
logo MKKTTKLFALAGVTLLSASVLAACGSKQSSGSASSAEKTAQELSFPAEVKQDGTAVADEASQLKYAWVSAPSTTSSGLL IDELTENTTDS
NTDB id 1036444 ACA346 RS08630 WP 418126720.1 MKKTTKLFALAGVTLLSASVLAACGSKSSSSSETAELSFPAEVKQDGTAVAESQLKYAWVSASTSSGLLIDELTENTTDS 80
NTDB id 463 GPW51 RS08685 WP 012775331.1 MKKTTKLFALAGVTLLSASVLAACGSKQSGA.AKQELSFPAEVKQDGTAVADAQLKYAWVSPTTSSGLLIDELTENTTDS 79
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!! ! * !!!!!!!!!!!!!!!!* !!!!!!!!**!!!!!!!!!!!!!!!!!

logo TFGGMVDI SMFGYDGDERKLDDSGLAKAEFDVDKGKKITVSLTGKDYKWSDGEPSFTIDNDYI FTIKASMASKDYTGI
VRFDDKFL

NTDB id 1036444 ACA346 RS08630 WP 418126720.1 TFGGMVDISMFGYDGDRKLDDSGLAKAEFDVDGKKITVSLTGKDYKWSDGEPFTIDDYIFTIKAMASKDYTGVRFDDKFL 160
NTDB id 463 GPW51 RS08685 WP 012775331.1 TFGGMVDISMFGYDGERKLDDSGLAKAEFDVKGKKITVSLTGKDYKWSDGESFTINDYIFTIKSMASKDYTGIRFDDKFL 159
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!*!!! !!!!!!! !!!!!!!!*!!!!!!!

logo NI EVGMDQEFVADGKTASDI SG I
LKKVDDYTVELTVKEMSPSMMYAGGDVPAYI

VQPEHIYKDIPVADEWEKSSEYSRTAKLVGMGPW
NTDB id 1036444 ACA346 RS08630 WP 418126720.1 NIVGMDEFVAGTASDISGLKKVDDYTVELTVKEMSPSMMYAGGDVPAYVQPEHIYKDIPVAEWESSEYSRTAKLVGMGPW 240
NTDB id 463 GPW51 RS08685 WP 012775331.1 NIEGMQEFVDGKASDISGIKKVDDYTVELTVKEMSPSMMYAGGDVPAYIQPEHIYKDIPVADWEKSEYSRTAKLVGMGPW 239
consensus !! !! !!! ! !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!*!! !!!!!!!!!!!!!!!

logo KIKE IVNGES ITYVPNEYFYFKGTKTPKTSSLKIDIVSPDTIVSEMKAGNYDIAEQMPAVDQLDSYKDASNLNI
LVGQSLESSYEY

NTDB id 1036444 ACA346 RS08630 WP 418126720.1 KIKEIVNGESITYVPNEYYFKGTTPKTSSLKIDIVSPDTIVSEMKAGNYDIAQMPADQLDSYKDASNLNLVGSLESSYEY 320
NTDB id 463 GPW51 RS08685 WP 012775331.1 KIKEIVNGESITYVPNEYFFKGTKPKTSSLKIDIVSPDTIVSEMKAGNYDIAEMPVDQLDSYKDASNLNIVGQLESSYEY 319
consensus !!!!!!!!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!*!! !!!!!!!

logo I SFNFLGKYDEAASGKNI
VMDENAKMNDVKLRQAIAYAIDTKTAGEKKSLYNGLYHPAKTSL I I SFFGDI

LHDSELEGYSYDNPDEKAKN
NTDB id 1036444 ACA346 RS08630 WP 418126720.1 ISFNLGKYDEASGKNIMDENAKMNDVKLRQAIAYAIDTKTAGEKLYNGLYHPATSLIISFFGDLHDSELEGYSYDPDKAN 400
NTDB id 463 GPW51 RS08685 WP 012775331.1 ISFNFGKYDEAAGKNVMDENAKMNDVKLRQAIAYAIDTKTAGKSLYNGLYHPAKSLIISFFGDIHDSELEGYSYNPEKAK 399
consensus !!!! !!!!!! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!! !!!!!!!!!*!!!!!!!!!! !*!!

logo

E
KLLDEAGYKDVDGDGIREGKDGKAEFKITFAARKRTEANEALVQQYIAWWKEVGLNVDELYTGRTLVEGIKNSTFYDNASVQANDAPAS I

NTDB id 1036444 ACA346 RS08630 WP 418126720.1 ELLDEAGYKDVDGDGIREGKDGKEFKITFAARKRTEANEALVQQYIAWWKEVGLNVDLYTGRTLEINTFYDAVQANDPSI 480
NTDB id 463 GPW51 RS08685 WP 012775331.1 KLLDEAGYKDVDGDGIREGKDGKAFKITFAARKRTEANEALVQQYIAWWKEVGLNVELYTGRTVEGKSFYNSVQANDAAI 479
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!*! *!! !!!!!* !

logo DMYAGGWSTGYDPNPNSGLWGEP I
TAAPFNMSRFVDSDEEKNTEKLLDEAIGSSAVAESFDDEKKTNLVEKNYKAWQEKYAFHEQAFAIPTFESEAKIT

NTDB id 1036444 ACA346 RS08630 WP 418126720.1 DMYAGGWSTGYDPNPNGLWGETAPFNMSRFVDEKNTELLDAIGSVASFDEKTNLKNYKAWQEYAFEQAFAIPTFESEAIT 560
NTDB id 463 GPW51 RS08685 WP 012775331.1 DMYAGGWSTGYDPNPSGLWGPIAAFNMSRFVSDENTKLLEAISSAESFDDKKNVENYKAWQKYAHEQAFAIPTFESEKIT 559
consensus !!!!!!!!!!!!!!! !!!!* !*!!!!!!! * !! !!*!! ! !!!*! !* !!!!!! !!*!!!!!!!!!!!! !!



logo ALVNKRVKNSFYDTKNYGSASEGNTGI
LALYEGNI ELTADKGVAVAE

NTDB id 1036444 ACA346 RS08630 WP 418126720.1 ALNKRVKNFDTNYGSASENGIALENIELTADKGVAAE 597
NTDB id 463 GPW51 RS08685 WP 012775331.1 AVNKRVKSYDTKYGSASGTGLAYEGIELTADKGVVAE 596
consensus !*!!!!! *!! !!!!! !*! ! !!!!!!!!! !!
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