IMGPR_plasmid_3300046236_000018: 430-7,364 (+)
46 45 44

IMGPR_plasmid_3300046280_000001: 39,941-44,701 (-)
UDP-N-acetylglucosamine 1-carboxyvinyltransferase (GALGKFLO_00001)
HTH-type transcriptional activator RamA (GALGKFLO_00002)

\ 3

IMGPR_plasmid_3300046235_000011: 130-6,563 (+)
putative HTH-type transcriptional regulator (CPOIOGOP_00005)
Single-stranded DNA-binding protein (CPOIOGOP_00046)
Glutaredoxin-like protein NrdH (CPOIOGOP_00049)
DNA-invertase hin (CPOIOGOP_00001)
46 47 | 49 2 3 4 6

IMGPR _plasmid_3300046281_000014:44,953-47,771 (+); 1-7,942 (+)
MFS_efflux_tcmA-NCBIFAM tetracenomycin C efflux MFS transporter (NFO00025.1) (JJAAJIKF_00008)
Putative fluoride ion transporter CrcB (JJAAJIKF_00010)
‘ dCTP deaminase, dUMP-forming (JJAAJIKF_00016)
Putative fluoride ion transporter CrcB (JJAAJIKF_00009) Hyaluronic acid (HA) capsule (VF0667) (JJAAJIKF_00018)
| Lactate utilization protein A (JJAAJIKF_00013)
Beta-hexosaminidase Lpgl (JJAAJIKF_00004) Lactate utilization protein B (JJAAJIKF_00012) Transcriptional regulatory protein DegU (JJAAJIKF_00019)
1 2 3 5 6 7 Lactate utilization protein C (JJAAJIKF_00011)  tRNA-Thr(ggt) 15 \ 18 19
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IMGPR _plasmid_3300046248_000005: 146-21,145 (+) .
MFS_efflux_tcmA-NCBIFAM tetracenomycin C efflux MFS transporter (NFO00025.1) (OBELGELD_00005)
Putative fluoride ion transporter CrcB (OBELGELD_00007)
Putative fluoride fon transporte@cB (OBELGELD_00006) Transcriptional regulatory protein DegU (OBELGELD_00016)
‘ dCTP deaminase, dUMP-forming (OBELGELD_00013)
Lactate utilization protein C (OBELGELD_00008) Hyaluronic acid (HA) capsule (VF0667) (OBELGELD_00015)
Beta-hexosaminidase Lpgl (OBELGELD_00001) ‘ Lactate utilization protein A (OBELGELD_00010) ‘
2 \ Lactate utilization protein B (OBELGELD_00009) | 12 15 16

IMGPR _plasmid_3300046251_000012: 156-18,315 (+)
[ 8000 nt i
virulence (VFDB) AMR (AMRFinderPlus) tRNA
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