
logo MELRQTDEFAQAAARAAIRFLEHRYAGSSGDNEVLANCTERLFQALQNGHSF IRLSGDGEADALSALAPVVGTSAAPL I LEGRRL
NTDB id 120318 NMA510612 RS07085 WP 002246209.1 MERQTDEFAQAAARAAIRFLEHYASSGDEVLANCTERLFQALQNGHSFIRLSGGEADALSALAPVVGTSAAPLILEGRRL 80
NTDB id 1134 OK783 RS03985 WP 010358120.1 MELQTDEFAQAAARAAIRFLERYAGSGNEVLANCTERLFQALQNGHSFIRLSGDEADALSALAPVVGTSAAPLILEGRRL 80
consensus !! !!!!!!!!!!!!!!!!!!*!! !! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!

logo FLGRMWQLEYDLAAE IKRLAAADGTSAPDAAGARQNLAKWFQGATGSEGQRDAAALALLQFSFMVITGGPGTGKTTTVAKLLA
NTDB id 120318 NMA510612 RS07085 WP 002246209.1 FLGRMWQLEYDLAAEIKRLAAADTSAPDAAGARQNLAKWFQGTGSEGQRDAAALALLQSFMVITGGPGTGKTTTVAKLLA 160
NTDB id 1134 OK783 RS03985 WP 010358120.1 FLGRMWQLEYDLAAEIKRLAAAGTSAPDAAGARQNLAKWFQGAGSEGQRDAAALALLQFFMVITGGPGTGKTTTVAKLLA 160
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo L ICGEKDNENLPHNIALAAPTGKAAAHMARALHRAS INGFDALPEAVRRHLLKLEGQTVHRLLKLRSPPKMQAAFDNHP I
V
R
YPLPFDVL

NTDB id 120318 NMA510612 RS07085 WP 002246209.1 LICGKDENLPNIALAAPTGKAAAHMARALHRAINGFDALEAVRRHLLKLEGQTVHRLLKLRPPKMQAAFNPVYPLPFDVL 240
NTDB id 1134 OK783 RS03985 WP 010358120.1 LICGENENLPHIALAAPTGKAAAHMARALHRSINGFDAPEAVRRHLLKLEGQTVHRLLKLSPPKMQAAFDHIRPLPFDVL 240
consensus !!!! !!!!*!!!!!!!!!!!!!!!!!!!! !!!!!!*!!!!!!!!!!!!!!!!!!!!! !!!!!!!! * !!!!!!!

logo

I
V
I
VDEASMLDTALMLQLLKAVKTGARVI LLGDENQLPSVGIGAVLSVLSQKTVLDGETHQRLAGFLPEHGFSVSANPPVLA

NTDB id 120318 NMA510612 RS07085 WP 002246209.1 VIDEASMLDTALMLQLLKAVKTGARVILLGDENQLPSVGIGAVLSVLSQKTVLDGETHQRLAGFLPEHGFSVSANPPVLA 320
NTDB id 1134 OK783 RS03985 WP 010358120.1 IVDEASMLDTALMLQLLKAVKTGARVILLGDENQLPSVGIGAVLSVLSQKTVLDGETHQRLAGFLPEHGFSVSANPPVLA 320
consensus **!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QNTAHLSFSHRFGDNSGIGCLARAAVSGDEGAWALFDRFPDELEHSECSPNARVERLYRAHKAYWQAVKDGNI EAAYAGI
NTDB id 120318 NMA510612 RS07085 WP 002246209.1 QNTAHLSFSHRFGDNSGIGCLARAAVSGDEGAWALFDRFPDELEHSECSPNARVERLYRAHKAYWQAVKDGNIEAAYAGI 400
NTDB id 1134 OK783 RS03985 WP 010358120.1 QNTAHLSFSHRFGDNSGIGCLARAAVSGDEGAWALFDRFPDELEHSECSPNARVERLYRAHKAYWQAVKDGNIEAAYAGI 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SDIVVLAAWRQDAEDFNEAYCRSHYVRRKMNIPEHLAYFAGEP IMIRQNDYALELFNGDIGL IMEDVGRQGSLAAYFADADG
NTDB id 120318 NMA510612 RS07085 WP 002246209.1 SDIVVLAAWRQDAEDFNEAYCRHVRRKMNIPEHLAYFAGEPIMIRQNDYALELFNGDIGLIMEDVGRQGSLAAYFADADG 480
NTDB id 1134 OK783 RS03985 WP 010358120.1 SDIVVLAAWRQDAEDFNEAYCSYVRRKMNIPEHLAYFAGEPIMIRQNDYALELFNGDIGLIMEDVGRQGSLAAYFADADG 480
consensus !!!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FKKVAVSCLPEFEPAFAMTVHKSQGSEYREVWLLPPSADAPSDEGDDALSGLSKELLYTAITRAREKFVFFGGEKEKTFCRQAAV
NTDB id 120318 NMA510612 RS07085 WP 002246209.1 FKKVAVSCLPEFEPAFAMTVHKSQGSEYREVWLLPPSAAPSDEGDDALSGLSKELLYTAITRAREKFVFFGGEETFRQAA 560
NTDB id 1134 OK783 RS03985 WP 010358120.1 FKKVAVSCLPEFEPAFAMTVHKSQGSEYREVWLLPPSDAPSDEGDDALSGLSKELLYTAITRAREKFVFFGGKKTFCQAV 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!*!!



logo

A
NTVKTVRQTALGSMLERVFSQEG

NTDB id 120318 NMA510612 RS07085 WP 002246209.1 ATVKTRQTALGSMLERVFSQG 581
NTDB id 1134 OK783 RS03985 WP 010358120.1 NTVKVRQTALGSMLERVFSQE 581
consensus !!! !!!!!!!!!!!!!!!
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