
logo MNIPKPADSTWTDDQWNAIVSTGQDI LVAAAAGSGKTAVLVERMIRKITAEEHNP IDVDRLLVVTFTNASAAEMKHRIADEA
NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEEHPIDVDRLLVVTFTNASAAEMKHRIADA 80
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEA 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!*!

logo LEKELVKQRPGSLHIRRQLSLLNRAS I STLHSFCLQVLKKYYYL IDLDPGFR IADQTEGEL ILGDEVLDELFEDEYAKGDEKA
NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 LEKELVKRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELLGDEVLDELFEDEYAKGDKA 160
NTDB id 119 BSU 10630 NP 388944.2 LEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKA 160
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!*!!

logo FFELVDRYTTDRHDLDLQFYLVKQVYEYSRSHPDNPEATWLEKSFVHLYDVSTEKSAI EELPFYPQYVKEDIAMVLENGAKEKLLQRA
NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 FFELVDRYTTDRHDLDLQYLVKQVYEYSRSHPDPETWLKSFVHLYDVTEKSAIEELPFYPYVKEDIAMVLEGAKEKLQRA 240
NTDB id 119 BSU 10630 NP 388944.2 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRA 240
consensus !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!! !! !! !!!!!!!!*!!!!!!!!!!!*!!!!!!!!!! !!!!!! !!

logo

F
LELTKAPGGPAPRADENFLDDLAQIDDEL IQHQDDFNSELYKRVPAVSFKRAKAVKGDEFDPAVLLDEATDLRNGAKKLLEKLK

NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 FELTKAPGGPAPRAENFLDDLAQIDDLIQHQDDFNELYKRVPAVSFKRAKAVKGDEFDPVLLDEATDLRNGAKKLLEKLK 320
NTDB id 119 BSU 10630 NP 388944.2 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLK 320
consensus !!!!!!!!!!!!!*!!!!!!!!!!*!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!

logo

I
TDYFTRSPEQHLKSLADEMKPVI ETLVQLVI SYGKRFEAAKQEKS IL IDFSDLEHYCLAS I LTAEVNDEKGEREPSEAARFYQEQ

NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 IDYFTRSPEQHLKSLADMKPVIETLVQLVISYGKRFEAAKQEKSLIDFSDLEHYCLSILTAVNEKGEREPSEAARFYQEQ 400
NTDB id 119 BSU 10630 NP 388944.2 TDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQ 400
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!! !!!! !*!!!!!!!!!!!!!!!!

logo FHEVLVDEYQDTNLVQES I LQLVTSGPEETGNLFMVGDVKQS IYRFRLAEPLLFLSKYKRFTESGEGSTGRKIDLNKNFRS
NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 FHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGSGRKIDLNKNFRS 480
NTDB id 119 BSU 10630 NP 388944.2 FHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRS 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!

logo RADI LDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDENDNETETELLL IDKNASEDETDAGSEEAEELETVQFEAKAIAKE IR
NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 RADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPENNETETELLLIDKSEETDAGEEAEELETVQFEAKAIAKEIR 560
NTDB id 119 BSU 10630 NP 388944.2 RADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIR 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!!! !*!!! !!!!!!!!!!!!!!!!!!!!!



logo KL I SSPFKVYDGKKTKTHRNIQYRDIV I LLRSMPWAPQIMEELRAQGIPVYANLTSGYFDEAVEVASVAVLSVLKVIDNPYQDI
NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 KLISSPFKVYDGKTKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFDAVEVSVVLSVLKVIDNPYQDI 640
NTDB id 119 BSU 10630 NP 388944.2 KLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDI 640
consensus !!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!! ! !!!!!!!!!!!!!!

logo PLASVLRSP IVGADENELSL IRLENKKAPYYEAMKDYLAAGDRNSDELYQKLNQTFYGHLQKWRAFSKNHSVSEL IWEVYRD
NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 PLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRNDELYQKLQTFYGHLQKWRAFSKNHSVSELIWEVYRD 720
NTDB id 119 BSU 10630 NP 388944.2 PLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRD 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRF I ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE
NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 TKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 800
NTDB id 119 BSU 10630 NP 388944.2 TKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 800
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FPVVFTVAGLGRNFNMMDLNKSYLLDKELGFGTKFYIHPEQLWR I SYPTLPL IAMKKKMRRELLSEELRVLYVALTRAKEKLFL
NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 FPVVFTAGLGRNFNMMDLNKSYLLDKELGFGTKFIHPEWRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKLFL 880
NTDB id 119 BSU 10630 NP 388944.2 FPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKLFL 880
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

I
VGSCKDHQKQLAKWQASASQATDWLLPEFDRYQAKRTYLDF IGPALAVRHRDLEGDSLAEGGAVAPAAHASDI SGHPARFAI

VQMIHSYD
NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 VGSCKDHQKQLAKWQASASQADWLLPEFDRYQAKTYLDFIGPALVRHRDLESLAEGGAAAASDISGHPARFAIQMIHSYD 960
NTDB id 119 BSU 10630 NP 388944.2 IGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLA..GVPAHADISGHPARFAVQMIHSYD 958
consensus *!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!*!!!!!!!!!! !!!!! !!**! *!* !!!!!!!!!!*!!!!!!!

logo LLDDDELEERLMEEKSERLEAIRRGEPVPGPSFAFDEEKAREQRLASWKTYPSHHQEVTQIRTKQSVSE IKRKRREYEDEYSGRAPVKTPA
NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 LLDDELEERLEEKSERLEAIRRGEPVPGPFAFEEKARERLAWKYSHHEVTQIRTKQSVSEIKRRREYEDEYSGRAPVTPA 1040
NTDB id 119 BSU 10630 NP 388944.2 LLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPA 1038
consensus !!!!*!!!!*!!!!!!!!!!!!!!!!!!*!!!*!!!!! ! ! !*!*!!!!!!!!!!!!!!!!*!!!!!!!!!!!!! !!

logo DGS I LYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSTHVPSTI
TEEAEQRTVHQHRLYEKELLTEEQKQDSAIDI EE IVQFFHTE IGEG

NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 DGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLTHVPTTEEAERTVQHLYEKELLTEEQQSAIDIEEIVQFFHTEIGE 1120
NTDB id 119 BSU 10630 NP 388944.2 DGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEIGG 1118
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!* !!!! !!**!!!!!!!!!!! !!!!!!!!!!!!!!!!



logo

K
QL ICGAKWKDRE I

VPFSLALPAKE IYPDAEHEADEPLLVQGI IDCLYETEDGLYLLDYKSTDR I EGKFQHGFEGAAP I LKKRYE
NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 KLICAKWKDREVPFSLALPAKEIYPDAEEADEPLLVQGIIDCLYETEDGLYLLDYKTDRIEGKFQHGFEGAAPILKKRYE 1200
NTDB id 119 BSU 10630 NP 388944.2 QLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAAPILKKRYE 1198
consensus !!*!!!!!!!*!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!

logo TQIQLYTKRAVEQIAKQTKVKGCALYFFDGGHI LTL
NTDB id 1090294 ABFT42 RS05825 WP 413287123.1 TQIQLYTRAVEQIAQTKVKGCALYFFDGGHILTL 1234
NTDB id 119 BSU 10630 NP 388944.2 TQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!!!!*!!!!!! !!!!!!!!!!!!!!!!!!!

X non conserved
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X ≥ 50% conserved


