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NTDB id 312347 D1O36 RS07640 WP 134973401.1 MKEKILAYVKDNHLFVSVIAVLMVIFCFFLWMTCGAGNSMEAETSYTDVTALSTSSSKQSSQSLSEASSQSKTEGSEKVK 80
NTDB id 300 STER RS07485 WP 011681496.1 MKEKILAYVKDNRLFVSVIAVLMVIFCFFLWMTCGAGNSMEAETSYTDVTALSTSSSKQSSQSLSEASSQSKTEGSEKVK 80
NTDB id 153 SP RS04730 WP 000387344.1 .MEAIIEKIKEYKIIVICTGLGLLVGGFFLLKPAPQT.PVKETNLQAEVAAVSKDSS.......TEKEVKKEEKEEPLEQ 71
NTDB id 521 SMSK321 RS04960 WP 000443804.1 .MESIIEKIKEYKIIVICTGLGLLVGGFFLLKPAPHT.PVKETNLQAEVVAISKDSS.......TEKDVKKEEKEEPVEQ 71
consensus * !*!* *!* ** ! * ** *** *!!! **** *** *!*!*! !!********! * **
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NTDB id 312347 D1O36 RS07640 WP 134973401.1 SKVTVDVKGAVVNPGVYTLKAGARVTDVIQEAGGMTEDADAKSVNLAASLSDEEVIYVANKDENVSVLDQTGTGQVSDKG 160
NTDB id 300 STER RS07485 WP 011681496.1 SKVTVDVKGAVVNPGVYTLKAGARVTDVIQEAGGMTEDADAKSVNLAASLSDEEVIYVANKDENVSVLDQTGTGQVSDKG 160
NTDB id 153 SP RS04730 WP 000387344.1 DLITVDVKGAVKSPGIYDLPVGSRVNDAVQKAGGLTEQADSKSLNLAQKVSDEALVYVPTKGEEAV.SQQTGSGTA.... 146
NTDB id 521 SMSK321 RS04960 WP 000443804.1 DLITVDVKGAVKSPGIYDLSVGSRVNDAVQKAGGLTEQADSKSLNLAQKVSDEALVYVPTKGEESA.SQHTGSGAP.... 146
consensus *!!!!!!!! !!*! !* ! !! ! *! !!!*!! !! !!*!!! *!!! **!!* ! ! *** *!!*!******
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NTDB id 312347 D1O36 RS07640 WP 134973401.1 GQAVSKDGKINLNTATSEQLQTISGIGAKRTEDIIAYRESHGGFQSVDDLKNVSGIGDKTLDKIRESLYVA 231
NTDB id 300 STER RS07485 WP 011681496.1 GQAVSKDGKINLNTATSEQLQTISGIGAKRAEDVIAYRESHGGFQSVDDLKNVSGIGDKTLDKIRESLYVA 231
NTDB id 153 SP RS04730 WP 000387344.1 .SSTSKEKKVNLNKASLEELKQVKGLGGKRAQDIIDHREANGKFKSVDELKKVSGIGGKTIEKLKDYVTVD 216
NTDB id 521 SMSK321 RS04960 WP 000443804.1 .SSTSKDKKINLNKASLEELKQVKGLGGKRAQDIIDHREANGKFKSVDELKKVSGIGAKTIEKLKDYVTVD 216
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