Tyrosine recombinase XerC (JNMHCNGO_00005)
Tyrosine recombinase XerC (JNMHCNGO_00006)
1 2 3 4 \ Tyrosine recombinase XerC (JNMHCNGO_00007)

K l

IMGPR_plasmid_2883792146_000001: 465-7,826 (+)
36

IMGPR_plasmid_3300029509_000081: 37,700-44,925 (-)
12 3

IMGPR_plasmid_3300006502_000045: 137-7,442 (+)
1-deoxyxylulose-5-phosphate synthase YajO (PFENOHNK_00004)
3 5

1 2
IMGPR_plasmid_3300029454_000059: 597-10,106 (+)
1-deoxyxylulose-5-phosphate synthase YajO (AAFECOFL_00048)
50 49 47

IMGPR_plasmid_3300029247_000078:49,470-58,095 (-)
Homoserine O-acetyltransferase (LIIHKIFK_00038)
Biotin transporter BioY (LIIHKIFK_00035)
37 36 —r 34 High-affinity proline transporter PutP (LIIHKIFK_00033)

K K l

IMGPR_plasmid_3300029132_000097: 34,237-45,707 (-)
12 DinG CAS-IV-A; (GOKOIKDP_00007)

@& K K K

IMGPR _plasmid_3300029723 000111:354-7,665 (+)
1 2 34 5 6 putative dual-specificity RNA methyltransferase RImN (IBLCDAKJ_00007)

4 K l

IMGPR_plasmid_3300029819_000052: 11-9,890 (+)

DS-20_DS-20 (IGMOOGHM_00051)
53 52 50 494847

¢ O ' O O GO O ¢ K K l

I
IMGPR_plasmid_3300007793_000048:50,416-63,172 (-)
PDC-M42B_WP_087252525.1 (EGJFHCII_00049)
FAD:protein FMN transferase (EGJFHCII_00050)
55 54 53 52 51 \ 48 MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (EGJFHCII_00047)

K K l

— ——
IMGPR_plasmid_3300029119_000117:39,706-53,836 (-)

Tyrosine recombinase XerC (NJCCGOHG_00029)
Glutamine synthetase (NJCCGOHG_00034)
33 28

X K ]

IMGPR_plasmid_3300029336_000068: 31,828-42,309 (-)

Hca operon transcriptional activator HcaR (NDNOOAJI_00029)
3736 3534 33 32 31 30 28

IMGPR_plasmid_3300029516_000147:31,678-42,497 (-)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (EPJPCOFM_00055)
Undecaprenol kinase (EPJPCOFM_00056)

putative protein kinase UbiB (EPJPCOFM_00058) PDC-S05_WP_020395932.1 (EPJPCOFM_00051)
Oxidoreductase YdhF (EPJ PCOFM_OOO§3)
59 57 54 52 \ 50 49 48 47

XK A—ECKK K K l

I
IMGPR_plasmid_3300007801_000045:48,384-66,206 (-)
PDC-S05_WP_020395932.1 (ABNLKCHC_00035)
Oxidoreductase YdhF (ABNLKCHC_00037)
38 36 [ 34 33 32 31

T F @O T

I
IMGPR_plasmid_3300009343_000040: 32,714-45,219 (-)
Control_protein_00003 control (CDAMGDCK_00010)
PDC-M69A_WP_216276383.1 (CDAMGDCK_00001)
LexA repressor (CDAMGDCK_00007)
exA repressor (CDAMGDCK_00009)
DNA polymerase IV (CDAMGDCK_00008)
2 34 5 6| | ] 11 1213

( K |
mGPpr\asm'\d733000295847000093: 133-12,686(-”
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CAPMCGEL_00059)
2,3-bisphosphoglycerate-independent phosphoglycerate mutase (CAPMCGEL_00058)
Putative ABC transporter arginine-binding protein 2 (CAPMCGEL_00055)
Pyrrolidone-carBoxyIate peptidase (CAPMCGEL_00054)
Glutamine transport system permease protéin GInP (CAﬁMCGEL_OOOSé) Streptococcal enolase (VF1060) (CAPMCGEL_00049)
J FbpABC (VF0272) (CAPMCGEL_00057) Putative phosphatase (CAPMCGEL_00050)
LisR/LisK (VF0792) (CAPMCGEL_00060} \ \ 53 52 51 | 48

HO@ECEE@E T KO

— I
IMGPR_plasmid_3300029594_000139:48,708-68,566 (-)
lon-translocating oxidoreductase complex subunit B (JPEJLGIE_00012)
PTS system glucose-specific EIICBA component (JPEJLGIE_00007)
Transcription antiterminator LicT (JPEJLGIE_00008) 1-deoxyxylulose-5-phosphate synthase YajO (JPEJLGIE_00015)
HTH-type transcriptional activator mta (JﬁEJ LGIE_00001) Hydroxylamine reductase (JPEJLGIE,OOOll)
2 3 4 5 6 | | 9 10 | 13 14 16

IMGPR_plasmid_3300029522_000105: 375-19,589 (+)
MECA_PBP2A-NCBIFAM PBP2a family beta-lactam-resistant peptidoglycan transpeptidase (NFO00237.1) (MHLDDFCF_00059)
Mecl_of mecA NCBIFAM mecA-type methicillin resistance repressor Mecl (NF00024 .1) (MHLDDFCF_00065)
blaR1_gel genenc NCBIFAM BlaR1 family beta-lactam sensor/signal transducer (NF000326 1) (MHLDDFCF_00064)
Alkaline phosphatase synthesis transcriptional regulatory protein PhoP (MHLDDFCF 00067) JukAB__JukB (MHLDDFCF_00053)
Tes | | 63 62 61 60 | 58 57 56 5554 52 51 50

&DEETT K KK

I
IMGPR_plasmid_3300029100_000038:49,876-72,100 (-)
t 8000 nt |
defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




