
logo MSKTI S INAGSSSLKWQLYLMPEEKVLAKGL I ER IGKDDAI STVKFNGQEASETLAIKDHTAAVKI LLDDL IHLDI IKSYDE ITG
NTDB id 393 SMU RS08995 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSYDEITG 85
NTDB id 402 FSA28 RS09365 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSYDEITG 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKI LPDITSVVVFDTAFHTTMPEVAYRYPLPNKYFTE
NTDB id 393 SMU RS08995 WP 002263443.1 VGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYRYPLPNKYFTE 170
NTDB id 402 FSA28 RS09365 WP 002263443.1 VGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYRYPLPNKYFTE 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NQVRKYGAHGTSHYYVAHEAAKI LEKP I EKLKL ITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTRTGDLDPAVIPYLMDN
NTDB id 393 SMU RS08995 WP 002263443.1 NQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTRTGDLDPAVIPYLMDN 255
NTDB id 402 FSA28 RS09365 WP 002263443.1 NQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTRTGDLDPAVIPYLMDN 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TEDFKTPEDIRR I FNNESGLLGI SELSNDMRE I EAATAAGNKNATLAYNMF IDR I IKHIGAYAAVMNGVDAIVFTAGIGENDAHI
NTDB id 393 SMU RS08995 WP 002263443.1 TEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAVMNGVDAIVFTAGIGENDAHI 340
NTDB id 402 FSA28 RS09365 WP 002263443.1 TEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAVMNGVDAIVFTAGIGENDAHI 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RSE IMKHFDWLGADIVTEKNEKRPVYGVI SSNAAKVKVLVIPTDEELVIARDVERLKTK
NTDB id 393 SMU RS08995 WP 002263443.1 RSEIMKHFDWLGADIVTEKNEKRPVYGVISSNAAKVKVLVIPTDEELVIARDVERLKTK 399
NTDB id 402 FSA28 RS09365 WP 002263443.1 RSEIMKHFDWLGADIVTEKNEKRPVYGVISSNAAKVKVLVIPTDEELVIARDVERLKTK 399
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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