
logo MNQIPKPANDNSTWTDDQWENAIVSETGQDI LVAAAAGSGKTAVLVERLMIRKI
MTAREPELNP I

VDVDRLLVVTFTNASAAEMKHRIATEA
NTDB id 968712 MHH68 RS05315 WP 339165443.1 MQIPKPNNSTWTDDQWEAIVSEGQDILVAAAAGSGKTAVLVERLIRKMTRPELPVDVDRLLVVTFTNASAAEMKHRITEA 80
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEA 80
consensus !*!!!! !!!!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!*!!!*! *! !*!!!!!!!!!!!!!!!!!!!!!! !!

logo LEKELAVKQNRPGSLHI
MRRQLSLLMNRANS I STLHSFCLQVLKRKTFYYYEL IDLDPGFR I

LADQTEGEL ILGDEVLDELFEDEYAKAKGEKKPAS
NTDB id 968712 MHH68 RS05315 WP 339165443.1 LEKELAKNPGSLHMRRQLSLMNRANISTLHSFCLQVLRTFYYEIDLDPGFRLADQTEGELLGDEVLDELFEDEYKAGKPS 160
NTDB id 119 BSU 10630 NP 388944.2 LEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKA 160
consensus !!!!! !!!!!*!!!!!!*!!! !!!!!!!!!!!!* *!! !!!!!!!!*!!!!!!!!*!!!!!!!!!!!!! ! *

logo FFELVDRYTSTDRHDLDLQFWLVKQRI
VYEFYSRSHPNSPEAQWLMERASFLVHSLYDVDSAEKQSTAKI

VEELPFYPQYI
VKEDI

L
A
S
L
MVLNRGSACKQEKLLELRA

NTDB id 968712 MHH68 RS05315 WP 339165443.1 FFELVDRYTSDRHDLDLQWLVKRIYEFSRSHPSPEQWMRAFLSLYDVDAQTKVEELPFYPYIKEDLSLVLRSCQELLERA 240
NTDB id 119 BSU 10630 NP 388944.2 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRA 240
consensus !!!!!!!!!*!!!!!!!!*!!! *!!*!!!!! !! !* !**!!!! * *!!!!!!*!*!!!* *!! * ! ! !!

logo LESLSTKAEPGGPAPRADENF ILDDLAEQI
V
D
NEL IQRHQDDFESEKLYEKLRLVPANVNSFKRALKATCVKGDEFYDPALLDEEKATDALRNGQAKKLQLEKLK

NTDB id 968712 MHH68 RS05315 WP 339165443.1 LSLSKEPGGPAPRAENFIDDLEQVNELIRHQDDFEKLYELLPNVNFKRLKTCKGDEYDPALLEKATDARNQAKKQLEKLK 320
NTDB id 119 BSU 10630 NP 388944.2 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLK 320
consensus ! !*! !!!!!!!!*!!*!!! !* !!! !!!!! !! *! ! !!! ! *!!!!*!!!!!* !!! !! !!! !!!!!

logo

D
T
D
EYFMTRSPAEQHLKSLAEMKPVI

VETLVEQLVIQSFYGEKRFEARAKQEKS I IVDFSDLEHYCLAR I LATAEEQDNADEKGEHLREI EPSTEAAKRFYYQEQQ
NTDB id 968712 MHH68 RS05315 WP 339165443.1 DEYFMRSPAQHLKSLAEMKPVVETLVELVIQFGERFERAKQEKSIVDFSDLEHYCLRILAEQDAEGHLIETEAAKYYQQQ 400
NTDB id 119 BSU 10630 NP 388944.2 TDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQ 400
consensus *!! !!! !!!!!!!!!!!!*!!!! !!! *! !!! !!!!!!!*!!!!!!!!!! !! !* **!!!**!! !

logo FEHEVLVDEYQDTNLVQESTI LKQLVSTKSGEPEHSAEETGNLFMVGDVKQS IYRFRLAEPLMLFLNSKYKHRFQTEPDSGEKEGTGKRKR IDLNKNFR
NTDB id 968712 MHH68 RS05315 WP 339165443.1 FEEVLVDEYQDTNLVQETILKLVSKGEHSAEGNLFMVGDVKQSIYRFRLAEPMLFLNKYKHFQPDGKETGKRIDLNKNFR 480
NTDB id 119 BSU 10630 NP 388944.2 FHEVLVDEYQDTNLVQESILQLVTSGPE.ETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFR 479
consensus !*!!!!!!!!!!!!!!!*!! !!* !*** !!!!!!!!!!!!!!!!!!!!!*!!! !!!*! * ! !!**!!!!!!!!

logo SRASDI
VLDSTNFLFKQLMGEGKTI

VGE I
V
D
EYDEQAELKLGAASYPDENSDKDETETTELMLL IVDHLNADQEQDEATDEATGSEEAREELETVQFEAKRAI IAKEK

NTDB id 968712 MHH68 RS05315 WP 339165443.1 SRSDVLDSTNFLFKQLMGETVGEIEYDEQAELKLGASYPESKDTTTEMLLVHLDQQEAETGEEREELETVQFEARIIAKK 560
NTDB id 119 BSU 10630 NP 388944.2 SRADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNA.EDTDASEEAEELETVQFEAKAIAKE 558
consensus !! !*!!!!!!!!!!!!! *!!**!!!!!!!!!!! !!* *! !!*!!** * * * !! !!!!!!!!!!* !!!



logo IKREKL IVESQSPFKQVYDAGKKQKQMTHTRNI
LQYRDIV I LLRSMPWAPQI

MMEELKRAKQGIPVYANLSTSGYFEATVEVASVAI LSLVLKVIDNPYQ
NTDB id 968712 MHH68 RS05315 WP 339165443.1 IKELVEQPFQVYDAKQQMTRNLQYRDIVILLRSMPWAPQMMEELKKQGIPVYANLSSGYFEATEVSVILSLLKVIDNPYQ 640
NTDB id 119 BSU 10630 NP 388944.2 IRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQ 638
consensus !* !* !! !!!*! *!!*!!!!!!!!!!!!!!!!!*!!!!* !!!!!!!!!*!!!!!! !! ! !!*!!!!!!!!!

logo DIPLAASVLRSP I
LVGHALDENELASL IRLTESDNKKAGPTYYDEAMVKADFYLMASAVGTDHRSDSDHEPLTCYKQKLENRTFFYGQFHLQRKWRADFS IKNHSVASEL IWEVY

NTDB id 968712 MHH68 RS05315 WP 339165443.1 DIPLAAVLRSPLVHLDENELALIRTSDKKGTYYDAVKAFMSVTHSDHPTCKKLERFFQFLRKWRDFSINHSVAELIWEVY 720
NTDB id 119 BSU 10630 NP 388944.2 DIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVY 718
consensus !!!!! !!!!!*!* !!!!! !!! !!**!!*!*! ** * ** * !! !* *! !!! !! !!!! !!!!!!!

logo RDTKQYLMDYVGGMPGGKQRQANLRAVLYDRAKRQYEKSATAFRGLFRFLRF I ERMQERGDDLGATAKRATFLSEQTEDVVRLMMTIHSSKG
NTDB id 968712 MHH68 RS05315 WP 339165443.1 RDTQYLDYVGGMPGGKQRQANLRALYDRAKQYEKAAFRGLFRFLRFIERMQERGDDLGAAKTFSETEDVVRMMTIHSSKG 800
NTDB id 119 BSU 10630 NP 388944.2 RDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKG 798
consensus !!! !*!!!!!!!!!!!!!!!!! !!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!! !* !! !!!!!*!!!!!!!!

logo LEFPVVFTVAGLGRNFNMMDLNKQSYLLDKELGFGSTKYIHPEQLR I SYAPTLPL IVAMKKKMRKRELLSEELRVLYVALTRAKEKL
NTDB id 968712 MHH68 RS05315 WP 339165443.1 LEFPVVFTAGLGRNFNMMDLNQSYLLDKELGFGSKYIHPELRISYATLPLVAMKKKMRKELLSEELRVLYVALTRAKEKL 880
NTDB id 119 BSU 10630 NP 388944.2 LEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKL 878
consensus !!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!*!!!!! !!!!!*!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo FL IVGSCVKDNHQQVKAQLASKWQANASASTGQETDEWLLPDEFDERYQASKRTYLDF IGPALAIRHQRADLMAGDSLVALEGEVAPAGHADDVI
V
L
S
G
SHPASRTFATI

V
Q
S
F
M
I
T
H
Q
A
S
S
YD

NTDB id 968712 MHH68 RS05315 WP 339165443.1 FLVGSVKNQVKALSKWQNAATGEEWLLPDFERYQSKTYLDFIGPALIRHQAMASVLEEAG.DVVLSHPSTFTISFTQASD 959
NTDB id 119 BSU 10630 NP 388944.2 FLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAGVPAHADISGHPARFAVQMIHSYD 958
consensus !!*!!*! * ! ! !!! !* *!!!!*!*!!! *!!!!!!!!!! !! ** * *** * !! ! * * !

logo LLDTDEDLMESELERKMEKEKQDSE I
R
L
V
E
QAI

L
M
R
D
RGELPVEPGSYFGADAFDEKAVAREQRLSWKTYPHYLQAEAVSTQI

V
G
RTKQSVSE IKRKMKRE I

Y
E
QDEYSGVPRASPS IVKRKPA

NTDB id 968712 MHH68 RS05315 WP 339165443.1 LLTEDMSLEKKEQDEIVQALMDGLPVEGYGDADEKVAERLSWKYPYLAASQVGTKQSVSEIKRMKEIQDEYSVPSSIRKA 1039
NTDB id 119 BSU 10630 NP 388944.2 LLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPA 1038
consensus !! *!* ! ! * !* ! !!*! !!! ! !!! !!* *!* !!!!!!!!!! *! !!!! * ****!

logo

DG
R
A
S
I
TLYDRRPAFMKMKKGTLTAAEKQGTAMHTVMQHIPLPSHSEVEPPS IYDEEASEQIGH

Q
L
T
L
V
E
H
R
SLQYEQKRDELLTDEEQI

K
D
R
A
S IDNI

QEEGIAVQSFFHSTES I
NTDB id 968712 MHH68 RS05315 WP 339165443.1 .RATLYDRPAFMKKKTLTAAEQGTAMHTVMQHIPLPSEEPYDESQIGHLLESLQQRDLLTDEQIRSINQEGIASFFSTSI 1118
NTDB id 119 BSU 10630 NP 388944.2 DGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAE..QTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEI 1116
consensus * !! !!!!! !! !!!!! !!!!!!!!!!!!!** ** *! *** ** ! **!!!*!! ! ! ! !!*! !



logo GGQKQL ILGKADKWKVDKRE I
V
P
SFSLMAVLPAVKE I

VYPRDHAIDHETAEDGEPLVL IVQGI
MIDCLFYETDEDGGKLYLLDYKSTDR I

V
E
QGKRFYQTHVGFDEAGAAEPS I LKKR

NTDB id 968712 MHH68 RS05315 WP 339165443.1 GQKLLKADWVKREVSFSMVLPVKEVYRHIDTEGEPVLIQGMIDCLFETDGKLYLLDYKTDRVQGRYTV..DAAESILKKR 1196
NTDB id 119 BSU 10630 NP 388944.2 GGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAAPILKKR 1196
consensus ! !* ! ! !!**!!* !! !!*!** * !!*!*!!*!!!!*!!* !!!!!!!*!!* !** *****! *!!!!!

logo YETQIAQLYATKAVEQR I
L
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E
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K
A
I LYFFDGGNHLEI ILSTL

NTDB id 968712 MHH68 RS05315 WP 339165443.1 YETQIALYAKAVERLTNRTLEEKILYFFDGNLEISL 1232
NTDB id 119 BSU 10630 NP 388944.2 YETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!! !! !!!! * * * !!!!!! * **!

X non conserved

X similar

X ≥ 50% conserved


