
logo MNQIPKPANDNSTWTDDQWENAIVSETGQDI LVAAAAGSGKTAVLVERLMIRKI
MTAREPEDNP I

VDVDRLLVVTFTNASAAEMKHRIATEA
NTDB id 985958 MHH61 RS14180 WP 125586545.1 MQIPKPNNSTWTDDQWEAIVSEGQDILVAAAAGSGKTAVLVERLIRKMTRPEDPVDVDRLLVVTFTNASAAEMKHRITEA 80
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEA 80
consensus !*!!!! !!!!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!*!!!*! *! !*!!!!!!!!!!!!!!!!!!!!!! !!

logo LEKELVKQNRPGSLHI
MRRQLSLLMNRANS I STLHSFCLQVLKRKTFYYYEL IDLDPGFR I

LADQTEGEL ILGDEVLDELFEDEYAKAKGEKKPA
NTDB id 985958 MHH61 RS14180 WP 125586545.1 LEKELVKNPGSLHMRRQLSLMNRANISTLHSFCLQVLRTFYYEIDLDPGFRLADQTEGELLGDEVLDELFEDEYKAGKPA 160
NTDB id 119 BSU 10630 NP 388944.2 LEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKA 160
consensus !!!!!! !!!!!*!!!!!!*!!! !!!!!!!!!!!!* *!! !!!!!!!!*!!!!!!!!*!!!!!!!!!!!!! ! *!

logo FFELVDRYTSTDRHDLDLQFWLVKQRI
VYEFYSRSHPNSPDEAQWLMERASFLVHSLYDVDSAEKQSTAKI

VEEQLPFYPQYI
VKEDI

L
A
S
L
MVFLNRGSACKLEKLLELRA

NTDB id 985958 MHH61 RS14180 WP 125586545.1 FFELVDRYTSDRHDLDLQWLVKRIYEFSRSHPSPDQWMRAFLSLYDVDAQTKVEQLPFYPYIKEDLSLVFRSCLELLERA 240
NTDB id 119 BSU 10630 NP 388944.2 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRA 240
consensus !!!!!!!!!*!!!!!!!!*!!! *!!*!!!!! !* !* !**!!!! * *! !!!!*!*!!!* *! * ! ! !!

logo LAELSTKAEPGGPAPRADENF ILDDLAEQI
V
D
NEL IQRHQDDFESEKLYEKLRLVPANI

V
N
SFKRALKATCVKGDEFYDPAVLLDEEKATDALRNGQAKKLQLEKLK

NTDB id 985958 MHH61 RS14180 WP 125586545.1 LALSKEPGGPAPRAENFIDDLEQVNELIRHQDDFEKLYELLPNINFKRLKTCKGDEYDPVLLEKATDARNQAKKQLEKLK 320
NTDB id 119 BSU 10630 NP 388944.2 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLK 320
consensus ! !*! !!!!!!!!*!!*!!! !* !!! !!!!! !! *! * !!! ! *!!!!*!! !!* !!! !! !!! !!!!!

logo

D
T
D
EYFMTRSPAEQHLKSLAEMKPVI

VETLVEQLVIQSFYGKQRFEARAKQEKS I IVDFSDLEHYCLAR I LATAEEQDNADEKGENLREI EPSTEAAKRFYYQEQQ
NTDB id 985958 MHH61 RS14180 WP 125586545.1 DEYFMRSPAQHLKSLAEMKPVVETLVELVIQFGQRFERAKQEKSIVDFSDLEHYCLRILAEQDAEGNLIETEAAKYYQQQ 400
NTDB id 119 BSU 10630 NP 388944.2 TDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQ 400
consensus *!! !!! !!!!!!!!!!!!*!!!! !!! *! !!! !!!!!!!*!!!!!!!!!! !! ! **!!!**!! !

logo FEHEVLVDEYQDTNLVQESTI LKQLVSTKSGEPEHAAEETGNLFMVGDVKQS IYRFRLAEPLMLFLNSKYKQRFKTEPDSGEKEGTGKRKR IDLNKNFR
NTDB id 985958 MHH61 RS14180 WP 125586545.1 FEEVLVDEYQDTNLVQETILKLVSKGEHAAEGNLFMVGDVKQSIYRFRLAEPMLFLNKYKQFKPDGKETGKRIDLNKNFR 480
NTDB id 119 BSU 10630 NP 388944.2 FHEVLVDEYQDTNLVQESILQLVTSGPE.ETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFR 479
consensus !*!!!!!!!!!!!!!!!*!! !!* !*** !!!!!!!!!!!!!!!!!!!!!*!!! !!! ! * ! !!**!!!!!!!!

logo SRASDI
VLDSTNFLFKQLMGEGKTI

VGE I
V
D
EYDEQAELKLGAASYPDENSDKDETETTELMLL IVDHLNADQEQDEATDEASDSEEAREELETVQFLEAKRAVIAKEK

NTDB id 985958 MHH61 RS14180 WP 125586545.1 SRSDVLDSTNFLFKQLMGETVGEIEYDEQAELKLGASYPESKDTTTEMLLVHLDQQEAESDEEREELETVQLEARVIAKK 560
NTDB id 119 BSU 10630 NP 388944.2 SRADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNA.EDTDASEEAEELETVQFEAKAIAKE 558
consensus !! !*!!!!!!!!!!!!! *!!**!!!!!!!!!!! !!* *! !!*!!** * * * !! !!!!!!! !!* !!!



logo I REKL IVESQSPFKQVYDAGKKQKQLTHTRNI
LQYRDIV I LLRSMPWAPQI

MMEELKRAKQGIPVYANLSTSGYFEATVEVASVAI LSLVLKVIDNPYQ
NTDB id 985958 MHH61 RS14180 WP 125586545.1 IRELVEQPFQVYDAKQQLTRNLQYRDIVILLRSMPWAPQMMEELKKQGIPVYANLSSGYFEATEVSVILSLLKVIDNPYQ 640
NTDB id 119 BSU 10630 NP 388944.2 IRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQ 638
consensus !! !* !! !!!*! *!!*!!!!!!!!!!!!!!!!!*!!!!* !!!!!!!!!*!!!!!! !! ! !!*!!!!!!!!!

logo DIPLAASVLRSP IVGHALDENELMASL IRLTESDNKKAGPTYYDEAMVKADFYLMASAVGTDHRSDSDHEPLTCYKQKLENRTFFYGRHLLQRKWRADFSKMNHSVASEL IWEVY
NTDB id 985958 MHH61 RS14180 WP 125586545.1 DIPLAAVLRSPIVHLDENEMALIRTSDKKGTYYDAVKAFMSVTHSDHPTCKKLERFFRLLRKWRDFSMNHSVAELIWEVY 720
NTDB id 119 BSU 10630 NP 388944.2 DIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVY 718
consensus !!!!! !!!!!!!* !!!!* !!! !!**!!*!*! ** * ** * !! !* *! !!! !! !!!! !!!!!!!

logo RDTKQYLMDYVGGMPGGKQRQANLRAVLYDRAKRQYEKSATAFRGLFRFLRF I ERMQERGDDLGATAKRATFLSEQTEDVVRLMMTIHSSKG
NTDB id 985958 MHH61 RS14180 WP 125586545.1 RDTQYLDYVGGMPGGKQRQANLRALYDRAKQYEKAAFRGLFRFLRFIERMQERGDDLGAAKTFSETEDVVRMMTIHSSKG 800
NTDB id 119 BSU 10630 NP 388944.2 RDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKG 798
consensus !!! !*!!!!!!!!!!!!!!!!! !!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!! !* !! !!!!!*!!!!!!!!

logo LEFP I
VVFTVAGLGRNFNMMDLNKQSYLLDKELGFGSTKYIHPEQLR I SYAPTLPL IVAMKKKMRKRELLSEELRVLYVALTRAKEKL

NTDB id 985958 MHH61 RS14180 WP 125586545.1 LEFPIVFTAGLGRNFNMMDLNQSYLLDKELGFGSKYIHPELRISYATLPLVAMKKKMRKELLSEELRVLYVALTRAKEKL 880
NTDB id 119 BSU 10630 NP 388944.2 LEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKL 878
consensus !!!!*!! !!!!!!!!!!!!! !!!!!!!!!!!*!!!!! !!!!!*!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo FL IVGSCVKDNHQQVKAQLASKWQANASANSGQETDWL ILPDEFDERYQASKRTYLDF IGPALAIRHQRADLMGSDS ILALEGEVPTAGHNADVI
V
L
S
G
SHPASRVFATI

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

NTDB id 985958 MHH61 RS14180 WP 125586545.1 FLVGSVKNQVKALSKWQNAANGEDWLIPDFERYQSKTYLDFIGPALIRHQAMSSILEETGN.VVLSHPSVFTISFTQASD 959
NTDB id 119 BSU 10630 NP 388944.2 FLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAGVPAHADISGHPARFAVQMIHSYD 958
consensus !!*!!*! * ! ! !!! ! !!!*!*!*!!! *!!!!!!!!!! !! * * **** * !! ! * * !

logo LLDKDEDLMESELERKMEKEQKQDSERVLVEQAI
L
M
R
D
RGELPVEPGSYFGADAFDEKAVAREQRLSWRTYPHYLQAEAVSTQI

V
G
RTKQSVSE IKRKMKRE I

Y
E
QDEYSGVPRASPSLVKRPRA

NTDB id 985958 MHH61 RS14180 WP 125586545.1 LLKEDMSLEKKQQDEVVQALMDGLPVEGYGDADEKVAERLSWRYPYLAASQVGTKQSVSEIKRMKEIQDEYSVPSSLRRA 1039
NTDB id 119 BSU 10630 NP 388944.2 LLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPA 1038
consensus !! *!* ! * !* ! !!*! !!! ! !!! !!* *!* !!!!!!!!!! *! !!!! * ****!

logo

D
H
GA
S
I
TLYDRRPAFMKMKKAGLTAAEKQGTAMHTVMQHIPLSHSDVEPPS ILDEEAIHI E

HQLTLVDHRSLQYEQKRDELLTENEQKVDQAS IDI
QEEGI SVAQFFHSTES I

NTDB id 985958 MHH61 RS14180 WP 125586545.1 H.ATLYDRPAFMKKKALTAAEQGTAMHTVMQHIPLSSDEPLDEIHIHQLLDSLQQRDLLTNEQVQSIDQEGISAFFSTSI 1118
NTDB id 119 BSU 10630 NP 388944.2 DGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEA..EQTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEI 1116
consensus ** !! !!!!! !!*!!!!! !!!!!!!!!!!!!!* ****! ***! ** ! **!!! !! !! ! ! !!*! !



logo GGQKQL ILGKADKWKVDKRE I
M
P
SFSLMAVLPAVKE I

VYPSDHAIDHAEAEDGEPLVL IVQGI
MIDCLFYETDEDGGKLYLLDYKSTDR I

V
E
QGKRFYQTGHGFLEAGAAVP I LKKR

NTDB id 985958 MHH61 RS14180 WP 125586545.1 GQKLLKADWVKREMSFSMVLPVKEVYSHIDAEGEPVLIQGMIDCLFETDGKLYLLDYKTDRVQGRYTGGLEAAVPILKKR 1198
NTDB id 119 BSU 10630 NP 388944.2 GGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAAPILKKR 1196
consensus ! !* ! ! !!**!!* !! !!*!** * !!*!*!!*!!!!*!!* !!!!!!!*!!* !** *! !*! !!!!!!

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

NTDB id 985958 MHH61 RS14180 WP 125586545.1 YETQIALYAQAVERLTNRTLEEKILYFFDGNLEISL 1234
NTDB id 119 BSU 10630 NP 388944.2 YETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!! !! !!! * * * !!!!!! * **!

X non conserved

X similar

X ≥ 50% conserved


