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TKPAKDGSTWTDDQWKNAIVSSTGQRDI LVAAAAGSGKTAVLVER I

MIRKITAKEKENP IDVDRLLVVTFTNASAAEMKHRIAGEALEKE I
L

NTDB id 420438 M654 RS07640 WP 077737082.1 MDMTKPKGSTWTDDQWKAIVSSGRDILVAAAAGSGKTAVLVERIIRKITKKENPIDVDRLLVVTFTNASAAEMKHRIGEALEKEI 85
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
consensus ! **!! !!!!!!!! !!!!*! !!!!!!!!!!!!!!!!!!!*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!*
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LDPAGFR IADQTEGEL ILGDEVLDELFEDEYAKKGDEKPAFFELVDRYTT
NTDB id 420438 M654 RS07640 WP 077737082.1 AENPGSLHLRRQLALLNRASISTLHSFCLQVIRKYYYLIDIDPAFRIADQTEGELLGDEVLDELFEDEYKKGDPAFFELVDRYTT 170
NTDB id 119 BSU 10630 NP 388944.2 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
consensus !!!!!*!!!! !!!!!!!!!!!!!!!!!**!!!!!!!*!!*!!!!!!!!!!!*!!!!!!!!!!!!! !!**!!!!!!!!!!!

logo DRHDLDLQFYLVKQRVYEFYSRSHPDNPEAGWLEI STFAVDHLYDAVGSEQDKSTAGI
VEESLPFYPQYI

VKEDIALMVLENGAKREKLALRALELATKAQPGGPAPRADE
NTDB id 420438 M654 RS07640 WP 077737082.1 DRHDLDLQYLVKRVYEFSRSHPDPEGWLITFADLYDAGQDTGVESLPFYPYIKEDIALVLEGAREKLARALELAKQPGGPAPRAE 255
NTDB id 119 BSU 10630 NP 388944.2 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
consensus !!!!!!!!*!!! !!!*!!!!! !!*!! *! *!!! ***! !!!!*!*!!!!!*!! !!*!!! !!!!! ! !!!!!!!!*

logo NFALDDLAQIDERL I EQHKQDDFSAELYEKLRVPAVSFKRAKAPCVKGDEFDEPAL ILDEATDELRNGAKKLQLEKLKSTDYFATRSTPDEQHLKTDSLAKAEMKP
NTDB id 420438 M654 RS07640 WP 077737082.1 NFADDLAQIDRLIEHKDDFSALYELVPAVSFKRAKPCKGDEFEPALIDEATELRNGAKKQLEKLKSDYFARTPDQHLTDLKAMKP 340
NTDB id 119 BSU 10630 NP 388944.2 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
consensus !! !!!!!!! !! ! !!!! !! !!!!!!!!!!**!!!!!*!!!*!!!!*!!!!!!! !!!!!*!!! !*!*!!! ! !!!

logo VIDETLVKQLVI
L
E
SYGKRFYEKAAKQEKAS I IVDFSDLEHDYCLAI LATAQEKNDEAKGERTEVPSEAAKRFHYQREHQFHEVLVDEYQDTNLVQEAS I LKQLVATKS

NTDB id 420438 M654 RS07640 WP 077737082.1 VIDTLVKLVLEYGKRYKAAKQEKAIVDFSDLEHDCLAILAQKNEAGETVPSEAAKHYRHQFHEVLVDEYQDTNLVQEAILKLVAK 425
NTDB id 119 BSU 10630 NP 388944.2 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
consensus !!*!!! !!* !!!!* !!!!!! !*!!!!!!! !!!!! !* !! !!!!!**! *!!!!!!!!!!!!!!!!!! !! !!

logo
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PEEHETGNLFMVGDVKQS IYRFRLAEPLLFLSKYKRFTEDSGESGPTGQRKIDLNKNFRSRASDI LDSTNFLFKQLMGEGKI

VGEVDEYDEQAE
NTDB id 420438 M654 RS07640 WP 077737082.1 .EEHEGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTEDGSGPGQKIDLNKNFRSRSDILDSTNFLFKQLMGEKVGEVEYDEQAE 509
NTDB id 119 BSU 10630 NP 388944.2 GPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAE 510
consensus **!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !*! !!!!!!!!!!! !!!!!!!!!!!!!!! !*!!!*!!!!!!

logo LKLGAASYPDPNDEETEKTELLVI
L IDENQAQEDQTADADSEEAEELETVQFLEAKRAI

MAGKEQIRKL IASESKPFKQVYDGKKTKTHTRNIQYRDIV I
VLLRSMPWA

NTDB id 420438 M654 RS07640 WP 077737082.1 LKLGASYPPNEETKTELVIIEQQE.QAADEEAEELETVQLEARAMAGQIRKLIAEKFQVYDGKTKTTRNIQYRDIVVLLRSMPWA 593
NTDB id 119 BSU 10630 NP 388944.2 LKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWA 595
consensus !!!!! !!*!*!! !!!**!** !* ! !!!!!!!!!! !!*!*! !!!!! *! !!!!! !!*!!!!!!!!!*!!!!!!!!



logo PQIMDEEFLKRAQQGIPVYANLSTSTGYFEAAVEVASVATLSLVLKVIDNAPYQDIPLASVLRSP I
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NTDB id 420438 M654 RS07640 WP 077737082.1 PQIMDEFKQQGIPVYANLSTGYFEAAEVSVTLSLLKVIDNAYQDIPLASVLRSPVVGLDENELSLIRIQDKKATFYEAMKAYLAL 678
NTDB id 119 BSU 10630 NP 388944.2 PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAA 680
consensus !!!!*! * !!!!!!!!!**!!!!! !! ! !!*!!!!!!*!!!!!!!!!!!!!*!! !!!!!!!!!* !!!**!!!!! !!!

logo

A
GDRNSDESLYDQKLNRRTFEYGHLLKQKWRAVFASKNHSVASEL IWE I

VYRDTKYLMDYVGGMPGGKQRQANLRAVLYDRARQSYEASTASFRGLFRFLRF I
NTDB id 420438 M654 RS07640 WP 077737082.1 ADRNDSLYDKLRRFEGLLKKWRVFAKNHSVAELIWEIYRDTKYLDYVGGMPGGKQRQANLRALYDRARSYEATSFRGLFRFLRFI 763
NTDB id 119 BSU 10630 NP 388944.2 GDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFI 765
consensus *!! ! !! !! ! !*! !!! ! !!!!! !!!!!*!!!!!!*!!!!!!!!!!!!!!!!! !!!!!! !! ! !!!!!!!!!!!

logo ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFTVAGI
LGRNSFNMMDLNKPSYLLDKELGFGTKFYIHPKQLWR I SYPTLPL IVA

NTDB id 420438 M654 RS07640 WP 077737082.1 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFTAGIGRSFNMMDLNKPYLLDKELGFGTKFIHPKWRISYPTLPLVA 848
NTDB id 119 BSU 10630 NP 388944.2 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIA 850
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!*!! !!!!!!!!*!!!!!!!!!!!!*!!! !!!!!!!!!*!

logo MKKKMRRELLSEELRVLYVALTRAKEKLFYL ILGSACKDHKEQKLQLAKWQRATSAASQRPTDGWLLPDEFDRFYQAKRSTYLDF IVGPALVAVRHRDLMAGDGLVAGGL
NTDB id 420438 M654 RS07640 WP 077737082.1 MKKKMRRELLSEELRVLYVALTRAKEKLYLLGSAKDKEKLLAKWRTSAARPGWLLPDFDRFQAKSYLDFVGPAVVRHRDMAGVGL 933
NTDB id 119 BSU 10630 NP 388944.2 MKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAG 935
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!*!!*!!* ! !!!! !! * !!!!*!!!*!!**!!!!*!!!* !!!!** **
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NTDB id 420438 M654 RS07640 WP 077737082.1 DSADDEIRHHPSRFQISWLSAADLQAENGKQAGDEKQERLAQIQMGQPINARFDYQKEVGERLTWSYPHQDAAKIRTKQSVSEIK 1018
NTDB id 119 BSU 10630 NP 388944.2 VPAHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIK 1020
consensus *!* *! *!! !! * ** !! * *!! !!! ! ! !*** ! * ! !*!*!!!!* !!!!!!!!!!!

logo RKQKREYEDEYGSDGRASLP I
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E
GSHI LFYRRPASFMMAKKGLTAAEKRGTAMHTVMQHIPLSHKAVPES IQDEEALESLQFTLVDHRLVYEQHKELLTEEQKRADAIDEI

NTDB id 420438 M654 RS07640 WP 077737082.1 RQKEYEDEYGDRSLIRQTNESHLFRRPSFMMAKGLTAAERGTAMHTVMQHIPLSKAPEQDELSLFLDRLVQHELLTEEQRAAIDE 1103
NTDB id 119 BSU 10630 NP 388944.2 RKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDI 1105
consensus ! *!!!!!! ! **** !*!*!!! !!! !!!!!!!*!!!!!!!!!!!!!!* ! *! **!! *!!!!!!!* !!!

logo
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E I LVAQFFEHTE IGEGKQL ILGAKRRWKVDERE I

VPFNSLMATLPAGKE I
VYPDEALHQETADEPLVL IVQGI IDCLFYETAEDGFLYLLDYKSTDR I EQGKFYAQHNGFMAEDGAAE

NTDB id 420438 M654 RS07640 WP 077737082.1 DDILAFFETEIGEKLLGARRVEREVPFNMTLPAGEVYPELQTADEPVLIQGIIDCLFETADGFYLLDYKTDRIQGKYANGMADAE 1188
NTDB id 119 BSU 10630 NP 388944.2 EEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAA 1190
consensus **!* !!*!!!! !*!!* *!!*!! * !!! !*!!* * !!!!*!*!!!!!!!*!! !! !!!!!!*!!! !!* *! !



logo PAI LKRKRYETQIQLYSTKRAVEQTI
M
A
LKTKPLVAKGCRALYFFDGGHI

VLKTFL
NTDB id 420438 M654 RS07640 WP 077737082.1 PALRKRYETQIQLYSRAVETMLKTPLAGRALYFFDGGHVLKF 1230
NTDB id 119 BSU 10630 NP 388944.2 PILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus ! !*!!!!!!!!!!**!!! * !!** !*!!!!!!!!!*!

X non conserved

X similar

X ≥ 50% conserved


