Rlbosomal small subunit pseudouridine synthase A (MJIDKMBB_00001)
putatlve protein (MJIDKMBB_00006)
tRNA- Gly(ccc)

2 3416 7

1
IMGPR _plasmid_3300011379_000002: 109-6,945 (+)
1

IMGPR_plasmid_3300011693_.000004: 317-6,631 (+)
3 4

IMGPR_plasmid_2728369079_000001: 982-9,615 (+)

Cation efflux system protein CusA (MIPIFHKO_00121)
120 119

IMGPR_plasmid_2839114053_000001: 104,899-114,174 (-)
1 2

i
IMGPR_plasmid_2814123437_000005: 747-8,917 (+)
1

IMGPR_plasmid_3300013713_000001:572-4,822 (+)
77
[ 76

IMGPR_plasmid_3300003176_000006: 65,741-70,708 (-)
77 76

IMGPR _plasmid_2630968562_000005: 66,007-71,898 (-)

p-hydroxybenzoic acid efflux pump subunit AaeA (PJMDCPCC_00004)

FprBC (VF0272) (PJMDCPCC_00005)

12 \ T 5 efflux. OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NF033142.1) (PJMDCPCC_00007)

WaEOE—DIDED

- —
IMGPR_plasmid_3300011930_000002: 219-10,371 (+)
Prophage integrase IntS (JPOFCPNF_00079)
Antitoxin YefM (JPOFCPNF_00080)

Toxin YoeB (JPOFCPNF_00081)
84
T 8382 78

IMGPR _plasmid_3300011382_000014:66,911-76,266 (-)

efflux. OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (I0JAJCOL_00004)
Toluene efflux pump periplasmic linker protein TtgD (IOJAJCOL_00002)

Michele_1A_hits_grouped (I0JAJCOL_00005)

68

1] 3 ‘ [7]9

\MGPR7%5_33OOO45790_OOOO82: 430-11,338 (+)

efflux. OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (JCLEMADN_00090)
Toluene efflux pump periplasmic linker protein TtgD (JCLEMADN_00092)

Michele_1A_hits_grouped (JCLEMADN_00089)

87

—

IMGPR_plasmid_3300046449_000100: 75,925-86,833 (-)
Lamassu-Fam__LmuA_effector_ PDDEXK (EIBJLJJC_00066)

151182 family transposase ISPpu16 (EIBJLJJC_00058)
5- oxoprollnase subunltA(EIBJLJJC 00063)
Putative hydro- Iyase(EIBJLJJC 00062) ‘

OprE (VF0932) (EIBJLJJC_00059)

@64‘\61 60 | | 57

92| 90

— _—

IMGPR _plasmid_2744054662_000003:46,239-65,965 (-)

resist_ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (CLKJDKEM_00009)
HTH-type transc%tional regulator SutR (CLKJDKEM_00008)

HTH- -type transcrlptlonal regulator DmIR (CLKJDKEM_00004)

Free methionine-R-sulfoxide reductase (CLKJDKEM_00005)

Methlonlne amlnopeptldase (CLKJDKEM_00006)

Protein ElaA (CLKJDKEM_00002)

T3 ||zl 10

\MGPR,p\asm'\d,BgOOIO08624,OOOOOS: 140-11,523 (+)

resist_ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (MMFFJHIK_00061)
HTH-type transcrlptlonal regulator SutR (MMFFJHIK_00062)

HTH- type transcrlptlonal regulator DmIR (MMFFJHIK_00066)

Free methionine-R-sulfoxide reductase (MMFFJHIK_00065)

Methionine amlnopeptldase (MMFFJHIK_00064)

66 | | Te2| | 59

\MGPRip\asmidT33IOOOO89527OOOOOS: 45204-55,821 (-)
resist_ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (MJJFDLGJ_00091)
N-acetyl-alpha-D-glucosaminyl L-malate synthase (MJJFDLGJ_00105)
HTH-type transcriptional regulator DmIR {MJJFDLGJ_00096)
HTH-type transcriptional regulator LutR (MJJFDLGJ_00109)
| Free methionine-R-sulfoxide reductase (MJJFDLGJ_00095)
Trehalose-6-phosphate phosphatase(MJJFDLaJ 00102)
rehalose-6-phosphate synthase (MJJFDLG)_ 00103) ‘
‘ ‘ Methlonlne amlnopeptldase (MJJFDLGJ_00094)
ABC transporter (VF0818) (MJJFDLGJ_00104)
Glucarate dehydratase (MJJFDLGJ_00108) I

Protein ElaA (MJJFDLGJ_00098)
103 96 89
102 97195 93 [e8| 8685

I -
IMGPR_plasmid_3300008740_000009: 79,773-103,052 (-)
resist_ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (GEAPBFOL_00062)
Leucine-, isoleucine-, valine-, threonine-, and alanine-binding p?otein (GEAPBFOL_00081)
N-acetyl-alpha-D-glucosaminyl L-malate synthase (GEAPBFOL_00076)
HTH-type transcriptional regulator SutR (GEAPBFOL_00063)
HTH-type transcriptional regulator DmIR (GEAPBFOL_00067)
HTH-type transcriptional regulator LutR (GEAPBFEi_OOOSO) ‘
Free methionine-R-sulfoxide reductase (GEAPBFOL_00066)
Trehalose-6-phosphate phosphatase (GEAPBFOL_00073)
rehalose-6-phosphate synthase (GEAPBFOL 00074 é
‘ Methionine amlnopeptldase( EAPBFOL_00065)
ABC transporter(VFOSlS)( GEAPBFOL _00075)
Glucarate dehydratase GEAPBFOL _00079)
‘ Protein ElaA (GEAPBF! L (0] 06‘

IMGPR plasmid_3300009125 000027:45,633-70,198 (-)

DrmMI1_00005 DrmMI| (JCDAJFKF_00008)
DrmC_00001 DrmC (JCDAJFKF_00003)
DISARM_drmB (JCDAJFKF_00004) MADS_mad1 (JCDAJFKF_00009)
DrmA_00001 DrmA (JCDAJFKF_00005)
2 DISARM_1_drmD (JCDAJFKF_00007)
1 ‘ ‘ RM_Type_IIG_Type_IIG_5 (JCDAJFKF_00006)10 15

)

77 70
176 71769 | 67

60

IMGPR plasmid. 2660237957 000003: 148 21,768 (1)
DrmMII_00005 DrmMII (DDFPJEJN_00058)
DrmC_00001 DrmC (DDFPJEJN_00063)
RM_Type_IIG_Type_IIG_5 (DDFPJEJN_00060)
DISARM_drmB (DDFPJEJN_00062) MADS_mad1 (DDFPJEJN_00057)
| DISARM_1_drmD (DDFPJEJN_00059)
DrmA_00001 DrmA (DDFPJEJN_00061)
64| | | ‘ ‘ 56

IMGPR plasmid. 2663763325 00000 47.609-69.429 ()
DrmMI1_00005 DrmMIl (MBHNLBNH_00004)
MADS_mad1 (MBHNLBNH_00005)
RM_Type_IIG_Type_lIG_5 (MBHNLBNH_00002)
DISARM_1_ drmD (MBHNLBNH_00003)
1 | | |6

IMGPR.plasmid. 267 1181102, 000002: 654-16,478 (+)
DrmMII_00005 DrmMII (GACINCGB_00003)
MADS_ mad1 (GACINCGB_00004)
RM_Type_IIG_Type_lIG_5 (GACINCGB_00001)
DISARM_1_drmD (GACINCGB_00002)
| | |'s

IMGPR plasmid. 2648501762 000002: 257-14,285 (+)

1S5 family transposase 1S1646 (DNALOFAB_00014)

DrmC_00001 DrmC (DNALOFAB_00016)

RM_Type_IIG_Type_IIG_5 (DNALOFAB_00019)
DISARM_ drmB (DNALOFAB_00017) DrmMII_00005 DrmMII (DNALOFAB_00021)
| DISARM_1_drmD (DNALOFAB_00020)
DrmA_00001 DrmA (DNALOFAB_00018)
9 10 l12] | | ‘ 1920

IMGPR_plasmid_2634166406_000006: 7,958-34,335 (+) _
DrmMI1_00005 DrmMII (FLBCFODG_00078)

MADS_mad1 (FLBCFODG_00077)

DISARM_1_ drmD (FLBCFODG_00079)

76

175

80

. 1 1}
IMGPR_plasmid_2648501274_000001: 69,687-80,035 (-)
DrmMI1_00005 DrmMII (JNOEMLLA_00005)

1234 ] 6

WHOHEHIEIEDD

1
IMGPR_plasmid_2660238482_000002: 623-9,099 (+)

T3SS (VF1301) (HPCPEHMA_00063)
64 | 62

ELHDIED

—
IMGPR_plasmid_2663763298_000001:56,612-63,980 (-)

T35S (VF1301) (LNIKCMKO_00002)
1 [ 3

DD

IMGPR plasmid_2657245151_000001: 162-7,530 (+)
1S1595 family transposase 1S1595 (EDEAJDNP_00005)
1S3 family transposase 1SXcd1 (EDEAJDNP_00003)
Effector protein hopD2 (EDEAJDNP_00007)
T35S (VF1301) (EDEAJDNP_00009)
1 2 4 |6 | 8 [ 10

—
IMGPR_plasmid_2744054642_000001: 10-18,123 (+)
1

IMGPR_plasmid_2516143111_000004: 7-4,055 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN famlly response regulator transcription factor (NFO33117.2) (ENFDFNCG_00084)
Putative transcriptional regulator of 2- amlnoethylphosphonate degradation operons (ENFDFNCG_00091)
Intermembrane phospholipid transport system Ilpoproteln MlaA (ENFDFNCG_00093)
NADPH-dependent 7- cyano 7 deazaguanlne reductase (ENFDFNCG_00087)
putatlve ABC transporter ATP blndlng protein YadG (ENFDFNCG_00081)

Inner membrane transport permease YadH (ENFDFNCG_00082)

tRNA-dihydrouridine(20/20a) synthase (EN FDFNCG_O(E‘?Q
Phospmnoacetaldeh\‘/de hydrolasé (ENFDFNCG_dOO?O)
‘ E‘:rlutatnione S-transferase GstB (ENFDFNCG_00080)
Regulator of RpoS (ENFDFNCG_00095) | |
Transaldolase (ENFDFNCG_00097) cyl-coenzyme A dehydrogenase (ENFDFNCG_00078)

102 100 PhoP v 0286 (ENFDFNCG_00083)
l101 76
103 | | 9998 95 | 93|91 ssT sst T75putative cyclic di-GMP phosphodiesterase PdeN (ENFDFNCG_00075)

— 1
IMGPR_plasmid_2734482520_000007: 65,710-96,127 (-)

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (ANLFAOHI_00015)
Putative transcrlptlonal regulator of 2-aminoethylphosphonate degradation operons (ANLFAOHI_00008)
Intermembrane phosphollpld transport system lipoprotein MlaA (ANLFAOHI_00006)
NADPH- dependent 7- -cyano-7 -7- deazaguanlne reductase (ANLFAOHI_00012)
putatlve ABC transporter ATP blndlng protein YadG (ANLFAOHI_00018)
‘ ‘ ‘ putatlve cycIlc di-GMP phosphodlesterase PdeN (ANLFAOHI_00024)

Inner membrane transport permease YadH (ANLFAOHI _00017)
tRNA-dihydrouridine(20/20a) synthase (ANLFAOHI_00001)
Phosphonoacetaldehyde hydrolase (ANLFAOHI_00009)

Glutathione S-transferase GstB (ANLFAOHI_00019)
‘ Acyl- 6oenzynﬁe A?ehydrogenase (ANLFAOHI_OOO21)

Regulator of RpoS (ANLFAOHI 00004)
| | |PhoP (VF0286) ANL AOHI_00016
Transaldolase (AN LFAOHI .00002) T ‘

RN

IMGPR_plasmid_2728369079_000007: 1,120-26,828 (+)
Dihydroorotate dehydrogenase B (NAD(+)), electron transfer subunit (EBDMMMKD_00017)
putative ABC transporter ATP-binding protein YadG (EBDI\WKD_OOOOZ)
Inner membrane transport permease YadH (EBDMMMKD,OO‘OOl)
WI’H-type transcriptional regulator DmIR (EBDMMMKD,OOOO7)
Succinyl-diaminopimelate desuccmylase(EBDMMMKD_00016)
Biopolymer transport protein ExbD (EBDMMMKD_00011)

lutathione S-transferase GstB (EEDMMMKD_00003)| |

‘ Tol-Pal system protein TolQ (EBDMMMKD_00014)
Acyl-coenzyme A dehydrogenase (EBDMMMKD_00005)
Alkaline phosphatase D (EBDMMMKD_00009)

" Cardiolipin synthase (EBDMMMKD_00015)
8 | 1012 13 | [ | | HTH-type transcriptional regulatory protein GabR (EBDMMMKD_00018)

O‘TZ,SA‘S

P

]
IMGPR_plasmid_2554235131_000003: 45-25,761 (+)

HTH-type transcriptional regulator LrpC (GMCPFDIG_00028)
Methyl-accepting chemotaxis protein CtpH (GMCPFDIG_00010)
T Adaptive-response sensory-kinase SasA (GMCPFDIG_00022)
Trans-aconitate 2-methyltransferase (GMCPFDIG,(Y)’Oil?:) ‘
Bicarbonate transporter BicA (GMCPFDIG_00012) ‘ NADPH:quinone oxidqreductase MdaB (GMCPFDIG_00031)
Alkane 1-monooxygenase 1 (GMCPFDIG_00025)
PA-I galactophilic lectin (GMCPFDIG_00020) \ \

putative oxidoreductase (GMC FDIG,OOOO‘l) Michele,l‘D,hlts grouped (GMCPFDIG 00030)
MymA operon (VF0840) (GMCPFDIG_00004) RNA chaperone ProQ (GMCPFDIG_00034)
Mycobactin (VF0299) (GMCPFDIG_00002) Sensor histidine kinase RcsC (GMCPFDIG_00035)
MgtC (VF0289) (GMCPFDIG 00005) Regulator of RpoS (GMCPFDIG_00023) \ \
19 Acetyltransferase (GMCPFDIG_00029)
141516 17 18] 23 | 2526 || | 31 | 34 35

o | fes | n
@GN DA

{ f
I . -
IMGPR_plasmid_2744054676_000002: 189-43,895 (+)
HTH-type transcriptional regulator LrpC (BGONALBJ_00028)
Methyl-accepting chemotaxis protein CtpH (BGONALBJ_00010) NADPH:quinone oxidoreductase MdaB (BGONALBJ_00031)
Adaptive-response sensory-kinase SasA (BGONALBJ,dOOZZ)
Trans-aconitate —methyltransferase (BGONALBJ 00013)

PA | galactophilic Iectm BGONALBJ _00020)

putatlve oxidoreductase (BGONALBJ_ 00001) Alkane 1 monooxygenase 1 (BGO ALBJ_00025)
MymA operon (VF0840) (BGONALBJ_00004) Michele_1D_hits_grouped (BGONALBJ_00030)
Mycobactin (VF0299) (BGONALBJ_00002) RNA chaperone ProQ (BGONALBJ_00034)
MgtC (VF0289) (BGONALBJ' 00005) Regulator of RpoS (BGONALBJ_00023) |
6 19 Acetyltransferase (BGONALBJ_00029)
‘ 3 ‘ 178 9 ‘ 1112 [141516 17 18] T 23 | 2526 |[ | | 31 | Sensor histidine kinase RcsC (BGONALBJ_00035)
1 - 1

—— L J |
IMGPR_plasmid_2609459869_000002: 232-41,626 (+)

498180014_fosA-NCBIFAM Fos family putatlve thiol transferase (NF000125.1) (PLANILGI_00167)
PCP degradatlon transcriptional actlvatlon protein (PLANILGI_00161)

Putative membrane-bound redox modulator Alx (PLANILGI_00164) HTH-type transcriptional regulator LrpC (PLANILGI_00131)
Translocation and assembly module subunit TamA (PLAWLGI_OO:IJO) Methyl-accepting chemotaxis protein CtpH (PLANILGI_00149)
(R) B nzylsucélnyl CoA dehydrogénase (PLANILGI_00162) T Adaptive-response sensory-kinase SasA (PLANILGI_00137)
HTH-type transcriptional regulator DmIR (PLANILGI_00166) Trans-aconitate 2-methyltransferase (PLANILGI_00146) |
Translocation and assembly modulé subunit TamB PLANILG\ 00171 Bicarbonate transporter BicT(PLANILGI_00147) ‘ NADPH:quinone oxidoreductase MdaB (PLANILGI_00128)
‘ JAcetyI -CoA acetyltransferase (PLANILGI_00159) Alkane 1-monooxygenase 1 (PLANILGI_00134)
Exodeoxyribonuclease I1l (PLANILGI_00168)  MymA operon (VF0840) (PLANILGI_00155) Michele_1D_hits_grouped'(PLANILGI_00129)

Mycobactin (VF0299) (PLANILGI_00157)

Inner membrane protein YnbA (PLANILGEdl72) L
|| MgtC (VF0289) (PLANILGI_00154)

putative protein YnbD (PLANILGI_00174)

PA-I galactophilic lectin (PLANILGI_00139) |
i Acetyltransferase (PLANILGI_00130)
putative protein YnbC (PLANILGI_00173) putative oxidoreductase (PLANILGI 00158) 149 Regulator of RpoS (PLANILG‘I_OOlSé)J
FadE29 (VF0845) (PLANILGI_00160) 151 148 143 141 139 132  Sensor histidine kinase ResC (PLANILGI_00124)
167 163 161 | [ | | | 154 [ 150 | 146 T142] 140 138 134

174
175173
KKK

Ta31| | | | 126125 123
DAPGEDHECI D

IMGPR_plasmid_2507262019_000006: 116, 461 180,786 (-)

; 20000 nt |

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA
I




