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RCS-specific HTH-type transcr|pt|onal activator RcIR (EKNAGGHA_00098)
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AAC(3)-1 family aminoglycoside 3-N-acetyltransferase (NFO33083.0) (FGHEFGLP_00042)
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multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (HNNGEBPA_00041)
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