
logo MKKYI LLRTLRSLLS I FVVTALTYTI IYTMVPRRL I FRQDPNYNKIAKTADSKANYENTIYERLMGYIDYYDTKELQEKASSLDKS
NTDB id 178253 NX99 RS09650 WP 060971834.1 MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYERMGYIDYYDTKELQEKASSLDKS 85
NTDB id 476 HSISS4 RS06995 WP 013990225.1 MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYERMGYIDYYDTKELQEKASSLDKS 85
NTDB id 325 STU RS16125 WP 002946410.1 MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYERLGYIDYYDTKELQEKASSLDKS 85
NTDB id 293 STER RS06925 WP 011681416.1 MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYERLGYIDYYDTKELQEKASSLDKS 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo VTTKPTKENKAVIYQKYVDSLGHRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIR I ENDPAIGW
NTDB id 178253 NX99 RS09650 WP 060971834.1 VTTKPTKENKAIYQKYVDSLGHGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW 170
NTDB id 476 HSISS4 RS06995 WP 013990225.1 VTTKPTKENKAIYQKYVDSLGHGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW 170
NTDB id 325 STU RS16125 WP 002946410.1 VTTKPTKENKAIYQKYVDSLGRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW 170
NTDB id 293 STER RS06925 WP 011681416.1 VTTKPTKENKAVYQKYVDSLGRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW 170
consensus !!!!!!!!!!!*!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SVVGSGTKHKYLLYFNGSQFPFVHQNFVKMNLGTSYPTYAGEQGVLDVITQGQGQTKQSSEVVNFPTGKKVI SSVDIYSRTYKSPSQADA
NTDB id 178253 NX99 RS09650 WP 060971834.1 SVVGSGTKHKYLLYFNGQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQTQSSEVNFPTGKKISSVDIYSRTYKSPSQADA 255
NTDB id 476 HSISS4 RS06995 WP 013990225.1 SVVGSGTKHKYLLYFNSQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQTQSSEVNFPTGKKVSSVDIYSRTYKSPSQADA 255
NTDB id 325 STU RS16125 WP 002946410.1 SVVGSGTKHKYLLYFNSQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQTKSSVVNFPTGKKISSVDIYSRTYKSPSQADA 255
NTDB id 293 STER RS06925 WP 011681416.1 SVVGSGTKHKYLLYFNGQFPFVHQNFVKMNLGTSYPTYAGQGVLDVITQGQGQTKSSVVNFPTGKKISSVDIYSRTYKSPSQADA 255
consensus !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! !! !!!!!!!!*!!!!!!!!!!!!!!!!!!

logo RDRSYYGDNDPYTATKSRYQYPSMVTSSAIAGL IGLVLSYALAIPLGSYMALRFKNTI
LFDSVSTGI

VLTFLLSLPTIALVYI IRL IGS
NTDB id 178253 NX99 RS09650 WP 060971834.1 RDRSYYGNDPYTATKSRYQYPSMVTSSAIAGLIGLVLSYALAIPLGSYMARFKNTLFDSVSTGVLTFLLSLPTIALVYIIRLIGS 340
NTDB id 476 HSISS4 RS06995 WP 013990225.1 RDRSYYGDDPYTATKSRYQYPSMVTSSAIAGLIGLVLSYALAIPLGSYMARFKNTLFDSVSTGILTFLLSLPTIALVYIIRLIGS 340
NTDB id 325 STU RS16125 WP 002946410.1 RDRSYYGNDPYTATKSRYQYPSMVTSSAIAGLIGLVLSYALAIPLGSYMALFKNTIFDSVSTGVLTFLLSLPTIALVYIIRLIGS 340
NTDB id 293 STER RS06925 WP 011681416.1 RDRSYYGNDPYTATKSRYQYPSMVTSSAIAGLIGLVLSYALAIPLGSYMALFKNTLFDSVSTGVLTFLLSLPTIALVYIIRLIGS 340
consensus !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo E IGLPDSFP I LGAGDWRSYVLPSVI LGLLSTPGLAIW IRRYMIDLQSQDFVRFARAKGLSEQE I SNKHI FLKNAMVSLVSGIPAS I
NTDB id 178253 NX99 RS09650 WP 060971834.1 EIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKGLSEQEISNKHIFKNAMVSLVSGIPASI 425
NTDB id 476 HSISS4 RS06995 WP 013990225.1 EIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKGLSEQEISNKHIFKNAMVSLVSGIPASI 425
NTDB id 325 STU RS16125 WP 002946410.1 EIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKGLSEQEISNKHILKNAMVSLVSGIPASI 425
NTDB id 293 STER RS06925 WP 011681416.1 EIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKGLSEQEISNKHILKNAMVSLVSGIPASI 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!

logo VGSVITGATLTETI FAYPGMGKML IDSVRASNNAMVVGLVF I FTALSTI FSLLVGDI LMTI
MIDPR IKLTSKGGK

NTDB id 178253 NX99 RS09650 WP 060971834.1 VSVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALTIFSLLVGDILMTMIDPRIKLTSKGGK 497
NTDB id 476 HSISS4 RS06995 WP 013990225.1 VSVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALTIFSLLVGDILMTMIDPRIKLTSKGGK 497
NTDB id 325 STU RS16125 WP 002946410.1 VGVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALSIFSLLVGDILMTIIDPRIKLTSKGGK 497
NTDB id 293 STER RS06925 WP 011681416.1 VGVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALSIFSLLVGDILMTIIDPRIKLTSKGGK 497
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!*!!!!!!!!!!!!!
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