
logo MKKTTKLFALAGI
VTLLSASVLAACGSKQSSGSSASAQKQELSFPASEVKQDGSTAVADAQLKYALWVSAPTTSSGLL IDELTENNTI

TDS
NTDB id 1024684 AB1F57 RS00740 WP 167785093.1 MKKTTKLFALAGITLLSASVLAACGSKSSSSSQKQELSFPSEVKQDGSAVADAQLKYALVSATTSSGLLIDELTENNIDS 80
NTDB id 463 GPW51 RS08685 WP 012775331.1 MKKTTKLFALAGVTLLSASVLAACGSKQSG.AAKQELSFPAEVKQDGTAVADAQLKYAWVSPTTSSGLLIDELTENTTDS 79
consensus !!!!!!!!!!!!*!!!!!!!!!!!!!! ! * !!!!!!! !!!!!!*!!!!!!!!!! !!*!!!!!!!!!!!!!! !!

logo TFGGMVDI SMFGYDGDERKLDDSGLAKAEFDVEKGKKITVSLTGKDYKWSDGEPSFTINDYI FTIKSMASKDYTGI
VRFDDKFL

NTDB id 1024684 AB1F57 RS00740 WP 167785093.1 TFGGMVDISMFGYDGDRKLDDSGLAKAEFDVEGKKITVSLTGKDYKWSDGEPFTINDYIFTIKSMASKDYTGVRFDDKFL 160
NTDB id 463 GPW51 RS08685 WP 012775331.1 TFGGMVDISMFGYDGERKLDDSGLAKAEFDVKGKKITVSLTGKDYKWSDGESFTINDYIFTIKSMASKDYTGIRFDDKFL 159
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!*!!!!!!!

logo NI EVGMQEFVDGKASDI SG IKKI
VDDYTVELTVKEMSPSMMYAGGDVPAYIQPEHIYKDIPVADWEKSEYSRTAKLVGMGPW

NTDB id 1024684 AB1F57 RS00740 WP 167785093.1 NIVGMQEFVDGKASDISGIKKIDDYTVELTVKEMSPSMMYAGGDVPAYIQPEHIYKDIPVADWEKSEYSRTAKLVGMGPW 240
NTDB id 463 GPW51 RS08685 WP 012775331.1 NIEGMQEFVDGKASDISGIKKVDDYTVELTVKEMSPSMMYAGGDVPAYIQPEHIYKDIPVADWEKSEYSRTAKLVGMGPW 239
consensus !! !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KIKE IVNGES ITYVPNEHYFFKGTKTPKTSSFLKIDIVSPDTIVSEMKAGNYDIADEMPVDQLDSYKDASNLNIVGQSLEGSASYEY
NTDB id 1024684 AB1F57 RS00740 WP 167785093.1 KIKEIVNGESITYVPNEHFFKGTTPKTSSFKIDIVSPDTIVSEMKAGNYDIADMPVDQLDSYKDASNLNIVGSLGSAYEY 320
NTDB id 463 GPW51 RS08685 WP 012775331.1 KIKEIVNGESITYVPNEYFFKGTKPKTSSLKIDIVSPDTIVSEMKAGNYDIAEMPVDQLDSYKDASNLNIVGQLESSYEY 319
consensus !!!!!!!!!!!!!!!!!*!!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!! ! ! !!!

logo I SFNFLGKYDEAAGKNVMDENAKMNDVKNLRQAIAYAIDTKTAGEKSLYNGLYHPAKNSL I I SFFGDIHDSELEGYSTYDNPEKAK
NTDB id 1024684 AB1F57 RS00740 WP 167785093.1 ISFNLGKYDEAAGKNVMDENAKMNDVNLRQAIAYAIDTKTAGESLYNGLYHPANSLIISFFGDIHDSELEGYTYDPEKAK 400
NTDB id 463 GPW51 RS08685 WP 012775331.1 ISFNFGKYDEAAGKNVMDENAKMNDVKLRQAIAYAIDTKTAGKSLYNGLYHPAKSLIISFFGDIHDSELEGYSYNPEKAK 399
consensus !!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!!!!!! !!!!!!!!!!!!!!!!!!*! !!!!!

logo KLLDEAGYKDVDGDGIREGKDGKAEFKITFAARKRTEANEALVQQYIAWWKEVGLNVELYTGRTVEGVKNSTFYDNAS IVQANDAAS I
NTDB id 1024684 AB1F57 RS00740 WP 167785093.1 KLLDEAGYKDVDGDGIREGKDGKEFKITFAARKRTEANEALVQQYIAWWKEVGLNVELYTGRTVEVNTFYDAIQANDASI 480
NTDB id 463 GPW51 RS08685 WP 012775331.1 KLLDEAGYKDVDGDGIREGKDGKAFKITFAARKRTEANEALVQQYIAWWKEVGLNVELYTGRTVEGKSFYNSVQANDAAI 479
consensus !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!! *!!!!! !

logo DMYAGGWSTGYDPNPSTGLTWGP IAAFNMSRFVSDEENTKLLDEAI SSATAESFDDEKKTNLVENYKAWQKYAHEQAFAIPTFESEKS IT
NTDB id 1024684 AB1F57 RS00740 WP 167785093.1 DMYAGGWSTGYDPNPTGTWGPIAAFNMSRFVSEENTKLLDAISSTASFDEKTNLENYKAWQKYAHEQAFAIPTFESESIT 560
NTDB id 463 GPW51 RS08685 WP 012775331.1 DMYAGGWSTGYDPNPSGLWGPIAAFNMSRFVSDENTKLLEAISSAESFDDKKNVENYKAWQKYAHEQAFAIPTFESEKIT 559
consensus !!!!!!!!!!!!!!!*! !!!!!!!!!!!!!!*!!!!!!*!!!! !!!*! !*!!!!!!!!!!!!!!!!!!!!!!! !!



logo ALVNKRVKNSYDSTKNYGSASGKTGI
LALYEGNI ELTADKGVAVAE

NTDB id 1024684 AB1F57 RS00740 WP 167785093.1 ALNKRVKNYDSNYGSASGKGIALENIELTADKGVAAE 597
NTDB id 463 GPW51 RS08685 WP 012775331.1 AVNKRVKSYDTKYGSASGTGLAYEGIELTADKGVVAE 596
consensus !*!!!!! !!* !!!!!! !*! ! !!!!!!!!! !!

X non conserved
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X ≥ 50% conserved


