
logo MNIPKPADSTWTDDQWNAIVSTGQDI LVAAAAGSGKTAVLVERMIRKITAEENP IDVDRLLVVTFTNASAAEMKHRIADEALEKEL
NTDB id 42568 GYO RS28160 WP 014113302.1 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIADALEKEL 85
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!

logo VKQRPGSLHIRRQLSLLNRAS I STLHSFCLQVLKKYYYL IDLDPGFR IADQTEGEL ILGDEVLDELFEDEYAKGEKAFFELVDRYTT
NTDB id 42568 GYO RS28160 WP 014113302.1 VKRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELLGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
NTDB id 119 BSU 10630 NP 388944.2 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAI EELPFYQYVKEDIAMVLNGAKEKLLQRALELTKAPGGPAPRAD
NTDB id 42568 GYO RS28160 WP 014113302.1 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLQRALELTKAPGGPAPRAD 255
NTDB id 119 BSU 10630 NP 388944.2 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!

logo NFLDDLAGQI
LDEL IQHQDDFSTELYKRVPAVSFKRAKAVKGDEFDPALLDEEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLADEMKP

NTDB id 42568 GYO RS28160 WP 014113302.1 NFLDDLGQLDELIQHQDDFTELYKRVPAVSFKRAKAVKGDEFDPALLEEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLADMKP 340
NTDB id 119 BSU 10630 NP 388944.2 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
consensus !!!!!!*!*!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!

logo VI ETLVQLVI SYGKRFEAAKQEKS I IDFSDLEHYCLAS I LTAEDNDEKTGEREQPSEAARFYQEQFHEVLVDEYQDTNLVQES I LQLVTS
NTDB id 42568 GYO RS28160 WP 014113302.1 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLSILTAEDETGERQPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
NTDB id 119 BSU 10630 NP 388944.2 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! * !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GPEETGNLFMVGDVKQS IYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADI LDSTNFLFKQLMGGKIGEVDYDEQAE
NTDB id 42568 GYO RS28160 WP 014113302.1 GPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAE 510
NTDB id 119 BSU 10630 NP 388944.2 GPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAE 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LKLGAAYPDNDEKTETELLL IDNAEDETDAGSEEAEELETVQFEAKAIAKE IRKL I SSPFKVYDGKKTKTHRNIQYRDIV I LLRSMPWA
NTDB id 42568 GYO RS28160 WP 014113302.1 LKLGAAYPDNDKTETELLLIDNAEETDAGEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKTKTHRNIQYRDIVILLRSMPWA 595
NTDB id 119 BSU 10630 NP 388944.2 LKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWA 595
consensus !!!!!!!!!!! !!!!!!!!!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!



logo PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSP IVGADENELSL IRLENKKAPYYEAMKDYLAA
NTDB id 42568 GYO RS28160 WP 014113302.1 PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAA 680
NTDB id 119 BSU 10630 NP 388944.2 PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAA 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GDQRNSDELYQKLENTFYGHLQKWRAFSKNHSVSEL IWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRF I
NTDB id 42568 GYO RS28160 WP 014113302.1 GDQNDELYQKLETFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFI 765
NTDB id 119 BSU 10630 NP 388944.2 GDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFI 765
consensus !! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFAVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLR I SYPTLPL IA
NTDB id 42568 GYO RS28160 WP 014113302.1 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFAAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIA 850
NTDB id 119 BSU 10630 NP 388944.2 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIA 850
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo MKKKMRRELLSEELRVLYVALTRAKEKLFL IGSCKDHQKQLAKWQASASQTDWLLPEFDRYQAKRTYLDF IGPALARHRDLMEGDVLAEG
NTDB id 42568 GYO RS28160 WP 014113302.1 MKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQAKTYLDFIGPALARHRDMEVLAE 935
NTDB id 119 BSU 10630 NP 388944.2 MKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAG 935
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!* !!

logo

NDA
V
A
P
A
MHADI SGHPARFAVQRMIHSYDLLDDDLEERMTEEKSERLEAIRKRGEPVPGSFAFDEKAREQLSWTYPHHQEVTQIRTKQSVSE

NTDB id 42568 GYO RS28160 WP 014113302.1 NDAAMHADISGHPARFAVRMIHSYDLLDDDLEERTEEKSERLEAIRKGEPVPGSFAFDEKAREQLSWTYPHHEVTQIRTKQSVSE 1020
NTDB id 119 BSU 10630 NP 388944.2 ..VPAHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSE 1018
consensus ** * !!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!

logo IKRKREYEDEYSGRAPVKPADGS I LYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSTHI
VPSTI EEAEQTVHKRLYEKELLTEEQKDNAI

NTDB id 42568 GYO RS28160 WP 014113302.1 IKRKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLTHIPTIEEAEQTVHKLYEKELLTEEQKNAI 1105
NTDB id 119 BSU 10630 NP 388944.2 IKRKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAI 1103
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!*!*!!!!!!!!!*!!!!!!!!!!!! !!

logo DI EE IVQFFHTE IGGQL IGAKWKDRE I
VPFSLALPAKE IYPDAHQEADEPLLVQGI IDCLYETEDGLYLLDYKSDR I EGKFQHGFEG

NTDB id 42568 GYO RS28160 WP 014113302.1 DIEEIVQFFHTEIGGQLIGAKWKDREVPFSLALPAKEIYPDAQEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEG 1190
NTDB id 119 BSU 10630 NP 388944.2 DIEEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEG 1188
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo AAP I LKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHI LTL
NTDB id 42568 GYO RS28160 WP 014113302.1 AAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1234
NTDB id 119 BSU 10630 NP 388944.2 AAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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