
logo MFRRWFLPCWVVGAVAAVSFALPSVVPHWLPFWLAAFAVFLAVFLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRWAEAVSGVPLTVEV
NTDB id 85365 J3989 RS09060 WP 207177362.1 MFRRWFLPCWVVGAAASFALPVVPHWLFWLAAFAVFAVFARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWWAEAVSGVPLTVEV 85
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVPLTVEV 85
consensus !!!!!!!!!!!!! ! !!!!*!!!!!*!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!

logo

A
TDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWR ITARVHPVVGELNLRGLNREAWALSNGI

VGGAVGTVGADRVLL
NTDB id 85365 J3989 RS09060 WP 207177362.1 ADMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGIGGAGTVGADRVLL 170
NTDB id 1128 NGFG RS01490 WP 020997305.1 TDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVGGVGTVGADRVLL 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!

logo HGGSGWGIAVWRSR I SRNWQRQADADGGLSDGIGLMRALSVGEQSALRPEGLWQAFRPLGLTHLVS I SGLHVTMVAVLMFAWLAKRLL
NTDB id 85365 J3989 RS09060 WP 207177362.1 HGGSGWGIAVWRSRISRNWQQADADGGLSDGIGLMRALSVGEQSALRPELWQAFRPLGLTHLVSISGLHVTMVAVMFAWLAKRLL 255
NTDB id 1128 NGFG RS01490 WP 020997305.1 HGGSGWGIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSISGLHVTMVAVLFAWLAKRLL 255
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!

logo ACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALAAVLLFDPLSAVLGVGTWLSFG
NTDB id 85365 J3989 RS09060 WP 207177362.1 ACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALAAVLLFDPSAVLGVGTWLSFG 340
NTDB id 1128 NGFG RS01490 WP 020997305.1 ACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALAAVLLFDPLAVLGVGTWLSFG 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!

logo LVAAL IWACASGRLHYEGKRQTALVRGQWAASVLSLVLLGYLFASLPL IVSPLVNAVAS IPWFSWVLTPLALLGSVVPFAPLQQALGAFLA
NTDB id 85365 J3989 RS09060 WP 207177362.1 LVAALIWACSGRLHEGKRQTALRGQWAASVLSLVLLGYLFASLPLISPLVNAVAIPWFSWVLTPLALLGSVVPFAPLQQLGAFLA 425
NTDB id 1128 NGFG RS01490 WP 020997305.1 LVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVSIPWFSWVLTPLALLGSVVPFAPLQQAGAFLA 425
consensus !!!!!!!!! !!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!

logo EYTLRFLVWLADVSPEFAVAASAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAGFVFSYRPSEPAGVPENEAVAVTVWDAGQGLSVLSVQR
NTDB id 85365 J3989 RS09060 WP 207177362.1 EYTLRFLVWLADVSPEFAVASAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAGFVFYRSPGVPENEVAVTVWDAGQGLSVSVQ 510
NTDB id 1128 NGFG RS01490 WP 020997305.1 EYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAGFVSYRPEAVPENEAAVTVWDAGQGLSVLVR 510
consensus !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!***!!!!! !!!!!!!!!!!!! !

logo TANHRHLLFDTGTAVAAAQMTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQAVGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDF
NTDB id 85365 J3989 RS09060 WP 207177362.1 TANHHLLFDTGTAAAAQMGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQAVGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDF 595
NTDB id 1128 NGFG RS01490 WP 020997305.1 TANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQAVGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDF 595
consensus !!!*!!!!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo EFLMRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSG
NTDB id 85365 J3989 RS09060 WP 207177362.1 EFLMPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSG 680
NTDB id 1128 NGFG RS01490 WP 020997305.1 EFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSG 680
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGRGGVKAQRLRVYKFYWQKKPFE
NTDB id 85365 J3989 RS09060 WP 207177362.1 YANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGRGGVKAQRLRVYKFYWQKKPFE 739
NTDB id 1128 NGFG RS01490 WP 020997305.1 YANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGRGGVKAQRLRVYKFYWQKKPFE 739
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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