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NTDB id 377 SMU RS09275 WP 002262344.1 PGYVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKT 677
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NTDB id 377 SMU RS09275 WP 002262344.1 VGFGAKSFSQDYKAMESRILEELKKVYRPEFINRIDEKVVFHNLGQEDIRHIVKIMVAPLIAHLADQGITLKFQPSALKH 757
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