
logo MKE I LKTLTEAMTLPEDSYSEQDAEFLE I F I EE I EE I FVDLQPL INKWMQSENIATLTE IRRHFHTLKGSGRMIGAKSSA
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 MKEILKTLTEAMTLPEDSYSEQDAEFLEIFIEEIEEIFVDLQPLINKWMQSENIATLTEIRRHFHTLKGSGRMIGAKSSA 80
NTDB id 1046 H0N27 RS03130 WP 168726941.1 MKEILKTLTEAMTLPEDSYSEQDAEFLEIFIEEIEEIFVDLQPLINKWMQSENIATLTEIRRHFHTLKGSGRMIGAKSSA 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ELAWTVEDTLNRVINQSLQLTPTIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPL I LLGQQLQQQQSLEPALEELLQLS
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 ELAWTVEDTLNRVINQSLQLTPTIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPLILLGQQLQQQQSLEPALEELLQLS 160
NTDB id 1046 H0N27 RS03130 WP 168726941.1 ELAWTVEDTLNRVINQSLQLTPTIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPLILLGQQLQQQQSLEPALEELLQLS 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

H
NTLMTAETVTGLELDYI EQDSLAEP I IQADTHTE I E INLDETLTLFMEEAEEHLATIHQFLDQELHQYDSYNAL IRALHTLR

NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 NTLTAETVTGLELDYIEQDSLAEPIIQDTHTEIEINLDETLTLFMEEAEEHLATIHQFLDQELHQYDSYNALIRALHTLR 240
NTDB id 1046 H0N27 RS03130 WP 168726941.1 HTLMAETVTGLELDYIEQDSLAEPIIQATHTEIEINLDETLTLFMEEAEEHLATIHQFLDQELHQYDSYNALIRALHTLR 240
consensus *!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GSSAMAQVETI FEASTKVEHLFKI LLQEELSSHSEE I LLLQEYREFVRDSLELLSRYSSSEQLEARLLQQFNQFSWDASYVEQ
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 GSSAMAQVETIFEASTKVEHLFKILLQEELSSHSEEILLLQEYREFVRDSLELLSRYSSSEQLEARLQQFNQFWDSYVEQ 320
NTDB id 1046 H0N27 RS03130 WP 168726941.1 GSSAMAQVETIFEASTKVEHLFKILLQEELSSHSEEILLLQEYREFVRDSLELLSRYSSSEQLEARLLQFNQSWDAYVEQ 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !! !!!!

logo HGDRTDPLMPSHGLVSQLLQLDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYEV
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 HGDRTDPLMPSHGLVSQLLQLDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYEV 400
NTDB id 1046 H0N27 RS03130 WP 168726941.1 HGDRTDPLMPSHGLVSQLLQLDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYEV 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LLDKPALLQSDYI FE IYQKAHQQL IQLFDALAAGQRVGVVKQHQS I LEELKLYTQYTPDI SNDLPQQDSTSFEP I SYNI EPQ
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 LLDKPALLQSDYIFEIYQKAHQQLIQLFDALAAGQRVGVVKQHQSILEELKLYTQYTPDISNDLPQQDSTSFEPISNIEQ 480
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LLDKPALLQSDYIFEIYQKAHQQLIQLFDALAAGQRVGVVKQHQSILEELKLYTQYTPDISNDLPQQDSTSFEPIYNIEP 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!*

logo EPEVVATVENFSDSAVDWAVLGQSVQQDRQYI SSTQVNRNFDADLLDI FLEEAEELLEGIDTDLNIWVGEQENFAALNNLM
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 EPEVVATVENFSDSVDWAVLGQSVQQDRQYISSTQVNRNFDADLLDIFLEEAEELLEGIDTDLNIWVGEQENFAALNNLM 560
NTDB id 1046 H0N27 RS03130 WP 168726941.1 EPEVVATVENFSDSADWAVLGQSVQQDRQYISSTQVNRNFDADLLDIFLEEAEELLEGIDTDLNIWVGEQENFAALNNLM 560
consensus !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo RYLHTLKGGANMVQATYLGL IAHELES IYERL IQKQLVAVTSDL IDF IRLVQDDLADRLQI
VMREQQLDYAAPYTINALKRA

NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 RYLHTLKGGANMVQATYLGLIAHELESIYERLIQKQLVATSDLIDFIRLVQDDLADRLQVMREQQLDYAAPYTINALKRA 640
NTDB id 1046 H0N27 RS03130 WP 168726941.1 RYLHTLKGGANMVQATYLGLIAHELESIYERLIQKQLVVTSDLIDFIRLVQDDLADRLQIMREQQLDYAAPYTINALKRA 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo GQNSNFQPLPVVEAFDATESE I
VFSEQEKVI SE I I IDE IPVELEPALAELETHHDQVFDTAVTELATPVEMITTVTSQENSE I

VA
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 GQNSNFQPLPVVEAFDTESEIFSEQEVISEIIIDEIPVELEPALAELETHHDQVFDTAVTELATPVEMITTVTSQESEIA 720
NTDB id 1046 H0N27 RS03130 WP 168726941.1 GQNSNFQPLPVVEAFDAESEVFSEQKVISEIIIDEIPVELEPALAELETHHDQVFDTAVTELATPVEMITTVTSQENEVA 720
consensus !!!!!!!!!!!!!!!! !!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!

logo ADNEQDI EAVVEQTFLEEATELLEMAESLLKQWFEQRTNRS I LLQLQRAVHSLKGGARMVGLEAVQAIAYQLENAFEQFAL
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 ADEQDIEAVVEQTFLEEATELLEMAESLLKQWFEQRTNRSILLQLQRAVHSLKGGARMVGLEAVQAIAYQLENAFEQFAL 800
NTDB id 1046 H0N27 RS03130 WP 168726941.1 ANEQDIEAVVEQTFLEEATELLEMAESLLKQWFEQRTNRSILLQLQRAVHSLKGGARMVGLEAVQAIAYQLENAFEQFAL 800
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HHFNSNIYDHLLESAIAWLKDAI FNHNYQHFDGLQQSLENIQFFETTIQIPTKLTRADLFSSEPVMTF IQGDGTEPPPMM
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 HHFNSNIYDHLLESAIAWLKDAIFNHNYQHFDGLQQSLENIQFFETTIQIPTKLTRADLFSSEPVMTFIQGDGTEPPPMM 880
NTDB id 1046 H0N27 RS03130 WP 168726941.1 HHFNSNIYDHLLESAIAWLKDAIFNHNYQHFDGLQQSLENIQFFETTIQIPTKLTRADLFSSEPVMTFIQGDGTEPPPMM 880
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GAWEQTERLDQNNEMIRVSADL I EKMIDLSGENS INRSR I EMDLSQFSHTLVEMELAIQRLADQLRRMEGELETQI IAKH
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 GAWEQTERLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFSHTLVEMELAIQRLADQLRRMEGELETQIIAKH 960
NTDB id 1046 H0N27 RS03130 WP 168726941.1 GAWEQTERLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFSHTLVEMELAIQRLADQLRRMEGELETQIIAKH 960
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GI EHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSR IQAE IQEGLMRTRLVPFSRLLP
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 GIEHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSRIQAEIQEGLMRTRLVPFSRLLP 1040
NTDB id 1046 H0N27 RS03130 WP 168726941.1 GIEHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSRIQAEIQEGLMRTRLVPFSRLLP 1040
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RLQR IVRQTSTALNRPAELFVNNTEGELDRNI LERLVTPLEHMLRNAIDHGLEDRAMQRQQANKPETGR I ELNIQRQGTDV
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 RLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVTPLEHMLRNAIDHGLEDRMQRQQANKPETGRIELNIQRQGTDV 1120
NTDB id 1046 H0N27 RS03130 WP 168726941.1 RLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVTPLEHMLRNAIDHGLEDRAQRQQANKPETGRIELNIQRQGTDV 1120
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!



logo VVVFSDDGQGIDVEKVRQKALLAGL IKPEQDLEQQDI LQL I FHPGLSTAEQVTQI SGRGVGLDVVQSDIKSLGGHVSVES
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 VVVFSDDGQGIDVEKVRQKALLAGLIKPEQDLEQQDILQLIFHPGLSTAEQVTQISGRGVGLDVVQSDIKSLGGHVSVES 1200
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VVVFSDDGQGIDVEKVRQKALLAGLIKPEQDLEQQDILQLIFHPGLSTAEQVTQISGRGVGLDVVQSDIKSLGGHVSVES 1200
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VYGQGTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDR I IRVSPASLEQYFESPQELFEYENKRYPLRYLSEFVGNQP
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 VYGQGTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIIRVSPASLEQYFESPQELFEYENKRYPLRYLSEFVGNQP 1280
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VYGQGTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIIRVSPASLEQYFESPQELFEYENKRYPLRYLSEFVGNQP 1280
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I PRLNGVMYSLPVLMIKANNGQTVALLVDQL IGSRAQIVVKP IGQQFSS IGAIAGATI LGDGQVCL I LDGQNIARQIQST
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 IPRLNGVMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIARQIQST 1360
NTDB id 1046 H0N27 RS03130 WP 168726941.1 IPRLNGVMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIARQIQST 1360
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

Q
RRHKQLSEAVYRQRESDERRL IMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAI EQLENIKPDLMLLDI EMPRMDGFE

NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 RRHKQLSEAVYRQRESDERRLIMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMDGFE 1440
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QRHKQLSEAVYRQRESDERRLIMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMDGFE 1440
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VLNLVRHHDMHQYMPI IMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFSESEVKS
NTDB id 1024784 AB3L00 RS03220 WP 368218562.1 VLNLVRHHDMHQYMPIIMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVASESEVKS 1506
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VLNLVRHHDMHQYMPIIMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFESEVKS 1506
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!

X non conserved

X similar

X ≥ 50% conserved


