Tyrosine recombinase XerC (HFOJNAJE_00136)
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IMGPR_plasmid_3300044504_000004: 113,131-124,820 (+)
Tyrosine recombinase XerC (MELIPMMC_00140)

IMGPR_plasmid_3300042536_000001: 114,375-126,064 (-)

Tyrosine recombinase X_(‘EJ’C (MIOJGJMB_00073)
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IMGPR_plasmid_3300020028_000009: 54,196-65,885 (+)
DNA-binding protein HRL53 (DAKHLNKH_00092)
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IMGPR_plasmid_3300030111_000185:72,464-86,781 (+)
15200/1S605 family transposase ISPlu2 (FLPEBHGP_00001)
Dnd_DndB (FLPEBEHGP_00153)
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1517 154 Tyrosine recombinase XerC (FLPEBHGP_00004)
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IMGPR _plasmid_2571042540_000005: 124,921-128,502 (+); 1-12,253 (+)
1 Tyrosine recombinase XerC (OOCJIBJB_00003)

IMGPR _plasmid_2690316332_000004: 10-6,052 (+)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter QacE (NFO00276.2) (IEOAGBOG_00167)
PRK13747.1-PRK PRK|PRK13747.1: broad-spectrum mercury transporter MerE (NF610310A2) (IEOAGBOG_00173)
AAC_6p_A29-NCBIFAM gmlnoglycomdeé N- acetylfransferase AAC(6')-29 (NFO00050.2) (IEOAGBOG_00166)
AAC_6p_A29- NCBIFAM aminoglycoside 6'- -N- acetyltransferase AAC(6')-29 (NFO00050.2) (IEOAGBOG_00164)
Sul1-NCBIFAM sulfonamide- reS|stantd|hydr0pteroate synthase Sul1 (NF000294.1) (IEOAGBOG_00168)
coreg_MerD-NCBIFAM mercury resistance co- regulator MerD (NFO33783.1 IEbAGBOG_00174)
MerA-TIGRFAMs TIGRFAMs: mercury(ll) reductase (TIGR02053.1) (IEOAGBOG_‘OOHS)‘
PDC-M41B_WP_004445184.1 (IEOAGBOG_00186) blaVIM-NCBIFAM VIM family subclass Bi rﬁetéllo beta lactamase (NFO12100.0) (IEOAGBOG_00165)
1S3 family transposase 15222 (IEOAGBOG_00177) —E
Tyrosine recombinase XerC (IEOAGBOG_00187) 1S3 family transposasgISZZZ (IEOAGBO‘G700176) Tyrosme recombinase XerC XerC (IEOAGBOG_00163)
Homospermidine synthase (IEOAGBOG_00183) putative signaling protein IEOAGBOG_00172) | |DNA-invertase hin (IEOAGBOG_00161)
tRNA-Ser(gct) n3 family transposase ISPa42 (IEOAGBOG_00178) Tn3 family transposase TnAs3 (IEOAGBOG_00160)
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IMGPR_plasmid_2718217881_000001: 118,133-159,177 (-)
Delta(1)-pyrroline-2-carboxylate/Delta(1)-piperideine-2-carboxylate reductase (PBOEGJLK_00143)
NADP/NAD-dependent aldehyde dehydrogenase PuuC (PBOEGJLK_00145)
Alpha-ketoglutaric semialdéhyde dehydrogenase (PBOEGJLK_00142)
HTH-type transcriptional regulator GItC (PBOEGJLK_00147)
Formyltetrahydrofolate deformylase (PBOEGJLK_00151) LCIS 3-hydroxy-L-proline dehydratase (PBOEGJLK_00140)
Serine mxymethyltransferase 2 (PBOEGJLK_00148)
Serine acetyltransferase (PBOEGJLK _ 00155)‘ 6xygen -dependent choline dehydrogenase (PBOEGJLK_00144)
D-serine transporter DsdX (PBOEGJLK_00152) fn3 family transposase TnAs1 (PBOEGJLK_00133)

Pyochelin (VF0095) (PBOEGJLK 00154) Michele_1Ahits grouped (PBOEGJLK_00137)

Bifunctional proteln FolD protein (PBOEGJLK_00150) DNA-inverfase hin (PBOEGJLK_00135)
D-serine dehydratase (PBOEGJLK'00149) | 138
153 | | | ~ Putrescine importer PuuP (PBOEGJLK_00146) 141 139 | | 136 | 134 132
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IMGPR_plasmid_3300021246_000004: 106,936-145,781 (-)
; 10000 nt |
defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA
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