
logo MDFEKI EAAYNLLLDNCQRLETQLHTHLYDAL I EQNVACYLGAEGADDF IKENNKKLRQLNLSKEEWRRSFQF I F IKATQS
NTDB id 1069063 ACF1RT RS01150 WP 002269808.1 MDFEKIEAAYNLLLDNCQRLETQLHTHLYDALIEQNVCYLGAEGADDFIKENNKKLRQLNLSKEEWRRSFQFIFIKATQS 80
NTDB id 392 SMU RS09000 WP 002263442.1 MDFEKIEAAYNLLLDNCQRLETQLHTHLYDALIEQNACYLGAEGADDFIKENNKKLRQLNLSKEEWRRSFQFIFIKATQS 80
NTDB id 401 FSA28 RS09370 WP 002291646.1 MDFEKIEAAYNLLLDNCQRLETQLHTHLYDALIEQNACYLGAEGADDFIKENNKKLRQLNLSKEEWRRSFQFIFIKATQS 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QQLQSNHQFTPDS IGF I I LYLLEGLTNKSQLDI I E IGSGTGNLAETIVNNSSKS IDYI
MGI EVDDLL IDLSAS IADVLDSS

NTDB id 1069063 ACF1RT RS01150 WP 002269808.1 QQLQSNHQFTPDSIGFIILYLLEGLTNKSQLDIIEIGSGTGNLAETIVNNSSKSIDYMGIEVDDLLIDLSASIADVLDSS 160
NTDB id 392 SMU RS09000 WP 002263442.1 QQLQSNHQFTPDSIGFIILYLLEGLTNKSQLDIIEIGSGTGNLAETIVNNSSKSIDYMGIEVDDLLIDLSASIADVLDSS 160
NTDB id 401 FSA28 RS09370 WP 002291646.1 QQLQSNHQFTPDSIGFIILYLLEGLTNKSQLDIIEIGSGTGNLAETIVNNSSKSIDYIGIEVDDLLIDLSASIADVLDSS 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!

logo VHFVQEDAVRPQI LKESDI
V I I SDLPVGFYPNDKIAQRYQVAAKLGHTYAHHLLMEQSLKYLKKEGLAI FLAPVDLLTSEQ

NTDB id 1069063 ACF1RT RS01150 WP 002269808.1 VHFVQEDAVRPQILKESDVIISDLPVGFYPNDKIAQRYQVAAKLGHTYAHHLLMEQSLKYLKKEGLAIFLAPVDLLTSEQ 240
NTDB id 392 SMU RS09000 WP 002263442.1 VHFVQEDAVRPQILKESDIIISDLPVGFYPNDKIAQRYQVAAKLGHTYAHHLLMEQSLKYLKKEGLAIFLAPVDLLTSEQ 240
NTDB id 401 FSA28 RS09370 WP 002291646.1 VHFVQEDAVRPQILKESDVIISDLPVGFYPNDKIAQRYQVAAKLGHTYAHHLLMEQSLKYLKKEGLAIFLAPVDLLTSEQ 240
consensus !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SPLLKKWLQNNVTI LAVI SLPEAI FKQKSNIKS I FVLKKQSQQSLESFVYPLTDLQDPEVLRRFMKNFKKWKEDNVF
NTDB id 1069063 ACF1RT RS01150 WP 002269808.1 SPLLKKWLQNNVTILAVISLPEAIFKQKSNIKSIFVLKKQSQQSLESFVYPLTDLQDPEVLRRFMKNFKKWKEDNVF 317
NTDB id 392 SMU RS09000 WP 002263442.1 SPLLKKWLQNNVTILAVISLPEAIFKQKSNIKSIFVLKKQSQQSLESFVYPLTDLQDPEVLRRFMKNFKKWKEDNVF 317
NTDB id 401 FSA28 RS09370 WP 002291646.1 SPLLKKWLQNNVTILAVISLPEAIFKQKSNIKSIFVLKKQSQQSLESFVYPLTDLQDPEVLRRFMKNFKKWKEDNVF 317
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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