
logo MNIPKPADSTWTDDQWNAIVSTGQDI LVAAAAGSGKTAVLVERMIRKITAEENP IDVDRLLVVTFTNASAAEMKHRIADEALEKEL
NTDB id 50590 MY9 RS05940 WP 014663459.1 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIADALEKEL 85
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!

logo VQRPGSLHIRRQLSLLNRAS I STLHSFCLQVLKKYYYL IDLDPGFR IADQTEGEL ILGDEVLDELFEDEYAKGEKAFFELVDRYTT
NTDB id 50590 MY9 RS05940 WP 014663459.1 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELLGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
NTDB id 119 BSU 10630 NP 388944.2 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAI EDELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD
NTDB id 50590 MY9 RS05940 WP 014663459.1 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEDLPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
NTDB id 119 BSU 10630 NP 388944.2 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NFLDDLAQIDEL IQHQDDFSELYKRRVPAVASFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLATEMKP
NTDB id 50590 MY9 RS05940 WP 014663459.1 NFLDDLAQIDELIQHQDDFSELYRRVPAVAFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLTEMKP 340
NTDB id 119 BSU 10630 NP 388944.2 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!

logo VI ETLVQI
LV I SYGKRFEAAKQEKS I IDFSDLEHYCLAI LTAEQNDKGERYEPSEAARFYQEQFHYEVLVDEYQDTNLVQES I LQLVTS

NTDB id 50590 MY9 RS05940 WP 014663459.1 VIETLVQIVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAQNDKGEYEPSEAARFYQEQFYEVLVDEYQDTNLVQESILQLVTS 425
NTDB id 119 BSU 10630 NP 388944.2 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
consensus !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!

logo GPEETGNLFMVGDVKQS IYRFRLAEPLLFLSKYKRFTESGEKGTGRKIDLNKNFRSRASDI LDSTNFLFKQLMGGKIGEVDYDEQAE
NTDB id 50590 MY9 RS05940 WP 014663459.1 GPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGKGTGRKIDLNKNFRSRSDILDSTNFLFKQLMGGKIGEVDYDEQAE 510
NTDB id 119 BSU 10630 NP 388944.2 GPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAE 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LKLGAAYPDNDETDETELLL IDNAEDTDASEEAEELETVQFEAKAIAKE IRKL I SSPFKVYDGKKTKTHRNIQYRDIV I LLRSMPWA
NTDB id 50590 MY9 RS05940 WP 014663459.1 LKLGAAYPDNDETDTELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKTKTHRNIQYRDIVILLRSMPWA 595
NTDB id 119 BSU 10630 NP 388944.2 LKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWA 595
consensus !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!



logo PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSP IVGADENELSL IRLENKTKAPYYEAMKDYLAA
NTDB id 50590 MY9 RS05940 WP 014663459.1 PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENTKAPYYEAMKDYLAA 680
NTDB id 119 BSU 10630 NP 388944.2 PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAA 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!

logo GDRNSDELYQKLNQTFYGHLQKWRAVFSKNHSVSEL IWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRF I
NTDB id 50590 MY9 RS05940 WP 014663459.1 GDRNDELYQKLQTFYGHLQKWRVFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFI 765
NTDB id 119 BSU 10630 NP 388944.2 GDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFI 765
consensus !!! !!!!!!!*!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFAVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLR I SYPTLPL IA
NTDB id 50590 MY9 RS05940 WP 014663459.1 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFAAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIA 850
NTDB id 119 BSU 10630 NP 388944.2 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIA 850
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo MKKKMRRELLSEELRVLYVALTRAKEKLFL IGSCKDNHQKQLAKWQASASQTDWLLPEFDRYQAKRTYLDF IGPSALARHRDLEGADLAG
NTDB id 50590 MY9 RS05940 WP 014663459.1 MKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKNHQKQLAKWQASASQTDWLLPEFDRYQAKTYLDFIGSALARHRDLEALAG 935
NTDB id 119 BSU 10630 NP 388944.2 MKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLA. 934
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!!! !!*

logo

NGTVPAVHADI SGHPARFAVQMIHSYDLLDDDLVEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLNSWTYPHQEVTQIRTKQSVSE
NTDB id 50590 MY9 RS05940 WP 014663459.1 NGTPVHADISGHPARFAVQMIHSYDLLDDDVEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLNWTYPHQEVTQIRTKQSVSE 1020
NTDB id 119 BSU 10630 NP 388944.2 .GVPAHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSE 1018
consensus *! ! !!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!

logo IKRKREYEDEYSGRALPVKPADGS I LYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPS I EEAEQTVHQRLYEKELLTEEQKDAI
NTDB id 50590 MY9 RS05940 WP 014663459.1 IKRKREYEDEYSGRALVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVQRLYEKELLTEEQKDAI 1105
NTDB id 119 BSU 10630 NP 388944.2 IKRKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAI 1103
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!

logo DI EE IVQFFHTE IGGQL IGAKWKDRE IPFSLALPAKE IYPDAHEADEPLLVQGI IDCLYETEDGLYLLDYKSDR I EGKFQHGFEG
NTDB id 50590 MY9 RS05940 WP 014663459.1 DIEEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEG 1190
NTDB id 119 BSU 10630 NP 388944.2 DIEEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEG 1188
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo AAP I LKKRYDETQIQLYTKAVEQIAKTKVKGCALYFFDGGHI LTL
NTDB id 50590 MY9 RS05940 WP 014663459.1 AAPILKKRYDTQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1234
NTDB id 119 BSU 10630 NP 388944.2 AAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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