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multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0038)
copper-binding metallochaperone CopP (NF033781.1) (CDS_0031) 44
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phosphoadenosine phosphosulfate reductase (CDS_0035)
transcriptional repressor (CDS_0031)
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arsinothricin resistance N-acetyltransferase ArsN1 family A (NFO40503.1) (CDS_0037)
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