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chloram_CatA-NCBIFAM type A chloramphenicol O-acetyltransferase (NFO00491.1) (CDS_0035)
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10000 nt i
DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation
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unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS) AMR (AMRFinderPlus) tRNA pseudogene
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