
logo MENI
T
A
PKPAKDNSTWTDDQWKNAIVSSTGQRDI LVAAAAGSGKTAVLVER I

MIRKITAEENP IDVDRLLVVTFTNASAAEMKHRIAGEA
NTDB id 1144962 BGLY RS06115 WP 046131291.1 METAKPKNSTWTDDQWKAIVSSGRDILVAAAAGSGKTAVLVERIIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIGEA 80
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEA 80
consensus ! *!! !!!!!!!! !!!!*! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo LEKEKLAVEQNRPGSLHI
LRRQLSLLNRAS I STLHSFCLQVLVKRKYYYLMIDLVDPAGFR IADQTEGEL ILGDEVLDELFEDEEYAQKGDEKPA

NTDB id 1144962 BGLY RS06115 WP 046131291.1 LEKKLAENPGSLHLRRQLSLLNRASISTLHSFCLQVVRKYYYMIDVDPAFRIADQTEGELLGDEVLDELFEEEYQKGDPA 160
NTDB id 119 BSU 10630 NP 388944.2 LEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKA 160
consensus !!! ! !!!!!*!!!!!!!!!!!!!!!!!!!!!!**!!!!*!!*!!*!!!!!!!!!!!*!!!!!!!!!!*!! !!**!

logo FFELVDRYTTDRHDLDLQFYL IVKQRVYEFYSRSHPDNPEAWLEKSFMVHNLYDAVDSEPGKASAKI EESLPFYQSYI
V
K
REDIALMVLNGSAVKREKLLTRA

NTDB id 1144962 BGLY RS06115 WP 046131291.1 FFELVDRYTTDRHDLDLQYLIKRVYEFSRSHPDPEAWLEKFMNLYDADPGAKIESLPFYSYIREDIALVLNSVREKLTRA 240
NTDB id 119 BSU 10630 NP 388944.2 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRA 240
consensus !!!!!!!!!!!!!!!!!!*!*! !!!*!!!!! !!!!!! !**!!! * !! !!!! !**!!!!*!!! *!!! !!

logo LELTKARPGGPAPRADENFLDDLAQIDEKL ILEQHQDDFESAELYEKLRVPAVSFKQRAKAPCVKGDDEFDPASL ILDEATDLRNGSAKKLMLEKLK
NTDB id 1144962 BGLY RS06115 WP 046131291.1 LELTKRPGGPAPRAENFLDDLAQIDKLLEHQDDFEALYELVPAVSFQRAKPCKGDDFDPSLIDEATDLRNSAKKMLEKLK 320
NTDB id 119 BSU 10630 NP 388944.2 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLK 320
consensus !!!!! !!!!!!!!*!!!!!!!!!! !* !!!!! !! !!!!!! !!!**!!!*!!! !*!!!!!!!! !!!*!!!!!

logo

G
TDYFTRSTPEQHLEKSLAKEMKPVI ERTLVQLVAI ESFYGKRRFYERAAKKQEKAS I IVDFSDLEHDYCLAI LTAKEKNDEGKGETRTEPSEAAARFYYQREHLQ

NTDB id 1144962 BGLY RS06115 WP 046131291.1 GDYFTRTPEQHLESLKEMKPVIRTLVQLVAEFGRRYRAAKKEKAIVDFSDLEHDCLAILTKKNEGGTTEPSEAAAYYRHL 400
NTDB id 119 BSU 10630 NP 388944.2 TDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQ 400
consensus !!!!!*!!!!! !! !!!!!! !!!!!! *!*!* !!! !! !*!!!!!!! !!!!!! !* ! !!!!!! *! *

logo FHEVLVDEYQDTNLVQEAS I LKQLVATKSGEPEEHETGNLFMVGDVKQS IYRFRLAEPLLFLSKYKRFTDEDSGESGATGQRKIDLNKNFRS
NTDB id 1144962 BGLY RS06115 WP 046131291.1 FHEVLVDEYQDTNLVQEAILKLVAK.EEHEGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTDDGSGAGQKIDLNKNFRS 479
NTDB id 119 BSU 10630 NP 388944.2 FHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRS 480
consensus !!!!!!!!!!!!!!!!! !! !! **!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* ! ! ! !!!!!!!!!!

logo RASDI LDSTNFLFKQLMGEGKI
VGEVDVYDEQAELKLGAASYPDPNDEESTEKTELVL IL IDENAGEDATDADSEEAEELETVQFLEAKRAI

VAGKER I
VR

NTDB id 1144962 BGLY RS06115 WP 046131291.1 RSDILDSTNFLFKQLMGEKVGEVVYDEQAELKLGASYPPNESTKTEVLIIENGEDA.ADEEAEELETVQLEARAVAGRVR 558
NTDB id 119 BSU 10630 NP 388944.2 RADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIR 560
consensus ! !!!!!!!!!!!!!!! !*!!! !!!!!!!!!!! !!*!* ! !!*!*!*!*!! *! !!!!!!!!!! !!*!*! *!



logo

E
KL I SGSKPFKQVYDGKKTKTHTRNIQYRDIV I LLRSMPWAPQFIMDEEFLKRAQQGIPVYANLSTSTGYFEATVEVAVATLSLVLKVIDNAPYQDI

NTDB id 1144962 BGLY RS06115 WP 046131291.1 ELISGKFQVYDGKTKTTRNIQYRDIVILLRSMPWAPQFMDEFKQQGIPVYANLSTGYFEATEVAVTLSLLKVIDNAYQDI 638
NTDB id 119 BSU 10630 NP 388944.2 KLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDI 640
consensus !!! *! !!!!! !!*!!!!!!!!!!!!!!!!!!!! !*! * !!!!!!!!!**!!!!! !!!! !!*!!!!!!*!!!!

logo PLASVLRSP IVGALDENELSL IR I
L
E
R
D
NKKAPFYYEALMKADYLMAASAGDRDSDEPLYEQKLANRTFDYGFHLKQKWRAFYASKNHSVASEL IWEVYRD

NTDB id 1144962 BGLY RS06115 WP 046131291.1 PLASVLRSPIVGLDENELSLIRIRDKKAPFYEALKAYMASADRDDPLYEKLARFDGFLKKWRAYAKNHSVAELIWEVYRD 718
NTDB id 119 BSU 10630 NP 388944.2 PLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRD 720
consensus !!!!!!!!!!!! !!!!!!!!!* !!!!*!!!*! !*! *!! !*!! !! ! !*! !!!!* !!!!! !!!!!!!!!

logo TKYI
MDYVGGMPGGKQRQANLRAVLYDRARQSYESTASFRGLFRFLRF I ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE

NTDB id 1144962 BGLY RS06115 WP 046131291.1 TKYIDYVGGMPGGKQRQANLRALYDRARSYESTSFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 798
NTDB id 119 BSU 10630 NP 388944.2 TKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 800
consensus !!!*!!!!!!!!!!!!!!!!! !!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FPVVFTVAGLGRNFNMMDLNKSYLLDKELGFGTKFYIHPKQLWR I SYPTLPL IVAMKKKMRRELLSEELRVLYVALTRAKEKLFL
NTDB id 1144962 BGLY RS06115 WP 046131291.1 FPVVFTAGLGRNFNMMDLNKSYLLDKELGFGTKFIHPKWRISYPTLPLVAMKKKMRRELLSEELRVLYVALTRAKEKLFL 878
NTDB id 119 BSU 10630 NP 388944.2 FPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKLFL 880
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

I
VGSTACKDHKDQKLQLAKWQRATSASHQATDEWLLPDEFDERFYQAKRSTYLDF IGPALAMRHRDLMAGDGLADGLNVLPAPHNADDIRSGQHPASRFATI

V
Q
S
M
WIHSASGYDELLQ

NTDB id 1144962 BGLY RS06115 WP 046131291.1 VGTAKDKDKLLAKWRTSASHAEWLLPDFERFQAKSYLDFIGPALMRHRDMADGDLNLPNDDIRQHPSRFTISWISAGELQ 958
NTDB id 119 BSU 10630 NP 388944.2 IGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAGVPAHADISGHPARFAVQMIHSYDLL 960
consensus *!**!!* ! !!!! !!!* *!!!!*!*!*!!**!!!!!!!!! !!!!**! *** !! !! !! * !* *!

logo

A
D
D
EDLRAEEQRTEMEEKHSERLESAL IVKRKRGELP I

V
D
PGASFADFYDEEKEKAVREQRLSTWSTYPFHQRDEAVSTQI

VRTKQSVSE IKRKQKREYEDEYGSDGRASLP I
V
K
RPADNEG

NTDB id 1144962 BGLY RS06115 WP 046131291.1 AEDRAQTEEEKHERLSLVKKGLPIDGAFDYEKEVRERLTWSYPFRDASQVRTKQSVSEIKRQKEYEDEYGDRSLIRPANE 1038
NTDB id 119 BSU 10630 NP 388944.2 DDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPADG 1040
consensus *! !!!*!!! ***! !**! ! ** !! !*!*!!* * *!*!!!!!!!!!!! *!!!!!! ! ***!!

logo

S
T
I
LLFYRRPASFMMAKKGLTAAEKRGTAMHTVMQHI

LPLSTHRVPES IKDEEALEGQRLTLVDHMRL IYEKELLTEEQKRADAIDEEIDEDE I LVAQFFDHTDE IGGKQL
NTDB id 1144962 BGLY RS06115 WP 046131291.1 TLLFRRPSFMMAKGLTAAERGTAMHTVMQHLPLTRVPEKDELGRLLDMLIEKELLTEEQRAAIEEDDILAFFDTDIGGKL 1118
NTDB id 119 BSU 10630 NP 388944.2 SILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEIGGQL 1120
consensus **!*!!! !!! !!!!!!!*!!!!!!!!!!*!!**!! *! ** ! !!!!!!!!!* !!* **!* !!*!*!!! !



logo

I
LGAKRRWKVDERE I

VPFNSLMATLPAKRE I
VYPDGAFHKETADDEPLVL IVQGI IDCLFYETDEDGFLYLLDYKSTDR I EHGKFQHNGFEGAAEP I LKRKRYETQ

NTDB id 1144962 BGLY RS06115 WP 046131291.1 LGARRVEREVPFNMTLPAREVYPGFKTADDPVLIQGIIDCLFETDDGFYLLDYKTDRIHGKFQNGFEGAEPILRKRYETQ 1198
NTDB id 119 BSU 10630 NP 388944.2 IGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAAPILKKRYETQ 1200
consensus *!!* *!!*!! * !!!*!*!! * !!*!*!*!!!!!!!*!!*!! !!!!!!*!!!*!!!!*!!!!! !!!*!!!!!!

logo INQLYATKRAVEQTI
M
A
LKTKPLVKRGCKALYFFDGGHI

V
I
L
L
T
F
L

NTDB id 1144962 BGLY RS06115 WP 046131291.1 INLYARAVETMLKTPLRGKALYFFDGGHVILF 1230
NTDB id 119 BSU 10630 NP 388944.2 IQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !*!! *!!! * !!***!*!!!!!!!!!**

X non conserved

X similar

X ≥ 50% conserved


