
logo MNIPKPADSTWTDDQWNAIVSTGQDI LVAAAAGSGKTAVLVERMIRKITAEENP IDVDRLLVVTFTNASAAEMKHRIAEALEKEL
NTDB id 57501 I653 RS05560 WP 015383291.1 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VQRPGSLHIRRQLSLLNRAS I STLHSFCLQVLKKYYYL IDLDPGFR IADQTEGEL ILGDEVLDELFEDEYAKGEKAFFELVDRYTT
NTDB id 57501 I653 RS05560 WP 015383291.1 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELLGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
NTDB id 119 BSU 10630 NP 388944.2 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DRHDLDLQFLVKQVYEYSRSHPNPEATWLESFVHLYDVSEKSAI EELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD
NTDB id 57501 I653 RS05560 WP 015383291.1 DRHDLDLQFLVKQVYEYSRSHPNPETWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
NTDB id 119 BSU 10630 NP 388944.2 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NFLDDLAQIDEL IQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP
NTDB id 57501 I653 RS05560 WP 015383291.1 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
NTDB id 119 BSU 10630 NP 388944.2 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VI ETLVQLVI SYGKRFEAAKQEKS I IDFSDLEHYCLAI LTAVENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQES I LQLVTS
NTDB id 57501 I653 RS05560 WP 015383291.1 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTVENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
NTDB id 119 BSU 10630 NP 388944.2 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GPEETGNLFMVGDVKQS IYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADI LDSTNFLFKQLMGGKIGEVDYDEQAE
NTDB id 57501 I653 RS05560 WP 015383291.1 GPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAE 510
NTDB id 119 BSU 10630 NP 388944.2 GPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAE 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LKLGAAYPDNDETETELLL IDNAEDTDASEEAEELETVQFEAKAVIAKE IRKL I SSPFKVYDGKKKTHRNIQYRDIV I LLRSMPWA
NTDB id 57501 I653 RS05560 WP 015383291.1 LKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKVIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWA 595
NTDB id 119 BSU 10630 NP 388944.2 LKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWA 595
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSP IVGADENELSL IRLENKKAPYYEAMKDYLAA
NTDB id 57501 I653 RS05560 WP 015383291.1 PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAA 680
NTDB id 119 BSU 10630 NP 388944.2 PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAA 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GDRNSDELYQKLNTFYGHLQKWRAFSKNHSVSEL IWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRF I
NTDB id 57501 I653 RS05560 WP 015383291.1 GDRNDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFI 765
NTDB id 119 BSU 10630 NP 388944.2 GDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFI 765
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFAVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLR I SYPTLPL IA
NTDB id 57501 I653 RS05560 WP 015383291.1 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFAAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIA 850
NTDB id 119 BSU 10630 NP 388944.2 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIA 850
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo MKKKMRRELLSEELRVLYVALTRAKEKLFL IGSCKDHQKQLAKWQASASQTDWLLPEFDRYQAKRTYLDF IGPALARHRDLEGDLAG
NTDB id 57501 I653 RS05560 WP 015383291.1 MKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQAKTYLDFIGPALARHRDLEDLAG 935
NTDB id 119 BSU 10630 NP 388944.2 MKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAG 935
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !!!!

logo VPAHADI SDGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHHQEVTQIRTKQSVSE IK
NTDB id 57501 I653 RS05560 WP 015383291.1 VPAHADISDHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHHEVTQIRTKQSVSEIK 1020
NTDB id 119 BSU 10630 NP 388944.2 VPAHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIK 1020
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!

logo RKREYEDEYSGRAPVKPADGS I LYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPS I EEAEQTVHQRLYEKELLTEEQKDAIDI
NTDB id 57501 I653 RS05560 WP 015383291.1 RKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVQRLYEKELLTEEQKDAIDI 1105
NTDB id 119 BSU 10630 NP 388944.2 RKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDI 1105
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!

logo EE IVQFFHTE IGGQL IGAKWKDRE IPFSLALPAKE IYPDAHQEADEPLLVQGI IDCLYETEDGLYLLDYKSDR I EGKFQHGFEGAA
NTDB id 57501 I653 RS05560 WP 015383291.1 EEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAQEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAA 1190
NTDB id 119 BSU 10630 NP 388944.2 EEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAA 1190
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo P I LKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHI LTL
NTDB id 57501 I653 RS05560 WP 015383291.1 PILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
NTDB id 119 BSU 10630 NP 388944.2 PILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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