
logo MNQIPKPANDNS ITWTDDQWENAIVSETGQDI LVAAAAGSGKTAVLVERLMIRKI
MTARAEEHNP I

VDVDRLLVVTFTNASAAEMKHRIATEA
NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 MQIPKPNNSIWTDDQWEAIVSEGQDILVAAAAGSGKTAVLVERLIRKMTRAEHPVDVDRLLVVTFTNASAAEMKHRITEA 80
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEA 80
consensus !*!!!! ! !!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!*!!!*! !*!*!!!!!!!!!!!!!!!!!!!!!! !!

logo LEKELSVKQNRPGSSLHIRRQLSLLMNRANS I STLHSFCLQVLKRKTFYYYEL IDLDPGFR I
LADQTEGEL ILGDEVLDELFEDEYAKAKGEKKQAS

NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 LEKELSKNPSSLHIRRQLSLMNRANISTLHSFCLQVLRTFYYEIDLDPGFRLADQTEGELLGDEVLDELFEDEYKAGKQS 160
NTDB id 119 BSU 10630 NP 388944.2 LEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKA 160
consensus !!!!! ! !!!!!!!!!!*!!! !!!!!!!!!!!!* *!! !!!!!!!!*!!!!!!!!*!!!!!!!!!!!!! !

logo FFELVDRYTSTDRHDLDLQFWLVKQRI
VYEFYSRSHPNSPELAQWLMERASF IVHSLYDVDSEHKSTAKI

VEDELPFYQRYI
VKEDIASLMVFLNRGSACKQEKLLELRA

NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 FFELVDRYTSDRHDLDLQWLVKRIYEFSRSHPSPLQWMRAFISLYDVDEHTKVEDLPFYRYIKEDISLVFRSCQELLERA 240
NTDB id 119 BSU 10630 NP 388944.2 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRA 240
consensus !!!!!!!!!*!!!!!!!!*!!! *!!*!!!!! ! !* !**!!!! !** *!*!!!! !*!!!! *! * ! ! !!

logo LAELTKAEPGGPAPRADENF ILDDLAQQIDNEL IQSHQDDHFESEMLYKQLRVPANI
V
N
SFKRALKATCVKGDEFYDPAVLLDEEKATDALRNGQAKKLQLEKLK

NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 LALTKEPGGPAPRAENFIDDLQQINELISHQDHFEMLYQLVPNINFKRLKTCKGDEYDPVLLEKATDARNQAKKQLEKLK 320
NTDB id 119 BSU 10630 NP 388944.2 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLK 320
consensus ! !!! !!!!!!!!*!!*!!! !! !!! !!!*! !! !! * !!! ! *!!!!*!! !!* !!! !! !!! !!!!!

logo

N
TDYFMTRSPAEQHLKQSLAEMKPVI

VETLVEQLVI ESFYGEKRFEARAKQEKS I IVDFSDLEHYCLAR I LATAKEQDNADKQGENLREI EPSTDEAAKRFYYQENQ
NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 NDYFMRSPAQHLQSLAEMKPVVETLVELVIEFGERFERAKQEKSIVDFSDLEHYCLRILAKQDAQGNLIETDAAKYYQNQ 400
NTDB id 119 BSU 10630 NP 388944.2 TDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQ 400
consensus !!! !!! !!! !!!!!!!!*!!!! !!! *! !!! !!!!!!!*!!!!!!!!!! !! ! ***!!**!! !

logo FEHEVLVDEYQDTNLVQESTI LKQLVSTKSGPQKEPEDTGNLFMVGDVKQS IYRFRLAEPLMLFLNSKYKQRFTESESGEKGQTGKRKR IDLNKNFR
NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 FEEVLVDEYQDTNLVQETILKLVSKGQKPEDGNLFMVGDVKQSIYRFRLAEPMLFLNKYKQFTSEGKQTGKRIDLNKNFR 480
NTDB id 119 BSU 10630 NP 388944.2 FHEVLVDEYQDTNLVQESILQLVTSGP.EETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFR 479
consensus !*!!!!!!!!!!!!!!!*!! !!* !***! !!!!!!!!!!!!!!!!!!!!!*!!! !!! !! ! !!**!!!!!!!!

logo SRASDI
VLDSTNFLFKQLMGEGKTI

VGE I
V
D
EYDEQAELKLGAASYPDKNSDEDETETTELMLL IVDHLNDAQENDETDEACDSEEAREELETVQFEAKRAVIAKREK

NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 SRSDVLDSTNFLFKQLMGETVGEIEYDEQAELKLGASYPKSEDTTTEMLLVHLDQNETECDEEREELETVQFEARVIARK 560
NTDB id 119 BSU 10630 NP 388944.2 SRADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDN.AEDTDASEEAEELETVQFEAKAIAKE 558
consensus !! !*!!!!!!!!!!!!! *!!**!!!!!!!!!!! !! **! !!*!!** * *!** !! !!!!!!!!!!* !!*



logo IKREKL I ESQSPFKQVYDAGKKQKQMTHSRNI
LQYRDIV I LLRSMPWAPQI

MMEELKRAKQGIPVYANLSTSGYFDEATVEVASVAVLSLVLKVIDNPYQ
NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 IKELIEQPFQVYDAKQQMSRNLQYRDIVILLRSMPWAPQMMEELKKQGIPVYANLSSGYFDATEVSVVLSLLKVIDNPYQ 640
NTDB id 119 BSU 10630 NP 388944.2 IRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQ 638
consensus !* !! !! !!!*! *!!*!!!!!!!!!!!!!!!!!*!!!!* !!!!!!!!!*!!!!*! !! ! !!*!!!!!!!!!

logo DIPLAASVLRSP IVGHALDENELMASL IRLTESDNKKAGPTYYDEAMVKDKYLMASAMGTDSRSDSDQEPLTCYQKLENRTFFYGHHLLQRKWRADFSKMNHSVASEL IWEVY
NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 DIPLAAVLRSPIVHLDENEMALIRTSDKKGTYYDAVKKYMSMTSSDQPTCQKLERFFHLLRKWRDFSMNHSVAELIWEVY 720
NTDB id 119 BSU 10630 NP 388944.2 DIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVY 718
consensus !!!!! !!!!!!!* !!!!* !!! !!**!!*!*! !* * *!!! !***! !!! !! !!!! !!!!!!!

logo RDTKQYFMDYVGGMPGGKQRQANLRAVLYDRAKRQYEKSATAFRGLFRFLRF I ERMQDERGDDLGATAKRATFLSEQTEDVVRLMMTIHSSKG
NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 RDTQYFDYVGGMPGGKQRQANLRALYDRAKQYEKAAFRGLFRFLRFIERMQDRGDDLGAAKTFSETEDVVRMMTIHSSKG 800
NTDB id 119 BSU 10630 NP 388944.2 RDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKG 798
consensus !!! ! !!!!!!!!!!!!!!!!! !!!!!*!!! !!!!!!!!!!!!!!!!*!!!!!! !* !! !!!!!*!!!!!!!!

logo LEFPVVFTVAGLGRNFNMMDLNKQSYLLDKELGFGSTKYIHPEQLR I SYAPTLPL IVAMKKKMRRELLSEELRVLYVALTRAKEKL
NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 LEFPVVFTAGLGRNFNMMDLNQSYLLDKELGFGSKYIHPELRISYATLPLVAMKKKMRRELLSEELRVLYVALTRAKEKL 880
NTDB id 119 BSU 10630 NP 388944.2 LEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKL 878
consensus !!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!*!!!!! !!!!!*!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FL IVGSCVKDNHQQVKAQLASKWQANASAKSGQETDEWLLPDEFDERYQAKRTYLDF IGPALAIRHQRADLMGTDS ILALEGEVPAGDHAIDI
V
L
S
G
THPASRSFAL IVQSFMI

T
H
QSAYD

NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 FLVGSVKNQVKALSKWQNAAKGEEWLLPDFERYQAKTYLDFIGPALIRHQAMTSILEEPGDI.VLTHPSSFLISFTQSAD 959
NTDB id 119 BSU 10630 NP 388944.2 FLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAGVPAHADISGHPARFAVQMIHSYD 958
consensus !!*!!*! * ! ! !!! ! *!!!!*!*!!!!*!!!!!!!!!! !! * * !** ** !! ! * *! !

logo LLDKDEDLESEHERKMEKEHKQDSEQRVLVEQAI
L
M
R
E
RGELPVPQGGSDFAVFDEEEKAVAREKQRLSTWRTYPHYLQAETVSTQI

V
G
RTKQSVSE IKRKMKRELYEDEYSGVPRASPS IVKRKPA

NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 LLKEDLSHEKKHQDQVVQALMEGLPVQGGDVFEEEVAKRLTWRYPYLATSQVGTKQSVSEIKRMKELEDEYSVPSSIRKA 1039
NTDB id 119 BSU 10630 NP 388944.2 LLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPA 1038
consensus !! *!! * * * !* ! !!*! !*! !*! !!* *!* !!!!!!!!!! *! !!!!! * ****!

logo

DG
R
A
S
I
TLYDRRPAFMKMKKAGLTAAEKGTAMHTVMQHI LPLPSHVQVEPPS IYHEETEQAI EQLTLVHRSFLMYEKRDELLTEEQI

K
D
Q
A
S IDI

K
D
E
E
GITVAQFFHSTES IV

NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 .RATLYDRPAFMKKKALTAAEKGTAMHTVMQHILLPVQEPYHETQIEQLLHSFMERDLLTEEQIQSIDKDGITAFFSTSV 1118
NTDB id 119 BSU 10630 NP 388944.2 DGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSI..EEAEQTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEI 1116
consensus * !! !!!!! !!*!!!!!!!!!!!!!!!!!*!** ** ** !! *! !**!!!!!! !! * ! !!*! *



logo GGQKQL IMGKADKWKVDKRE I
V
P
SFSLMAVLPAVKDE I

VYPSDHAIDHAEADDGDEPLVL IVQGI
MIDCLFYETVDEDGGKLYLLDYKSTDR I

V
E
QGKRFYAQGHGFI EKAGAAEPS I LKRKR

NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 GQKLMKADWVKREVSFSMVLPVKDVYSHIDADGDPVLIQGMIDCLFEVDGKLYLLDYKTDRVQGRYAGGIKAAESILRKR 1198
NTDB id 119 BSU 10630 NP 388944.2 GGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAAPILKKR 1196
consensus ! !* ! ! !!**!!* !! !**!** * *!*!*!!*!!!!*! * !!!!!!!*!!* !** *! *! *!!*!!

logo YETQI EQLYATKTAVEQR I
L
A
TKRTKPLVEKEGCKAI LYFFDGGNHLEI ILSTL

NTDB id 1013376 ABVJ71 RS06640 WP 353856183.1 YETQIELYATAVERLTKRPLEEKILYFFDGNLEISL 1234
NTDB id 119 BSU 10630 NP 388944.2 YETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!! !! !!! * ! ** * !!!!!! * **!

X non conserved

X similar

X ≥ 50% conserved


