
logo MNQIPKPAKDS ITWTDDQWNSAIVSSTGQRDI LVAAAAGSGKTAVLVERMIRKITATEEDNP IDVDRLLVVTFTNASAAEMKHRIAEA
NTDB id 255482 CUB85 RS06045 WP 100001714.1 MQIPKPKDSIWTDDQWSAIVSSGRDILVAAAAGSGKTAVLVERMIRKITTEEDPIDVDRLLVVTFTNASAAEMKHRIAEA 80
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEA 80
consensus !*!!!! !! !!!!!! !!!!*! !!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LEKELAVKQNRPGSLHIRRQLSLLNRAS I STLHSFCLQVLKKYYYLMIDLDPGFR I
MADQTEGEL ILGDEVLDELFEDEYAKGENKQA

NTDB id 255482 CUB85 RS06045 WP 100001714.1 LEKELAKNPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYMIDLDPGFRMADQTEGELLGDEVLDELFEDEYAKGNQA 160
NTDB id 119 BSU 10630 NP 388944.2 LEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKA 160
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!! !

logo FFELAVDRYTTDRHDLDLQDFLVKQRVYEYSRSHPDNPEAVWLEQSFVHRLYDVSTEEKSAKI
MEELPFYQYVKREDAIAEMAVLFNGAKEQKLELKRA

NTDB id 255482 CUB85 RS06045 WP 100001714.1 FFELADRYTTDRHDLDLQDLVKRVYEYSRSHPDPEVWLQSFVRLYDVTEESKMEELPFYQYVREDAEMALFGAKQKLEKA 240
NTDB id 119 BSU 10630 NP 388944.2 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRA 240
consensus !!!! !!!!!!!!!!!!! !!! !!!!!!!!! !! !! !!!*!!!!*! ! *!!!!!!!!!*!! ! ! !!! !! *!

logo LELTKAPGGPAPRADNFLDDLAQQIDEEL IQSCHQRDHDFDSAELYEKRVPAVSFKRAKAVKGDEFDKPALLDEATDLRNGAKKL ILEKLVK
NTDB id 255482 CUB85 RS06045 WP 100001714.1 LELTKAPGGPAPRADNFLDDLQQIEELISCRHDFDALYERVPAVSFKRAKAVKGDEFDKALLDEATDLRNGAKKLIEKVK 320
NTDB id 119 BSU 10630 NP 388944.2 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLK 320
consensus !!!!!!!!!!!!!!!!!!!!! !!*!!! *!! !! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!*!!*!

logo TDYFTRSPEQDQHLKSLADEMKPVI ETLVQLVI SYGKRFEAAKQEKS I IDFSDLEHYCLAI LTAEEVDNDEEKGERREVPSEAARVFYYQDEQ
NTDB id 255482 CUB85 RS06045 WP 100001714.1 TDYFTRSPQDHLKSLADMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTEVDEEGRRVPSEAAVYYQDQ 400
NTDB id 119 BSU 10630 NP 388944.2 TDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQ 400
consensus !!!!!!!! !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * ! ! !!!!! *!!*!

logo FHEVLVDEYQDTNLVQES I LQLVKTSGNPEEATGNLFMVGDVKQS IYRFRLAEPLLFLGSKYKRFTESGAEGTGQRKIDLNKQNFRS
NTDB id 255482 CUB85 RS06045 WP 100001714.1 FHEVLVDEYQDTNLVQESILQLVKSGNEEAGNLFMVGDVKQSIYRFRLAEPLLFLGKYKRFTESGAGTGQKIDLNQNFRS 480
NTDB id 119 BSU 10630 NP 388944.2 FHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRS 480
consensus !!!!!!!!!!!!!!!!!!!!!!! !!*!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!! !!! !!!!! !!!!

logo RASDI LDSTNFLFKQLMGGKIGEVDYDEQAAELKLGAASYPDPNDAEATEKTELLL IDNSADEDATDASSEDEAEDEFLETVHQFWEAKAIAGKE IR
NTDB id 255482 CUB85 RS06045 WP 100001714.1 RSDILDSTNFLFKQLMGGKIGEVDYDEQAALKLGASYPPNDAAKTELLLIDSADDADSSEDAEDFETVHWEAKAIAGEIR 560
NTDB id 119 BSU 10630 NP 388944.2 RADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIR 560
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!*!! !!!!!!! !*! ! !!*!!* !!!**!!!!!! !!!



logo KL IVSSPFKVYDGKKTKTHRNIQYRDIV I LLRSMPWAPQI
LMEELKRANQGIPVYANLTSGYFEAVEVAAVALSVLKVIDNPYQDI

NTDB id 255482 CUB85 RS06045 WP 100001714.1 KLVSSPFKVYDGKTKTHRNIQYRDIVILLRSMPWAPQLMEELKNQGIPVYANLTSGYFEAVEVAAALSVLKVIDNPYQDI 640
NTDB id 119 BSU 10630 NP 388944.2 KLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDI 640
consensus !!*!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!*!!!!* !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!

logo PLASVLRSP IVGACDENELASL IRLEKNKKAPFYYEALMKADYI
LAANAGDRHSDELYQKLNRTFYDGHSLQKWRASFSKTNHSVSEL IWEVYRD

NTDB id 255482 CUB85 RS06045 WP 100001714.1 PLASVLRSPIVGCDENELALIRLEKKKAPFYEALKAYIANADRHDELYQKLRTFYDSLQKWRSFSTNHSVSELIWEVYRD 720
NTDB id 119 BSU 10630 NP 388944.2 PLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRD 720
consensus !!!!!!!!!!!!*!!!!! !!!!! !!!!*!!!*! !*! *!!*!!!!!!! !!! *!!!!! !! !!!!!!!!!!!!!!

logo TGKYFMDYAVGGMPGGKQRQANLRVLYDRARQSYEASTAFRGLFRFLRF I ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE
NTDB id 255482 CUB85 RS06045 WP 100001714.1 TGYFDYAGGMPGGKQRQANLRVLYDRARSYEATAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 800
NTDB id 119 BSU 10630 NP 388944.2 TKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 800
consensus ! ! !! !!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FPVVFTVAGLGRNSFNMMDLNKSYLLDKELGFGTKYIHPEQLR I SYPTLPL IVAMKKKMRRELLSEELRVLYVALTRAKEKLFL
NTDB id 255482 CUB85 RS06045 WP 100001714.1 FPVVFTAGLGRSFNMMDLNKSYLLDKELGFGTKYIHPELRISYPTLPLVAMKKKMRRELLSEELRVLYVALTRAKEKLFL 880
NTDB id 119 BSU 10630 NP 388944.2 FPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKLFL 880
consensus !!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo
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NTDB id 255482 CUB85 RS06045 WP 100001714.1 VGSCKNREKQLAKWQAQADRADWLLSEFDRYQASSYLDFIGPALIRHRDMEAHRTPGLSSSEDIARDPSRFHIRMLQQSE 960
NTDB id 119 BSU 10630 NP 388944.2 IGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGD..LAGVPAHADISGHPARFAVQMIHSYD 958
consensus *!!!! * !!!!!!!! ! !!!!*!!!!!!! *!!!!!!!!! !!!!* ** *!** * !! *! !!** !** *

logo LLDEDEDNLPEKERAMEEKSEKRLEKAIQRQRGEP I
VPDGSFASFDDEKQARERLQLESWETYPHYQRELVTAQIRTKQSVSE I

LKRKQREYEDEYSGRASLP I
VKPAS

NTDB id 255482 CUB85 RS06045 WP 100001714.1 LLEENPKERAEEKSKRLKAIQQGEPIPDSFSFDDQARRLLEWEYPYRELTAIRTKQSVSELKRKQEYEDEYSGRSLIKPS 1040
NTDB id 119 BSU 10630 NP 388944.2 LLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPA 1038
consensus !!** * !! !!!! !! !! !!!*! !! !!* !! ! ! !!* !*! !!!!!!!!!*!!! !!!!!!!!! **!!

logo
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I
LLYRRPAGFMMKKGLTAAEKGTAMHTVMQHIPLSTHVPSTAI EEAEQRTVHRMRLYEKELLTEEQKQDEAIDI

LEE IVQFFGHTE IGGK
NTDB id 255482 CUB85 RS06045 WP 100001714.1 GDTLLYRRPGFMMKKGLTAAEKGTAMHTVMQHIPLTHVPTAEEAERTVRMLYEKELLTEEQQEAIDLEEIVQFFGTEIGK 1120
NTDB id 119 BSU 10630 NP 388944.2 DGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEIGG 1118
consensus **!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!*!!!* !!!! !!* !!!!!!!!!!! *!!!*!!!!!!!*!!!!



logo

D
QL ILGRAKLRWI

KDRE I
VPFSLMALPAGKE I

VYKPDAEHETADGEPLLVQGI IDCLYETAEDGLYLLDYKSTDR I EGKFQRHNGFEGAAP I LKQKRYE
NTDB id 255482 CUB85 RS06045 WP 100001714.1 DLLRALRIDREVPFSMALPAGEVYKDAETAGEPLLVQGIIDCLYETADGLYLLDYKTDRIEGKFRNGFEGAAPILQKRYE 1200
NTDB id 119 BSU 10630 NP 388944.2 QLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAAPILKKRYE 1198
consensus !* ! !!!*!!!*!!!! !*!*!!* ! !!!!!!!!!!!!!!! !!!!!!!!!*!!!!!!! *!!!!!!!!! !!!!

logo TQI EQLYTKAVEQIATKTKVKGCRALYFFDGGHI
VLTL

NTDB id 255482 CUB85 RS06045 WP 100001714.1 TQIELYTKAVEQITKTKVKGRALYFFDGGHVLTL 1234
NTDB id 119 BSU 10630 NP 388944.2 TQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!! !!!!!!!!! !!!!!!*!!!!!!!!!*!!!

X non conserved

X similar

X ≥ 50% conserved


