
logo MENIPSKPAKDGSTWTDDQWKNAIVSSTGQRDI LVAAAAGSGKTAVLVER I
MIRKITADEQENRP I

VDVDRLLVVTFTNASAAEMKHRIAGEALEKEL
NTDB id 23701 BLI RS05745 WP 011197743.1 MEISKPKGSTWTDDQWKAIVSSGRDILVAAAAGSGKTAVLVERIIRKITDQERPVDVDRLLVVTFTNASAAEMKHRIGEALEKEL 85
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
consensus ! !*!! !!!!!!!! !!!!*! !!!!!!!!!!!!!!!!!!!*!!!!! ! !*!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!

logo

A
V
E
Q
N
RPGSLHI

LRRQLASLLNKRAS I STLHSFCLQVI
L
K
RKYYYL IDLVDPAGFR IADQTEGEL ILGDEVLDELFEDEEYAKKGENKPAFFELVDRYTT

NTDB id 23701 BLI RS05745 WP 011197743.1 AENPGSLHLRRQLALLNKASISTLHSFCLQVIRKYYYLIDVDPAFRIADQTEGELLGDEVLDELFEEEYKKGNPAFFELVDRYTT 170
NTDB id 119 BSU 10630 NP 388944.2 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
consensus !!!!!*!!!! !!!*!!!!!!!!!!!!!**!!!!!!!*!!*!!!!!!!!!!!*!!!!!!!!!!*!! !! *!!!!!!!!!!!

logo DRHDLDLQFHLVKQRVYEFYSRSHPDNPEAGWLEHSFLAVEHLYDAVASESDKSTAKI
VEAELPFYQSYI

VKEDIALMVLENGAMKREQKLLTRALDELTKAQPGGPAPRADE
NTDB id 23701 BLI RS05745 WP 011197743.1 DRHDLDLQHLVKRVYEFSRSHPDPEGWLHSLAELYDAASDTKVEALPFYSYIKEDIALVLEGMRQKLTRALDLTKQPGGPAPRAE 255
NTDB id 119 BSU 10630 NP 388944.2 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
consensus !!!!!!!!*!!! !!!*!!!!! !!*!!*! *!!! * *! !!!! !*!!!!!*!! ! * !! !!!*!!! !!!!!!!!*

logo NFLDDLAQIDERL IQHQQDDFSAELHYEKLRVPATVSFKQRALKAPCVKGDEFYDPARLLVDEAATDLRNGSAKKLQLEKLKSTDYFSTRSTPEQHLEKSLAREMKP
NTDB id 23701 BLI RS05745 WP 011197743.1 NFLDDLAQIDRLIQQQDDFSALHELVPTVSFQRLKPCKGDEYDPRLVDEAADLRNSAKKQLEKLKSDYFSRTPEQHLESLREMKP 340
NTDB id 119 BSU 10630 NP 388944.2 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
consensus !!!!!!!!!! !!!*!!!!! !* !! !!! ! !**!!!!*!! !*!!! !!!! !!! !!!!!*!!!*!*!!!!! !! !!!!

logo VI EQTLVQLVI
L
E
SYGKRRFAEAEAKKQEKAS I IVDFSDLEHDYCLAI LSTAVEKNDPAKGEAREVPSEAAKRFYQREHQFHEVLVDEYQDTNLVQEAS I LKQLVATKS

NTDB id 23701 BLI RS05745 WP 011197743.1 VIQTLVQLVLEYGRRFAEAKKEKAIVDFSDLEHDCLAILSVKNPAGEAVPSEAAKFYRHQFHEVLVDEYQDTNLVQEAILKLVAK 425
NTDB id 119 BSU 10630 NP 388944.2 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
consensus !! !!!!!!* !!*!! !! !! !*!!!!!!! !!!!!* !* !! !!!!!*!! *!!!!!!!!!!!!!!!!!! !! !!

logo

GE
PEEHETGNLFMVGDVKQS IYRFRLAEPLLFLSKYKRFTDEDSGESGSTGQRKIDLNKNFRSRASDI LDSTNFLFKQLMGEGKI

VGEVDEYDEQAE
NTDB id 23701 BLI RS05745 WP 011197743.1 .EEHEGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTDDGSGSGQKIDLNKNFRSRSDILDSTNFLFKQLMGEKVGEVEYDEQAE 509
NTDB id 119 BSU 10630 NP 388944.2 GPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAE 510
consensus **!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* ! !*! !!!!!!!!!!! !!!!!!!!!!!!!!! !*!!!*!!!!!!

logo LKLGAASYPDPNDEAETEKTELLL IDENTAPESDGTADAPGSEEAEELEATVQFLEAKRAI
MAGKEQIRKRL I STESKPFKQVYDAGKAKKATHSRNIQYRDIV I

VLLRSMPWA
NTDB id 23701 BLI RS05745 WP 011197743.1 LKLGASYPPNEATKTELLLIETPSG.APGEEAEELEAVQLEARAMAGQIRRLITEKFQVYDAKAKASRNIQYRDIVVLLRSMPWA 593
NTDB id 119 BSU 10630 NP 388944.2 LKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWA 595
consensus !!!!! !!*!* ! !!!!!!* * * * !!!!!!! !! !!*!*! !!*!!* *! !!!*! ! *!!!!!!!!!*!!!!!!!!



logo PQIMDEEFLKRAQQGIPVYANLSTSTGYFEATVEVASVATLSLVLKI
V IDNAPYQDIPLASVLRSP I

VVGALDENELSL IR I
L
E
K
D
NKKAPFYYEAMKADYLAA

NTDB id 23701 BLI RS05745 WP 011197743.1 PQIMDEFKQQGIPVYANLSTGYFEATEVSVTLSLLKIIDNAYQDIPLASVLRSPVVGLDENELSLIRIKDKKAPFYEAMKAYLAA 678
NTDB id 119 BSU 10630 NP 388944.2 PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAA 680
consensus !!!!*! * !!!!!!!!!**!!!!! !! ! !!*!!*!!!*!!!!!!!!!!!!!*!! !!!!!!!!!* !!!!*!!!!! !!!!

logo

A
GDGRDSDEERLSYEQKLNRRTFDYGHLLKQKWRAFYASKNHSVASEL IWE I

VYRDTKYLMDYVGGMPGGKQRQANLRAVLYDRARQSYEASTASFRGLFRFLRF I
NTDB id 23701 BLI RS05745 WP 011197743.1 ADGDERLSEKLRRFDGLLKKWRAYAKNHSVAELIWEIYRDTKYLDYVGGMPGGKQRQANLRALYDRARSYEATSFRGLFRFLRFI 763
NTDB id 119 BSU 10630 NP 388944.2 GDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFI 765
consensus *! * ! !! ! !*! !!!!* !!!!! !!!!!*!!!!!!*!!!!!!!!!!!!!!!!! !!!!!! !! ! !!!!!!!!!!!

logo ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFTVAGLGRNFNMMDLNKSYLLDKELGFGTKFYIHPKQLWR I SYPTLPL IA
NTDB id 23701 BLI RS05745 WP 011197743.1 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFTAGLGRNFNMMDLNKSYLLDKELGFGTKFIHPKWRISYPTLPLIA 848
NTDB id 119 BSU 10630 NP 388944.2 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIA 850
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!!!!!!

logo MKKKLMRRELLSEELRVLYVALTRAKEKLFYL IVGSTACKDHKEQKLQLADKWQRATQSAASGQSTDEWLLPDEFYDERFYQAKRSTYLDF IGPALAMRHRDLMDGDELSAGAG
NTDB id 23701 BLI RS05745 WP 011197743.1 MKKKLRRELLSEELRVLYVALTRAKEKLYLVGTAKDKEKLLADWRTQAAGSEWLLPDYERFQAKSYLDFIGPALMRHRDMDESGA 933
NTDB id 119 BSU 10630 NP 388944.2 MKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAG 935
consensus !!!!*!!!!!!!!!!!!!!!!!!!!!!!*!*!**!!* ! !! ! ! **!!!!***!*!!**!!!!!!!!! !!!!* * **

logo

P
VPAVHIADDE IRSEGHPARFAQVQSMWI

L
H
S
A
S
A
YDLLQADDEADLVDEEQARGMEEKRHSDERLEVAQIQRMRGEHAP I

V
E
PGASFAEFYDEEQKQAVREQRLASWSTYPHYKQDEAVATKQI

VRTKQSVSE I
MK

NTDB id 23701 BLI RS05745 WP 011197743.1 PPVIDEIREHPARFQVSWLSAADLQAEAVDQAGEERHDRLVQIQMGHAIEGAFEYEQQVRERLAWSYPYKDAAKVRTKQSVSEMK 1018
NTDB id 119 BSU 10630 NP 388944.2 VPAHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIK 1020
consensus *! * *! !!!!! ! ** !! * ** !!***!! ! !****! ! ** !! ! !*!!* * *!!!!!!!!*!

logo RKQKREYEDEYGSDGRASLP I
V
K
RPASDQEGAS ILLFYKRRPASFMMAKKGLTAAEKRGTAMHTVMQHIPLSTHRTVPES IKENEALESQRLTLVDHRLVYEKELLTEDEQKRADAIDEEI

NTDB id 23701 BLI RS05745 WP 011197743.1 RQKEYEDEYGDRSLIRPSQEALLFKRPSFMMAKGLTAAERGTAMHTVMQHIPLTRTPEKNELSRLLDRLVEKELLTEDQRAAIEE 1103
NTDB id 119 BSU 10630 NP 388944.2 RKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDI 1105
consensus ! *!!!!!! ! ***! *!**!! !!! !!!!!!!*!!!!!!!!!!!!!** ! ! **!! !!!!!!!*!* !!*

logo

D
E
D
E I LVAQFFDHTE IGGQKQLFIGAKRRWKVDERE I

VPFNSLMATLPSAKE I
VYPDALEHESADEPLVL IVQGI IDCLFYETEDGFLYLLDYKSTDR I EHGKFYQRHNGFEGAAE

NTDB id 23701 BLI RS05745 WP 011197743.1 DDILAFFDTEIGQKLFGARRVEREVPFNMTLSAKEVYPDLESADEPVLIQGIIDCLFETEDGFYLLDYKTDRIHGKYRNGFEGAE 1188
NTDB id 119 BSU 10630 NP 388944.2 EEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAA 1190
consensus **!* !!*!!!! ! !!* *!!*!! * !*!!!*!!! * !!!!*!*!!!!!!!*!!!!! !!!!!!*!!!*!!* *!!!!!



logo P I LKRKRYETQIQLYATKRAVEQTI
M
A
IKMTKPLVKGCRALYFFDGGHI

VLLTFL
NTDB id 23701 BLI RS05745 WP 011197743.1 PILRKRYETQIQLYARAVETMIKMPLKGRALYFFDGGHVLLF 1230
NTDB id 119 BSU 10630 NP 388944.2 PILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!*!!!!!!!!!! *!!! * ! **!!*!!!!!!!!!*!

X non conserved

X similar

X ≥ 50% conserved


