
logo MFRRWFLPCWVVGAVAAVSFALPSVVPHWLPFWLAAFAVFLAVFLAGRRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRWAEA
NTDB id 47968 NMBM01240149 RS07885 WP 158304838.1 MFRRWFLPCWVVGAAASFALPVVPHWLFWLAAFAVFAVFAGRFAFAGLMLCVLAGAAYGVFRTEAALSSQWWAEA 75
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEA 75
consensus !!!!!!!!!!!!! ! !!!!*!!!!!*!!!!!!!! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!

logo VSGVPLTVEVATDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWR ITARVHPVVGELNLRGLNREA
NTDB id 47968 NMBM01240149 RS07885 WP 158304838.1 VSGVPLTVEVADMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREA 150
NTDB id 1128 NGFG RS01490 WP 020997305.1 VSGVPLTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREA 150
consensus !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo WALSNGI
VGGVGTVGADRVLLHGGSGWGIAVWRSR I SRNWQRQADADGGLSDGIGLMRALSVGEQSALRPEGLWQAFR

NTDB id 47968 NMBM01240149 RS07885 WP 158304838.1 WALSNGIGGVGTVGADRVLLHGGSGWGIAVWRSRISRNWQQADADGGLSDGIGLMRALSVGEQSALRPELWQAFR 225
NTDB id 1128 NGFG RS01490 WP 020997305.1 WALSNGVGGVGTVGADRVLLHGGSGWGIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPGLWQAFR 225
consensus !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo PLGLTHLVS I SGLHVTMVAVLMFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAF
NTDB id 47968 NMBM01240149 RS07885 WP 158304838.1 PLGLTHLVSISGLHVTMVAVMFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAF 300
NTDB id 1128 NGFG RS01490 WP 020997305.1 PLGLTHLVSISGLHVTMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAF 300
consensus !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AWAWRRGRLSAWATWWQALAAVLLFDPLSAVLGVGTWLSFGLVAAL IWACASGRLHYEGKRQTALVRGQWAASVLSLVL
NTDB id 47968 NMBM01240149 RS07885 WP 158304838.1 AWAWRRGRLSAWATWWQALAAVLLFDPSAVLGVGTWLSFGLVAALIWACSGRLHEGKRQTALRGQWAASVLSLVL 375
NTDB id 1128 NGFG RS01490 WP 020997305.1 AWAWRRGRLSAWATWWQALAAVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVL 375
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!*!!!!!!!*!!!!!!!!!!!!!

logo LGYLFASLPLVSPLVNAVAS IPWFSWVLTPLALLGSVVPFAPLQQALGAFLAEYTLRFLVWLADVSPEFAVAASAPLP
NTDB id 47968 NMBM01240149 RS07885 WP 158304838.1 LGYLFASLPLVSPLVNAVAIPWFSWVLTPLALLGSVVPFAPLQQLGAFLAEYTLRFLVWLADVSPEFAVASAPLP 450
NTDB id 1128 NGFG RS01490 WP 020997305.1 LGYLFASLPLVSPLVNAVSIPWFSWVLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLP 450
consensus !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!

logo LLVLAVCAALLLLLPRGLGLRPWAVLLLAGFVFSYRPSEPAGVPENEAVAVTVWDAGQGLSVLSVQRTANHRHLLFDTGTAVAA
NTDB id 47968 NMBM01240149 RS07885 WP 158304838.1 LLVLAVCAALLLLLPRGLGLRPWAVLLLAGFVFYRSPGVPENEVAVTVWDAGQGLSVSVQTANHHLLFDTGTAAA 525
NTDB id 1128 NGFG RS01490 WP 020997305.1 LLVLAVCAALLLLLPRGLGLRPWAVLLLAGFVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAA 525
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!***!!!!! !!!!!!!!!!!!! ! !!!*!!!!!!!! !!



logo AQMTGIVPSLNAASGI
VRRYLDKYLVLSHHDSDHDGGFQAVGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLMRP

NTDB id 47968 NMBM01240149 RS07885 WP 158304838.1 AQMGIVPSLNASGIRYLDYLVLSHHDSDHDGGFQAVGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLMP 600
NTDB id 1128 NGFG RS01490 WP 020997305.1 AQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQAVGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRP 600
consensus !! !!!!!!!! !*! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !

logo SERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYA
NTDB id 47968 NMBM01240149 RS07885 WP 158304838.1 SERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYA 675
NTDB id 1128 NGFG RS01490 WP 020997305.1 SERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYA 675
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGRGGVKAQRLRGVYKFYWQKKPFE
NTDB id 47968 NMBM01240149 RS07885 WP 158304838.1 VASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGRGGVKAQRLRGYKFYWQKKPFE 739
NTDB id 1128 NGFG RS01490 WP 020997305.1 VASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGRGGVKAQRLRVYKFYWQKKPFE 739
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!
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