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MMTEVEQLKEYLNLTKNDE INYPNPFYQPRLQSFKQTKELEELADQS IKENGL IQP I IVRKSDP I FIGYDEL IVAGERRFLKRAACKQLAGHLNQKTIPAVI I
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KQAI I ENLQRSDNLNP I EEAKAYQRDNL I ENRTNHQMTHDEDE IAKVYI
MGKSRPYITNFS ILRLLNLPSDLHS ILQSQTALEDKGLS ILSQS

NTDB id 1067699 ACFSN5 RS10425 WP 165212588.1 KELSDQDSRIQAIIENLQRSNLNPIEEAKAYRDLIETNQMTHEEIAKYMGKSRPYITNFLRLLNLSDSLQTALEDGSLSS 159
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logo GHARLLLGS ILESDKKQDELQDEAKWFLKQKR IKLATEGQLSVHRAQI
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NTDB id 1067699 ACFSN5 RS10425 WP 165212588.1 GHARLLLGLSDK.EQEAWLKRIKAEGLSVRALEKLLKPKNNPKYSVKKQNIFKKDLEKELTKSLGIPVTINMANNQSGKI 238
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKE.KKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQL 239
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NTDB id 1067699 ACFSN5 RS10425 WP 165212588.1 VIHFSSSEELNRIINKLK 256
NTDB id 382 SMU RS09895 WP 011074697.1 KISFSSEEDFNRLMNKLN 257
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