HTH-type transcriptional regulator DmIR (FFADKCKK_00584)
2-hydroxymuconate tautomerase (FFADKCKK_00585)
1S5 family tl%nsposase ISNeu3 (FFADKCKK_00587)
1S5 family transposase [SNeu3 (FFADKCKK_00588)
| 1591 family transposase ISMno24 (FFADKCKK_00590)
IS91fam|Iytransposase ISAz026 (FFADKCKK 00589)
Inner membrane proteln YtfF FFADKCKK 00586
578 579 580 581 582 583 | | | | 591 592 593 594 595  Outer membrane protein A (FFADKCKK_00596)

KK K K

IMGPR _plasmid_639633055_000004: 615,653-640,643 (+)
HTH-type transcriptional regulator DmIR (GOBJHPON_00341)
2-hydroxymuconate tautomerase (GOBJHPON_00342)
Inner membrane proteln YtfF (GOBJHPON_00343)
337 338339 | | 343 344 345

KK K K

IMGPR plasmid_2896569440 000003: 357,631-382,363 (+)
HTH-type transcriptional regulator DmIR (DIJELBHA_00237)
2-hydroxymuconate tautomerase (DIJELBHA_00238)

235 236 [ T 239
KX K K

IMGPR_plasmid_2510065019_000004: 244,374-264,988 (+)
HTH-type transcriptional regulator DmIR (JILHJAMH_00203)
2-hydroxymuconate tautomerase (JILHJAMH_00204)
PDC-S54 WP_201782254.1 (JILHJAMH_00206)

202 | | 205 Retron |_C_RT_1_C1(JILHJAMH_00207)

KK K K

IMGPR_plasmid_2896557008_000004: 200,383-223,732 (+)
169
170 [168167

KK K l

IMGPR plasmid 2791355258 000007: 173,201-188,723 (-)
232 233

KK K K l

IMGPR _plasmid_2515075009_000005: 252,576-270,141 (+)
200 201

IMGPR _plasmid_2936367885_000006: 199,189-217,968 (+)
Protein-methionine-sulfoxide reductase catalytic subunit MsrP (JHKKEMNO_00082)

81 83
IMGPR_plasmid_2516653047_000004: 77,971-95,488 (+)
Protein-methionine-sulfoxide reductase catalytic subunit MsrP (ACJEKNHC_00045)

46 [ 44
KK K K

IMGPR plasmid_2513237084_000007: 39,746-59,315 (-)
250
248 249

KK ]

HTH-type transcriptional regulator DmIR (CNAJIOPI_00429)
1 441 436 435 434433 432 431430 2-hydroxymuconate tautomerase (CNAJIOPI_00428)

KK K K l

IMGPR_plasmid_2765235942_000014: 250,902-267,534 (+)

IMGPR_plasmid_2630968330_000006: 1-1,455 (-); 463,470-488,730 (-)
Ubiquinone biosynthesis O-methyltransferase, mitochondrial (BGPIEFJA_00166)
HTH-type transcriptional regulator DmIR (BGPIEFJA_00164)

Putative aminoacrylate hydrolase RutD (BGPIEFJA 00167) resist_ArsN1a-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family A (NFO40503.1) (BGPIEFJA_00158)
-hydroxymuconate tautomerase (BGPIEFJA_00163)
‘ Inner membrane proteln YtfF (BGPIEFJA_00162)

Michele_2A _hits_grouped (BGPIEFJA,00168) L-lactate transporter (BGPIEFJA_00161)

169 [ [ 165 | | | 160 159

KK K K l

resist_ArsN1a-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family A (NFO40503.1) (IALMIGBF_00296)
Protein-L-isoaspartate O-methyltransferase (IALMIGBF,OOEEO)
HTH-type transcriptional regulator DmIR (IALMIGBF_00306)
2-hydroxymuconate tau tautomerase (IALMIGBF_00305)
Michele_2A _hits_grouped (IALMIGBF_00311)D-3- phosphoglycerate dehydrogenase (IALMIGBF_00303)

—
IMGPR _plasmid_2919283621 000001: 169,491-198,804 (-)

308 Fumonisin B1 esterase (IALMIGBF_00304) Phosphoglycolate phosphatase (IALMIGBF_00297)
309 | 307 306 [ | 301300 | 298 297 T 294
D B, X X
IMGPR plasmid_2791355266_000023: 316,548-349,741 (-)
Teichuronic acid biosynthesis protein TuaB (BBGCFHFH_00285) Michele_2A_hits_grouped (BBGCFHFH_00293)
283 285 286 287 288 289 290 291 “ ] Putative aminoacrylate hydrolase RutD (BBGCFHFH_00294)
O K —OET K HOE O -@THO D
L |
IMGPR _plasmid_2509276052_000003:291,181-313,419 (+)
Teichuronic acid biosynthesis protein TuaB (HNDKMFCJ_00486) Michele_2A_hits_grouped (HNDKMFCJ_00495)
485 487 488489 490 491492 493 494 —r Putative aminoacrylate hydrolase RutD (HNDKMFCJ_00496)

- HHO@EETTTTHD - @EEH O D0

IMGPR _plasmid_2850814604_000003: 515,940-538,287 (+) Ve
DNA polymerase III PolC-type (LNLBNGLI_00008)
Teichuronic acid biosynthesis protein TuaB (LNLBNEF_OOOM) Michele_2A _hits_grouped (LNLBNGLI_00003)
drt-cluster7 DRT (LNLBNGLI_00007)
UG28(LNLBNGLI_00006)

12 10 9 5 4 Putative aminoacrylate hydrolase RutD (LNLBNGLI_00002)

—
IMGPR _plasmid_2513237085_000008: 249-20,251 (-)

} 10000 nt {
defence (DefenseFinder) defence (PADLOC) AMR (AMRFinderPlus)




