
logo MKKTTKLFALAGI
VTLLSASVLAACGASKQSSGSSASASEKQENLSFPASEVKQDGTAVADAQLKYAFWVSAPTTSSGLL IDELTENTTDS

NTDB id 298251 A7J09 RS01375 WP 029178344.1 MKKTTKLFALAGITLLSASVLAACGAKSSSSSSEQNLSFPSEVKQDGTAVADAQLKYAFVSATTSSGLLIDELTENTTDS 80
NTDB id 463 GPW51 RS08685 WP 012775331.1 MKKTTKLFALAGVTLLSASVLAACGSKQSG.AAKQELSFPAEVKQDGTAVADAQLKYAWVSPTTSSGLLIDELTENTTDS 79
consensus !!!!!!!!!!!!*!!!!!!!!!!!! ! ! * ! !!!! !!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!

logo TFGGMVDI SMFGYDGDERKLDDSGLAKAEFDVKGKKITVSLTGKDYKWSDGEPSFTINDYI FTIKSMASKDYTGI
VRFDDKRFL

NTDB id 298251 A7J09 RS01375 WP 029178344.1 TFGGMVDISMFGYDGDRKLDDSGLAKAEFDVKGKKITVSLTGKDYKWSDGEPFTINDYIFTIKSMASKDYTGVRFDDRFL 160
NTDB id 463 GPW51 RS08685 WP 012775331.1 TFGGMVDISMFGYDGERKLDDSGLAKAEFDVKGKKITVSLTGKDYKWSDGESFTINDYIFTIKSMASKDYTGIRFDDKFL 159
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!*!!!!*!!

logo NI EVGMEQEFYVADGKTASDI SG IKKVDDYTVELTVKEMSPSMMYAGGDVPAYIQPEHIYKDIPVADWEKSEYSRTASKLVGMGPW
NTDB id 298251 A7J09 RS01375 WP 029178344.1 NIVGMEEYVAGTASDISGIKKVDDYTVELTVKEMSPSMMYAGGDVPAYIQPEHIYKDIPVADWEKSEYSRTSKLVGMGPW 240
NTDB id 463 GPW51 RS08685 WP 012775331.1 NIEGMQEFVDGKASDISGIKKVDDYTVELTVKEMSPSMMYAGGDVPAYIQPEHIYKDIPVADWEKSEYSRTAKLVGMGPW 239
consensus !! !! !*! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!

logo KIKE IVNGES ITYVPNEYFFKGTKTPKTSSLKIDIVSPDTIVSEMKAGNYDIADEMPVDQLDSYKDASNLNIVGQSLDESASYEY
NTDB id 298251 A7J09 RS01375 WP 029178344.1 KIKEIVNGESITYVPNEYFFKGTTPKTSSLKIDIVSPDTIVSEMKAGNYDIADMPVDQLDSYKDASNLNIVGSLDSAYEY 320
NTDB id 463 GPW51 RS08685 WP 012775331.1 KIKEIVNGESITYVPNEYFFKGTKPKTSSLKIDIVSPDTIVSEMKAGNYDIAEMPVDQLDSYKDASNLNIVGQLESSYEY 319
consensus !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!! !*! !!!

logo I SFNFGKYDEASAGKKNVMDENAKMNDVKLRQAIAYAIDTKTAGEKSLYNGLYHPAKNSL I I SFFGDIHDSELEGYSYDNPEKAK
NTDB id 298251 A7J09 RS01375 WP 029178344.1 ISFNFGKYDESAKKNVMDENAKMNDVKLRQAIAYAIDTKTAGESLYNGLYHPANSLIISFFGDIHDSELEGYSYDPEKAK 400
NTDB id 463 GPW51 RS08685 WP 012775331.1 ISFNFGKYDEAAGKNVMDENAKMNDVKLRQAIAYAIDTKTAGKSLYNGLYHPAKSLIISFFGDIHDSELEGYSYNPEKAK 399
consensus !!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!! !!!!!!!!!!!!!!!!!!!! !!!!!

logo KLLDEEAGYKDVDGDGIREGKDGKAEFKITFAARKRTEANEALVQQYIAWWKEVGLNVELYTGRTVEGKSFYNSVQANDAAI
NTDB id 298251 A7J09 RS01375 WP 029178344.1 KLLEEAGYKDVDGDGIREGKDGKEFKITFAARKRTEANEALVQQYIAWWKEVGLNVELYTGRTVEGKSFYNSVQANDAAI 480
NTDB id 463 GPW51 RS08685 WP 012775331.1 KLLDEAGYKDVDGDGIREGKDGKAFKITFAARKRTEANEALVQQYIAWWKEVGLNVELYTGRTVEGKSFYNSVQANDAAI 479
consensus !!!*!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DMYAGGWSTGYDPNPSTGLWGP IAAFNMSRFVSDENTKLLENAI SSATESFDDKKNVENYKAWQKYAHEQAFAIPTFESEKS IT
NTDB id 298251 A7J09 RS01375 WP 029178344.1 DMYAGGWSTGYDPNPTGLWGPIAAFNMSRFVSDENTKLLNAISSTESFDDKKNVENYKAWQKYAHEQAFAIPTFESESIT 560
NTDB id 463 GPW51 RS08685 WP 012775331.1 DMYAGGWSTGYDPNPSGLWGPIAAFNMSRFVSDENTKLLEAISSAESFDDKKNVENYKAWQKYAHEQAFAIPTFESEKIT 559
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!



logo ALVNKRVKNSYDSTKNYGSASGKTGI
LALYEGNI ELTADKGVAVAE

NTDB id 298251 A7J09 RS01375 WP 029178344.1 ALNKRVKNYDSNYGSASGKGIALENIELTADKGVAAE 597
NTDB id 463 GPW51 RS08685 WP 012775331.1 AVNKRVKSYDTKYGSASGTGLAYEGIELTADKGVVAE 596
consensus !*!!!!! !!* !!!!!! !*! ! !!!!!!!!! !!
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