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NTDB id 118942 AU77 RS18550 WP 000016747.1 FEPLGVEVGWLAGKQKGKARQAQQEAIASGQVQMIVGTHAIFQEQVQFNGLALVIIDEQHRFGVHQRLALWEKGQQQGFHPHQLI 425
NTDB id 111 BSU 03420 NP 388224.1 TDE.AIEKGYAAA...............DGAIS........FEAQRNTKAFILFR......LNSSETVNSYEKKVTVPFHVTENG 86
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LKLALPELNIGLVHGRMKPAEKQAVMQAFKQGELHLLVATTVI EVGVDVPNASLMI I ENPERLGLAQLHQLRGRVGRGAVASHCV
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LLYKSPLSKTAQKRLQVLRDSNDGFVIAQKDLE IRGPGELLGTRQTGNAEFKVA
SDLHLARDQTAYI IDPAEVQSRVIARHIHERYPQQAQAL I

NTDB id 118942 AU77 RS18550 WP 000016747.1 LLYKSPLSKTAQKRLQVLRDSNDGFVIAQKDLEIRGPGELLGTRQTGNAEFKVADLLRDQAIIPEVQRIARHIHERYPQQAQALI 680
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