
logo MKE I LKTLTEAMMTLPEDSYSEQQDADEF ILE I F IVEE I EE I FVDELQPSL IHNEKWMQSEKNIATLTE IRRHFHTLKGSGRMIGAKSSAELAWT
NTDB id 77638 H7R46 RS03330 WP 005064363.1 MKEILKTLTEAMMLPEDSYSQQDDEFIEIFVEEIEEIFVELQSLIHEWMQSKNIATLTEIRRHFHTLKGSGRMIGAKSSAELAWT 85
NTDB id 1046 H0N27 RS03130 WP 168726941.1 MKEILKTLTEAMTLPEDSYSEQDAEFLEIFIEEIEEIFVDLQPLINKWMQSENIATLTEIRRHFHTLKGSGRMIGAKSSAELAWT 85
consensus !!!!!!!!!!!! !!!!!!! !! !!*!!!*!!!!!!!!*!!*!!* !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VEDTLNRVINQSLGQLTPDTIQQSYVQLVFKFYFFLKLVDDNFKFQKKRADHTLDFRPL I LLGQQLQQQQSLVEPALDEELLLQLSDHI
TLMTAETQVTG

NTDB id 77638 H7R46 RS03330 WP 005064363.1 VEDTLNRVINQSLGLTPDIQQYVQLVFKFYFFKLVDDFKFKKDHTLDFRPLILLGQQLQQQQSVEPALDELLLLSDILTAETQTG 170
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VEDTLNRVINQSLQLTPTIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPLILLGQQLQQQQSLEPALEELLQLSHTLMAETVTG 170
consensus !!!!!!!!!!!!! !!! !! !!!!!!!!!! !!!! !! !* !!!!!!!!!!!!!!!!!!!!*!!!!*!!! !!* ! !!! !!
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LHQHYDESYNAL IRALHTLRGSSAMAHQVEPTI FE
NTDB id 77638 H7R46 RS03330 WP 005064363.1 LEANDLEPESTEVLTISTPEVAIETEQTLAETLILFMEEAEEHLATIDQFLEKEIHQHESYNALIRALHTLRGSSAMAHVEPIFE 255
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LELDYIEQDSLAEPIIQAT..HTEIEINLDETLTLFMEEAEEHLATIHQFLDQELHQYDSYNALIRALHTLRGSSAMAQVETIFE 253
consensus !! *!**! * ! **** ! ! ! !!! !!!!!!!!!!!!!*!!!* !*!!**!!!!!!!!!!!!!!!!!!!*!!*!!!

logo ASTKVEHLFKI LLQEELSSHSEE I
V
L
SLLQRDEYREQF IVRDNSLDELLASARHYCSSSTEQLEASDRLLQKQFNQSVWDAYMVEQHGDEHRSTDSPLMPPSHGLVSQL

NTDB id 77638 H7R46 RS03330 WP 005064363.1 ASTKVEHLFKILLQEELSSHSEEVSLLRDYRQFIRNSLDLLAAHCSTEQLESDLQKFNQVWDAYMEQHGEHSSPLMPPHGLVSQL 340
NTDB id 1046 H0N27 RS03130 WP 168726941.1 ASTKVEHLFKILLQEELSSHSEEILLLQEYREFVRDSLELLSRYSSSEQLEARLLQFNQSWDAYVEQHGDRTDPLMPSHGLVSQL 338
consensus !!!!!!!!!!!!!!!!!!!!!!!* !! *!! !*! !!*!! **!*!!!! ! !!! !!!!*!!!!*** !!!!*!!!!!!!

logo LQLDVASELLDAELDFEKGIRNTEFPDHYLERLSEQADLVLLQHTHQSQAMI
LGLHYEYTNSQLKESYDE I

VLLDKRPADLLQSDYI FE IYQKAHQQ
NTDB id 77638 H7R46 RS03330 WP 005064363.1 LQLDVAELLDAELDFEKGIRTEFPHYLERLSEQADVLLQHTQSQAMIGLYEYTNQLKESYDILLDRPDLLQSDYIFEIYQKAHQQ 425
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LQLDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYEVLLDKPALLQSDYIFEIYQKAHQQ 423
consensus !!!!! !!!!!!!!!!!!!! !!!*!!!!!!!!!!*!!!!!*!!!!*!!*!!! !!!!!!**!!!*! !!!!!!!!!!!!!!!!!
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NTDB id 77638 H7R46 RS03330 WP 005064363.1 LIQLFDALAAGQRVSIIEQHQNVLDELKLYTQYIPNLNSESLETHQDVFEPLFNAEVEQTANEPLIE.NVFTDQVTIGQSVQLDR 509
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LIQLFDALAAGQRVGVVKQHQSILEELKLYTQYTPDISNDLPQQDSTSFEPIYNIEPEPEVVATVENFSDSADWAVLGQSVQQDR 508
consensus !!!!!!!!!!!!!! ** !!! *!*!!!!!!!! ! * * * * !!!**! !*!* ** * ! *!!!!! !!

logo QFYI SSETHQVNRHNFDAPDLLDI FLEEADEELLEGI
MDTDLNI

LWVGNDEQENFAALNNLMRYLHTLKGGANMI
VQATYI

LGL IAHELES IYERL I
NTDB id 77638 H7R46 RS03330 WP 005064363.1 QFISSEHVNRHFDPDLLDIFLEEADELLEGMDTDLNLWVNDQENFAALNNLMRYLHTLKGGANMIQATYIGLIAHELESIYERLI 594
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QYISSTQVNRNFDADLLDIFLEEAEELLEGIDTDLNIWVGEQENFAALNNLMRYLHTLKGGANMVQATYLGLIAHELESIYERLI 593
consensus !*!!! *!!!*!!*!!!!!!!!!!*!!!!!*!!!!!*!! *!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!
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NTDB id 77638 H7R46 RS03330 WP 005064363.1 QKQLIVSSALIDFIRLVQDDLADRLQIVREQHLDYAASHTIQALKNAGQVFDSHIK........ESKTEPETYVIPELNFEVLQQ 671
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QKQLVVTSDLIDFIRLVQDDLADRLQIMREQQLDYAAPYTINALKRAGQNSNFQPLPVVEAFDAESEVFSEQKVISEIIIDEIP. 677
consensus !!!!*!*! !!!!!!!!!!!!!!!!!!*!!!*!!!!!**!!*!!! !!! ** ********!! *! !!*!* * ***
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NTDB id 77638 H7R46 RS03330 WP 005064363.1 EAINNTALNLSELTSASEQIAK.SNNQLVEQTELQVLYADHDHTESIPDQDINTVVEQTFMEEAAELLEMADHLLKQWFEQRTNR 755
NTDB id 1046 H0N27 RS03130 WP 168726941.1 ...VELEPALAELETHHDQVFDTAVTELATPVEMITTVTSQENEVAANEQDIEAVVEQTFLEEATELLEMAESLLKQWFEQRTNR 759
consensus *** * ! !! ****!* * ! * !* *** **!!! !!!!!!*!!! !!!!!!**!!!!!!!!!!!!

logo S I LLQLQRAVHSLKGGASRML
VGLEATVQAIAYQLENAFEQFALHHFNSSNIYDHNLLESAIAVWLKDEAI FKNHQNYQHFDGLQQSLENIQFFI

NTDB id 77638 H7R46 RS03330 WP 005064363.1 SILLQLQRAVHSLKGGSRMLGLETVQAIAYQLENAFEQFALHHFSSNIYDNLLESAIVWLKEAIFKQNYQHFDGLQQSLENIQFI 840
NTDB id 1046 H0N27 RS03130 WP 168726941.1 SILLQLQRAVHSLKGGARMVGLEAVQAIAYQLENAFEQFALHHFNSNIYDHLLESAIAWLKDAIFNHNYQHFDGLQQSLENIQFF 844
consensus !!!!!!!!!!!!!!!! !!*!!! !!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!! !!!*!!! *!!!!!!!!!!!!!!!!!

logo ERTATIQIPSTKLTRATDLFSSTEPVMS
T
F
L
I
VQGDGTEPPPMMGAEWEQATEQRLDQNNEMIRVSADL I EKMIDLSGENS INRSR I EMDLSQFGSH

NTDB id 77638 H7R46 RS03330 WP 005064363.1 ERAIQIPSKLTRTDLFSTEPVMSLVQGDGTEPPPMMGEWEQAQRLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFGH 925
NTDB id 1046 H0N27 RS03130 WP 168726941.1 ETTIQIPTKLTRADLFSSEPVMTFIQGDGTEPPPMMGAWEQTERLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFSH 929
consensus ! !!!!*!!!! !!!!*!!!!* *!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !

logo TLAVEMELAIQRLADQLRRMEGELETQI IAKHGI EHNSRYTDEFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDEKIRDTEGSLLLV
NTDB id 77638 H7R46 RS03330 WP 005064363.1 TLAEMELAIQRLADQLRRMEGELETQIIAKHGIENSRYTEFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSEKIRDTEGLLV 1010
NTDB id 1046 H0N27 RS03130 WP 168726941.1 TLVEMELAIQRLADQLRRMEGELETQIIAKHGIEHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLL 1014
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!! !!*

logo QQSR IQAE IQEGLMRTRLVPFSRLLPRLQR IVRQTSTATLNRPAELFVNNTEGELDRNTI
MLERLVTPLEHMLRNAIDHGLEDRAQREQ

NTDB id 77638 H7R46 RS03330 WP 005064363.1 QQSRIQAEIQEGLMRTRLVPFSRLLPRLQRIVRQTSTTLNRPAELFVNNTEGELDRTMLERLVTPLEHMLRNAIDHGLEDRAQRE 1095
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QQSRIQAEIQEGLMRTRLVPFSRLLPRLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVTPLEHMLRNAIDHGLEDRAQRQ 1099
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QAKNKPETGR I ELNIHQRQGTDVVVTVFKSDDGQGIDI
VEKVRQKALLMASGL IKNPEQDVLEHQQDI LQL I FHPGLSTADEQVTQI SGRGVGLDV

NTDB id 77638 H7R46 RS03330 WP 005064363.1 QAKKPETGRIELNIHRQGTDVVVTFKDDGQGIDIEKVRQKALMSGLINPEQVLEHQDILQLIFHPGLSTADQVTQISGRGVGLDV 1180
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QANKPETGRIELNIQRQGTDVVVVFSDDGQGIDVEKVRQKALLAGLIKPEQDLEQQDILQLIFHPGLSTAEQVTQISGRGVGLDV 1184
consensus !! !!!!!!!!!!!*!!!!!!!! ! !!!!!!!*!!!!!!!!* !!! !!! !!*!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!



logo VQSDIKASLGGHVSVDESVYGQGTTVFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDR I IVRVSPASLEQYFEGSEPQELFEFYENKRYPL
NTDB id 77638 H7R46 RS03330 WP 005064363.1 VQSDIKALGGHVSVDSVYGQGTVFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIVRVSPASLEQYFGSEQELFEFENKRYPL 1265
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VQSDIKSLGGHVSVESVYGQGTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIIRVSPASLEQYFESPQELFEYENKRYPL 1269
consensus !!!!!! !!!!!!!*!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!! !*!!!!!*!!!!!!!

logo RYLSEFVGNQP IPRLNSGMVMYSLPVLMIKANNGQTVALLVDQL IGSRAQIVVKP IGQQFSS IGAIAGATI LGDGQVCL I LDGQNIA
NTDB id 77638 H7R46 RS03330 WP 005064363.1 RYLSEFVGNQPIPRLSGMMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIA 1350
NTDB id 1046 H0N27 RS03130 WP 168726941.1 RYLSEFVGNQPIPRLNGVMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIA 1354
consensus !!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RQIQSTQRRHKQSLNSEATI
VYRQRESDERRL IMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAI EQLENIKPDLMLLDI EMPRMDGF

NTDB id 77638 H7R46 RS03330 WP 005064363.1 RQIQSTRRHKSLNETIYRQRESDERRLIMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMDGF 1435
NTDB id 1046 H0N27 RS03130 WP 168726941.1 RQIQSTQRHKQLSEAVYRQRESDERRLIMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMDGF 1439
consensus !!!!!! !!! ! ! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EVLNLVRHHDMHQYMPI IMITSRTGEKHRERAFSTLGVNSQYMGKPFQEEDELLEHNIDALFLMVATFEKESELVAKS
NTDB id 77638 H7R46 RS03330 WP 005064363.1 EVLNLVRHHDMHQYMPIIMITSRTGEKHRERAFTLGVNQYMGKPFQEEDLLHNIDALFMTFKEELA. 1501
NTDB id 1046 H0N27 RS03130 WP 168726941.1 EVLNLVRHHDMHQYMPIIMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFESEVKS 1506
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!!!!!*!!*!!!!! * ! !* *
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