Naphthalene 1,2-dioxygenase/salicylate 5-hydroxylase systems, ferredoxin component (MGDIHIBN_01217)
Carbon monoxide dehydrogenase medium chain (MGDIHIBN,OIEIZ)
Nicotinate dehydrogenase small F;Sglbunit (MGDIHIBN_01211)
HTH-type transcriptional regulator DmIR (MGDIHIBN_01202)
Tdroxybenzoyl CoA reductase subumt alpha (MGDIHIBN_01210)
‘ 15630 family transposase ISRm2011-2 (MGDIHIBN_01213)
putative hydrolase YcaC (MGDIHIBN_.01203) |
1207 1530 family transposase ISRle2 (MGDIHIBN_01214)
1204 1206 l 1218
1203 1205 T |1208 1214 12151217  Circadian clock protein kinase KaiC (MGDIHIBN_01220)

IMGPR _plasmid_637000269_000001: 1,147,165-1,164,041 (+)
Carbon monoxide dehydrogenase medium chain (JMFACILK_00977)
Nicotinate dehydrogenase small FeS subunit (JMFACILK_00978)
4-hydroxybenzoyl-CoA reductase subunit alpha (JMFACILK_00979)
979
T978 974

IMGPR_plasmid_2847375993 000001: 926,235-935,549 (-)
High-affinity branched-chain amino acid transport system permease protein LivH (MNAHDBEH_00426)
Carbon monoxide dehydrogenase medium chain (MNAHDBEH_00433)
Nicotinate dehydrogenase small FeS subunit (MNAHDBEH_00434)
‘ Pectin degradation repressor protein KdgR (MNAHDBEH_00443)
4-hydroxybenzoyl-CoA reductase subunit alpha (MNAHDBEH_00435)
HTH-type transcriptional regulator GItC (MNAHDBEH_00437)
Oxygen-dependent choline dehydrogenase‘(MNAHDBEH 00432)—r ‘
Vitamin B12 |mp0rt ATP-binding protein BtuD (MNAHDBEH_00427)  N- carbamoyl L-amino-acid hydrolase(MNAHDBEH 00440)

Shlklmate dehydrogenase (NADP(+ MNAHDBEH 00430) Fosfomycin re5|stance protein AbaF (MNAHDBEH_00445)
putatlve FAD-linked oxidoreductase (MNAHDBEH_OO431) ‘ Sulfoacetaldehyde acetyltransferase (MNAHDBEH_00446)
Sulfoacetaldehyde ‘acetylt‘ransferase (MNAH D§EH_00424) Alcohol dehyd rogenaée [acceptor] (M NAHDEEH_OO444)
Michele_2A_hits_grouped (MNAHDBEH_00429) Maleate isomerase (MNAHDBEH_00438) \ \
Leu/lle/Val-binding protein (MNAHDBEH_00425) 440 Phosphate acetyltransferase (MNAHDBEH_00448)
| mads_8 (MNAHDBEH_00428) 435 438 Ta41 | | 446 | 448 452

I
IMGPR_plasmid_651053067_000001: 372,566-406,662 (+)
High-affinity branched-chain amino acid transport system permease protein LivH (DEOFPHHB_01590)
Putative xanthine dehydrogenase molybdenum-binding subunit XdhA (DEOFPHHB_01600)
Carbon monoxide dehydrogenase medium chain (DEOFPHHB_01597)
4-hydroxybenzoyl-CoA reductase subunit alpha (DEOFPHHB_01599)

HTH-type transcriptional regulator McbR (DEOFPHHB_01585) Nicotinate dehydrogenase small FeS subunit (DEOFPHHB_01598)
Vitamin B12 import ATP-binding protein BtuD (DEOFPHHB_01591) \ T \ J Pectin degradation repressor protein KdgR (DEOFPHHB_01608)
HTH-type transcriptional regulator PgrR (DEOFPHHB_01581) HTH-type transcriptional regulator GItC (DEOFPHHB_01602)
‘ Shikiméte dehydrogenase (NADP(+)) (DEOFPHHB_01594) N-carbamoyl—l.‘-a'imino-acid hydrolase (| DEOFPHHB _01605)

1S1595 family transposase ISRm32 (DEOFPHHB_01584) ‘ ‘ ‘ Fosfomycin re5|stance protein AbaF (DEOFPHHB_01610)

‘ ‘ putatlve FAD-linked oxidoreductase (DEOFPHHB 01595) Sulfoacetaldehyde acetyltransferase (DEOFPHHB_01611)

L-galactonate-5-dehydrogenase (DEOFPHHB 01586) Oxygen dependent choline dehydrogenase (DEOFPHH _01596) Alcohol dehydrogenase [acceptor] (DEOFPﬁHB 01609)

Michele_2A hits grouped (DEOFPHHB_01593) Maleate isomerase (DEOFPHHB_01603) ‘
1580 Leu/lle/Val-binding protein (DEOFPHHB 01589) ‘ 1604 hosphate acetyltransferase (DEOFPHHB_01613)
T 1581 | 1585 mads_8 (DEOFPHHB_01592) 1599 1602 T1605 \ | 1610 |

IMGPR_plasmid_2918445941_000002: 1,517,776-1,558,706 (+)
HTH-type transcriptional repressor ComR (1IBJPJLP_01681)
Cold shock protein CspA (IIBJPJLP_01679)

Michele_1A_hits_grouped (IIBJPJLP_01678)

‘ 1681

1675 1678 1680 [Epoxide hydrolase A (IIBJPJLP_01684)

IMGPR_plasmid_ 2847395608 _000005: 1,603,933-1,613,090 (+)
I 10000 nt |
defence (DefenseFinder) defence (PADLOC)




