
logo MNQIPKPADSTWTDDQWNAIVSSTGQDI LVAAAAGSGKTAVLVERMIRKITAEENP IDVDRLLVVTFTNASAAEMKHRIAEALEKEL
NTDB id 241218 BaGK RS06145 WP 094231770.1 MQIPKPADSTWTDDQWNAIVSSGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
consensus !*!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VKQRPGSLHIRRQLSLLNRAS I STLHSFCLQVLKRKYYYL IDLDPGFR IADQTEGEL ILGDEVLDELFEDEYAKGEKAFFELVDRYTT
NTDB id 241218 BaGK RS06145 WP 094231770.1 VKRPGSLHIRRQLSLLNRASISTLHSFCLQVLRKYYYLIDLDPGFRIADQTEGELLGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
NTDB id 119 BSU 10630 NP 388944.2 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DRHDLDLQFHLVKQRVYEFYSRSHPDNPEKATWLEGSFVHLYDAVSEKSATI EELPFYPQYMVKEDIAMVLNSAGAVKEKLLQRALELTKAVPGGPAPRAD
NTDB id 241218 BaGK RS06145 WP 094231770.1 DRHDLDLQHLVKRVYEFSRSHPDPKTWLEGFVHLYDASEKSTIEELPFYPYMKEDIAMVLSAVKEKLQRALELTKVPGGPAPRAD 255
NTDB id 119 BSU 10630 NP 388944.2 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
consensus !!!!!!!!*!!! !!!*!!!!! ! !!! !!!!!! !!!! !!!!!!!*!*!!!!!!!! * !!!! !!!!!!! !!!!!!!!!

logo NFLDDLAQI
T
D
E
D
EL IAQHQSADDFSTELYKRVPAVSFKRAKAVKGDEFDPQALLTDEEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLASDEMKP

NTDB id 241218 BaGK RS06145 WP 094231770.1 NFLDDLAQTEDLIAHSADFTELYKRVPAVSFKRAKAVKGDEFDQALTEEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLSDMKP 340
NTDB id 119 BSU 10630 NP 388944.2 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
consensus !!!!!!!! **!! ! !!*!!!!!!!!!!!!!!!!!!!!!!!*!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!

logo VI ETLVQLVI SYGKRFEAAKQEKS I IDFSDLEHYCLAS I LTAEVNDEKSGEREKPSEAAARFYYQEQFHQEVLVDEYQDTNLVQEAS I LQLVTS
NTDB id 241218 BaGK RS06145 WP 094231770.1 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLSILTAVNESGERKPSEAAAYYQEQFQEVLVDEYQDTNLVQEAILQLVTS 425
NTDB id 119 BSU 10630 NP 388944.2 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !* !!! !!!!! *!!!!!*!!!!!!!!!!!!!!! !!!!!!!

logo GPEAESTGNLFMVGDVKQS IYRFRLAEPLLFLSKYKRFTESTGEGTGRKIDLNKNFRSRADI LDSTNFLFKQLMGGKI
VGEVDYDEQAE

NTDB id 241218 BaGK RS06145 WP 094231770.1 GPEASGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTETGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKVGEVDYDEQAE 510
NTDB id 119 BSU 10630 NP 388944.2 GPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAE 510
consensus !!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!

logo LKLGAASYPDPNDEQTETELLL IDNRAEDEKTDEASEEATEELETVQFLEAKAIAKEQIRKL IVSSPFYKVYDGKKSKTHRSNIQRYRDIV I LLRSMPWA
NTDB id 241218 BaGK RS06145 WP 094231770.1 LKLGASYPPNDQTETELLLIDRAEEKEASEETEELETVQLEAKAIAKQIRKLVSSPYKVYDGKSKTHSNIRYRDIVILLRSMPWA 595
NTDB id 119 BSU 10630 NP 388944.2 LKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWA 595
consensus !!!!! !!*!! !!!!!!!!! !!* *!!!! !!!!!!! !!!!!!! !!!!*!!!*!!!!!! !!! !! !!!!!!!!!!!!!!



logo PQIMEELKRAQGIPVYANLTSGYFEAVEVASVAI
LSAVLKVIDNPYQDIPLASVLRSP IVGADENELSL IRLMEHNKKAPFYYEAMKDYLAAG

NTDB id 241218 BaGK RS06145 WP 094231770.1 PQIMEELKAQGIPVYANLTSGYFEAVEVSVAISALKVIDNPYQDIPLASVLRSPIVGADENELSLIRMHNKKAPFYEAMKDYLAG 680
NTDB id 119 BSU 10630 NP 388944.2 PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAA 680
consensus !!!!!!!*!!!!!!!!!!!!!!!!!!!! !!*! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!**!!!!!*!!!!!!!!!*

logo GDRNSDELYQKLNTFFYEGHLLQKWRASFSKNHSVSEL IWEVYRDSTKYMDYVGGMPGGKQRQANLRVLYDRASRQYESTAFRGLFRFLRF I
NTDB id 241218 BaGK RS06145 WP 094231770.1 GDRNDELYQKLNTFFELLQKWRSFSKNHSVSELIWEVYRDSKYMDYVGGMPGGKQRQANLRVLYDRSRQYESTAFRGLFRFLRFI 765
NTDB id 119 BSU 10630 NP 388944.2 GDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFI 765
consensus !!! !!!!!!!!!!* *!!!!! !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!

logo ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFAVAGLGRNFNMMDLNKSYLLDKELGFGTKFYIHPEQLWR I SYPTLPL IA
NTDB id 241218 BaGK RS06145 WP 094231770.1 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFAAGLGRNFNMMDLNKSYLLDKELGFGTKFIHPEWRISYPTLPLIA 850
NTDB id 119 BSU 10630 NP 388944.2 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIA 850
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!!!!!!

logo MKKKMRRELLSEELRVLYVALTRAKEKLFL IVGSCKDNHREQKQLAKWQASASQPTDWLLPDEFDERYQAKRTYLDF IGPALAIRHRDLMGDTDAL
NTDB id 241218 BaGK RS06145 WP 094231770.1 MKKKMRRELLSEELRVLYVALTRAKEKLFLVGSCKNREKQLAKWQASASQPDWLLPDFERYQAKTYLDFIGPALIRHRDMGTDAL 935
NTDB id 119 BSU 10630 NP 388944.2 MKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGD..L 933
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!! * !!!!!!!!!!!!*!!!!!*!*!!!!*!!!!!!!!!! !!!!*! **!

logo

A
QGLVAPASHQADI SEGHPARFANI

VQMI
V
H
S
A
S
Q
YDLLDDDLEERMQEEKSEGRLDEAIRRGEPVPSGSFAEFDEEKQAREQQRLSWRTYPHYHQDEVTKQIRTKQSTVSE

NTDB id 241218 BaGK RS06145 WP 094231770.1 QGLASQADISEHPARFNIQMVSAQDLLDDDLEERQEEKSGRLDAIRRGEPVSGSFEFEEQARQRLSWRYPYHDVTKIRTKQTVSE 1020
NTDB id 119 BSU 10630 NP 388944.2 AGVPAHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSE 1018
consensus !** *!!!! !!!!! *!!** !!!!!!!!!! !!!! !!*!!!!!!!!*!!! !*! !! !!! !!***!! !!!!!*!!!

logo IKRKKREYEDEYSGRASLP I
V
K
RPADGNS IMLYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSTHAVPS IKEEAEQR I

TVHKRLYEKELLTEDEQKQADAVI
NTDB id 241218 BaGK RS06145 WP 094231770.1 IKRKKEYEDEYSGRSLIRPADGNMLYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLTHAPSKEEAERIVKRLYEKELLTEDQQAVI 1105
NTDB id 119 BSU 10630 NP 388944.2 IKRKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAI 1103
consensus !!!!*!!!!!!!!! ***!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !! !!!! !*!!!!!!!!!!*! !

logo DI
LEE IVQFFHTE IGEGKQL IGAKWI

K
D
NRE I

VPFSLMALPSAKQDEAI FYLPDATEHESAKDEP I
LLVQGI IDCLYETDEDEGLYLLDYKSTDR I EGKFQHGFEG

NTDB id 241218 BaGK RS06145 WP 094231770.1 DLEEIVQFFHTEIGEKLIGAKWINREVPFSMALSAQDAFLDTESKDEPILVQGIIDCLYETDEGLYLLDYKTDRIEGKFQHGFEG 1190
NTDB id 119 BSU 10630 NP 388944.2 DIEEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEG 1188
consensus !*!!!!!!!!!!!! !!!!!! !!*!!!*!!*! * **! * !!!*!!!!!!!!!!!!**!!!!!!!!*!!!!!!!!!!!!!



logo AAP I LKKRYETQI EQLYTKAVEQIATKTKNVKGCRALYFFDGGHI
VLNTLV

NTDB id 241218 BaGK RS06145 WP 094231770.1 AAPILKKRYETQIELYTKAVEQITKTNVKGRALYFFDGGHVLNV 1234
NTDB id 119 BSU 10630 NP 388944.2 AAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!!!!!!!!!! !!!!!!!!! !! !!!*!!!!!!!!!*! *

X non conserved

X similar

X ≥ 50% conserved


