gac_MFS_AB-NCBIFAM QacA/B family quaternary ammonium compound efflux MFS transporter (NFO00089.1) (MCMPIGMH_00017)
tet_ MFS_K-NCBIFAM tetracycline efflux MFS transporter Tet(K) (NFO12183.0) (MCMPIGMH_00009)

Cadmium, cobalt and zinc/H(+)-K(+) antiporter (MCMPIGMH_00005) Putative transposon Tn552 DNA-invertase bin3 (MCMPIGMH_00015)
1S6 family transposase IS431R (MCMPIGMH_00007) 1S6 family transposase IS431R (MCMPIGMH_00012)
‘ Replication initiation protein (MCMPIGMH_OOOOB) HTH-type transcriptional regulator QacR (MCMPIGMH_00016)
Copper exporter (VF0849) (MCMPIGMH_00003) Endo‘ribonuclease ToxN (MCMPICMH_00614)
4 6 10 11 13
¢ X —C_ K ]
I I

I

IMGPR _plasmid_3300053491_024085: 1,506-17,360 (+)

Copper-sensing transcriptional repressor CsoR (AFFFAAAL_00010)
1S6 family transposase IS431R (AFFFAAAL_00006) Plasmid recombination enzyme (AFFFAAAL_00003)

. (HX CKEH O O{ETHD A

— EEEE—
IMGPR_plasmid_3300053491_018671: 1-10,062 (-); 23,143-25,750 (-)

1S6 family transposase 1S431mec (KJHNAALJ_00004)
Replication initiation protein (KJHNAALJ_00007)

13
e (HX | [ dOD—{O{-dH

e ——
IMGPR_plasmid_3300053491_019962: 1-12,032 (-); 23,416-26,596 (-)

Cadmium, cobalt and zinc/H(+)-K(+) antiporter (CLLJKKBC_00019) 24 2526 28 31 HTH-type transcriptional regulator QacR (CLLJKKBC_00032)
I I I
IMGPR_plasmid_3300053491 032764:13,191-26,926 (+); 1-1,786 (+)

30 31 Putative transposon Tn552 DNA-invertase bin3 (DEPBBFOH_00003)

. HO—aH O )—a—{ D, O b
IMGPR _plasmid_3300053491_021551:19,111-27,844 (+); 1-7,690 (+)
1S6 family transposase 1S431mec (CDKMJKNP_00030)
AbiQ (CDKMJKNP_00002)
7 3 31 _Plasmid recombination enzyme (CDKMJKNP_00029)

a-c @ —@apbhaa- < il 1 @b

— — —— e ——
IMGPR _plasmid_3300053491 023135:1-5,698 (-); 16,289-25,818 (-)

Putative transposon Tn552 DNA-invertase bin3 (GFNLCLHA_00004)
Putative transposon Tn552 DNA-invertase bin3 (GFNLCLHA_00005) Copper-sensing transcriptional repressor CsoR (GFNLCLHA_00023)

a0 <H—E—a a S G I Wi 0 I

I I I
IMGPR_plasmid_3300053491_017324:1-7,326 (-); 17,894-27,234 (-)
2 2 16
I

EEE——
IMGPR_plasmid_3300053491_037379:10,357-25,626 (-)
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IMGPR_plasmid_3300053491 034734: 1,547-12,325 (+)

27 156 family transposase 1S431R (CKALMELB_00026) 21
I I
IMGPR_plasmid_3300053491_035587:1-3,154 (-); 16,553-26,591 (-)
15256 family transposase 1S256 (PHHGOMAK_00015)
17 AbiQ (PHHGOMAK_00011) 1S1182 family transposase ISSep1 (PHHGOMAK_00008)
«&H ¢ HO-OC 10 — XH >

I
IMGPR_plasmid_3300053491 021564 1,765-16,047 (-)
AbiQ (HDJKAFAH_00022)
21

«&H AT K O — A&

IMGPR_plasmid_3300053491_025032: 1-2,163 (-); 12,656-24,728(T
MerP-TIGRFAMs TIGRFAMSs: mercury resistance system periplasmic binding protein MerP (TIGR02052.1) (PPBMDAJM_00018)
AbiQ (PPBMDAJM_00025)
T 24 17

K - —aimm{ )AE P

N I I
IMGPR _plasmid_3300053491_024100: 1-4,078 (-); 13,625-21,489 (-)
HTH-type transcriptional regulator Betl (EHEECDMN_00003)
ISNCY family transposase ISBli29 (EHEECDMN_00001)
4 2 151182 family transposase 1SSep1 (EHEECDMN_00027)

& O - @@ D —@ D — A

I I
IMGPR _plasmid_3300053491_024093: 1-9,874 (-); 20,390-29,189 (-)
19 Putative transposon Tn552 DNA-invertase bin3 (MNMMBANE_00024)

- - @ > Hd

IMGPR_plasmid_3300053491_018670: 17,547-25,090 (+); 1-2,073 (+)
9 Putative transposon Tn552 DNA-invertase bin3 (KMKLHJNG_00010)

e a0 Hd

—
IMGPR_plasmid_3300053491_024090: 4,275-13,780 (+)

Putative transposon Tn552 DNA-invertase bin3 (KPPPHFDE_00001)

- - -0 O ]

09

I
IMGPR plasmid_3300053491 023162:1-6,298 (-); 18,761-24,688 (-)
1S256 family transposase 15256 (CHAALICP_00016) 13
N
IMGPR_plasmid_3300053491 018674:4,551-16,813 (-)
23
I
IMGPR _plasmid_3300053491 024102: 15,341-24,792 (+); 1-5,709 (+)
2

B E - - - — xd

I
IMGPR_plasmid_3300053491_023163: 1-6,398 (-); 18,862-24,814 (-)
3 HTH-type transcriptional regulator QacR (MBCIEJMO_00009)
I
IMGPR _plasmid_3300053491 021562:4,180-17,880 (+)
} 7000 nt {
defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




