
logo MNQIPKPAKDS ITWTDDQWNSAIVSSTGQRDI LVAAAAGSGKTAVLVERMIRKITATEEDNP IDVDRLLVVTFTNASAAEMKHRIAEALEKEL
NTDB id 329607 BVMH RS05730 WP 100001714.1 MQIPKPKDSIWTDDQWSAIVSSGRDILVAAAAGSGKTAVLVERMIRKITTEEDPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
consensus !*!!!! !! !!!!!! !!!!*! !!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

A
V
K
Q
N
RPGSLHIRRQLSLLNRAS I STLHSFCLQVLKKYYYLMIDLDPGFR I

MADQTEGEL ILGDEVLDELFEDEYAKGENKQAFFELAVDRYTT
NTDB id 329607 BVMH RS05730 WP 100001714.1 AKNPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYMIDLDPGFRMADQTEGELLGDEVLDELFEDEYAKGNQAFFELADRYTT 170
NTDB id 119 BSU 10630 NP 388944.2 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!! !!!!! !!!!!

logo DRHDLDLQDFLVKQRVYEYSRSHPDNPEAVWLEQSFVHRLYDVSTEEKSAKI
MEELPFYQYVKREDAIAEMAVLFNGAKEQKLELKRALELTKAPGGPAPRAD

NTDB id 329607 BVMH RS05730 WP 100001714.1 DRHDLDLQDLVKRVYEYSRSHPDPEVWLQSFVRLYDVTEESKMEELPFYQYVREDAEMALFGAKQKLEKALELTKAPGGPAPRAD 255
NTDB id 119 BSU 10630 NP 388944.2 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
consensus !!!!!!!! !!! !!!!!!!!! !! !! !!!*!!!!*! ! *!!!!!!!!!*!! ! ! !!! !! *!!!!!!!!!!!!!!!!

logo NFLDDLAQQIDEEL IQSCHQRDHDFDSAELYEKRVPAVSFKRAKAVKGDEFDKPALLDEATDLRNGAKKL ILEKLVKTDYFTRSPEQDQHLKSLADEMKP
NTDB id 329607 BVMH RS05730 WP 100001714.1 NFLDDLQQIEELISCRHDFDALYERVPAVSFKRAKAVKGDEFDKALLDEATDLRNGAKKLIEKVKTDYFTRSPQDHLKSLADMKP 340
NTDB id 119 BSU 10630 NP 388944.2 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
consensus !!!!!! !!*!!! *!! !! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!*!!*!!!!!!!!! !!!!!!*!!!

logo VI ETLVQLVI SYGKRFEAAKQEKS I IDFSDLEHYCLAI LTAEEVDNDEEKGERREVPSEAARVFYYQDEQFHEVLVDEYQDTNLVQES I LQLVKTS
NTDB id 329607 BVMH RS05730 WP 100001714.1 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTEVDEEGRRVPSEAAVYYQDQFHEVLVDEYQDTNLVQESILQLVKS 425
NTDB id 119 BSU 10630 NP 388944.2 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * ! ! !!!!! *!!*!!!!!!!!!!!!!!!!!!!!!!!! !

logo GNPEEATGNLFMVGDVKQS IYRFRLAEPLLFLGSKYKRFTESGAEGTGQRKIDLNKQNFRSRASDI LDSTNFLFKQLMGGKIGEVDYDEQAAE
NTDB id 329607 BVMH RS05730 WP 100001714.1 GNEEAGNLFMVGDVKQSIYRFRLAEPLLFLGKYKRFTESGAGTGQKIDLNQNFRSRSDILDSTNFLFKQLMGGKIGEVDYDEQAA 510
NTDB id 119 BSU 10630 NP 388944.2 GPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAE 510
consensus !*!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!! !!! !!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LKLGAASYPDPNDAEATEKTELLL IDNSADEDATDASSEDEAEDEFLETVHQFWEAKAIAGKE IRKL IVSSPFKVYDGKKTKTHRNIQYRDIV I LLRSMPWA
NTDB id 329607 BVMH RS05730 WP 100001714.1 LKLGASYPPNDAAKTELLLIDSADDADSSEDAEDFETVHWEAKAIAGEIRKLVSSPFKVYDGKTKTHRNIQYRDIVILLRSMPWA 595
NTDB id 119 BSU 10630 NP 388944.2 LKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWA 595
consensus !!!!! !!*!! !!!!!!! !*! ! !!*!!* !!!**!!!!!! !!!!!*!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!



logo PQI
LMEELKRANQGIPVYANLTSGYFEAVEVAAVALSVLKVIDNPYQDIPLASVLRSP IVGACDENELASL IRLEKNKKAPFYYEALMKADYI

LAAN
NTDB id 329607 BVMH RS05730 WP 100001714.1 PQLMEELKNQGIPVYANLTSGYFEAVEVAAALSVLKVIDNPYQDIPLASVLRSPIVGCDENELALIRLEKKKAPFYEALKAYIAN 680
NTDB id 119 BSU 10630 NP 388944.2 PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAA 680
consensus !!*!!!!* !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!! !!!!! !!!!*!!!*! !*!

logo

A
GDRHSDELYQKLNRTFYDGHSLQKWRASFSKTNHSVSEL IWEVYRDTGKYFMDYAVGGMPGGKQRQANLRVLYDRARQSYEASTAFRGLFRFLRF I

NTDB id 329607 BVMH RS05730 WP 100001714.1 ADRHDELYQKLRTFYDSLQKWRSFSTNHSVSELIWEVYRDTGYFDYAGGMPGGKQRQANLRVLYDRARSYEATAFRGLFRFLRFI 765
NTDB id 119 BSU 10630 NP 388944.2 GDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFI 765
consensus *!!*!!!!!!! !!! *!!!!! !! !!!!!!!!!!!!!!! ! !! !!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!

logo ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFTVAGLGRNSFNMMDLNKSYLLDKELGFGTKYIHPEQLR I SYPTLPL IVA
NTDB id 329607 BVMH RS05730 WP 100001714.1 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFTAGLGRSFNMMDLNKSYLLDKELGFGTKYIHPELRISYPTLPLVA 850
NTDB id 119 BSU 10630 NP 388944.2 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIA 850
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!*!

logo MKKKMRRELLSEELRVLYVALTRAKEKLFL IVGSCKDNHREQKQLAKWQAQSADSQRATDWLLPSEFDRYQARSSTYLDF IGPALAIRHRDLMEGADHRLT
NTDB id 329607 BVMH RS05730 WP 100001714.1 MKKKMRRELLSEELRVLYVALTRAKEKLFLVGSCKNREKQLAKWQAQADRADWLLSEFDRYQASSYLDFIGPALIRHRDMEAHRT 935
NTDB id 119 BSU 10630 NP 388944.2 MKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGD..L 933
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!! * !!!!!!!! ! !!!!*!!!!!!! *!!!!!!!!! !!!!* **

logo

A
PGLVPSASHSAEDIASGRDHPASRFAHI

V
Q
RMI

L
H
Q
Q
S
S
Y
D
ELLDEDEDNLPEKERAMEEKSEKRLEKAIQRQRGEP I

VPDGSFASFDDEKQARERLQLESWETYPHYQRELVTAQIRTKQSVSE
NTDB id 329607 BVMH RS05730 WP 100001714.1 PGLSSSEDIARDPSRFHIRMLQQSELLEENPKERAEEKSKRLKAIQQGEPIPDSFSFDDQARRLLEWEYPYRELTAIRTKQSVSE 1020
NTDB id 119 BSU 10630 NP 388944.2 AGVPAHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSE 1018
consensus *!** * !! *! !!** !** *!!** * !! !!!! !! !! !!!*! !! !!* !! ! ! !!* !*! !!!!!!!!!

logo

I
LKRKQREYEDEYSGRASLP I

VKPASDGDGSTI
LLYRRPAGFMMKKGLTAAEKGTAMHTVMQHIPLSTHVPSTAI EEAEQRTVHRMRLYEKELLTEEQKQDEAI

NTDB id 329607 BVMH RS05730 WP 100001714.1 LKRKQEYEDEYSGRSLIKPSGDTLLYRRPGFMMKKGLTAAEKGTAMHTVMQHIPLTHVPTAEEAERTVRMLYEKELLTEEQQEAI 1105
NTDB id 119 BSU 10630 NP 388944.2 IKRKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAI 1103
consensus *!!! !!!!!!!!! **!! **!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!*!!!* !!!! !!* !!!!!!!!!!! *!!

logo DI
LEE IVQFFGHTE IGGKDQL ILGRAKLRWI

KDRE I
VPFSLMALPAGKE I

VYKPDAEHETADGEPLLVQGI IDCLYETAEDGLYLLDYKSTDR I EGKFQRHNGFEG
NTDB id 329607 BVMH RS05730 WP 100001714.1 DLEEIVQFFGTEIGKDLLRALRIDREVPFSMALPAGEVYKDAETAGEPLLVQGIIDCLYETADGLYLLDYKTDRIEGKFRNGFEG 1190
NTDB id 119 BSU 10630 NP 388944.2 DIEEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEG 1188
consensus !*!!!!!!!*!!!! !* ! !!!*!!!*!!!! !*!*!!* ! !!!!!!!!!!!!!!! !!!!!!!!!*!!!!!!! *!!!!



logo AAP I LKQKRYETQI EQLYTKAVEQIATKTKVKGCRALYFFDGGHI
VLTL

NTDB id 329607 BVMH RS05730 WP 100001714.1 AAPILQKRYETQIELYTKAVEQITKTKVKGRALYFFDGGHVLTL 1234
NTDB id 119 BSU 10630 NP 388944.2 AAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!! !!!!!!! !!!!!!!!! !!!!!!*!!!!!!!!!*!!!

X non conserved

X similar

X ≥ 50% conserved


