
IMGPR_plasmid_3300000281_000034: 55,493-68,822 (+)

Lactococcin-G-processing and transport ATP-binding protein LagD
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IMGPR_plasmid_3300007043_000077: 52,205-57,932 (+)

Anaerobic sulfatase-maturating enzyme (HBGMMONK_00057)

IMGPR_plasmid_3300029843_000127: 97-23,381 (-)
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RtxA (VF0482) (DMHAGIOG_00015)
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GTP 3',8-cyclase (DMHAGIOG_00017)
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ABC transporter (VF0818) (DMHAGIOG_00023)

IMGPR_plasmid_3300023312_000084: 44,124-65,371 (+)
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IMGPR_plasmid_3300029422_000092: 6-37,817 (-)
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Beta sliding clamp (ENBODBCI_00004)
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RtxA (VF0482) (ENBODBCI_00029)
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GTP 3',8-cyclase (ENBODBCI_00031)

IMGPR_plasmid_3300029791_000365: 4,037-15,769 (-)

Lactococcin-G-processing and transport ATP-binding protein LagD (HBOGPKLM_00009)

tet_ABC_46_A-NCBIFAM tetracycline efflux ABC transporter Tet(46) subunit A (NF000474.1) (HBOGPKLM_00010)
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