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MGV-GENOME-0332714: 23,594-30,554 (+)
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SAMN10290176_a1_ct37948_vs1: 20,973-27,535 (+)
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Kang_0037_ST001_A_NODE_4_length_58870_cov_319.682054: 20,481-27,036 (+)
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uvig_573833: 22,337-29,004 (+)
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uvig_34010: 21,523-32,676 (+)
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MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0033)
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antitoxin from a toxin-antitoxin system (CDS_0042)
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translation elongation factor (CDS_0045)
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