putative HTH-type transcriptional regulator YybR (NNKEDDJG_00047) Bifunctional chorismate mutase/prephenate dehydratase (NNKEDDJG_00064)
FMN-dependent NADH-azoreductase 1 (NNKEDDJG_00058)
HTH-type transcriptional regulator DmIR (NNKEDDJG_00057)

1S3 family transposase 1SStma13 (NNKEDDJG_00052) 3-ﬁhosphoshikimate 1-carboxyvinyltransferase (NNKEDDJG_00063)
Acrylyl-CoA reductase Acul (NNKEDDJG_00048) Phosphoserine aminotransferase (NNKEDDJG_00065)

1S110 family transposase I1SStmaé (NNKEDDJG_00071)

ATP-aependent DNA helicase Rep (NNKEDDJG_00051) tRNA-Ser(tga) Serine--t NAIigase(NNKEDDJG_OOOéO)‘
65 6667 68 69 |

4950 | 53 54 ] 55 58 60 61

IMGPR_plasmid_2903251321_000004: 41,628-66,945 (+)

46 | | \

Bifunctional chorismate mutase/prephenate dehydratase (EFMGNPML_00005)
3-phosphoshikimate 1-carboxyvinyltransferase (EFMGNPML_00006)
FMN-dependent NADH-azoreductase 1 (EFMGNPML_00011)
HTH-type transcriptional regulator DmIR (EFMGNPML_00012)
Phosphoserine aminotransferase (EFMGNPML_00004)
Serine--tRNA ligase (EFMGNPML_OOOO?)
15 14 13 | | 10 8 7

AP ETTTTT—X

IMGPR_plasmid_2630968438_000004: 702-24,787 (-)

3 21

Bifunctional chorismate mutase/prephenate dehydratase (DBAKKGKL_00071)
Paris_II__AriB_DUF4435_II__AriB_DUF4435_|I_ali (DBAKKGKL_00061)
3-phosphoshikimate 1-carboxyvinyltransferase (DBAKKGKL_00070)
FMN-dependent NADH-azoreductase 1 (DBAKKGKL_00065)
Paris_lI_AriA_AAA21__All_AAA21 ali (DBAKKGKL_00060)
Prophage integrase IntA (DBAKKGKL_00055) HTH—‘type transcriptional regulator DmIR (DBAKKGKL_00064)
DNA-invertase hin (DBAKK KL_OOdS9) F*hosphoserineaminotransferase(DBAKK KL_00072)
capH (DBAKKGKL_00058) Serine--tRNA ligase (DBAKKGKL_00067)
53 54 56 57 || | 62 | | 65 67 68 \
K

DA —&K HEOEKDA T D —T OO DA DK

- EE—— [
IMGPR _plasmid_2878836624_000001:46,427-76,786 (+)

Bifunctional chorismate mutase/prephenate dehydratase (PGGMFMAO_00002)
3-phosphoshikimate 1-carboxyvinyltransferase (PGGMFMAO_00003)
FMN-dependent NADH-azoreductase 1 (PGGMFMAO_00008)
HTH-type transcriptional regulator DmIR (PGGMFMAO_00009) l
Serine--tRNA ligase (PGGMFMAO_00006)
17 15 14 10 | =7 5 4 | Phosphoserine aminotransferase (PGGMFMAO_00001)

IMGPR_plasmid_2922001673_000002: 31-17,909 (-)
FMN-dependent NADH-azoreductase 1 (HGJJILBI_00071)
HTH-type transcriptional regulatoﬁan (HGJJILBI_00070)
65 67 68 \ 71 Serine--tRNA ligase (HGJJILBI_00073)

1
IMGPR_plasmid_3300014567_000010: 61,762-74,787 (+)
HTH-type transcriptional regulator DmIR (ACEHLDNE_00002)
9 5 4 3 FMN-dependent NADH-azoreductase 1 (ACEHLDNE_00001)

@a@an ¢ - DA

IMGPR_plasmid_2698536472_000034: 69-12,645 (-) '
HTH-type transcriptional regulator DmIR (OEDDDEIN_00065)
ATP-dependent RecD-like DNA helicase (OEDDDEIN_00060)
58 59 \ 61 62 63 FMN-dependent NADH-azoreductase 1 (OEDDDEIN_00066)
G ala
IMGPR _plasmid 2937615235 _000001:49,075-65,810 (+)
MerP-TIGRFAMs TIGRFAMs: mercury resistance system periplasmic binding protein MerP (TIGR02052.1) (FEECHMMG_00059)
PRK13752.1-PRK PRK|PRK13752.1: Hg(ll)- responsﬁe transcrlptlonal regulator (NFO10315.0) (FEECHMMG_00061)
Mercuric transport proteln MerT (FEECHMMG_00060)
57 Ifl\/—IN dependent NADH- azoreductase 1 (FEECHMMG_00065)
56 HTH-type transcriptional regulator DmIR (FEECHMMG_00064)
50 51 52 53 54 55[|58 | 62 | 65

AP )M

IMGPR_plasmid_3300013685_000008:41,712-59,979 (+)
56 57 58 59 60

IMGPR_plasmid_2924547498 000008: 48,343-62,477 (+)
1S3 family transposase ISBcen21 (ELNFPPFN_00001)
4 3 DrmC_00006 DrmC (ELNFPPFN_00002)

CHIODT D0

IMGPR_plasmid_2903246457_000003:27-12,878 (-)

SOS response-associated protein YedK (OCCMPMCI_00071)
PD-Lambda-5_PD-Lambda-5_B (OCCMPMCI_00067)
Prophage integrase IntA (OCCMPMCI_00665)
66 | 68 6970 727374

N - @A
IMGPR_plasmid_2878801562_000002: 54,658-68,771 (+)
; 10000 nt |
defence (DefenseFinder) defence (PADLOC) AMR (AMRFinderPlus) tRNA
I




