
logo MKE I LKTLTEAMTLPEDSYSEQDAEFLE I F I EE I EE I FVDLQPL INKWMQSENIATLTE IRRHFHTLKGSGRMIGAKSSA
NTDB id 272257 AM457 RS01030 WP 104889640.1 MKEILKTLTEAMTLPEDSYSEQDAEFLEIFIE...EIFVDLQPLINKWMQSENIATLTEIRRHFHTLKGSGRMIGAKSSA 77
NTDB id 1046 H0N27 RS03130 WP 168726941.1 MKEILKTLTEAMTLPEDSYSEQDAEFLEIFIEEIEEIFVDLQPLINKWMQSENIATLTEIRRHFHTLKGSGRMIGAKSSA 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!***!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ELAWTVEDTLNRVINQSLQLTPTIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPL I LLGQQLQQQQSLEPALEELLQLS
NTDB id 272257 AM457 RS01030 WP 104889640.1 ELAWTVEDTLNRVINQSLQLTPTIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPLILLGQQLQQQQSLEPALEELLQLS 157
NTDB id 1046 H0N27 RS03130 WP 168726941.1 ELAWTVEDTLNRVINQSLQLTPTIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPLILLGQQLQQQQSLEPALEELLQLS 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

H
NTLMTAETVTGLELDGYI EQDSLAEP I IQATTHTE I E INLDETLTLFMEEAEEHLATIHQFLDQELHQYDSYNAL IRALHTLR

NTDB id 272257 AM457 RS01030 WP 104889640.1 NTLTAETVTGLELGYIEQDSLAEPIIQTTHTEIEINLDETLTLFMEEAEEHLATIHQFLDQELHQYDSYNALIRALHTLR 237
NTDB id 1046 H0N27 RS03130 WP 168726941.1 HTLMAETVTGLELDYIEQDSLAEPIIQATHTEIEINLDETLTLFMEEAEEHLATIHQFLDQELHQYDSYNALIRALHTLR 240
consensus *!! !!!!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GSSAMAQVETI FEASTKVEHLFKI LLQEELSSHSEE I LLLQEYREFVRDSLELLSRYSSSEQLEARLLQQFNQSWDAYVEQ
NTDB id 272257 AM457 RS01030 WP 104889640.1 GSSAMAQVETIFEASTKVEHLFKILLQEELSSHSEEILLLQEYREFVRDSLELLSRYSSSEQLEARLQQFNQSWDAYVEQ 317
NTDB id 1046 H0N27 RS03130 WP 168726941.1 GSSAMAQVETIFEASTKVEHLFKILLQEELSSHSEEILLLQEYREFVRDSLELLSRYSSSEQLEARLLQFNQSWDAYVEQ 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!

logo HGDRTDPLMPSHGLVSQLLQLDVSELLDAELDFEKGIRNEFPDYLERLSEQADNLLLQHTHSQAMLGLHEYTSQLKESYEV
NTDB id 272257 AM457 RS01030 WP 104889640.1 HGDRTDPLMPSHGLVSQLLQLDVSELLDAELDFEKGIRNEFPDYLERLSEQANLLLQHTHSQAMLGLHEYTSQLKESYEV 397
NTDB id 1046 H0N27 RS03130 WP 168726941.1 HGDRTDPLMPSHGLVSQLLQLDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYEV 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LLDKPALLQSDYI FE IYQKAHQQL IQLFDALAAGQRVGVVKQHQS I LEELKLYTQYTPDI
LSNDLPQQDSTSFEP I SYNI EP

NTDB id 272257 AM457 RS01030 WP 104889640.1 LLDKPALLQSDYIFEIYQKAHQQLIQLFDALAAGQRVGVVKQHQSILEELKLYTQYTPDLSNDLPQQDSTSFEPISNIEP 477
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LLDKPALLQSDYIFEIYQKAHQQLIQLFDALAAGQRVGVVKQHQSILEELKLYTQYTPDISNDLPQQDSTSFEPIYNIEP 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!! !!!!

logo EPEVVATVENFSDSADWAVLGQSVQQDRQYI SSTQVNRNFDADLLDI FLEEAEELLEGIDTDLNIWVGEQENFAALNNLM
NTDB id 272257 AM457 RS01030 WP 104889640.1 EPEVVATVENFSDSADWAVLGQSVQQDRQYISSTQVNRNFDADLLDIFLEEAEELLEGIDTDLNIWVGEQENFAALNNLM 557
NTDB id 1046 H0N27 RS03130 WP 168726941.1 EPEVVATVENFSDSADWAVLGQSVQQDRQYISSTQVNRNFDADLLDIFLEEAEELLEGIDTDLNIWVGEQENFAALNNLM 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo RYLHTLKGGANMVQATYLGL IAHELES IYERL IQKQLVAVTSDL IDF IRLVQDDLADRLQIMREQQLDYAAPYTINALKRA
NTDB id 272257 AM457 RS01030 WP 104889640.1 RYLHTLKGGANMVQATYLGLIAHELESIYERLIQKQLVATSDLIDFIRLVQDDLADRLQIMREQQLDYAAPYTINALKRA 637
NTDB id 1046 H0N27 RS03130 WP 168726941.1 RYLHTLKGGANMVQATYLGLIAHELESIYERLIQKQLVVTSDLIDFIRLVQDDLADRLQIMREQQLDYAAPYTINALKRA 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GQNSNFQPLPSVVDEAFDATESE I
VFSEQEKVI SE I

V I IDE IPVELEPALAELEATHHDQVFDTAVTELATPVEMVITSTVTSQENERVA
NTDB id 272257 AM457 RS01030 WP 104889640.1 GQNSNFQPLSVVDAFDTESEIFSEQEVISEVIIDEIPVELEPALAELEAHHDQVFDTAVTELATPVEVITSVTSQENRVA 717
NTDB id 1046 H0N27 RS03130 WP 168726941.1 GQNSNFQPLPVVEAFDAESEVFSEQKVISEIIIDEIPVELEPALAELETHHDQVFDTAVTELATPVEMITTVTSQENEVA 720
consensus !!!!!!!!!*!!*!!! !!!*!!!! !!!!*!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!*!!*!!!!!! !!

logo ANEQDI EAVVEQTFLEEATELLEMAESLLKQWFEQRTNRS I LLQLQRAMVHSLKGGARMVGLEAVQAIAYQLENAFEQFAL
NTDB id 272257 AM457 RS01030 WP 104889640.1 ANEQDIEAVVEQTFLEEATELLEMAESLLKQWFEQRTNRSILLQLQRAMHSLKGGARMVGLEAVQAIAYQLENAFEQFAL 797
NTDB id 1046 H0N27 RS03130 WP 168726941.1 ANEQDIEAVVEQTFLEEATELLEMAESLLKQWFEQRTNRSILLQLQRAVHSLKGGARMVGLEAVQAIAYQLENAFEQFAL 800
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HHFNSNIYDHLLESAIAWLKDAI FNHNYQHFDGLQQSLENIQFFETTIQIPTKLTRADLFSSEPVMTF IQGDGTEPPPMM
NTDB id 272257 AM457 RS01030 WP 104889640.1 HHFNSNIYDHLLESAIAWLKDAIFNHNYQHFDGLQQSLENIQFFETTIQIPTKLTRADLFSSEPVMTFIQGDGTEPPPMM 877
NTDB id 1046 H0N27 RS03130 WP 168726941.1 HHFNSNIYDHLLESAIAWLKDAIFNHNYQHFDGLQQSLENIQFFETTIQIPTKLTRADLFSSEPVMTFIQGDGTEPPPMM 880
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GAWEQTERLDQNNEMIRVSADL I EKMIDLSGENS INRSR I EMDLSQFSHTLVEMELAIQRLADQLRRMEGELETQI IAKH
NTDB id 272257 AM457 RS01030 WP 104889640.1 GAWEQTERLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFSHTLVEMELAIQRLADQLRRMEGELETQIIAKH 957
NTDB id 1046 H0N27 RS03130 WP 168726941.1 GAWEQTERLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFSHTLVEMELAIQRLADQLRRMEGELETQIIAKH 960
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GI EHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSR IQAE IQEGLMRTRLVPFSRLLP
NTDB id 272257 AM457 RS01030 WP 104889640.1 GIEHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSRIQAEIQEGLMRTRLVPFSRLLP 1037
NTDB id 1046 H0N27 RS03130 WP 168726941.1 GIEHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSRIQAEIQEGLMRTRLVPFSRLLP 1040
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RLQR IVRQTSTALNRPAELFVNNTEGELDRNI LERLVI
TPLEHMLRNAIDHGLEDRAQRQQANKPETGR I ELNIQRQGTDV

NTDB id 272257 AM457 RS01030 WP 104889640.1 RLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVIPLEHMLRNAIDHGLEDRAQRQQANKPETGRIELNIQRQGTDV 1117
NTDB id 1046 H0N27 RS03130 WP 168726941.1 RLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVTPLEHMLRNAIDHGLEDRAQRQQANKPETGRIELNIQRQGTDV 1120
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo VVVFSDDGQGIDVEKVRQKALLAGL IKPEQDLEQQDI LQL I FHPGLSTAEQVTQI SGRGVGLDVVQSDIKSLGGHVSVES
NTDB id 272257 AM457 RS01030 WP 104889640.1 VVVFSDDGQGIDVEKVRQKALLAGLIKPEQDLEQQDILQLIFHPGLSTAEQVTQISGRGVGLDVVQSDIKSLGGHVSVES 1197
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VVVFSDDGQGIDVEKVRQKALLAGLIKPEQDLEQQDILQLIFHPGLSTAEQVTQISGRGVGLDVVQSDIKSLGGHVSVES 1200
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VYGQGTTFMTIRVPTTVAVSDALMVKVADQQFAIPLAQIDR I IRVSPASLEQYFESPQELFEYENKRRYPLRYLSEFVGNQP
NTDB id 272257 AM457 RS01030 WP 104889640.1 VYGQGTTFMIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIIRVSPASLEQYFESPQELFEYENRRYPLRYLSEFVGNQP 1277
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VYGQGTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIIRVSPASLEQYFESPQELFEYENKRYPLRYLSEFVGNQP 1280
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!

logo I PRLNGVMYSLPVLMIKANNGQTVALLVDQL IGSRAQIVVKP IGQQFSS IGAIAGATI LGDGQVCL I LDGQNIARQIQST
NTDB id 272257 AM457 RS01030 WP 104889640.1 IPRLNGVMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIARQIQST 1357
NTDB id 1046 H0N27 RS03130 WP 168726941.1 IPRLNGVMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIARQIQST 1360
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QRHKQLSEAVYRHQRESDERRL IMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAI EQLENIKPDLMLLDI EMPRMDGFE
NTDB id 272257 AM457 RS01030 WP 104889640.1 QRHKQLSEAVYRHRESDERRLIMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMDGFE 1437
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QRHKQLSEAVYRQRESDERRLIMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMDGFE 1440
consensus !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VLNLVRHHDI
MHQYMPI IMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFSDESEVKS

NTDB id 272257 AM457 RS01030 WP 104889640.1 VLNLVRHHDIHQYMPIIMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVASDSEVKS 1503
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VLNLVRHHDMHQYMPIIMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFESEVKS 1506
consensus !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!
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X ≥ 50% conserved


