
logo MNQIPKPANDNSTWTDDQWENAIVSETGQDI LVAAAAGSGKTAVLVERLMIRKI
MTAREPEHNP I

VDVDRLLVVTFTNASAAEMKHRIATEA
NTDB id 274632 C5Y82 RS05115 WP 119124660.1 MQIPKPNNSTWTDDQWEAIVSEGQDILVAAAAGSGKTAVLVERLIRKMTRPEHPVDVDRLLVVTFTNASAAEMKHRITEA 80
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEA 80
consensus !*!!!! !!!!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!*!!!*! *!*!*!!!!!!!!!!!!!!!!!!!!!! !!

logo LEKELAVKQNRPGSLHI
MRRQLSLLMNRANS I STLHSFCLQVLKRKTFYYYEL IDLDPGFR I

LADQTEGEL ILGDEVLDELFEDEYAKAKGEKKPAS
NTDB id 274632 C5Y82 RS05115 WP 119124660.1 LEKELAKNPGSLHMRRQLSLMNRANISTLHSFCLQVLRTFYYEIDLDPGFRLADQTEGELLGDEVLDELFEDEYKAGKPS 160
NTDB id 119 BSU 10630 NP 388944.2 LEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKA 160
consensus !!!!! !!!!!*!!!!!!*!!! !!!!!!!!!!!!* *!! !!!!!!!!*!!!!!!!!*!!!!!!!!!!!!! ! *

logo FFELVDRYTSTDRHDLDLQFWLVKQRI
VYDEFYSRSHPNSPEAQWLMERASFLVHSLYDVDSAEKQSTAKI

VEELPFYPQYI
VKEDI

L
A
S
L
MVLNRGSACKQEKLLELRA

NTDB id 274632 C5Y82 RS05115 WP 119124660.1 FFELVDRYTSDRHDLDLQWLVKRIYDFSRSHPSPEQWMRAFLSLYDVDAQTKVEELPFYPYIKEDLSLVLRSCQELLERA 240
NTDB id 119 BSU 10630 NP 388944.2 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRA 240
consensus !!!!!!!!!*!!!!!!!!*!!! *!**!!!!! !! !* !**!!!! * *!!!!!!*!*!!!* *!! * ! ! !!

logo LESLSTKAEPGGPAPRADENF ILDDLAEQI
V
D
NEL IQRHQDDFESEKLYEKLRLVPANVNSFKRALKATCVKGDEFYDPAVLLDEEKATDALRNGQAKKLQLEKLK

NTDB id 274632 C5Y82 RS05115 WP 119124660.1 LSLSKEPGGPAPRAENFIDDLEQVNELIRHQDDFEKLYELLPNVNFKRLKTCKGDEYDPVLLEKATDARNQAKKQLEKLK 320
NTDB id 119 BSU 10630 NP 388944.2 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLK 320
consensus ! !*! !!!!!!!!*!!*!!! !* !!! !!!!! !! *! ! !!! ! *!!!!*!! !!* !!! !! !!! !!!!!

logo
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EYFMTRSPAEQHLKSLAEMKP I

V
I
VETLVEQLVIQSFYGEKRFEARAKQEKS I IVDFSDLEHYCLAR I LATAEEQDNADEKGEHLREI EPSTEAAKRFYYQEQQ

NTDB id 274632 C5Y82 RS05115 WP 119124660.1 DEYFMRSPAQHLKSLAEMKPIVETLVELVIQFGERFERAKQEKSIVDFSDLEHYCLRILAEQDAEGHLIETEAAKYYQQQ 400
NTDB id 119 BSU 10630 NP 388944.2 TDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQ 400
consensus *!! !!! !!!!!!!!!!!**!!!! !!! *! !!! !!!!!!!*!!!!!!!!!! !! !* **!!!**!! !

logo FEHEVLVDEYQDTNLVQESTI LKQLVSTKSGEPEHSESETGNLFMVGDVKQS IYRFRLAEPLMLFLNSKYKHRFQTEPDSGEKEGTGKRKR IDLNKNFR
NTDB id 274632 C5Y82 RS05115 WP 119124660.1 FEEVLVDEYQDTNLVQETILKLVSKGEHSSEGNLFMVGDVKQSIYRFRLAEPMLFLNKYKHFQPDGKETGKRIDLNKNFR 480
NTDB id 119 BSU 10630 NP 388944.2 FHEVLVDEYQDTNLVQESILQLVTSGPE.ETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFR 479
consensus !*!!!!!!!!!!!!!!!*!! !!* !*** !!!!!!!!!!!!!!!!!!!!!*!!! !!!*! * ! !!**!!!!!!!!

logo SRASDI
VLDSTNFLFKQLMGEGKTI

VGE I
V
D
EYDNEQAELKLGAASYPDENSDKDETETTELMLL IVDHLNADQEQDEATDEATGSEEAREELETVQFEAKRAI IAKEK

NTDB id 274632 C5Y82 RS05115 WP 119124660.1 SRSDVLDSTNFLFKQLMGETVGEIEYNEQAELKLGASYPESKDTTTEMLLVHLDQQEAETGEEREELETVQFEARIIAKK 560
NTDB id 119 BSU 10630 NP 388944.2 SRADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNA.EDTDASEEAEELETVQFEAKAIAKE 558
consensus !! !*!!!!!!!!!!!!! *!!**! !!!!!!!!! !!* *! !!*!!** * * * !! !!!!!!!!!!* !!!



logo IKREKL IVESQSPFKQVYDAGKKQKQMTHTRNI
LQYRDIV I LLRSMPWAPQI

MMEELKRAKQGIPVYANLSTSGYFEATVEVASVAI LSLVLKVIDNPYQ
NTDB id 274632 C5Y82 RS05115 WP 119124660.1 IKELVEQPFQVYDAKQQMTRNLQYRDIVILLRSMPWAPQMMEELKKQGIPVYANLSSGYFEATEVSVILSLLKVIDNPYQ 640
NTDB id 119 BSU 10630 NP 388944.2 IRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQ 638
consensus !* !* !! !!!*! *!!*!!!!!!!!!!!!!!!!!*!!!!* !!!!!!!!!*!!!!!! !! ! !!*!!!!!!!!!

logo DIPLATASVLRSP I
LVGHALDENELASL IRLTESDNKKAGPTYYDEAMVKADFYLMASAVGTDHRSDSDHEPLTCYKQKLENRTFFYGQHLLQRKWRADFS IKNHSVASEL IWEVY

NTDB id 274632 C5Y82 RS05115 WP 119124660.1 DIPLTAVLRSPLVHLDENELALIRTSDKKGTYYDAVKAFMSVTHSDHPTCKKLERFFQLLRKWRDFSINHSVAELIWEVY 720
NTDB id 119 BSU 10630 NP 388944.2 DIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVY 718
consensus !!!! !!!!!*!* !!!!! !!! !!**!!*!*! ** * ** * !! !* *! !!! !! !!!! !!!!!!!

logo RDTKQYLMDYVGGMPGGKQRQANLRAVLYDRAKRQYEKSATAFRGLFRFLRF I ERMQERGDDLGATAKRATFLSEQTEDVVRLMMTIHSSKG
NTDB id 274632 C5Y82 RS05115 WP 119124660.1 RDTQYLDYVGGMPGGKQRQANLRALYDRAKQYEKAAFRGLFRFLRFIERMQERGDDLGAAKTFSETEDVVRMMTIHSSKG 800
NTDB id 119 BSU 10630 NP 388944.2 RDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKG 798
consensus !!! !*!!!!!!!!!!!!!!!!! !!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!! !* !! !!!!!*!!!!!!!!

logo LEFPVVFSVAGLGRNFNMMDLNKQSYLLDKELGFGSTKYIHPEQLR I SYAPTLPL IVAMKKKMRKRELLSEELRVLYVALTRAKEKL
NTDB id 274632 C5Y82 RS05115 WP 119124660.1 LEFPVVFSAGLGRNFNMMDLNQSYLLDKELGFGSKYIHPELRISYATLPLVAMKKKMRKELLSEELRVLYVALTRAKEKL 880
NTDB id 119 BSU 10630 NP 388944.2 LEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKL 878
consensus !!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!*!!!!! !!!!!*!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo FL IVGSCVKDNHQQVKAQLASKWQANASASTGQETDEWLLPDEFDERYQASKRTYLDF IGPALAIRHQRADLMGSDSLVALEGEVPTAGHADDVI
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NTDB id 274632 C5Y82 RS05115 WP 119124660.1 FLVGSVKNQVKALSKWQNAATGEEWLLPDFERYQSKTYLDFIGPALIRHQAMSSVLEETG.DVVLSHPSTFTISFTQASD 959
NTDB id 119 BSU 10630 NP 388944.2 FLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAGVPAHADISGHPARFAVQMIHSYD 958
consensus !!*!!*! * ! ! !!! !* *!!!!*!*!!! *!!!!!!!!!! !! * * *** * !! ! * * !

logo LLDKDEDLMESELERKMEKEKQDSE I
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E
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NTDB id 274632 C5Y82 RS05115 WP 119124660.1 LLKEDMSLEKKEQDEIVQALMDGLPVEEYGDADEKMAERLSWKYPYLAASQVGTKQSVSEIKRMKEIQDEYSVPSSIRKA 1039
NTDB id 119 BSU 10630 NP 388944.2 LLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPA 1038
consensus !! *!* ! ! * !* ! !!* !!! ! !!! !!* *!* !!!!!!!!!! *! !!!! * ****!
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QEEGIAVAQFFHSTES I
NTDB id 274632 C5Y82 RS05115 WP 119124660.1 .RATLYDRPAFMKKKTLTAAEQGTAMHTVMQHIPLPSEEPYDESRIGHLLDSLQQRDLLTDEQVQSINQEGIAAFFSTSI 1118
NTDB id 119 BSU 10630 NP 388944.2 DGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEA..EQTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEI 1116
consensus * !! !!!!! !! !!!!! !!!!!!!!!!!!!** ** *! ** * ** ! **!!!*!! ! ! ! !!*! !



logo GGQKQL ILGKADKWKVDKRE I
V
P
SFSLMAVLPAVKE I

VYPSDHAIDHETAEDGEPLVL IVQGI
MIDCLFYETDEDGGKLYLLDYKSTDR I

V
E
QGKRFYQTGHGFIDEAGAAEP I LKKR

NTDB id 274632 C5Y82 RS05115 WP 119124660.1 GQKLLKADWVKREVSFSMVLPVKEVYSHIDTEGEPVLIQGMIDCLFETDGKLYLLDYKTDRVQGRYTGGIDAAEPILKKR 1198
NTDB id 119 BSU 10630 NP 388944.2 GGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAAPILKKR 1196
consensus ! !* ! ! !!**!!* !! !!*!** * !!*!*!!*!!!!*!!* !!!!!!!*!!* !** *! **! !!!!!!
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NTDB id 274632 C5Y82 RS05115 WP 119124660.1 YETQIALYAKAVERLTNRTLEEKILYFFDGNVEISL 1234
NTDB id 119 BSU 10630 NP 388944.2 YETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!! !! !!!! * * * !!!!!! * **!

X non conserved

X similar

X ≥ 50% conserved


