
logo MKE I LKTLTEAMTLPEDSYSEQDAEFLE I F I EE I EE I FVDLQPL INKWMQSENIATLTE IRRHFHTLKGSGRMIGAKSSAELAWT
NTDB id 120583 BL01 RS13915 WP 000658903.1 MKEILKTLTEAMTLPEDSYSEQDAEFLEIFIEEIEEIFVDLQPLINKWMQSENIATLTEIRRHFHTLKGSGRMIGAKSSAELAWT 85
NTDB id 1046 H0N27 RS03130 WP 168726941.1 MKEILKTLTEAMTLPEDSYSEQDAEFLEIFIEEIEEIFVDLQPLINKWMQSENIATLTEIRRHFHTLKGSGRMIGAKSSAELAWT 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VEDTLNRVINQSLQLTPTIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPL I LLGQQLQQQQSLEPALEELLQLSHNTLMTAETVTG
NTDB id 120583 BL01 RS13915 WP 000658903.1 VEDTLNRVINQSLQLTPTIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPLILLGQQLQQQQSLEPALEELLQLSNTLTAETVTG 170
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VEDTLNRVINQSLQLTPTIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPLILLGQQLQQQQSLEPALEELLQLSHTLMAETVTG 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!

logo LELDYI EQDSLAEP I IQATHTE I E INLDETLTLFMEEAEEHLATIHQFLDQELHQYDSYNAL IRALHTLRGSSAMAQVETI FEAS
NTDB id 120583 BL01 RS13915 WP 000658903.1 LELDYIEQDSLAEPIIQATHTEIEINLDETLTLFMEEAEEHLATIHQFLDQELHQYDSYNALIRALHTLRGSSAMAQVETIFEAS 255
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LELDYIEQDSLAEPIIQATHTEIEINLDETLTLFMEEAEEHLATIHQFLDQELHQYDSYNALIRALHTLRGSSAMAQVETIFEAS 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TKVEHLFKI LLQEELSSHSEE I LLLQEYREFVRDSLELLSRYSSSEQLEARLLQQFNQSWDAYVEQHGDRTDPLMPSHGLVSQLLQ
NTDB id 120583 BL01 RS13915 WP 000658903.1 TKVEHLFKILLQEELSSHSEEILLLQEYREFVRDSLELLSRYSSSEQLEARLQQFNQSWDAYVEQHGDRTDPLMPSHGLVSQLLQ 340
NTDB id 1046 H0N27 RS03130 WP 168726941.1 TKVEHLFKILLQEELSSHSEEILLLQEYREFVRDSLELLSRYSSSEQLEARLLQFNQSWDAYVEQHGDRTDPLMPSHGLVSQLLQ 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYEVLLDKPATLLQSDYI FE IYQKAHQQL I
NTDB id 120583 BL01 RS13915 WP 000658903.1 LDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYEVLLDKPTLLQSDYIFEIYQKAHQQLI 425
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYEVLLDKPALLQSDYIFEIYQKAHQQLI 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!

logo QLFDALAAGQRVGI
VVKQHQS I LEELKLYTQYTPDI

LSNDLPQQDSTSFEP I SYNI EPQEPEVVATVENFSDSAVDWAVLGQSVQQDRQY
NTDB id 120583 BL01 RS13915 WP 000658903.1 QLFDALAAGQRVGIVKQHQSILEELKLYTQYTPDLSNDLPQQDSTSFEPISNIEQEPEVVATVENFSDSVDWAVLGQSVQQDRQY 510
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QLFDALAAGQRVGVVKQHQSILEELKLYTQYTPDISNDLPQQDSTSFEPIYNIEPEPEVVATVENFSDSADWAVLGQSVQQDRQY 510
consensus !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!!!! !!!!!!!!!!!!!!!

logo I SSTQVNRNFDADLLDI FLEEAEELLEGIDTDLNIWVGEQENFAALNNLMRYLHTLKGGANMVQATYLGL IAHELES IYERL IQK
NTDB id 120583 BL01 RS13915 WP 000658903.1 ISSTQVNRNFDADLLDIFLEEAEELLEGIDTDLNIWVGEQENFAALNNLMRYLHTLKGGANMVQATYLGLIAHELESIYERLIQK 595
NTDB id 1046 H0N27 RS03130 WP 168726941.1 ISSTQVNRNFDADLLDIFLEEAEELLEGIDTDLNIWVGEQENFAALNNLMRYLHTLKGGANMVQATYLGLIAHELESIYERLIQK 595
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo QLVAVTSDL IDF IRLVQDDLADRLQIMREQQLDYAAPYTINALKRAGQNSNFQPLPVVEAFDATESE I
VFSEQEKVI SE I

V I IDE IPVEL
NTDB id 120583 BL01 RS13915 WP 000658903.1 QLVATSDLIDFIRLVQDDLADRLQIMREQQLDYAAPYTINALKRAGQNSNFQPLPVVEAFDTESEIFSEQEVISEVIIDEIPVEL 680
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QLVVTSDLIDFIRLVQDDLADRLQIMREQQLDYAAPYTINALKRAGQNSNFQPLPVVEAFDAESEVFSEQKVISEIIIDEIPVEL 680
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!*!!!! !!!!*!!!!!!!!!

logo EPALAELETHHDQVFDTAAVTELATPVEMVITSTVTSQENSE I
VAADNEQDI EAVVEQTFLEEATELLEMAESLLKQWFEQRTNRS I LLQL

NTDB id 120583 BL01 RS13915 WP 000658903.1 EPALAELETHHDQVFDTAATELATPVEVITSVTSQESEIAADEQDIEAVVEQTFLEEATELLEMAESLLKQWFEQRTNRSILLQL 765
NTDB id 1046 H0N27 RS03130 WP 168726941.1 EPALAELETHHDQVFDTAVTELATPVEMITTVTSQENEVAANEQDIEAVVEQTFLEEATELLEMAESLLKQWFEQRTNRSILLQL 765
consensus !!!!!!!!!!!!!!!!!! !!!!!!!!*!!*!!!!! !*!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QRAVHSLKGGARMVGLEAVQAIAYQLENAFEQFALHHFNSNIYDHLLESAIAWLKDAI FNHNYQHFDGLQQSLENIQFFETTIQI
NTDB id 120583 BL01 RS13915 WP 000658903.1 QRAVHSLKGGARMVGLEAVQAIAYQLENAFEQFALHHFNSNIYDHLLESAIAWLKDAIFNHNYQHFDGLQQSLENIQFFETTIQI 850
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QRAVHSLKGGARMVGLEAVQAIAYQLENAFEQFALHHFNSNIYDHLLESAIAWLKDAIFNHNYQHFDGLQQSLENIQFFETTIQI 850
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PTKLTRADLFNSSEPVMTF IQGDGTEPPPMMGAWEQTERLDQNNEMIRVSADL I EKMIDLSGENS INRSR I EMDLSQFSHTLVEME
NTDB id 120583 BL01 RS13915 WP 000658903.1 PTKLTRADLFNSEPVMTFIQGDGTEPPPMMGAWEQTERLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFSHTLVEME 935
NTDB id 1046 H0N27 RS03130 WP 168726941.1 PTKLTRADLFSSEPVMTFIQGDGTEPPPMMGAWEQTERLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFSHTLVEME 935
consensus !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LAIQRLADQLRRMEGELETQI IAKHGI EHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSR IQ
NTDB id 120583 BL01 RS13915 WP 000658903.1 LAIQRLADQLRRMEGELETQIIAKHGIEHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSRIQ 1020
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LAIQRLADQLRRMEGELETQIIAKHGIEHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSRIQ 1020
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AE IQEGLMRTRLVPFSRLLPRLQR IVRQTSTALNRPAELFVNNTEGELDRNI LERLVTPLEHMLRNAIDHGLEDRAMQRQQANKPE
NTDB id 120583 BL01 RS13915 WP 000658903.1 AEIQEGLMRTRLVPFSRLLPRLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVTPLEHMLRNAIDHGLEDRMQRQQANKPE 1105
NTDB id 1046 H0N27 RS03130 WP 168726941.1 AEIQEGLMRTRLVPFSRLLPRLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVTPLEHMLRNAIDHGLEDRAQRQQANKPE 1105
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!

logo TGR I ELNIQRQGTDVVVVFSDDGQGIDVEKVRQKALLAGL IKPEQDLEQQDI LQL I FHPGLSTAEQVTQI SGRGVGLDVVQSDIK
NTDB id 120583 BL01 RS13915 WP 000658903.1 TGRIELNIQRQGTDVVVVFSDDGQGIDVEKVRQKALLAGLIKPEQDLEQQDILQLIFHPGLSTAEQVTQISGRGVGLDVVQSDIK 1190
NTDB id 1046 H0N27 RS03130 WP 168726941.1 TGRIELNIQRQGTDVVVVFSDDGQGIDVEKVRQKALLAGLIKPEQDLEQQDILQLIFHPGLSTAEQVTQISGRGVGLDVVQSDIK 1190
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo SLGGHVSVESVYGQGTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDR I IRVSPASLEQYFESPQELFEYENKRYPLRYLSEF
NTDB id 120583 BL01 RS13915 WP 000658903.1 SLGGHVSVESVYGQGTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIIRVSPASLEQYFESPQELFEYENKRYPLRYLSEF 1275
NTDB id 1046 H0N27 RS03130 WP 168726941.1 SLGGHVSVESVYGQGTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIIRVSPASLEQYFESPQELFEYENKRYPLRYLSEF 1275
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VGNQP IPRLNGVMYSLPVLMIKANNGQTVALLVDQL IGSRAQIVVKP IGQQFSS IGAIAGATI LGDGQVCL I LDGQNIARQIQST
NTDB id 120583 BL01 RS13915 WP 000658903.1 VGNQPIPRLNGVMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIARQIQST 1360
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VGNQPIPRLNGVMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIARQIQST 1360
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QRHKQLSEAVYRHQRESDERRL IMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAI EQLENIKPDLMLLDI EMPRMDGFEVLNLV
NTDB id 120583 BL01 RS13915 WP 000658903.1 QRHKQLSEAVYRHRESDERRLIMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMDGFEVLNLV 1445
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QRHKQLSEAVYRQRESDERRLIMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMDGFEVLNLV 1445
consensus !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RHHDMHQYMPI IMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFSDESEVKS
NTDB id 120583 BL01 RS13915 WP 000658903.1 RHHDMHQYMPIIMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVASDSEVKS 1506
NTDB id 1046 H0N27 RS03130 WP 168726941.1 RHHDMHQYMPIIMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFESEVKS 1506
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!

X non conserved

X similar

X ≥ 50% conserved


