
logo MNQIPKPANDNSTWTDDQWNAIVSETGQDI LVAAAAGSGKTAVLVERLMIRKI
MTAREPENQP I

VDVDRLLVVTFTNASAAEMKHRIATEALEKEL
NTDB id 356705 RI02 RS05100 WP 017366975.1 MQIPKPNNSTWTDDQWNAIVSEGQDILVAAAAGSGKTAVLVERLIRKMTRPEQPVDVDRLLVVTFTNASAAEMKHRITEALEKEL 85
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
consensus !*!!!! !!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!!!*! *!*!*!!!!!!!!!!!!!!!!!!!!!! !!!!!!!
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LADQTEGEL ILGDEVLDELFEDEYAKAKGEKKPASFFELVDRYTST

NTDB id 356705 RI02 RS05100 WP 017366975.1 SKNPGSLHMRRQLSLMNRANISTLHSFCLQVLRTFYYEIDLDPGFRLADQTEGELLGDEVLDELFEDEYKAGKPSFFELVDRYTS 170
NTDB id 119 BSU 10630 NP 388944.2 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
consensus !!!!!*!!!!!!*!!! !!!!!!!!!!!!* *!! !!!!!!!!*!!!!!!!!*!!!!!!!!!!!!! ! * !!!!!!!!!*
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NTDB id 356705 RI02 RS05100 WP 017366975.1 DRHDLDLQWLVKRIYEFSRSHPAPEQWMRAFLSLYDVDTQTKVEELPFYPYIKEDLSLVLRSCQELLEQALTLSKEPGGPAPRAE 255
NTDB id 119 BSU 10630 NP 388944.2 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
consensus !!!!!!!!*!!! *!!*!!!!! !! !* !**!!!! * *!!!!!!*!*!!!* *!! * ! ! !! !*! !!!!!!!!*
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NTDB id 356705 RI02 RS05100 WP 017366975.1 NFIDDLEQVNELIRHQDDFGTLYELLPNINFKRLKTCKGDDYDPALLEKATDARNQAKKQLEKLKDEYFMRSPDQHLKSLAEMKP 340
NTDB id 119 BSU 10630 NP 388944.2 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
consensus !!*!!! !* !!! !!!!! !! *! * !!! ! *!!!**!!!!!* !!! !! !!! !!!!! *!! !!!*!!!!!!!!!!!

logo VI
VETLVEQLVIQSYGEKRFEARAKQEKS I IVDFSDLEHYCLAR I LATAKEQDNADEKGENLREI EPSTEAAKRFYYQEQQFEHEVLVDEYQDTNLVQESTI LKQLVSTKS

NTDB id 356705 RI02 RS05100 WP 017366975.1 VVETLVELVIQYGERFERAKQEKSIVDFSDLEHYCLRILAKQDAEGNLIETEAAKYYQQQFEEVLVDEYQDTNLVQETILKLVSK 425
NTDB id 119 BSU 10630 NP 388944.2 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
consensus !*!!!! !!! !! !!! !!!!!!!*!!!!!!!!!! !! ! **!!!**!! !!*!!!!!!!!!!!!!!!*!! !!*

logo GKPEHPAEETGNLRFMVGDVKQS IYRFRLAEPLMLFLNSKYKQRFKTAEDSGSENEGI
TGKRKR IDLNKNFRSRADI
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NTDB id 356705 RI02 RS05100 WP 017366975.1 GKHPAEGNRFMVGDVKQSIYRFRLAEPMLFLNKYKQFKADSNEIGKRIDLNKNFRSRADVLDSTNFLFKQLMGETVGEIEYDEQA 510
NTDB id 119 BSU 10630 NP 388944.2 GPE.ETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQA 509
consensus !*** !! !!!!!!!!!!!!!!!!!!*!!! !!! ! !**!!!!!!!!!!!!*!!!!!!!!!!!!! *!!**!!!!!

logo ELKLGAASYPDQNSDEDETETTELMLL IVDHLNDAQEHDTDEASDSEEAREELETVQFEAKRAVIAKEKIKREKL IVESQSPFKQVYDAGKKQKQLTHTRNI
LQYRDIV I LLRSMP

NTDB id 356705 RI02 RS05100 WP 017366975.1 ELKLGASYPQSEDTTTEMLLVHLDQHDTESDEEREELETVQFEARVIAKKIKELVEQPFQVYDAKQQLTRNLQYRDIVILLRSMP 595
NTDB id 119 BSU 10630 NP 388944.2 ELKLGAAYPDNDETETELLLIDN.AEDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMP 593
consensus !!!!!! !! **! !!*!!** * *!!* !! !!!!!!!!!!* !!! !* !* !! !!!*! *!!*!!!!!!!!!!!!!



logo WAPQI
MMEELKRAKQGIPVYANLSTSGYFEATVEVASVAI LSLVLKVIDNPYQDIPLAASVLRSP IVGHALDENELMASL IRLTESDNKKAGPTYYDEAMVKADFYLM

NTDB id 356705 RI02 RS05100 WP 017366975.1 WAPQMMEELKKQGIPVYANLSSGYFEATEVSVILSLLKVIDNPYQDIPLAAVLRSPIVHLDENEMALIRTSDKKGTYYDAVKAFM 680
NTDB id 119 BSU 10630 NP 388944.2 WAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYL 678
consensus !!!!*!!!!* !!!!!!!!!*!!!!!! !! ! !!*!!!!!!!!!!!!!! !!!!!!!* !!!!* !!! !!**!!*!*! **
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NTDB id 356705 RI02 RS05100 WP 017366975.1 SVTHSDHPTCRKLERFFLQLRKWRDFSIQHSVAELIWEVYRDTQYLDYVGGMPGGKQRQANLRALYDRAKQYEKAAFRGLFRFLR 765
NTDB id 119 BSU 10630 NP 388944.2 AAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLR 763
consensus * ** * !! !* *! !!! !! *!!! !!!!!!!!!! !*!!!!!!!!!!!!!!!!! !!!!!*!!! !!!!!!!!!!

logo F I ERMQERGDDLGATAKRATFLSEQTEDVVRLMMTIHSSKGLEFPVVFTVAGLGRNFNMMDLNKQSYLLDKELGFGSTKYIHPEQLR I SYAPTLPL
NTDB id 356705 RI02 RS05100 WP 017366975.1 FIERMQERGDDLGAAKTFSETEDVVRMMTIHSSKGLEFPVVFTAGLGRNFNMMDLNQSYLLDKELGFGSKYIHPELRISYATLPL 850
NTDB id 119 BSU 10630 NP 388944.2 FIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPL 848
consensus !!!!!!!!!!!!! !* !! !!!!!*!!!!!!!!!!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!*!!!!! !!!!!*!!!!

logo IAMKKKMRKRELLSEELRVLYVALTRAKEKLFL IVGSCVKDNHQQVKAQLASKWQANASAKSGQDTDWLLPDEFDERYQARTYLDF IGPALAIRHQRADLMGSDSL
NTDB id 356705 RI02 RS05100 WP 017366975.1 IAMKKKMRKELLSEELRVLYVALTRAKEKLFLVGSVKNQVKALSKWQNAAKGDDWLLPDFERYQARTYLDFIGPALIRHQAMSSL 935
NTDB id 119 BSU 10630 NP 388944.2 IAMKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDL 933
consensus !!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!!*! * ! ! !!! ! !!!!!*!*!!!!!!!!!!!!!!! !! * !

logo

A
L
E
G
E
V
P
S
A
R
HA
E
D
V
I
V
L
S
G
SHPASRSFAS IVQTFMHIHQASSYDLLDQDEDLMESELERKMEQEKKQDSERVLVEQAI

L
M
R
E
RGEVPVPQGSYFGANFYDEEEKAVKREQRLSWRTYPHYLQAEAVSTQI

V
G
RTKQSVSE

NTDB id 356705 RI02 RS05100 WP 017366975.1 LEESR.EVVLSHPSSFSITFHQASDLLQEDMSLEKQKQDEVVQALMEGVPVQGYGNYEEEVKERLSWRYPYLAASQVGTKQSVSE 1019
NTDB id 119 BSU 10630 NP 388944.2 AGVPAHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSE 1018
consensus * * * !! ! * ** !!! *!* ! * !* ! !!*! **! *! !!! !!* *!* !!!!!!!
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NTDB id 356705 RI02 RS05100 WP 017366975.1 IKRMKEIQDEYSVPSSVRKAR.ATLYERPAFMKKKTLTAAEQGTAMHTVMQHIPLPSNESYDESRVEELLHSLKEKDLLTDEQIQ 1103
NTDB id 119 BSU 10630 NP 388944.2 IKRKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEE..AEQTVHRLYEKELLTEEQKD 1101
consensus !!! *! !!!! * *!**! * !! !!!!! !! !!!!! !!!!!!!!!!!!!** *! *!** ! *! ! !!*!!!*!!
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NTDB id 356705 RI02 RS05100 WP 017366975.1 SINREGIVAFFSTAIGQKLRKADWVKREVSFSMVLPVKEVYSHIDAEGEPVLIQGMIDCLFEADGKLYLLDYKTDRVTGRFSGGL 1188
NTDB id 119 BSU 10630 NP 388944.2 AIDIEEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGF 1186
consensus ! ! !! !!*! !! ! ! ! !!**!!* !! !!*!** * !!*!*!!*!!!!*! * !!!!!!!*!!* !*! *!
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NTDB id 356705 RI02 RS05100 WP 017366975.1 EEAEAMLKKRYETQISLYTAAVERLTNRTLEEKILYFFDGNLEISL 1234
NTDB id 119 BSU 10630 NP 388944.2 EGAAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus ! ! **!!!!!!!!! !!! !!! * * * !!!!!! * **!

X non conserved

X similar

X ≥ 50% conserved


