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NTDB id 70568 FGCSD RS02210 WP 129555301.1 VQYTLNKPESYWNSKTTYSVLFPVNAKFLKSQGKEFGT.TDPSSILVNGAYFLSAFTSKSSMEFHKNENYWDAKNVGIESVKLTY 253
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NTDB id 70568 FGCSD RS02210 WP 129555301.1 EALTAEGVTFPVQLDYPVDQANAATVQEAQSFKQSVEASLGKENVVVNVLETETSTHEAQGFYAETPEQQDYDII.SSWWGPDYQ 506
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NTDB id 70568 FGCSD RS02210 WP 129555301.1 RVSKAIPFSGGFSWAGAKGP..LAYKGMKLQDKPVTAKQYEKAKEKWLKAKAKSNADYAEKLADHVEK 656
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