PDC-MO6A_WP_214571852.1 (EPKCDDEM_00003)
PDC-M06B_WP_059859626.1 (EPKCDDEM_00004)
PDC-M50B_WP_009295198.1 (EPKCDDEM_00010)
DNA replication and repair protein RecF (EPKCDDEM_00007)
ThsB1_00003 TIR-like (EPKCDDEM_00008)
Thoeris_|_ThsA_new_grand (EPKCDDEM_00009)
| [RNA chaperone ProQ (EPKCDDEM_00012)
Prophage integrase IntS (EPKCDDEM_00002)
1 | |56 | |

11 13 14 1516 17 18 19 20 21 Chromosome-partitioning ATPase Soj (EPKCDDEM_00022)

—— N I
IMGPR_plasmid_3300011229_000039: 175-18,513 (+)
GMP synthase [glutamine-hydrolyzing] (DPPKEMOM_00001)
PDC-MO6A_WP_214571852.1 (DPPKEMOM_00004)
PDC-M06B_WP_059859626.1 (DPPKEMOM_00005)

PDC-M50B_WP_009295198.1 (DPPKEMOM_00011)
DNA replication and repair protein RecF (DPPKEMOMT)OOOS)
ThsB1_00003 TIR-like (DPPKEMOM_00009)
Thoeris_|_ThsA_new_grand (DPPKEMOM_00010)

Prophage integrase IntS (DPPKEMOM_00003) RNA chaperone ProQ (DPPKEMOM_00013)

2 | |67 2] 14 151617 18

—— |
IMGPR_plasmid_3300014002_000006: 15-19,463 (+)
PDC-MO6A_WP_214571852.1 (KLNIFCBM_00003)
PDC-M06B_WP_059859626.1 (KLNIFCBM_00004)
Prophage integrase IntS (KLNIFCBM_00002)
D$-4_DS-4D (KLNIFCBM_00007) RNA chaperone ProQ (KLNIFCBM_00013)

DS-4__DS-4E (KLNIFCBM_00008) T
DS-4_DS-4C (KLNIFCBM_00010)
1 5 6 9 11 12 | 14 15 1617 18 23 24

—— I I
IMGPR_plasmid_3300013924_000014: 201-20,031 (+)
Inosine-5'-monophosphate dehydrogenase (GACPOJEJ_00076)
151182 family transposase ISPa76 (GACPOJEJ_00069)
PDC-MO6A_WP_214571852.1 (GACPOJEJ_00073)
Exodeoxyribonuclease 7 large subunit (GACPOJEJ,OOO78)
‘ 1S1182 family transposase ISPa76 (GACPOJEJ_00070)
GMP synthase [glutamine-hydrolyzing] (GACPOJEJ_00075)
| PDC-M06B_WP_059859626.1 (GACPOJEJ_00072)
Aldehyde reductase YahK (GACPOJEJ_00084) Prophage integrase IntS (GACPOJEJ_00074) RNA chaperone ProQ (GACPOJEJ_00065)
2-isopropylmalate synthase (GACPOJEJ_00083) ‘ H‘amA1700024 DUF1837 (GACPOE,OOOé7)
Biotin transporter (GACPOJEJ_00085) HamB1_00007 DEAD-box (GACPGJEJ_00068)
\ 82 81 80 79 77 712 | | \ 66 64 63 6261

—-— ———
IMGPR _plasmid_3300025276_000033: 54,921-89,492 (-)

Inosine-5'-monophosphate dehydrogenase (HPFBPJLB_00001)
151182 family transposase ISPa76 (HPFBPJLB_00008)
P C-M06A_WP_214571852A1(HPFBPTL’E_OOOO4)
1S1182 family t?énsposase ISPa76 (HPFBPJLB_00007)
G Psynthase[glutamine‘-hydrolyﬁ\'gi](l-‘iPFBPJLB_OOOOZ)
|PDC-M06B_WP_059859626.1 (HPFBPJLB_00005)
Prophage‘ integrase IntS (HPFBPJLB_00003) RNA chaperone ProQ (HPFBPJLB_00012)
‘ | J HamA1_00024 DUF 1837 (HPFBPJLB_00010)

HamB1_00007 DEAD-box (HPFBPJLB_00009)
—
IMGPR_plasmid_3300009428_000031: 7-21,934 (+)

e | | | 11‘ 13 14 1516 17
151182 family transposase ISCfr1 (AGFFAMJP_00001)
RNA chaperone ProQ (AGFFAMJP_00003)
| 2] 4 5 67 8

IMGPR _plasmid_3300011789_000023: 191-11,036 (+)
S-(hydroxymethyl)glutathione dehydrogenase (FDGLCDCP_00069)
HTH-type transcriptional regulator DmIR (FDGLCDCP_00063)
HTH-type transcriptional activator RhaS (FDGLCDCP_00066)
Quinone oxidoreductase 1 (FDGLCDCP_00062)
RNA chaperone ProQ (FDGLCDCP_00060)
65 64 | \ 61 | 59 58 5756 55 54

71
70 68 67

IMGPR_plasmid_3300011545_000017:48,733-67,479 (-)
——————10000nt——mmmmm
defence (DefenseFinder) defence (PADLOC)

60



