Tyrosine recombinase XerC (HDGKAHJA_00002) Accessory gene regulator protein B(HDGKAHJA_00006)
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IMGPR_plasmid_3300028970_000044: 146-6,484 (+)
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IMGPR_plasmid_3300014566_000044:8,792-15,021 (-)
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IMGPR_plasmid_3300029552_000071:488-7,004 (+)
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IMGPR _plasmid_330002958% 000158: 11,845-18,209 (-)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (LBJMHMPI_00024)
Polyphosphate:AMP ph‘osphotransferase (LBJMHMPI_00025)

23 22

D@ —— K HO—— a

——
IMGPR_plasmid_3300029557_000059: 11,649-21,007 (-)

Specificity_I_00025 Type (PLMLIIOF_00006)
Tyrosine recombinase XerC (PLMLIIOF_00005)
Specificity_I_00017 Type (PLMLIIOF_00004)
1 2 MTase_|_00002 Type (PLMLIIOF_00003) ‘ Specificity_|_00103 Type (PLMLIIOF_00007)
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IMGPR_plasmid_3300029040_000046: 552-14,162 (+)
20 19 15 14 Transcriptional regulatory protein BtsR (PGEKNKJH_00012)
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IMGPR_plasmid_3300014949_000021:8,210-15,955 (-)
FbpABC (VF0272) (PJMHGLLG_00013)
14 12 11 10 9 8 7 6 5 Lipid A export ATP-binding/permease protein MsbA (PJMHGLLG_00004)
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IMGPR_plasmid_3300053491 067224:1-9,800 (-); 17,021-19,754 (-)
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defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




