
logo MNIPKPADSTWTDDQWNAIVSTGQDI LVAAAAGSGKTAVLVERMIRKITAEENP IDVDRLLVVTFTNASAAEMKHRIAEALEKEL
NTDB id 133770 QU35 RS05745 WP 003233100.1 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VQRPGSLHIRRQLSLLNRAS I STLHSFCLQVLKKYYYL IDLDPGFR IADQTEGEL IGDEVLDELFEDEYAKGEKAFFELVDRYTT
NTDB id 133770 QU35 RS05745 WP 003233100.1 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
NTDB id 119 BSU 10630 NP 388944.2 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAI EELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD
NTDB id 133770 QU35 RS05745 WP 003233100.1 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
NTDB id 119 BSU 10630 NP 388944.2 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NFLDDLAQIDEL IQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP
NTDB id 133770 QU35 RS05745 WP 003233100.1 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
NTDB id 119 BSU 10630 NP 388944.2 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VI ETLVQLVI SYGKRFEAAKQEKS I IDFSDLEHYCLAI LTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQES I LQLVTS
NTDB id 133770 QU35 RS05745 WP 003233100.1 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
NTDB id 119 BSU 10630 NP 388944.2 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GPEETGNLFMVGDVKQS IYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADI LDSTNFLFKQLMGGKIGEVDYDEQAE
NTDB id 133770 QU35 RS05745 WP 003233100.1 GPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAE 510
NTDB id 119 BSU 10630 NP 388944.2 GPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAE 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LKLGAAYPDNDETETELLL IDNAEDTDASEEAEELETVQFEAKAIAKE IRKL I SSPFKVYDGKKKTHRNIQYRDIV I LLRSMPWA
NTDB id 133770 QU35 RS05745 WP 003233100.1 LKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWA 595
NTDB id 119 BSU 10630 NP 388944.2 LKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWA 595
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSP IVGADENELSL IRLENKKAPYYEAMKDYLAA
NTDB id 133770 QU35 RS05745 WP 003233100.1 PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAA 680
NTDB id 119 BSU 10630 NP 388944.2 PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAA 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GDRSDELYQKLNTFYGHLQKWRAFSKNHSVSEL IWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRF I
NTDB id 133770 QU35 RS05745 WP 003233100.1 GDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFI 765
NTDB id 119 BSU 10630 NP 388944.2 GDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFI 765
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLR I SYPTLPL IA
NTDB id 133770 QU35 RS05745 WP 003233100.1 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIA 850
NTDB id 119 BSU 10630 NP 388944.2 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIA 850
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo MKKKMRRELLSEELRVLYVALTRAKEKLFL IGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDF IGPALARHRDLGDLAG
NTDB id 133770 QU35 RS05745 WP 003233100.1 MKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAG 935
NTDB id 119 BSU 10630 NP 388944.2 MKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAG 935
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VPAHADI SGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSE IK
NTDB id 133770 QU35 RS05745 WP 003233100.1 VPAHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIK 1020
NTDB id 119 BSU 10630 NP 388944.2 VPAHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIK 1020
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RKREYEDEYSGRAPVKPADGS I LYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPS I EEAEQTVHRLYEKELLTEEQKDAIDI
NTDB id 133770 QU35 RS05745 WP 003233100.1 RKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDI 1105
NTDB id 119 BSU 10630 NP 388944.2 RKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDI 1105
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EE IVQFFHTE IGGQL IGAKWKDRE IPFSLALPAKE IYPDAHEADEPLLVQGI IDCLYETEDGLYLLDYKSDR I EGKFQHGFEGAA
NTDB id 133770 QU35 RS05745 WP 003233100.1 EEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAA 1190
NTDB id 119 BSU 10630 NP 388944.2 EEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAA 1190
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo P I LKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHI LTL
NTDB id 133770 QU35 RS05745 WP 003233100.1 PILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
NTDB id 119 BSU 10630 NP 388944.2 PILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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