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NTDB id 375 SMU RS06880 WP 002262929.1 DGALTESVAPSFIKVSLDETNRMMRMITDLLSLSRIDNQTSHLDVELTNFTAFMNYILDRFDQIQSQQSTNKVYEIIRDY 314
NTDB id 362648 FD735 RS05520 WP 139658685.1 EGALYDPVAPDFIKVSLDETNRMMRMVTDLLHLSRIDNATTQLDVELINFTAFITFILNRFDKMRSQD.DEKKYELVRDY 314
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