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NTDB id 1145000 BGLY RS18605 WP 065894683.1 VTSTSYSSSVGAAKGDNLSVYVTMITFQFVPVLYLHYIYQYFKEKGKVFFSNKIFLFLYPVGVLNLLVEIFSDTLEISYS 238
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NTDB id 1145000 BGLY RS18605 WP 065894683.1 FSLVYQFVATKIYDIDFLLGRFRYYGLLAILPTLISVGVITLTQEISNSFNTIKITIFIYFIMLGVFYLKEILDFHFRLK 398
NTDB id 91 BSU 31690 NP 391047.2 FGLVYQFVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLK 394
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NTDB id 1145000 BGLY RS18605 WP 065894683.1 WLNKLMFAIEEKQRSDLARDLHDSVLQDMISLKHQSEMFLADFEKD.KVCTAEIEQRLVNMNEQMSNVIQMTRETCQELR 637
NTDB id 91 BSU 31690 NP 391047.2 WLKKLMFAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVISMTRETCHELR 634
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