
logo MNQIPKPANDNSTWTDDQWENAIVSETGQDI LVAAAAGSGKTAVLVERLMIRKI
MTAREPENQP IDVDRLLVVTFTNASAAEMKHRIATEA

NTDB id 406447 GPA07 RS14525 WP 157292868.1 MQIPKPNNSTWTDDQWEAIVSEGQDILVAAAAGSGKTAVLVERLIRKMTRPEQPIDVDRLLVVTFTNASAAEMKHRITEA 80
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEA 80
consensus !*!!!! !!!!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!*!!!*! *!*!!!!!!!!!!!!!!!!!!!!!!!! !!

logo LEKELSVKQNRPGSLHIRRQLSLLMNRANS I STLHSFCLQVLKRKTFYYYEL IDLDPGFR I
LADQTEGEL ILGDEVLDELFEDEYAKAKGEKKPA

NTDB id 406447 GPA07 RS14525 WP 157292868.1 LEKELSKNPGSLHIRRQLSLMNRANISTLHSFCLQVLRTFYYEIDLDPGFRLADQTEGELLGDEVLDELFEDEYKAGKPA 160
NTDB id 119 BSU 10630 NP 388944.2 LEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKA 160
consensus !!!!! !!!!!!!!!!!!*!!! !!!!!!!!!!!!* *!! !!!!!!!!*!!!!!!!!*!!!!!!!!!!!!! ! *!

logo FFELVDRYTSTDRHDLDLQFWLVKQRI
VYEFYSRSHPNSPEAQWLMERASFLVHSLYDVDSAEKQSTAKI
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NTDB id 406447 GPA07 RS14525 WP 157292868.1 FFELVDRYTSDRHDLDLQWLVKRIYEFSRSHPSPEQWMRAFLSLYDVDAQTKVEELPFYPYIKEDLSLVLRSCQELLEQA 240
NTDB id 119 BSU 10630 NP 388944.2 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRA 240
consensus !!!!!!!!!*!!!!!!!!*!!! *!!*!!!!! !! !* !**!!!! * *!!!!!!*!*!!!* *!! * ! ! !

logo LETLSTKAEPGGPAPRATDENF ILDDLAEQI
V
D
NEL IQTHNQDDFESEKLYEKLRVPANI

V
N
SFKRALKATCVKGDDEFYDPAVLLVDEEKATDALRNGQAKKLQLEKLK

NTDB id 406447 GPA07 RS14525 WP 157292868.1 LTLSKEPGGPAPRTENFIDDLEQVNELITNQDDFEKLYELVPNINFKRLKTCKGDDYDPVLVEKATDARNQAKKQLEKLK 320
NTDB id 119 BSU 10630 NP 388944.2 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLK 320
consensus ! !*! !!!!!!! *!!*!!! !* !!! *!!!! !! !! * !!! ! *!!!**!! !** !!! !! !!! !!!!!
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EYFMTRSPEQQHLKSLAEMKPVI

VETLVEQLVIQSFYGEKRFEARAKQEKS I IVDFSDLEHYCLAR I LATAKEQDNADEKGEHLREI EPSTEAAKRFYYQEQQ
NTDB id 406447 GPA07 RS14525 WP 157292868.1 DEYFMRSPQQHLKSLAEMKPVVETLVELVIQFGERFERAKQEKSIVDFSDLEHYCLRILAKQDAEGHLIETEAAKYYQQQ 400
NTDB id 119 BSU 10630 NP 388944.2 TDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQ 400
consensus *!! !!! !!!!!!!!!!!!*!!!! !!! *! !!! !!!!!!!*!!!!!!!!!! !! !* **!!!**!! !

logo FEHEVLVDEYQDTNLVQESTI LKQLVSTKSGEPERPAEETGNLFMVGDVKQS IYRFRLAEPLMLFLNSKYKHRFKTERDSGSEKDGTGKRKR IDLNSKNFR
NTDB id 406447 GPA07 RS14525 WP 157292868.1 FEEVLVDEYQDTNLVQETILKLVSKGERPAEGNLFMVGDVKQSIYRFRLAEPMLFLNKYKHFKRDSKDTGKRIDLSKNFR 480
NTDB id 119 BSU 10630 NP 388944.2 FHEVLVDEYQDTNLVQESILQLVTSGPE.ETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFR 479
consensus !*!!!!!!!!!!!!!!!*!! !!* !* * !!!!!!!!!!!!!!!!!!!!!*!!! !!!*! !!**!!! !!!!

logo SRASDI
VLDSTNFLFKQLMGEGKTI
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V
D
EYDEQAELKLGAASYPDQNSDEDETETTELMLL IVDHLNADQEHDEATDEASDSEEAREELETVQFEAKRAVIAKREK

NTDB id 406447 GPA07 RS14525 WP 157292868.1 SRSDVLDSTNFLFKQLMGETVGEIEYDEQAELKLGASYPQSEDTTTEMLLVHLDQHEAESDEEREELETVQFEARVIARK 560
NTDB id 119 BSU 10630 NP 388944.2 SRADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNA.EDTDASEEAEELETVQFEAKAIAKE 558
consensus !! !*!!!!!!!!!!!!! *!!**!!!!!!!!!!! !! **! !!*!!** *** * !! !!!!!!!!!!* !!*



logo IKREKL IVESQSPFKQVYDAGKKQKI
T
H
TRNI

LQYRDIV I LLRSMPWAPQI
MMEELKRAKQGIPVYANLSTSGYFEATVEVASVAVLSLVLKVIDNPYQ

NTDB id 406447 GPA07 RS14525 WP 157292868.1 IKELVEQPFQVYDAKQKITRNLQYRDIVILLRSMPWAPQMMEELKKQGIPVYANLSSGYFEATEVSVVLSLLKVIDNPYQ 640
NTDB id 119 BSU 10630 NP 388944.2 IRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQ 638
consensus !* !* !! !!!*! ! *!!*!!!!!!!!!!!!!!!!!*!!!!* !!!!!!!!!*!!!!!! !! ! !!*!!!!!!!!!

logo DIPLAASVLRSP IVGHALDENELASL IRLTESDNKKAGPTYYDEAMVKADFYLMASAVGTDHRSDSDHEPLTCYKQKLENQTFFYFGHLLQRKWRADFSKMNTHSVASEL IWEVY
NTDB id 406447 GPA07 RS14525 WP 157292868.1 DIPLAAVLRSPIVHLDENELALIRTSDKKGTYYDAVKAFMSVTHSDHPTCKKLEQFFFLLRKWRDFSMTHSVAELIWEVY 720
NTDB id 119 BSU 10630 NP 388944.2 DIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVY 718
consensus !!!!! !!!!!!!* !!!!! !!! !!**!!*!*! ** * ** * !! !* *! !!! !! !!! !!!!!!!

logo RDTHKYLMDYVGGMPGGKQRQANLRAVLYDRAKRQYEKSATAFRGLFRFLRF I ERMQERGDDLGATAKRATFLSEQTEDVVRLMMTIHSSKG
NTDB id 406447 GPA07 RS14525 WP 157292868.1 RDTHYLDYVGGMPGGKQRQANLRALYDRAKQYEKAAFRGLFRFLRFIERMQERGDDLGAAKTFSETEDVVRMMTIHSSKG 800
NTDB id 119 BSU 10630 NP 388944.2 RDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKG 798
consensus !!!*!*!!!!!!!!!!!!!!!!! !!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!! !* !! !!!!!*!!!!!!!!

logo LEFPVVFTVAGLGRNFNMMDLNKQSYLLDKELGFGSTKYIHPEQLR I SYPTTLPL IVAMKKKMRKRELLSEELRVLYVALTRAKEKL
NTDB id 406447 GPA07 RS14525 WP 157292868.1 LEFPVVFTAGLGRNFNMMDLNQSYLLDKELGFGSKYIHPELRISYTTLPLVAMKKKMRKELLSEELRVLYVALTRAKEKL 880
NTDB id 119 BSU 10630 NP 388944.2 LEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKL 878
consensus !!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!*!!!!! !!!!!*!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo FL IVGSCVKDNHQQVKAQLASKWQANASANSGQETDEWLLPDEFDERYQAKRTYLDF IGPALAIRHQRADLMGKDP I
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NTDB id 406447 GPA07 RS14525 WP 157292868.1 FLVGSVKNQVKALSKWQNAANGEEWLLPDFERYQAKTYLDFIGPALIRHQAMKPILEES.RDVVLSHPSSFTITFHQASD 959
NTDB id 119 BSU 10630 NP 388944.2 FLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAGVPAHADISGHPARFAVQMIHSYD 958
consensus !!*!!*! * ! ! !!! ! *!!!!*!*!!!!*!!!!!!!!!! !! * ** *** * !! ! * ** !

logo LLDKDEDLVESELERKMEKEKKQDSERVLMEQAI
L
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E
RGEVPVEPGSYFGADFYDEEEKAVKREQRLSWRTYPHYLQAEAVSTQI

V
G
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Y
E
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NTDB id 406447 GPA07 RS14525 WP 157292868.1 LLKEDVSLEKKKQDEVMQALMEGVPVEGYGDYEEEVKERLSWRYPYLAASQVGTKQSVSEIKRMKEIQDEYSVPSSIRKP 1039
NTDB id 119 BSU 10630 NP 388944.2 LLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPA 1038
consensus !! *!* ! * !* ! !!*! **! *! !!! !!* *!* !!!!!!!!!! *! !!!! * *****
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NTDB id 406447 GPA07 RS14525 WP 157292868.1 .RATLYDRPAFMKKKTLTAAEQGTAMHTVMQHIPLPSAEAYDESRIQELLDSLKERDLLTDEQIDSINREGIAAFFSTSI 1118
NTDB id 119 BSU 10630 NP 388944.2 DGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEA..EQTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEI 1116
consensus * !! !!!!! !! !!!!! !!!!!!!!!!!!!** * *! ** ** ! !**!!!*!! ! ! ! ! !!*! !



logo GGQKQL IRGKADKWKVDKRE I
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P
SFSLMAVLPAVKE I
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MIDCLFYEATDEDGGKLYLLDYKSTDR I
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E
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MLKKR
NTDB id 406447 GPA07 RS14525 WP 157292868.1 GQKLRKADWVKREVSFSMVLPVKEVYSHIEVEGEPVLIQGMIDCLFEADGKLYLLDYKTDRVSGRFSGGLEETEAMLKKR 1198
NTDB id 119 BSU 10630 NP 388944.2 GGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAAPILKKR 1196
consensus ! ! ! ! !!**!!* !! !!*!** * !!*!*!!*!!!!*! * !!!!!!!*!!* !*! *! ! **!!!!
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NTDB id 406447 GPA07 RS14525 WP 157292868.1 YETQIALYARAVERLTSRTLEEKILYFFDGNLEISL 1234
NTDB id 119 BSU 10630 NP 388944.2 YETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!! !! *!!! * * * !!!!!! * **!

X non conserved
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X ≥ 50% conserved


