFSLLVGDILMTIIDPRIKLTSKGGK NS
VGVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALSIFSLLVGDILMTIIDPRIKLTSKGGK NS
VGVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALSIFSLLVGDILMTIIDPRIKLTSKGGK|EEENE
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non conserved
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> 507 conserved



