
logo MKE I LKTLTEAMTLPEDSYSEQDAEFLE I F IVEE I EE I FVDLQPL ILNEKWMQSENI
TATLTE IRRHFHTLKGSGRMIGAKSSAELAWT

NTDB id 136612 RR32 RS03320 WP 039246477.1 MKEILKTLTEAMTLPEDSYSEQDAEFLEIFVEEIEEIFVDLQPLLNEWMQSENTATLTEIRRHFHTLKGSGRMIGAKSSAELAWT 85
NTDB id 1046 H0N27 RS03130 WP 168726941.1 MKEILKTLTEAMTLPEDSYSEQDAEFLEIFIEEIEEIFVDLQPLINKWMQSENIATLTEIRRHFHTLKGSGRMIGAKSSAELAWT 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!*! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VEDTLNRVINQSTLKQLTPATIQSYVQLVFKFYFLKLVDNFKQKRAHATLVDFRPL I LLGQQLQQQQSLEPALEELLQLSHNTLMTAETI
VTG

NTDB id 136612 RR32 RS03320 WP 039246477.1 VEDTLNRVINQTLKLTPAIQSYVQLVFKFYFLKLVDNFKQKRAHAVDFRPLILLGQQLQQQQSLEPALEELLQLSNTLTAETITG 170
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VEDTLNRVINQSLQLTPTIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPLILLGQQLQQQQSLEPALEELLQLSHTLMAETVTG 170
consensus !!!!!!!!!!!*! !!! !!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!*!!

logo LELDYI EQDNSLAEP I IVEQADTVDHTE IAE INLDETLTLFMEEAEEHLATTIHQFLDQELHQYDESYNAL IRALHTLRGSSAMAQVETI FEAS
NTDB id 136612 RR32 RS03320 WP 039246477.1 LELDYIEQNSLAEPIVEDVDTEIAINLDETLTLFMEEAEEHLTTIHQFLDQELHQYESYNALIRALHTLRGSSAMAQVETIFEAS 255
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LELDYIEQDSLAEPIIQATHTEIEINLDETLTLFMEEAEEHLATIHQFLDQELHQYDSYNALIRALHTLRGSSAMAQVETIFEAS 255
consensus !!!!!!!! !!!!!!* *!!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TKVEHLFKI LLQEELSSHNSDEE I LLLQEYREF IVRDSLELLSKRHYSSNSEQLEARLLQQFNQSWDAYVEQHGDRTDPLMTPSHGLVSQLLLQ
NTDB id 136612 RR32 RS03320 WP 039246477.1 TKVEHLFKILLQEELSSNSDEILLLQEYREFIRDSLELLSKHSSNEQLEARLQQFNQSWDAYVEQHGDRTDPLTPSHGLVSQLLL 340
NTDB id 1046 H0N27 RS03130 WP 168726941.1 TKVEHLFKILLQEELSSHSEEILLLQEYREFVRDSLELLSRYSSSEQLEARLLQFNQSWDAYVEQHGDRTDPLMPSHGLVSQLLQ 340
consensus !!!!!!!!!!!!!!!!!*!*!!!!!!!!!!!*!!!!!!!!**!! !!!!!!! !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!

logo LDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYDEVLLDKPALLLQSDYI FE IYQKAHQQL I
NTDB id 136612 RR32 RS03320 WP 039246477.1 LDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYDVLLDKPLLLQSDYIFEIYQKAHQQLI 425
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYEVLLDKPALLQSDYIFEIYQKAHQQLI 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!! !!!!!!!!!!!!!!!!!!!

logo QLFDALAAGQRVGI
VVKQHQS I LEELKLYTLQHYTPDS IVHSNDLPSQQDPSTSFVEP I

L
F
YNI EAPEPEAVAVAVTVENFLSDSADWAVLGSQSVQQDRQY

NTDB id 136612 RR32 RS03320 WP 039246477.1 QLFDALAAGQRVGIVKQHQSILEELKLYTLHTPSVHNDLSQQDPTSVEPLFNIEAEPEAAVTVENLSDSADWAVLSQSVQQDRQY 510
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QLFDALAAGQRVGVVKQHQSILEELKLYTQYTPDISNDLPQQDSTSFEPIYNIEPEPEVVATVENFSDSADWAVLGQSVQQDRQY 510
consensus !!!!!!!!!!!!!*!!!!!!!!!!!!!!! *!! **!!!*!!!*!! !!**!!!*!!! !!!! !!!!!!!!! !!!!!!!!!

logo I SSTQVNQRNFDAPDLLDI FLEEADEELLEGIDTDLNIWVGEQENFAALNNLMRYLHTLKGGANMVQATYLGLS IATHELES IYERL IQK
NTDB id 136612 RR32 RS03320 WP 039246477.1 ISSTQVNQNFDPDLLDIFLEEADELLEGIDTDLNIWVGEQENFAALNNLMRYLHTLKGGANMVQATYLGSITHELESIYERLIQK 595
NTDB id 1046 H0N27 RS03130 WP 168726941.1 ISSTQVNRNFDADLLDIFLEEAEELLEGIDTDLNIWVGEQENFAALNNLMRYLHTLKGGANMVQATYLGLIAHELESIYERLIQK 595
consensus !!!!!!! !!!*!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!



logo QLVAVTSDPL IDF IRLVQDDLADRLQIMREQQLDYAAPYTINALKRAGQNTSNFQPLVPVVEAVFDASESE I
VFSEQEKLVI SE I

V
I
L IDE I

VPAVE I
L

NTDB id 136612 RR32 RS03320 WP 039246477.1 QLVATSPLIDFIRLVQDDLADRLQIMREQQLDYAAPYTINALKRAGQTSNFQPVPVVEVFDSESEIFSEQELISEVLIDEVPAEI 680
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QLVVTSDLIDFIRLVQDDLADRLQIMREQQLDYAAPYTINALKRAGQNSNFQPLPVVEAFDAESEVFSEQKVISEIIIDEIPVEL 680
consensus !!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!! !! !!!*!!!! *!!!**!!!*! !*

logo EPAVLATELETVHDHDQMVFDNTAVVATELATPVEAMITSTVTSQENEAVAVAVENEQDI ETAVVEQTFLEEAATELLEMADEGSLLKQWFEQRTNRS I LLQ
NTDB id 136612 RR32 RS03320 WP 039246477.1 EPVLTELEVHDDQMVFDNVVAELATPVEAITSVTSQENEAVVEEQDITAVVEQTFLEEAAELLEMADGLLKQWFEQRTNRSILLQ 765
NTDB id 1046 H0N27 RS03130 WP 168726941.1 EPALAELETHHDQ.VFDTAVTELATPVEMITTVTSQENEVAANEQDIEAVVEQTFLEEATELLEMAESLLKQWFEQRTNRSILLQ 764
consensus !! ! !!! !*!!*!!! ! !!!!!!! !!*!!!!!!! !!!! !!!!!!!!!!! !!!!!!* !!!!!!!!!!!!!!!!!

logo LQRAVHSLKGGARMVGLEAVQYAIAYQLENATFEQFALHHFNSNIYDHLLESAIAWLKDAI FKNHNYQHFDGLQQSLENIQFFETNTIQ
NTDB id 136612 RR32 RS03320 WP 039246477.1 LQRAVHSLKGGARMVGLEAVYAIAYQLENTFEQFALHHFNSNIYDHLLESAIAWLKDAIFKHNYQHFDGLQQSLENIQFFETNIQ 850
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LQRAVHSLKGGARMVGLEAVQAIAYQLENAFEQFALHHFNSNIYDHLLESAIAWLKDAIFNHNYQHFDGLQQSLENIQFFETTIQ 849
consensus !!!!!!!!!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!

logo I PATKLTKRATDLFSSEPVMTF IQGDGTEPPPMMGAWEQTERLDQNNEMIRVSADL I EKMIDLSGENS INRSR I EMDLSQFGSHTLVEM
NTDB id 136612 RR32 RS03320 WP 039246477.1 IPAKLTKTDLFSSEPVMTFIQGDGTEPPPMMGAWEQTERLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFGHTLVEM 935
NTDB id 1046 H0N27 RS03130 WP 168726941.1 IPTKLTRADLFSSEPVMTFIQGDGTEPPPMMGAWEQTERLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFSHTLVEM 934
consensus !! !!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo ELAIQRLADQLRRMEGELETQI IAKHGI EHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDHKIRDTESLLLQQSR I
NTDB id 136612 RR32 RS03320 WP 039246477.1 ELAIQRLADQLRRMEGELETQIIAKHGIEHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSHKIRDTESLLLQQSRI 1020
NTDB id 1046 H0N27 RS03130 WP 168726941.1 ELAIQRLADQLRRMEGELETQIIAKHGIEHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSRI 1019
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!

logo QAE IQEGLMRTRLVPFSRLLPRLQR IVRQTSTALNRPAELFVNNTEGELDRNI LERLVTPLEHMLRNAIDHGLEDRAQRQKQANKP
NTDB id 136612 RR32 RS03320 WP 039246477.1 QAEIQEGLMRTRLVPFSRLLPRLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVTPLEHMLRNAIDHGLEDRAQRQKANKP 1105
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QAEIQEGLMRTRLVPFSRLLPRLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVTPLEHMLRNAIDHGLEDRAQRQQANKP 1104
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!

logo EATGR I ELNIQRQGTDVVVVFSDDGQGIDVEKVRQKALLAGL IKPEQDLEEQQDI LQL I FHPGLSTAEQI
VTQI SGRGVGLDVVQSDI

NTDB id 136612 RR32 RS03320 WP 039246477.1 EAGRIELNIQRQGTDVVVVFSDDGQGIDVEKVRQKALLAGLIKPEQDLEEQDILQLIFHPGLSTAEQITQISGRGVGLDVVQSDI 1190
NTDB id 1046 H0N27 RS03130 WP 168726941.1 ETGRIELNIQRQGTDVVVVFSDDGQGIDVEKVRQKALLAGLIKPEQDLEQQDILQLIFHPGLSTAEQVTQISGRGVGLDVVQSDI 1189
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!



logo KASLGGHVSVDESVYGKQGTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDR I IVRVSPASLEQYFESPKQELFEYENKRYPLRYLSE
NTDB id 136612 RR32 RS03320 WP 039246477.1 KALGGHVSVDSVYGKGTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIVRVSPASLEQYFESPKELFEYENKRYPLRYLSE 1275
NTDB id 1046 H0N27 RS03130 WP 168726941.1 KSLGGHVSVESVYGQGTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIIRVSPASLEQYFESPQELFEYENKRYPLRYLSE 1274
consensus ! !!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!

logo FVGNQP I
MPRLNGMVMYSLPVLMIKANNGQTVALLVDQL IGSRAQIVVKP IGQQFSS IGAIAGATI LGDGQVCL I LDGQNIARQIQS

NTDB id 136612 RR32 RS03320 WP 039246477.1 FVGNQPMPRLNGMMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIARQIQS 1360
NTDB id 1046 H0N27 RS03130 WP 168726941.1 FVGNQPIPRLNGVMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIARQIQS 1359
consensus !!!!!!*!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TPQRHKQLSEAVYRQRESDERRL IVMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAI EQLENIKPDLMLLDI EMPRMDGFEVLNL
NTDB id 136612 RR32 RS03320 WP 039246477.1 TPRHKQLSEAVYRQRESDERRLVMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMDGFEVLNL 1445
NTDB id 1046 H0N27 RS03130 WP 168726941.1 TQRHKQLSEAVYRQRESDERRLIMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMDGFEVLNL 1444
consensus !*!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VRHHDMHQYMPI IMITSRTGEKHRERAFLSLGVSQYMGKPFQEEELLENIDALLVAFESEVKS
NTDB id 136612 RR32 RS03320 WP 039246477.1 VRHHDMHQYMPIIMITSRTGEKHRERAFLLGVSQYMGKPFQEEELLENIDALLVAFESEVKS 1507
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VRHHDMHQYMPIIMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFESEVKS 1506
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


