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VSKDSLSVQSTTEANKDTESVAVKNSKQVEAEADKKNEKNEDPETVLASEDNQEDKTL I
NTDB id 521 SMSK321 RS04960 WP 000443804.1 ....MESIIEKIKEYKIIVICTGLGLLVGG..FFLLKPAPHTPVKETNLQAEVVAISKDSSTEKDVKKEEKEEPVEQDLI 74
NTDB id 153 SP RS04730 WP 000387344.1 ....MEAIIEKIKEYKIIVICTGLGLLVGG..FFLLKPAPQTPVKETNLQAEVAAVSKDSSTEKEVKKEEKEEPLEQDLI 74
NTDB id 263 KZH43 RS04195 WP 000387330.1 ....MEAIIEKIKEYKIIVICTGLGLLVGG..FFLLKPAPQTPVKETNLQAEVAAVSKDLVSEKEVNKEEKEEPLEQDLI 74
NTDB id 222 SPD RS04535 WP 000387330.1 ....MEAIIEKIKEYKIIVICTGLGLLVGG..FFLLKPAPQTPVKETNLQAEVAAVSKDLVSEKEVNKEEKEEPLEQDLI 74
NTDB id 188 SPR RS04295 WP 000387330.1 ....MEAIIEKIKEYKIIVICTGLGLLVGG..FFLLKPAPQTPVKETNLQAEVAAVSKDLVSEKEVNKEEKEEPLEQDLI 74
NTDB id 373123 FGF55 RS12815 WP 014418419.1 MTKAMMTERLRRN.LKILGACLAAGAVFIC..IWLFRSEKEEPVKQQSVLG..........QTA.SASVADKKDTADDKI 66
NTDB id 105 BSU 25590 NP 390437.1 ......MNWLNQHKKAIIL..AASAAVFTAIMIFLATGKNKEPVKQAVPTE..........TENTVVKQEANNDESNETI 62
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VPKSTEKGEEESTANAVRVSPQHKQGTTGAGSLGASTPVAQSSDEGTIGKSEKDGNEAK
NTDB id 521 SMSK321 RS04960 WP 000443804.1 TVDVKGAVKSPGIYDLSVGSRVNDAVQKAGGLTEQADSKSLNLAQKVSDEALVYVPTKGEESASQHTGSGAPSS.TSKDK 153
NTDB id 153 SP RS04730 WP 000387344.1 TVDVKGAVKSPGIYDLPVGSRVNDAVQKAGGLTEQADSKSLNLAQKVSDEALVYVPTKGEEAVSQQTGSGTASS.TSKEK 153
NTDB id 263 KZH43 RS04195 WP 000387330.1 TVDVKGAVKSPGIYDLPVGSRVNDAVQKAGGLTEQADSKSLNLAQKVSDEALVYVPTKGEEAVSQQTGLGTASS.ISKEK 153
NTDB id 222 SPD RS04535 WP 000387330.1 TVDVKGAVKSPGIYDLPVGSRVNDAVQKAGGLTEQADSKSLNLAQKVSDEALVYVPTKGEEAVSQQTGLGTASS.ISKEK 153
NTDB id 188 SPR RS04295 WP 000387330.1 TVDVKGAVKSPGIYDLPVGSRVNDAVQKAGGLTEQADSKSLNLAQKVSDEALVYVPTKGEEAVSQQTGLGTASS.ISKEK 153
NTDB id 373123 FGF55 RS12815 WP 014418419.1 MIDVKGAVRNPGVYEMEAGDRVTQAIEKAGGLKKKADELNVNLAEQLQDGTIVYIPSEGEEENRPKTTAG.....EKENA 141
NTDB id 105 BSU 25590 NP 390437.1 VIDIKGAVQHPGVYEMRTGDRVSQAIEKAGGTSEQADEAQVNLAEILQDGTVVYIPKKGEETAVQQGGGGSVQSDGGKGA 142
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NTDB id 521 SMSK321 RS04960 WP 000443804.1 KINLNKASLEELKQVKGLGGKRAQDIIDHREANGKFKSVDELKKVSGIGAKTIEKLKDYVTVD 216
NTDB id 153 SP RS04730 WP 000387344.1 KVNLNKASLEELKQVKGLGGKRAQDIIDHREANGKFKSVDELKKVSGIGGKTIEKLKDYVTVD 216
NTDB id 263 KZH43 RS04195 WP 000387330.1 KVNLNKASLEELKQVKGLGGKRAQDIIDHREANGKFKSVDELKKVSGIGGKTIEKLKDYVTVD 216
NTDB id 222 SPD RS04535 WP 000387330.1 KVNLNKASLEELKQVKGLGGKRAQDIIDHREANGKFKSVDELKKVSGIGGKTIEKLKDYVTVD 216
NTDB id 188 SPR RS04295 WP 000387330.1 KVNLNKASLEELKQVKGLGGKRAQDIIDHREANGKFKSVDELKKVSGIGGKTIEKLKDYVTVD 216
NTDB id 373123 FGF55 RS12815 WP 014418419.1 AVNINTASLDELQAVSGVGQKKAEAIIAYREENGRFQTAEDLMNVSGFGEKSFERIKTSITVK 204
NTDB id 105 BSU 25590 NP 390437.1 LVNINTATLEELQGISGVGPSKAEAIIAYREENGRFQTIEDITKVSGIGEKSFEKIKSSITVK 205
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