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IMGPR_plasmid_3300039357_000076: 28,925-37,799 (+)
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IMGPR_plasmid_3300006739_000040: 99-7,981 (-)
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IMGPR_plasmid_3300029335_000123:36,207-42,596 (+)
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PDC-M14B_WP_206246564.1 (NJJJLHFL_00004)
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IMGPR_plasmid_3300029128_000099: 669-2,340 (-)
DNA mismatch repair protein MutL (IEEDEGFA_00029) Electron transfer flavoprotein subunit alpha (IEEDEGFA_00031)

[ MTase_lI_00056 Type (IEEDEGFA_00030]
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IMGPR_plasmid_3300029560_000085: 19,469-28,315 (+)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (HBMENGOK_00001)
Caffeyl-CoA reductase-Etf complex subunit CarE (HBMENGOK_00006)
letA_00002 (HBMENGOK_00007) putative FAD-linked oxidoreductase (HBMENGOK_00004)

letS_00001 (HBMENGOK_00008) ‘ 5 3 2
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IMGPR_plasmid_3300029125_.000141: 148-14,916 (-)

Caffeyl-CoA reductase-Etf complex subunit CarE (MBMCLFKD_00041)
letA_00002 (MBMCLFKD_00040)
letS_00001 (MBMCLFKD_00039) 42

K = e G ——@dE

IMGPR_plasmid_3300029328_000112:32,942-43,210 (+)

Caffeyl-CoA reductase-Etf complex subunit CarD (FMPJOENH_00002)
Caffeyl-CoA reductase-Etf complex subunit CarE (FMPJOENH_00003) putative FAD-linked oxidoreductase (FMPJOENH_00001)
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IMGPR_plasmid_3300029584_000089: 225-8,480 (-)

Caffeyl-CoA reductase-Etf complex subunit CarE (IOCLJJJI_00002)
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IMGPR_plasmid_330003002%_000058: 16-9,320 (-)

anti-RM (AP15187) (PPNLJGAD_00021)
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O KK KL L
IMGPR_plasmid_3300010266_000084: 15,775-24,732 (+)
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