
logo MNQIPKPADSTWTDDQWNAIVSSTGQDI LVAAAAGSGKTAVLVERMIRKITAEENP IDVDRLVLVVTFTNASAAEMKHRIAEA
NTDB id 1034649 AB6911 RS05785 WP 003327680.1 MQIPKPADSTWTDDQWNAIVSSGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRVLVVTFTNASAAEMKHRIAEA 80
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEA 80
consensus !*!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo LEKELVKQRPGSLHIRRQLSLLNRAS I STLHSFCLQVLKRKYYYL IDLDPGFR IADQTEGEL ILGDEVLDELFEDEYAKGEKA
NTDB id 1034649 AB6911 RS05785 WP 003327680.1 LEKELVKRPGSLHIRRQLSLLNRASISTLHSFCLQVLRKYYYLIDLDPGFRIADQTEGELLGDEVLDELFEDEYAKGEKA 160
NTDB id 119 BSU 10630 NP 388944.2 LEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKA 160
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo FFELVDRYTTDRHDLDLQFHLVKQRVYEFYSRSHPDNPEKATWLEGSFVHLYDAVSEKSATI EELPFYPQYMVKEDIAMVLNSAGAVKEKLLQRA
NTDB id 1034649 AB6911 RS05785 WP 003327680.1 FFELVDRYTTDRHDLDLQHLVKRVYEFSRSHPDPKTWLEGFVHLYDASEKSTIEELPFYPYMKEDIAMVLSAVKEKLQRA 240
NTDB id 119 BSU 10630 NP 388944.2 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRA 240
consensus !!!!!!!!!!!!!!!!!!*!!! !!!*!!!!! ! !!! !!!!!! !!!! !!!!!!!*!*!!!!!!!! * !!!! !!

logo LELTKAVPGGPAPRADNFLDDLAQI
T
D
E
D
EL IAQHQSADDFSTELYKRVPAVSFKRAKAVKGDEFDPQALLTDEEATDLRNGAKKLLEKLK

NTDB id 1034649 AB6911 RS05785 WP 003327680.1 LELTKVPGGPAPRADNFLDDLAQTEDLIAHSADFTELYKRVPAVSFKRAKAVKGDEFDQALTEEATDLRNGAKKLLEKLK 320
NTDB id 119 BSU 10630 NP 388944.2 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLK 320
consensus !!!!! !!!!!!!!!!!!!!!!! **!! ! !!*!!!!!!!!!!!!!!!!!!!!!!!*!! *!!!!!!!!!!!!!!!!!

logo TDYFTRSPEQHLKSLASDEMKPVI ETLVQLVI SYGKRFEAAKQEKS I IDFSDLEHYCLAS I LTAEVNDEKSGEREKPSEAAARFYYQEQ
NTDB id 1034649 AB6911 RS05785 WP 003327680.1 TDYFTRSPEQHLKSLSDMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLSILTAVNESGERKPSEAAAYYQEQ 400
NTDB id 119 BSU 10630 NP 388944.2 TDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQ 400
consensus !!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !* !!! !!!!! *!!!!

logo FHQEVLVDEYQDTNLVQEAS I LQLVTSGPEAESTGNLFMVGDVKQS IYRFRLAEPLLFLSKYKRFTESTGEGTGRKIDLNKNFRS
NTDB id 1034649 AB6911 RS05785 WP 003327680.1 FQEVLVDEYQDTNLVQEAILQLVTSGPEASGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTETGEGTGRKIDLNKNFRS 480
NTDB id 119 BSU 10630 NP 388944.2 FHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRS 480
consensus !*!!!!!!!!!!!!!!! !!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!

logo RADI LDSTNFLFKQLMGGKI
VGEVDYDEQAELKLGAASYPDPNDEQTETELLL IDNRAEDEKTDEASEEATEELETVQFLEAKAIAKEQIQR

NTDB id 1034649 AB6911 RS05785 WP 003327680.1 RADILDSTNFLFKQLMGGKVGEVDYDEQAELKLGASYPPNDQTETELLLIDRAEEKEASEETEELETVQLEAKAIAKQIQ 560
NTDB id 119 BSU 10630 NP 388944.2 RADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIR 560
consensus !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!! !!*!! !!!!!!!!! !!* *!!!! !!!!!!! !!!!!!! !



logo KL IVSSPFYKVYDGKKSKTHRSNIQRYRDIV I LLRSMPWAPQIMEELKRAQGIPVYANLTSGYFEAVEVASVAI
LSAVLKVIDNPYQDI

NTDB id 1034649 AB6911 RS05785 WP 003327680.1 KLVSSPYKVYDGKSKTHSNIRYRDIVILLRSMPWAPQIMEELKAQGIPVYANLTSGYFEAVEVSVAISALKVIDNPYQDI 640
NTDB id 119 BSU 10630 NP 388944.2 KLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDI 640
consensus !!*!!!*!!!!!! !!! !! !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!! !!*! !!!!!!!!!!!

logo PLASVLRSP IVGADENELSL IRLMEHNKKAPFYYEAMKDYLASAGGDRNSDELYQKLNATFFYEGHLLQKWRASFSKNHSVSEL IWEVYRD
NTDB id 1034649 AB6911 RS05785 WP 003327680.1 PLASVLRSPIVGADENELSLIRMHNKKAPFYEAMKDYLSGGDRNDELYQKLNAFFELLQKWRSFSKNHSVSELIWEVYRD 720
NTDB id 119 BSU 10630 NP 388944.2 PLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRD 720
consensus !!!!!!!!!!!!!!!!!!!!!!**!!!!!*!!!!!!!! *!!! !!!!!!!! !* *!!!!! !!!!!!!!!!!!!!!!!

logo

S
TKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRF I ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE

NTDB id 1034649 AB6911 RS05785 WP 003327680.1 SKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 800
NTDB id 119 BSU 10630 NP 388944.2 TKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 800
consensus *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FPVVFAVAGLGRNFNMMDLNKSYLLDKELGFGTKFYIHPEQLWR I
LSYPTLPL IAMKKKMRRELLSEELRVLYVALTRAKEKLFL

NTDB id 1034649 AB6911 RS05785 WP 003327680.1 FPVVFAAGLGRNFNMMDLNKSYLLDKELGFGTKFIHPEWRLSYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKLFL 880
NTDB id 119 BSU 10630 NP 388944.2 FPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKLFL 880
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

I
VGSCKDNHREQKQLAKWQASASQPTDWLLPDEFDERYQAKRTYLDF IGPALAIRHRDLMGDTDALAQGLVAPASHQADI SEGHPARFANI

VQMI
V
H
S
A
S
Q
YD

NTDB id 1034649 AB6911 RS05785 WP 003327680.1 VGSCKNREKQLAKWQASASQPDWLLPDFERYQAKTYLDFIGPALIRHRDMGTDALQGLASQADISEHPARFNIQMVSAQD 960
NTDB id 119 BSU 10630 NP 388944.2 IGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGD..LAGVPAHADISGHPARFAVQMIHSYD 958
consensus *!!!! * !!!!!!!!!!!!*!!!!!*!*!!!!*!!!!!!!!!! !!!!*! **! !** *!!!! !!!!! *!!** !

logo LLDDDLEERMQEEKSEGRLDEAIRRGEPVPSGSFAEFDEEKQAREQQRLSWRTYPHYHQDEVTKQIRTKQSVSE IKRKKREYEDEYSGRASLP I
V
K
RPA

NTDB id 1034649 AB6911 RS05785 WP 003327680.1 LLDDDLEERQEEKSGRLDAIRRGEPVSGSFEFEEQARQRLSWRYPYHDVTKIRTKQSVSEIKRKKEYEDEYSGRSLIRPA 1040
NTDB id 119 BSU 10630 NP 388944.2 LLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPA 1038
consensus !!!!!!!!! !!!! !!*!!!!!!!!*!!! !*! !! !!! !!***!! !!!!!!!!!!!!!*!!!!!!!!! ***!!

logo DGNS IMLYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSTHAVPS IKEEAEQR I
TVHKRLYEKELLTEDEQKQADAVIDI

LEE IVQFFHTE IGEG
NTDB id 1034649 AB6911 RS05785 WP 003327680.1 DGNMLYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLTHAPSKEEAERIVKRLYEKELLTEDQQAVIDLEEIVQFFHTEIGE 1120
NTDB id 119 BSU 10630 NP 388944.2 DGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEIGG 1118
consensus !! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !! !!!! !*!!!!!!!!!!*! !!*!!!!!!!!!!!!



logo

K
QL IGAKWI

K
D
NRE I

VPFSLMALPSAKQDEAI FYLPDATEHESAKDEP I
LLVQGI IDCLYETDEDEGLFYLLDYKSTDR I EGKFQHGFEGAAP I LKKRYE

NTDB id 1034649 AB6911 RS05785 WP 003327680.1 KLIGAKWINREVPFSMALSAQDAFLDTESKDEPILVQGIIDCLYETDEGLFLLDYKTDRIEGKFQHGFEGAAPILKKRYE 1200
NTDB id 119 BSU 10630 NP 388944.2 QLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAAPILKKRYE 1198
consensus !!!!!! !!*!!!*!!*! * **! * !!!*!!!!!!!!!!!!**!!*!!!!!*!!!!!!!!!!!!!!!!!!!!!!!

logo TQI EQLYTKAVEQIATKTKNVKGCRALYFFDGGHI
VLNTLV

NTDB id 1034649 AB6911 RS05785 WP 003327680.1 TQIELYTKAVEQITKTNVKGRALYFFDGGHVLNV 1234
NTDB id 119 BSU 10630 NP 388944.2 TQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!! !!!!!!!!! !! !!!*!!!!!!!!!*! *

X non conserved

X similar

X ≥ 50% conserved


