
logo MNQIPKPANDNSTWTDDQWENAIVSETGQDI LVAAAAGSGKTAVLVERLMIRKI
MTAREPEHNP I

VDVDRLLVVTFTNASAAEMKHRIATEALEKEL
NTDB id 141313 UP12 RS05320 WP 061407301.1 MQIPKPNNSTWTDDQWEAIVSEGQDILVAAAAGSGKTAVLVERLIRKMTRPEHPVDVDRLLVVTFTNASAAEMKHRITEALEKEL 85
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
consensus !*!!!! !!!!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!*!!!*! *!*!*!!!!!!!!!!!!!!!!!!!!!! !!!!!!!
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NTDB id 141313 UP12 RS05320 WP 061407301.1 AKNPGSLHMRRQLSLMNRANISTLHSFCLQVLRTFYYEIDLDPGFRLADQTEGELLGDEVLDELFEDEYKAGKPSFFELVDRYTS 170
NTDB id 119 BSU 10630 NP 388944.2 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
consensus !!!!!*!!!!!!*!!! !!!!!!!!!!!!* *!! !!!!!!!!*!!!!!!!!*!!!!!!!!!!!!! ! * !!!!!!!!!*
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NTDB id 141313 UP12 RS05320 WP 061407301.1 DRHDLDLQWLVKRIYEFSRSHPSPEQWMRAFLSLYDVDAQTKVEELPFYPYIKEDLSLVLRSCQELLERALSLSKEPGGPAPRAE 255
NTDB id 119 BSU 10630 NP 388944.2 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
consensus !!!!!!!!*!!! *!!*!!!!! !! !* !**!!!! * *!!!!!!*!*!!!* *!! * ! ! !!! !*! !!!!!!!!*
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NTDB id 141313 UP12 RS05320 WP 061407301.1 NFIDDLEQVNELIRHQDDFEKLYELLPNVNFKRLKTCKGDEYDPALLEKATDARNQAKKQLEKLKDEYFMRSPAQHLKSLAEMKP 340
NTDB id 119 BSU 10630 NP 388944.2 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
consensus !!*!!! !* !!! !!!!! !! *! ! !!! ! *!!!!*!!!!!* !!! !! !!! !!!!! *!! !!! !!!!!!!!!!!

logo VI
VETLVEQLVIQSFYGEKRFEARAKQEKS I IVDFSDLEHYCLAR I LATAEEQDNADEKGEHLREI EPSTEAAKRFYYQEQQFEHEVLVDEYQDTNLVQESTI LKQLVSTKS

NTDB id 141313 UP12 RS05320 WP 061407301.1 VVETLVELVIQFGERFERAKQEKSIVDFSDLEHYCLRILAEQDAEGHLIETEAAKYYQQQFEEVLVDEYQDTNLVQETILKLVSK 425
NTDB id 119 BSU 10630 NP 388944.2 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
consensus !*!!!! !!! *! !!! !!!!!!!*!!!!!!!!!! !! !* **!!!**!! !!*!!!!!!!!!!!!!!!*!! !!*
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NTDB id 141313 UP12 RS05320 WP 061407301.1 GEHSAEGNLFMVGDVKQSIYRFRLAEPMLFLNKYKHFQPDGKETGKRIDLNKNFRSRSDVLDSTNFLFKQLMGETVGEIEYDEQA 510
NTDB id 119 BSU 10630 NP 388944.2 GPE.ETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQA 509
consensus !*** !!!!!!!!!!!!!!!!!!!!!*!!! !!!*! * ! !!**!!!!!!!!!! !*!!!!!!!!!!!!! *!!**!!!!!

logo ELKLGAASYPDENSDKDETETTELMLL IVDHLNADQEQDEATDEATGSEEAREELETVQFEAKRAI IASKEKIKREKL IVESQSPFKQVYDAGKKQKQMTHTRNI
LQYRDIV I LLRSMP

NTDB id 141313 UP12 RS05320 WP 061407301.1 ELKLGASYPESKDTTTEMLLVHLDQQEAETGEEREELETVQFEARIISKKIKELVEQPFQVYDAKQQMTRNLQYRDIVILLRSMP 595
NTDB id 119 BSU 10630 NP 388944.2 ELKLGAAYPDNDETETELLLIDNA.EDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMP 593
consensus !!!!!! !!* *! !!*!!** * * * !! !!!!!!!!!!* ! ! !* !* !! !!!*! *!!*!!!!!!!!!!!!!



logo WAPQI
MMEELKRAKQGIPVYANLSTSGYFEATVEVASVAI LSLVLKVIDNPYQDIPLAASVLRSP I

LVGHALDENELASL IRLTESDNKKAGPTYYDEAMVKADFYLM
NTDB id 141313 UP12 RS05320 WP 061407301.1 WAPQMMEELKKQGIPVYANLSSGYFEATEVSVILSLLKVIDNPYQDIPLAAVLRSPLVHLDENELALIRTSDKKGTYYDAVKAFM 680
NTDB id 119 BSU 10630 NP 388944.2 WAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYL 678
consensus !!!!*!!!!* !!!!!!!!!*!!!!!! !! ! !!*!!!!!!!!!!!!!! !!!!!*!* !!!!! !!! !!**!!*!*! **
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NTDB id 141313 UP12 RS05320 WP 061407301.1 SVTHSDHPTCKKLERFFQFLRKWRDFSINHSVAELIWEVYRDTQYLDYVGGMPGGKQRQANLRALYDRAKQYEKAAFRGLFRFLR 765
NTDB id 119 BSU 10630 NP 388944.2 AAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLR 763
consensus * ** * !! !* *! !!! !! !!!! !!!!!!!!!! !*!!!!!!!!!!!!!!!!! !!!!!*!!! !!!!!!!!!!

logo F I ERMQERGDDLGATAKRATFLSEQTEDVVRLMMTIHSSKGLEFPVVFTVAGLGRNFNMMDLNKQSYLLDKELGFGSTKYIHPEQLR I SYAPTLPL
NTDB id 141313 UP12 RS05320 WP 061407301.1 FIERMQERGDDLGAAKTFSETEDVVRMMTIHSSKGLEFPVVFTAGLGRNFNMMDLNQSYLLDKELGFGSKYIHPELRISYATLPL 850
NTDB id 119 BSU 10630 NP 388944.2 FIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPL 848
consensus !!!!!!!!!!!!! !* !! !!!!!*!!!!!!!!!!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!*!!!!! !!!!!*!!!!
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VAMKKKMRKRELLSEELRVLYVALTRAKEKLFL IVGSCVKDNHQQVKAQLASKWQANASASTGQETDEWLLPDEFDERYQASKRTYLDF IGPALAIRHQRADLMAGDSLV

NTDB id 141313 UP12 RS05320 WP 061407301.1 VAMKKKMRKELLSEELRVLYVALTRAKEKLFLVGSVKNQVKALSKWQNAATGEEWLLPDFERYQSKTYLDFIGPALIRHQAMASV 935
NTDB id 119 BSU 10630 NP 388944.2 IAMKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDL 933
consensus *!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!!*! * ! ! !!! !* *!!!!*!*!!! *!!!!!!!!!! !! ** *
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NTDB id 141313 UP12 RS05320 WP 061407301.1 LEEAG.DVVLSHPSTFTISFTQASDLLKEDMSLEKKEQDEIVQALMDGLPVEGYGDADEKVAERLSWKYPYLAASQVGTKQSVSE 1019
NTDB id 119 BSU 10630 NP 388944.2 AGVPAHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSE 1018
consensus *** * !! ! * * !!! *!* ! ! * !* ! !!*! !!! ! !!! !!* *!* !!!!!!!
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NTDB id 141313 UP12 RS05320 WP 061407301.1 IKRMKEIQDEYSVPSSIRKA.RATLYDRPAFMKKKTLTAAEQGTAMHTVMQHIPLPSEEPYDESQIGHLLESLQQRDLLTDEQIR 1103
NTDB id 119 BSU 10630 NP 388944.2 IKRKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAE..QTVHRLYEKELLTEEQKD 1101
consensus !!! *! !!!! * ****!* !! !!!!! !! !!!!! !!!!!!!!!!!!!** ** *! *** ** ! **!!!*!!
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NTDB id 141313 UP12 RS05320 WP 061407301.1 SINQEGIASFFSTSIGQKLLKADWVKREVSFSMVLPVKEVYRHIDTEGEPVLIQGMIDCLFETDGKLYLLDYKTDRVQGRYTV.. 1186
NTDB id 119 BSU 10630 NP 388944.2 AIDIEEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGF 1186
consensus ! ! ! !!*! !! !* ! ! !!**!!* !! !!*!** * !!*!*!!*!!!!*!!* !!!!!!!*!!* !** ***
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NTDB id 141313 UP12 RS05320 WP 061407301.1 DAAESILKKRYETQIALYAKAVERLTNRTLEEKILYFFDGNLEISL 1232
NTDB id 119 BSU 10630 NP 388944.2 EGAAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus **! *!!!!!!!!!! !! !!!! * * * !!!!!! * **!

X non conserved

X similar

X ≥ 50% conserved


