
logo MENIPSKPAKDGSTWTDDQWKNAIVSSTGQRDI LVAAAAGSGKTAVLVER I
MIRKITADEQENRP I

VDVDRLLVVTFTNASAAEMKHRIAGEA
NTDB id 994958 AAYR26 RS20375 WP 345817892.1 MEISKPKGSTWTDDQWKAIVSSGRDILVAAAAGSGKTAVLVERIIRKITDQERPVDVDRLLVVTFTNASAAEMKHRIGEA 80
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEA 80
consensus ! !*!! !!!!!!!! !!!!*! !!!!!!!!!!!!!!!!!!!*!!!!! ! !*!!!!!!!!!!!!!!!!!!!!!!*!!

logo LEKELAVEQNRPGSLHI
LRRQLASLLNKRAS I STLHSFCLQVI

L
K
RKYYYL IDLVDPAGFR IADQTEGEL ILGDEVLDEKLFEDEEYAKKGENKPA

NTDB id 994958 AAYR26 RS20375 WP 345817892.1 LEKELAENPGSLHLRRQLALLNKASISTLHSFCLQVIRKYYYLIDVDPAFRIADQTEGELLGDEVLDKLFEEEYKKGNPA 160
NTDB id 119 BSU 10630 NP 388944.2 LEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKA 160
consensus !!!!! !!!!!*!!!! !!!*!!!!!!!!!!!!!**!!!!!!!*!!*!!!!!!!!!!!*!!!!!! !!!*!! !! *!

logo FFELVDRYTTDRHDLDLQFHLVKQRVYEFYSRSHPDNPEAGWLEHSFLAVEHLYDAVASESDKSTAKI
VEAELPFYQSYI

VKEDIALMVLENGAMKREQKLLTRA
NTDB id 994958 AAYR26 RS20375 WP 345817892.1 FFELVDRYTTDRHDLDLQHLVKRVYEFSRSHPDPEGWLHSLAELYDAASDTKVEALPFYSYIKEDIALVLEGMRQKLTRA 240
NTDB id 119 BSU 10630 NP 388944.2 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRA 240
consensus !!!!!!!!!!!!!!!!!!*!!! !!!*!!!!! !!*!!*! *!!! * *! !!!! !*!!!!!*!! ! * !! !!

logo LDELTKAQPGGPAPRADENFLDDLAQIDERL IQHQQDDFSAELHYEKLRVPATVSFKQRALKAPCVKGDEFYDPARLLVDEAATDLRNGSAKKLQLEKLK
NTDB id 994958 AAYR26 RS20375 WP 345817892.1 LDLTKQPGGPAPRAENFLDDLAQIDRLIQQQDDFSALHELVPTVSFQRLKPCKGDEYDPRLVDEAADLRNSAKKQLEKLK 320
NTDB id 119 BSU 10630 NP 388944.2 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLK 320
consensus !*!!! !!!!!!!!*!!!!!!!!!! !!!*!!!!! !* !! !!! ! !**!!!!*!! !*!!! !!!! !!! !!!!!

logo

S
TDYFSTRSTPEQHLEKSLAREMKPVI EQTLVQLVI

L
E
SYGKRRFAEAEAKKQEKAS I IVDFSDLEHDYCLAI LSTAVEKNDPAKGEAREVPSEAAKRFYQREHQ

NTDB id 994958 AAYR26 RS20375 WP 345817892.1 SDYFSRTPEQHLESLREMKPVIQTLVQLVLEYGRRFAEAKKEKAIVDFSDLEHDCLAILSVKNPAGEAVPSEAAKFYRHQ 400
NTDB id 119 BSU 10630 NP 388944.2 TDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQ 400
consensus *!!!*!*!!!!! !! !!!!!! !!!!!!* !!*!! !! !! !*!!!!!!! !!!!!* !* !! !!!!!*!! *!

logo FHEVLVDEYQDTNLVQEAS I LKQLVATKSGEPEEHETGNLFMVGDVKQS IYRFRLAEPLLFLSKYKRFTDEDSGESGSTGQRKIDLNKNFRS
NTDB id 994958 AAYR26 RS20375 WP 345817892.1 FHEVLVDEYQDTNLVQEAILKLVAK.EEHEGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTDDGSGSGQKIDLNKNFRS 479
NTDB id 119 BSU 10630 NP 388944.2 FHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRS 480
consensus !!!!!!!!!!!!!!!!! !! !! **!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* ! !*! !!!!!!!!!!

logo RASDI LDSTNFLFKQLMGEGKI
VGEVDEYDEQAELKLGAASYPDPNDEAETEKTELLL IDENTAPESDGTADAPGSEEAEELEATVQFLEAKRAI

MAGKEQIR
NTDB id 994958 AAYR26 RS20375 WP 345817892.1 RSDILDSTNFLFKQLMGEKVGEVEYDEQAELKLGASYPPNEATKTELLLIETPSG.APGEEAEELEAVQLEARAMAGQIR 558
NTDB id 119 BSU 10630 NP 388944.2 RADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIR 560
consensus ! !!!!!!!!!!!!!!! !*!!!*!!!!!!!!!!! !!*!* ! !!!!!!* * * * !!!!!!! !! !!*!*! !!



logo

K
RL I STESKPFKQVYDAGKAKKATHSRNIQYRDIV I

VLLRSMPWAPQIMDEEFLKRAQQGIPVYANLSTSTGYFEATVEVASVATLSLVLKI
V IDNAPYQDI

NTDB id 994958 AAYR26 RS20375 WP 345817892.1 RLITEKFQVYDAKAKASRNIQYRDIVVLLRSMPWAPQIMDEFKQQGIPVYANLSTGYFEATEVSVTLSLLKIIDNAYQDI 638
NTDB id 119 BSU 10630 NP 388944.2 KLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDI 640
consensus *!!* *! !!!*! ! *!!!!!!!!!*!!!!!!!!!!!!*! * !!!!!!!!!**!!!!! !! ! !!*!!*!!!*!!!!

logo PLASVLRSP I
VVGALDENELSL IR I

L
E
K
D
NKKAPFYYEAMKADYLAAAGDGRDSDEERLSYEQKLNRRTFDYGHLLKQKWRAFYASKNHSVASEL IWE I

VYRD
NTDB id 994958 AAYR26 RS20375 WP 345817892.1 PLASVLRSPVVGLDENELSLIRIKDKKAPFYEAMKAYLAAADGDERLSEKLRRFDGLLKKWRAYAKNHSVAELIWEIYRD 718
NTDB id 119 BSU 10630 NP 388944.2 PLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRD 720
consensus !!!!!!!!!*!! !!!!!!!!!* !!!!*!!!!! !!!!*! * ! !! ! !*! !!!!* !!!!! !!!!!*!!!

logo TKYLMDYVGGMPGGKQRQANLRAVLYDRARQSYEASTASFRGLFRFLRF I ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE
NTDB id 994958 AAYR26 RS20375 WP 345817892.1 TKYLDYVGGMPGGKQRQANLRALYDRARSYEATSFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 798
NTDB id 119 BSU 10630 NP 388944.2 TKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 800
consensus !!!*!!!!!!!!!!!!!!!!! !!!!!! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FPVVFTVAGLGRNFNMMDLNKSYLLDKELGFGTKFYIHPKQLWR I SYPTLPL IAMKKKLMRRELLSEELRVLYVALTRAKEKLFYL
NTDB id 994958 AAYR26 RS20375 WP 345817892.1 FPVVFTAGLGRNFNMMDLNKSYLLDKELGFGTKFIHPKWRISYPTLPLIAMKKKLRRELLSEELRVLYVALTRAKEKLYL 878
NTDB id 119 BSU 10630 NP 388944.2 FPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKLFL 880
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!

logo

I
VGSTACKDHKEQKLQLADKWQRATQSAASGQSTDEWLLPDEFYDERFYQAKRSTYLDF IGPALAMRHRDLMDGDELSAGAGPVPAVHIADDE IRSEGHPARFAQVQSMWI

L
H
S
A
S
A
YDLLQ

NTDB id 994958 AAYR26 RS20375 WP 345817892.1 VGTAKDKEKLLADWRTQAAGSEWLLPDYERFQAKSYLDFIGPALMRHRDMDESGAPPVIDEIREHPARFQVSWLSAADLQ 958
NTDB id 119 BSU 10630 NP 388944.2 IGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAGVPAHADISGHPARFAVQMIHSYDLL 960
consensus *!**!!* ! !! ! ! **!!!!***!*!!**!!!!!!!!! !!!!* * ***! * *! !!!!! ! ** !!

logo

A
D
D
E
A
D
L
V
D
E
E
Q
A
R
G
MEEKRHSDERLEVAQIQRMRGEHAP I

V
E
PGASFAEFYDEEQKQAVREQRLASWSTYPHYKQDEAVATKQI

VRTKQSVSE I
MKRKQKREYEDEYGSDGRASLP I

V
K
RPASDQEG

NTDB id 994958 AAYR26 RS20375 WP 345817892.1 AEAVDQAGEERHDRLVQIQMGHAIEGAFEYEQQVRERLAWSYPYKDAAKVRTKQSVSEMKRQKEYEDEYGDRSLIRPSQE 1038
NTDB id 119 BSU 10630 NP 388944.2 DDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPADG 1040
consensus * ** !!***!! ! !****! ! ** !! ! !*!!* * *!!!!!!!!*!! *!!!!!! ! ***!

logo

A
S
I
LLFYKRRPASFMMAKKGLTAAEKRGTAMHTVMQHIPLSTHRTVPES IKENEALESQRLTLVDHRLVYEKELLTEDEQKRADAIDEEIDEDE I LVAQFFDHTE IGGQKQL

NTDB id 994958 AAYR26 RS20375 WP 345817892.1 ALLFKRPSFMMAKGLTAAERGTAMHTVMQHIPLTRTPEKNELSRLLDRLVEKELLTEDQRAAIEEDDILAFFDTEIGQKL 1118
NTDB id 119 BSU 10630 NP 388944.2 SILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEIGGQL 1120
consensus *!**!! !!! !!!!!!!*!!!!!!!!!!!!!** ! ! **!! !!!!!!!*!* !!* **!* !!*!!!! !



logo

F
IGAKRRWKVDERE I

VPFNSLMATLPSAKE I
VYPDALEHESADEPLVL IVQGI IDCLFYETEDGFLYLLDYKSTDR I EHGKFYQRHNGFEGAAEP I LKRKRYETQ

NTDB id 994958 AAYR26 RS20375 WP 345817892.1 FGARRVEREVPFNMTLSAKEVYPDLESADEPVLIQGIIDCLFETEDGFYLLDYKTDRIHGKYRNGFEGAEPILRKRYETQ 1198
NTDB id 119 BSU 10630 NP 388944.2 IGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAAPILKKRYETQ 1200
consensus !!* *!!*!! * !*!!!*!!! * !!!!*!*!!!!!!!*!!!!! !!!!!!*!!!*!!* *!!!!! !!!*!!!!!!

logo IQLYATKRAVEQTI
M
A
IKMTKPLVKGCRALYFFDGGHI

VLLTFL
NTDB id 994958 AAYR26 RS20375 WP 345817892.1 IQLYARAVETMIKMPLKGRALYFFDGGHVLLF 1230
NTDB id 119 BSU 10630 NP 388944.2 IQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!! *!!! * ! **!!*!!!!!!!!!*!

X non conserved

X similar

X ≥ 50% conserved


