
logo MNQIPKPANDNSTWTDDQWNAIVSETGQDI LVAAAAGSGKTAVLVERLMIRKI
MTAREPENQP I

VDVDRLLVVTFTNASAAEMKHRIATEA
NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 MQIPKPNNSTWTDDQWNAIVSEGQDILVAAAAGSGKTAVLVERLIRKMTRPEQPVDVDRLLVVTFTNASAAEMKHRITEA 80
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEA 80
consensus !*!!!! !!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!!!*! *!*!*!!!!!!!!!!!!!!!!!!!!!! !!

logo LEKELSVKQNRPGSLHI
MRRQLSLLMNRANS I STLHSFCLQVLKRKTFYYYEL IDLDPGFR I

LADQTEGEL ILGDEVLDELFEDEYAKAKGEKKPAS
NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 LEKELSKNPGSLHMRRQLSLMNRANISTLHSFCLQVLRTFYYEIDLDPGFRLADQTEGELLGDEVLDELFEDEYKAGKPS 160
NTDB id 119 BSU 10630 NP 388944.2 LEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKA 160
consensus !!!!! !!!!!*!!!!!!*!!! !!!!!!!!!!!!* *!! !!!!!!!!*!!!!!!!!*!!!!!!!!!!!!! ! *

logo FFELVDRYTSTDRHDLDLQFWLVKQRI
VYEFYSRSHPANPEAQWLMERASFLVHSLYDVDSETKQSTAKI

VEELPFYPQYI
VKEDI

L
A
S
L
MVLNRGSACKQEKLLELQRA

NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 FFELVDRYTSDRHDLDLQWLVKRIYEFSRSHPAPEQWMRAFLSLYDVDTQTKVEELPFYPYIKEDLSLVLRSCQELLEQA 240
NTDB id 119 BSU 10630 NP 388944.2 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRA 240
consensus !!!!!!!!!*!!!!!!!!*!!! *!!*!!!!! !! !* !**!!!! * *!!!!!!*!*!!!* *!! * ! ! !

logo LETLSTKAEPGGPAPRADENF ILDDLAEQI
V
D
NEL IQRHQDDFGSETLYEKLRLVPANI

V
N
SFKRALKATCVKGDDEFYDPALLDEEKATDALRNGQAKKLQLEKLK

NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 LTLSKEPGGPAPRAENFIDDLEQVNELIRHQDDFGTLYELLPNINFKRLKTCKGDDYDPALLEKATDARNQAKKQLEKLK 320
NTDB id 119 BSU 10630 NP 388944.2 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLK 320
consensus ! !*! !!!!!!!!*!!*!!! !* !!! !!!!! !! *! * !!! ! *!!!**!!!!!* !!! !! !!! !!!!!

logo

D
T
D
EYFMTRSPDEQHLKSLAEMKPVI

VETLVEQLVIQSYGEKRFEARAKQEKS I IVDFSDLEHYCLAR I LATAKEQDNADEKGENLREI EPSTEAAKRFYYQEKQ
NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 DEYFMRSPDQHLKSLAEMKPVVETLVELVIQYGERFERAKQEKSIVDFSDLEHYCLRILAKQDAEGNLIETEAAKYYQKQ 400
NTDB id 119 BSU 10630 NP 388944.2 TDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQ 400
consensus *!! !!!*!!!!!!!!!!!!*!!!! !!! !! !!! !!!!!!!*!!!!!!!!!! !! ! **!!!**!! !

logo FEHEVLVDEYQDTNLVQESTI LKQLVSTKSGKPEHPAEETGNLRFMVGDVKQS IYRFRLAEPLMLFLNSKYKQRFKTAEDSGSEKEGTGKRKR IDLNKNFR
NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 FEEVLVDEYQDTNLVQETILKLVSKGKHPAEGNRFMVGDVKQSIYRFRLAEPMLFLNKYKQFKADSKETGKRIDLNKNFR 480
NTDB id 119 BSU 10630 NP 388944.2 FHEVLVDEYQDTNLVQESILQLVTSGPE.ETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFR 479
consensus !*!!!!!!!!!!!!!!!*!! !!* !*** !! !!!!!!!!!!!!!!!!!!*!!! !!! ! !!**!!!!!!!!

logo SRADI
VLDSTNFLFKQLMGEGKTI

VGE I
V
D
EYDEQAELKLGAASYPDQNSDEDETETTELMLL IVDHLNDAQEHDTDEASDSEEAREELETVQFEAKRAVIAKEK

NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 SRADVLDSTNFLFKQLMGETVGEIEYDEQAELKLGASYPQSEDTTTEMLLVHLDQHDTESDEEREELETVQFEARVIAKK 560
NTDB id 119 BSU 10630 NP 388944.2 SRADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDN.AEDTDASEEAEELETVQFEAKAIAKE 558
consensus !!!!*!!!!!!!!!!!!! *!!**!!!!!!!!!!! !! **! !!*!!** * *!!* !! !!!!!!!!!!* !!!



logo IKREKL IVESQSPFKQVYDAGKKQKQLTHTRNI
LQYRDIV I LLRSMPWAPQI

MMEELKRAKQGIPVYANLSTSGYFEATVEVASVAI LSLVLKVIDNPYQ
NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 IKELVEQPFQVYDAKQQLTRNLQYRDIVILLRSMPWAPQMMEELKKQGIPVYANLSSGYFEATEVSVILSLLKVIDNPYQ 640
NTDB id 119 BSU 10630 NP 388944.2 IRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQ 638
consensus !* !* !! !!!*! *!!*!!!!!!!!!!!!!!!!!*!!!!* !!!!!!!!!*!!!!!! !! ! !!*!!!!!!!!!

logo DIPLAASVLRSP I
LVGHALDENELMASL IRLTESDNKKAGPTYYDEAMVKADFYLMASAVGTDHRSDSDHEPLTCYQRKLENRTFFYGLHQLQRKWRADFS IKNQHSVASEL IWEVY

NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 DIPLAAVLRSPLVHLDENEMALIRTSDKKGTYYDAVKAFMSVTHSDHPTCRKLERFFLQLRKWRDFSIQHSVAELIWEVY 720
NTDB id 119 BSU 10630 NP 388944.2 DIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVY 718
consensus !!!!! !!!!!*!* !!!!* !!! !!**!!*!*! ** * ** * !! !* *! !!! !! *!!! !!!!!!!

logo RDTKQYLMDYVGGMPGGKQRQANLRAVLYDRAKRQYEKSATAFRGLFRFLRF I ERMQERGDDLGATAKRATFLSEQTEDVVRLMMTIHSSKG
NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 RDTQYLDYVGGMPGGKQRQANLRALYDRAKQYEKAAFRGLFRFLRFIERMQERGDDLGAAKTFSETEDVVRMMTIHSSKG 800
NTDB id 119 BSU 10630 NP 388944.2 RDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKG 798
consensus !!! !*!!!!!!!!!!!!!!!!! !!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!! !* !! !!!!!*!!!!!!!!

logo LEFPVVFTVAGLGRNFNMMDLNKQSYLLDKELGFGSTKYIHPEQLR I SYAPTLPL IAMKKKMRKRELLSEELRVLYVALTRAKEKL
NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 LEFPVVFTAGLGRNFNMMDLNQSYLLDKELGFGSKYIHPELRISYATLPLIAMKKKMRKELLSEELRVLYVALTRAKEKL 880
NTDB id 119 BSU 10630 NP 388944.2 LEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKL 878
consensus !!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!*!!!!! !!!!!*!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo FL IVGSCVKDNHQQVKAQLASKWQANASANSGQDTDWLLPDEFDERYQARTYLDF IGPALAIRHQRADLMGSDSLALEGEVPSARHAEDVI
V
L
S
G
LHPASRSFAS IVQTFMHIHQASSYD

NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 FLVGSVKNQVKALSKWQNAANGDDWLLPDFERYQARTYLDFIGPALIRHQAMSSLLEESR.EVVLLHPSSFSITFHQASD 959
NTDB id 119 BSU 10630 NP 388944.2 FLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAGVPAHADISGHPARFAVQMIHSYD 958
consensus !!*!!*! * ! ! !!! ! !!!!!*!*!!!!!!!!!!!!!!! !! * ! * * * !! ! * ** !

logo LLDQDEDLMESELERKMEQEKKQDSERVLVEQAI
L
M
R
E
RGEVPVPQGSYFGADFYDEEEKAVKREQRLSWRTYPHYLQAEAVSTQI

V
G
RTKQSVSE IKRKMKRE I

Y
E
QDEYSGVPRASPS IVKRKPA

NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 LLQEDMSLEKQKQDEVVQALMEGVPVQGYGDYEEEVKERLSWRYPYLAASQVGTKQSVSEIKRMKEIQDEYSVPSSIRKA 1039
NTDB id 119 BSU 10630 NP 388944.2 LLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPA 1038
consensus !! *!* ! * !* ! !!*! **! *! !!! !!* *!* !!!!!!!!!! *! !!!! * ****!

logo

D
H
GA
S
I
TLYERRPAFMKMKKGTLTAAEKQGTAMHTVMQHIPLPSHSNVEPPS IYDEESRAVEEQLTLVHRSLKYEKDELLTDEEQI

K
D
Q
A
S IDNI

REEGIVAQFFHSTAE I
NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 H.ATLYERPAFMKKKTLTAAEQGTAMHTVMQHIPLPSNEPYDESRVEELLHSLKEKDLLTDEQIQSINREGIVAFFSTAI 1118
NTDB id 119 BSU 10630 NP 388944.2 DGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEE..AEQTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEI 1116
consensus ** !! !!!!! !! !!!!! !!!!!!!!!!!!!** ** *!** ! *! ! !!*!!!*!! ! ! !! !!*! !



logo GGQKQL IQGKADKWKVDKRE I
V
P
SFSLMAVLPAVKE I

VYPSDHAIDHAEAEDGEPLVL IVQGI
MIDCLFYEATDEDGGKLYLLDYKSTDR I

V
E
TGKRFQSGHGFLEEGAAEAP I

MLKKR
NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 GQKLQKADWVKREVSFSMVLPVKEVYSHIDAEGEPVLIQGMIDCLFEADGKLYLLDYKTDRVTGRFSGGLEEAEAMLKKR 1198
NTDB id 119 BSU 10630 NP 388944.2 GGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAAPILKKR 1196
consensus ! ! ! ! !!**!!* !! !!*!** * !!*!*!!*!!!!*! * !!!!!!!*!!* !*! *! ! ! **!!!!

logo YETQIQSLYSTAKAVEQR I
L
A
T
K
N
R
T
K
T
L
V
E
K
E
G
C
K
A
I LYFFDGGNHLEI ILSTL

NTDB id 364800 BPGQ101 RS05775 WP 138278367.1 YETQISLYSAAVERLTNRTLEEKILYFFDGNLEISL 1234
NTDB id 119 BSU 10630 NP 388944.2 YETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!! !!* !!! * * * !!!!!! * **!

X non conserved

X similar

X ≥ 50% conserved


