
IMGPR_plasmid_2833656529_000003: 63,637-176,043 (+)

p-aminobenzoyl-glutamate hydrolase subunit B (HHJCCPAI_00063)

64

bla_class_A-NCBIFAM class A beta-lactamase (NF033103.1) (HHJCCPAI_00065)

Glutathione import ATP-binding protein GsiA (HHJCCPAI_00066)

Glutathione transport system permease protein GsiD (HHJCCPAI_00067)
Glutathione transport system permease protein GsiC (HHJCCPAI_00068)

69
70

71
72

Putative oxidoreductase YteT (HHJCCPAI_00073)

Trehalose-recycling ABC transporter (VF0842) (HHJCCPAI_00074)

Inner membrane ABC transporter permease protein YcjP (HHJCCPAI_00075)

76

Maltose/maltodextrin import ATP-binding protein MalK (HHJCCPAI_00077)

3-oxocholoyl-CoA 4-desaturase (HHJCCPAI_00078)

79

D-threonine aldolase (HHJCCPAI_00080)

81
82

2-iminobutanoate/2-iminopropanoate deaminase (HHJCCPAI_00083)

HTH-type transcriptional regulator HexR (HHJCCPAI_00084)

Michele_2A_hits_grouped (HHJCCPAI_00085)

Sugar efflux transporter C (HHJCCPAI_00086)
N-acetylmannosamine kinase (HHJCCPAI_00087)

88
89

Zinc-type alcohol dehydrogenase-like protein (HHJCCPAI_00090)

3-phenylpropionate-dihydrodiol/cinnamic acid-dihydrodiol dehydrogenase (HHJCCPAI_00091)

putative HTH-type transcriptional regulator (HHJCCPAI_00092)

Beta-hexosaminidase (HHJCCPAI_00093)

Pseudomonine (VF0936) (HHJCCPAI_00094)

NEAT-type hemophore-mediated heme uptake system (VF0672) (HHJCCPAI_00095)

Dipeptide transport system permease protein DppC (HHJCCPAI_00096)
Dipeptide transport system permease protein DppB (HHJCCPAI_00097)

Oligopeptide-binding protein OppA (HHJCCPAI_00098)

Flagellin (HHJCCPAI_00099)

Putative multidrug resistance protein MdtD (HHJCCPAI_00100)

1,2-beta-oligoglucan phosphorylase (HHJCCPAI_00101)

HTH-type transcriptional regulator LutR (HHJCCPAI_00102)

Michele_2A_hits_grouped (HHJCCPAI_00103)

4-deoxy-L-threo-5-hexosulose-uronate ketol-isomerase 1 (HHJCCPAI_00104)

105

3'-5' exonuclease DinG (HHJCCPAI_00106)

Adaptive-response sensory-kinase SasA (HHJCCPAI_00107)

RegX3 (VF0858) (HHJCCPAI_00108)

109

Haloalkane dehalogenase (HHJCCPAI_00110)

111
112

1-deoxyxylulose-5-phosphate synthase YajO (HHJCCPAI_00113)

114

Aminomethyltransferase (HHJCCPAI_00115)

Cold shock protein CspA (HHJCCPAI_00116)

117
118

Cell division topological specificity factor (HHJCCPAI_00119)

Septum site-determining protein MinD (HHJCCPAI_00120)
Septum site-determining protein MinC (HHJCCPAI_00121)

122
123

124

Carnitine monooxygenase reductase subunit (HHJCCPAI_00125)

126

Aminomethyltransferase (HHJCCPAI_00127)

Formyltetrahydrofolate deformylase (HHJCCPAI_00128)

Glutamine synthetase (HHJCCPAI_00129)

Isopentenyl-diphosphate delta-isomerase (HHJCCPAI_00130)

131

Amidophosphoribosyltransferase (HHJCCPAI_00132)

133

HTH-type transcriptional regulator CdhR (HHJCCPAI_00134)

Sarcosine oxidase subunit beta (HHJCCPAI_00135)
Sarcosine oxidase subunit delta (HHJCCPAI_00136)

Sarcosine oxidase subunit alpha (HHJCCPAI_00137)

138
139

140
141
142

143
144

145
146

147
148

149

150
151

RutC family protein YjgH (HHJCCPAI_00152)
Transposon Tn10 TetC protein (HHJCCPAI_00153)

154

Teichuronic acid biosynthesis protein TuaB (HHJCCPAI_00155)

156

157
158

159

Homoserine/homoserine lactone efflux protein (HHJCCPAI_00160)

161

162

Leucine--tRNA ligase (HHJCCPAI_00163)

164

165

166
167

168

HTH-type transcriptional regulator DmlR (HHJCCPAI_00169)

IMGPR_plasmid_2795386130_000005: 62,905-182,689 (+)

63

bla_class_A-NCBIFAM class A beta-lactamase (NF033103.1) (EIHFGCCM_00064)

Glutathione import ATP-binding protein GsiA (EIHFGCCM_00065)

Glutathione transport system permease protein GsiD (EIHFGCCM_00066)
Glutathione transport system permease protein GsiC (EIHFGCCM_00067)

HTH-type transcriptional regulator cbl (EIHFGCCM_00068)

69
70

71

Putative oxidoreductase YteT (EIHFGCCM_00072)

Trehalose-recycling ABC transporter (VF0842) (EIHFGCCM_00073)

Inner membrane ABC transporter permease protein YcjP (EIHFGCCM_00074)

75

Maltose/maltodextrin import ATP-binding protein MalK (EIHFGCCM_00076)

3-oxocholoyl-CoA 4-desaturase (EIHFGCCM_00077)

78

D-threonine aldolase (EIHFGCCM_00079)

80
81

2-iminobutanoate/2-iminopropanoate deaminase (EIHFGCCM_00082)

HTH-type transcriptional regulator HexR (EIHFGCCM_00083)

Michele_2A_hits_grouped (EIHFGCCM_00084)
Sugar efflux transporter C (EIHFGCCM_00085)

N-acetylmannosamine kinase (EIHFGCCM_00086)

87
88

Zinc-type alcohol dehydrogenase-like protein (EIHFGCCM_00089)

90
91

putative HTH-type transcriptional regulator (EIHFGCCM_00092)

Beta-hexosaminidase (EIHFGCCM_00093)
Pseudomonine (VF0936) (EIHFGCCM_00094)

NEAT-type hemophore-mediated heme uptake system (VF0672) (EIHFGCCM_00095)

Dipeptide transport system permease protein DppC (EIHFGCCM_00096)
Dipeptide transport system permease protein DppB (EIHFGCCM_00097)

Oligopeptide-binding protein OppA (EIHFGCCM_00098)

Flagellin (EIHFGCCM_00099)

Putative multidrug resistance protein MdtD (EIHFGCCM_00100)

1,2-beta-oligoglucan phosphorylase (EIHFGCCM_00101)

HTH-type transcriptional regulator LutR (EIHFGCCM_00102)

Michele_2A_hits_grouped (EIHFGCCM_00103)

4-deoxy-L-threo-5-hexosulose-uronate ketol-isomerase 1 (EIHFGCCM_00104)

105

3'-5' exonuclease DinG (EIHFGCCM_00106)

Adaptive-response sensory-kinase SasA (EIHFGCCM_00107)

RegX3 (VF0858) (EIHFGCCM_00108)

109

Haloalkane dehalogenase (EIHFGCCM_00110)

111
112

1-deoxyxylulose-5-phosphate synthase YajO (EIHFGCCM_00113)

114

Aminomethyltransferase (EIHFGCCM_00115)

Cold shock protein CspA (EIHFGCCM_00116)

117
118

Cell division topological specificity factor (EIHFGCCM_00119)

Septum site-determining protein MinD (EIHFGCCM_00120)
Septum site-determining protein MinC (EIHFGCCM_00121)

122
123

124

Carnitine monooxygenase reductase subunit (EIHFGCCM_00125)

126

Aminomethyltransferase (EIHFGCCM_00127)

Formyltetrahydrofolate deformylase (EIHFGCCM_00128)

Glutamine synthetase (EIHFGCCM_00129)

Isopentenyl-diphosphate delta-isomerase (EIHFGCCM_00130)

131

Amidophosphoribosyltransferase (EIHFGCCM_00132)

133

HTH-type transcriptional regulator CdhR (EIHFGCCM_00134)

Sarcosine oxidase subunit beta (EIHFGCCM_00135)
Sarcosine oxidase subunit delta (EIHFGCCM_00136)

Sarcosine oxidase subunit alpha (EIHFGCCM_00137)

138

139
140

Sugar efflux transporter B (EIHFGCCM_00141)

Histidine biosynthesis bifunctional protein HisB (EIHFGCCM_00142)

143
144

D-glycero-alpha-D-manno-heptose 7-phosphate kinase (EIHFGCCM_00145)

Phosphoheptose isomerase (EIHFGCCM_00146)

147
148

149
150
151

152
153

154
155

156
157

158

159
160

RutC family protein YjgH (EIHFGCCM_00161)

Transposon Tn10 TetC protein (EIHFGCCM_00162)

163

Teichuronic acid biosynthesis protein TuaB (EIHFGCCM_00164)

165

166
167

Homoserine/homoserine lactone efflux protein (EIHFGCCM_00168)

169

IMGPR_plasmid_2802429635_000014: 468,938-512,727 (-)

2-hydroxymuconate tautomerase (MELBHLHM_00450)455

457
458

459

Teichuronic acid biosynthesis protein TuaB (MELBHLHM_00460)

461

Transposon Tn10 TetC protein (MELBHLHM_00462)

RutC family protein YjgH (MELBHLHM_00463)

HTH-type transcriptional regulator DmlR (MELBHLHM_00464)

465
466

467

468

469
470

471
472

473
474

475
476

477

478
479

Phosphoheptose isomerase (MELBHLHM_00480)

D-glycero-alpha-D-manno-heptose 7-phosphate kinase (MELBHLHM_00481)

482
483

Histidine biosynthesis bifunctional protein HisB (MELBHLHM_00484)

Sugar efflux transporter B (MELBHLHM_00485)

486
487

488

Sarcosine oxidase subunit alpha (MELBHLHM_00489)

Sarcosine oxidase subunit delta (MELBHLHM_00490)

Sarcosine oxidase subunit beta (MELBHLHM_00491)

HTH-type transcriptional regulator CdhR (MELBHLHM_00492)

493

Amidophosphoribosyltransferase (MELBHLHM_00494)

495

Isopentenyl-diphosphate delta-isomerase (MELBHLHM_00496)

Glutamine synthetase (MELBHLHM_00497)

IMGPR_plasmid_2802429634_000005: 339-44,128 (+)

Glutamine synthetase (GGBLGBIE_00001)

Isopentenyl-diphosphate delta-isomerase (GGBLGBIE_00002)

3

Amidophosphoribosyltransferase (GGBLGBIE_00004)

5

HTH-type transcriptional regulator CdhR (GGBLGBIE_00006)

Sarcosine oxidase subunit beta (GGBLGBIE_00007)

Sarcosine oxidase subunit delta (GGBLGBIE_00008)

Sarcosine oxidase subunit alpha (GGBLGBIE_00009)

10

11
12

Sugar efflux transporter B (GGBLGBIE_00013)

Histidine biosynthesis bifunctional protein HisB (GGBLGBIE_00014)

15
16

D-glycero-alpha-D-manno-heptose 7-phosphate kinase (GGBLGBIE_00017)

Phosphoheptose isomerase (GGBLGBIE_00018)

19
20

21
22

23
24

25
26

27
28

29
30

31
32

33

HTH-type transcriptional regulator DmlR (GGBLGBIE_00034)

RutC family protein YjgH (GGBLGBIE_00035)

Transposon Tn10 TetC protein (GGBLGBIE_00036)

37

Teichuronic acid biosynthesis protein TuaB (GGBLGBIE_00038)

39
40

41

IMGPR_plasmid_2738541333_000005: 39,060-49,019 (+)

Leucine--tRNA ligase (GHFCINPL_00043)

44
45
46

47 Inner membrane protein YtfF (GHFCINPL_00052)

40000 nt

defence (DefenseFinder) virulence (VFDB) AMR (AMRFinderPlus)


