Nicotinate-nucleotide pyrophosphorylase [carboxylating] (HLGPPGJM_00063)

Protocatechuate 3,4- dloxygenase alpha chain (HLGPPGJM_00073)
Protocatechuate 3,4-dioxygenase beta chain (HLGPPGJM_00072)

Phthalate 4,5-dioxygenase oxygenase subunit (HLGPPGJM_OOO%

Putative 4,5-dihydroxyphthalate dehydrogenase (HLGPPGJM_00053)

TVP38/TMEM64 family inner membrane protein YdjZ (HLGPP(ﬂ/I_OOOB?;)
HTH-typgtranscriptionaI activator CmpR (HLGPPGJM_00038)
3-hydroxybutyryl-CoA dehydrogenase (HLGPPGJM_00037)
|S3‘fami|y transpTosase ISGbe1 (HLGPPGJM_00040)
‘ Transcrlptlonal regulatorSIyA(HLG PGJM_000:
1S3 family transposase 1SSisp1 (HLGPPGJM 00045
DrmC_00006 DrmC (HLGPPGJM_00041

Adaptlve response sensory kinase SasA ‘ ‘
RegX3 (VF0858 HLGPPGJM_OOOZ?) Phthalate dloxygenase rel

nsB_0_V-K (HLGPPGJM_00036) (S)-mandelate dehydrogenase

HT 31 | 47| 51 Formate'
30[32 iss—m ‘ 39”424@4 ‘ ‘
DK HOAKA D ]

‘ 4648|5052 | | |
.

ductase (HLGPPGJM_00054)

é-carboxy-cis,cis-muconate cycloisomerase (HLGPPGJM_00074)
3-oxoadipate CoA-transferase subunit B (HEGP@M_00067)
3-oxoadipate CoA-transferase subunit A (HLGPFGJ M700066) Segregation and condensation protein B (HLGPPGJM_00093)
6-phosphogluconate phosphatase (HLGPPGJM_00075)
1S110 family transposase ISAzs4 (HLGPPGJM_00082)
155 family transposase ISRusp1 (HLGPPGJM_00076)
2-formylbenzoate dehydrogenase (HLGPPGJM_00064) ’l 1S5 family transposase ISRhba5 (HLGPPGJM_00085)
3-6xmate ‘en‘ol lactonase 2 HLGP GJM_00070) Tyrosme Eomblnase XerC (HLGPPGJ M_00095)
Pcaregulon regulatory proteln (HLGPPGJM_ 00065) J)o phthalyl amldase HLGPPGJM_00081)
i TnsC_O_V- K (HLGPPGJM_00084)
TnsC _0_V-K(HLGPPGJM_00091)

Beta-ketoadipyl-CoA thiolase (HLGPPGJM_00068)
T ‘ 86T8889 90 Tt?z ‘ 94
DA __DEXK

49)

(HLGPPGJM_00055)
dehydrogenase, mitochondrial (HLGPP!

| 57 58 5960 [ 62 | |
T

\ u T TnsC_0_V- K HLGPPGJM_00078)
GJM_00061) TnsB_0_V-K (HLGPPGJM_0007

| [ ] [ 69 | | [7z| T 8| |es
vy D-EIASEHT

11‘ 96

- — L
IMGPR_plasmid_2814123081_000001: 26,004-90,983 (+)

Nicotinate-nucleotide pyrophosphorylase [carboxylating] (GMAMIMEK_00063)

Protocatechuate 3,4- dloxygenase alpha chain (GMAMIMEK_00073)
Protocatechuate 3,4-dioxygenase beta chain (GMAMIMEK_00072)

Phthalate 4,5-dioxygenase oxygenase subunit (GMAMIMEK_00056)

Putative 4,5-dihydroxyphthalate dehydrogenas

HTH-type transcriptional activator CmpR (GMAMIMEK_00038)
3-hydroxybutyryl-CoA de‘throgenase (GMAMIMEK_00037)
‘ Phthalate dioxygenase reductase (G
1S3 family transposase ISGbe1 (GMAMIMEK_00040) LA
‘ ‘ Transcrlptlonal regulator SIyA (GMAMIMEK_0O!
1S3 famlly transposase 1SSisp1 (GMAMIMEK_00045)
DrmC_00006 DrmC (GMAMIMEK_00041) |

ase (GMAMIMEK_00053)

3-carboxy-cis,cis-muconate cycloisomerase (GMAMIMEK_00074)
3-oxoadipate CoA-transferase subunit B (GMAMWE K_00067)
3-oxoadipate CoA-transferase subunit A (GMAM |MEK700066)
6-phosphogluconate phosphatase (GMAMIMEK_00075)
‘ 1s110 family transposase ISAzs4 (GMAMIMEK_00082)
MAMIMEK_00054) 1S5 family transposase 15Rusp1 (GMAMIMEK 00076)
2-formylbenzoate dehydrogenase GMAMI MEK 00064 NJ J 1S5 family transposase ISRhba5 (GMAMIMEK_00085)
3- oxo;&Tpate enoI lactonase 2 (GMAI EK_00070) ‘
Pcaregulon regulatory proteln (GMAMIMEK,OOOéS)o phthalyl amidase (GMAMIMEK_00081)
Beta-ketoadipyl-CoA thiolase (GMAMIMEK_00068) ~ TnsC_0_V-K (GMAMIMEK_00084)

49)

TnsC_0_V-K (GMAMIMEK'00035) (S)-mandelate dehydrogenase (GMAMIMEK_00055) \ TnsC.0_V-K (GMAMIMEK_00078)
TnsB_0_V-K (GMAMIMEK_00036) 47| 51 Formate dehydrogenase, mitochondrial (GMAMIMEK_00061) TnsB_0'V-K (GMAMIMEK_00079) 87
| 39| | 424344| 4648|507 52 | 57 58 5960 | 62 | | 69 |71 |83 86 88

| T | | |
A Kl i

|| | [ l7z] T 80|
O O-AAacc

- I L]
IMGPR_plasmid_2814123091_000001: 26,004-90,983 (+)
Nicotin:

ate-nucleotide pyrophosphorylase [carboxylating] (IGKJLCCL_00063)
Protocatechuate 3,4-dioxygenase alpha chain (IGKJLCCL_00073)
Protocatechuate 3,4—dioxygenaseﬁ|5eta chain (IGKJLCCL_00072)

Phthalate 4,5-dioxygenase oxygenase subunit (IGKJ LCCL_00056)

Putative 4,5-dihydroxyphthalate dehydrogenase (IGKJLCCL_00053)

HTH-type transcriptional activator CmpR (IGKJLCCL_00038)
3-hydroxybutyryl-CoA dehydrogenase (IGKJLCCL_00037)
‘ Phthalate dioxygenase reductase (I
1S3 family transposase ISGbe1 (IGKJLCCL_00040) | T
1S3 ‘fam‘lly transposase 1SSisp1 ( (IGKJLCCL_00045)
DrmC_00006 DrmC (IGKJLCCL 00041) | |
TnsC_0_V-K (IGKJLCCL_OOOSS)U (S)-mandelate dehydrogenase
6)

TnsB_0_V-K (IGKJLECL 000! 47| 51
| 39]| 424344

3 | T | 46 48| 50 ] 52
PO K]

Formate dehydrogenase, mitochondria (IGKJLCC
Transcrlptlonal regulator SlyA (IGKJLCCL ( 00049

3-carboxy-cis,cis-muconate cycloisomerase (IGKJLCCL_00074)
3-oxoadipate CoA transferase subunit B IGKJIRL _00067)
3-oxoadipate CoA- transferase subunit A (IGKJLCCL 00066)
6- phosphogluconate phosphatase(IGKJLCCL 00075)
t | 15110 family transposase ISAzs4 (IGKJLCCL_00082)
1S5 family transposase ISRusp1 (IGKJLCCL, 00076)
_00061) L I 1S5 family transposase ISRhba5 (IGKJLCCL_00085)
3- oxoadlpate enol Iactonase2(|G JLCCL_00070)
Pcaregulon regu|atory proteln (IGKJLCEL_00065) ‘ 0-| phthalyl al
Beta-ketoadipyl-CoA thiolase (IGKJLCCL | 00068)
| || T | |Ths€ov-K(iGKILCCL 00078
064) TnsB_0_V-K (IGKJLCCL' 00

| {72 ] T o[
&AA&CHID

GKJLCCL_00054)

midase (IG JLCCL,‘0081)
TnsC_0_V-K (IGKJLCCL_00084)

T
K

(IGKJLCCL_00055)

2-formylbenzoate dehydrogenase (IGKJLCCL 0O

| T ] 11
IO

87

57 58 5960 | 62 | 69 |71] | | |83 | | se]es

- I L]
IMGPR _plasmid_2814123117_000001: 26,004-90,983 (+)

1S110 family transposase ISAzs4 (EKPCJNHG_00134)

1S5 family transposase ISRhba5 (EKPCJNHG_00137)
o-phthalyl amidase (EKPCJNHG,00133)
TnsC_0_V-K (EKPCINHG_00136)
TnsC_0_V-K (EKPCINHG_00129)
TnsB_0_V-K (EKPCIJNHG_00130)

132
128 1

31
- I |
IMGPR plasmid_2558309061 000001: 109,795-125,624 (+)
[ 20000 nt

r
defence (PADLOC) virulence (VFDB)

139

‘ ‘135 138[ 140




