2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (PGAFBFJA_00123)
(R)-phenoxypropionate/alpha-ketoglutarate-dioxygenase (PGAFBFJA_00114)

Dipeptide transport system permease protein DppC (PGAFBFJA_00104)
Bfaept@e transport system permease protein DppB (PGAFBFJA_OOiOS)

‘ Vitamin B12 import ATP-binding protein BtuD (PGAFBFJA_00121)
HTH-type transcriptional regulator CynR (PGAFBFJA_00113)

Glyca"a-Slphosphate regulon repressor (PGAFBFJA_00118)

Periplasmic dipeptide transport protein (PGAFBFJA_00106) ‘ ‘ GIutathionyl-Hydroquinone reductase YqjG (PGAFBFJA_00129)

1S3 family transposase ISKpn11 (PGAFBFJA_00116)

1521 family transposase ISVapa4 (PGAFBFJA_00112) l HTH-type transcriptional regulator DmIR (PGAFBFJA_00130)
Hypnos_HyoA (PGAFBFJA_00110) IS3 family transposase ISKpn11 (PGAFBFJA_00117)
tRNA-Arg(acg) | 1S5 family transposase ISPko1 (PGAFBFJA_00127)
108 putative protein (PGAFBFJA_00119) 124 133

107 | 110 Arylsulfatase (PGAFBFJA_00115) | 119 | 121 ‘1;3 12I127 ‘ ‘ 130 131 132134 135

\MGPR?p\asm'\d72814123é24,000002: 112,162-153,842 (+)
2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (MCBBCIAH_00122)
(R)-phenoxypropionate/alpha-ketoglutarate-dioxygenase (MCBBCIAH_00112)
Vitamin B12 import ATP-blndmg protein BtuD (MCBBCIAH_00120)
Glutathlonyl hydroqulnone reductase YqjG (MCBBCIAH_00128)
HTH-type transcriptional regulator CynR (MCBBCIAH_00111) HTH- type transcrlptlonal regulator DmIR (MCBBCIAH_00129)
GlycﬁS-‘phosphate regulon repressor (MCBBCIAH,00117
IS3fam|IytransposaseISKpn11 WBBCIAH 00114)
ISSfamlIytransposase EKpnll MCBBCIAH 00115)
Arylsulfatase (MCBBCIA?OOllS ISSfamlIytransposase ISPko1 (MCBBCIAH_00126)
Hypnos_HyoA (MCBBCIAH_00109) ‘ putative protein (MCBBCIAH_00118) ‘ 123T ‘ ‘
126

109 \ | |125] T 118 | 120 |122 124 129

\MGPR_p\asmid_28141235487000002: 112,148-151,356 (+)
2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (MGINBBNG_00130)
3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (MGINBBNG_00114)
(R)-phenoxypropionate/alpha-ketoglutarate-dioxygenase (MGINBBNG_00120)
Vitamin B12 import ATP-blndlng protein BtuD (MGINBBNG_00128)
Demethylmenaquinone methyltransferase (MGINBBNG_00117) Glutathlonyl hydroqulnone reductase YqjG (MGINBBNG_00136)
RtcR--CARF_AAA_HTH_ MK CARF_00010755 MENBBNG 00115) HTH- type transcrlptlonal regulator DmIR (MGINBBNG_00137)
Trehalose-recycling ABC transporter (VF0842) (MGINBBNG_00111) Glycerol 3-| phosphate regulon repressor(MGINBBNG 00125)
J L IS3fam|Iytransposase ISKpn11 (| (MGINBBNG 00122)
Maltose/maltodextrin import ATP-binding protein MalK (MGINBBNG 00110)I53 famllytransposase ngpnll MGINBBNG 00124)

‘ HTH typetranscrlptlonal regulator CynR MGIN§§NG 00119) ISSfamllytransposase ISPko1 (MGINBBNG_00134)

HTH-type transcriptional regulator CysL (MGINBBNG_00109) ‘ ‘ putatlve proteln (MGINBBNG_OOlZé
Putative aminoacrylate hydrolase RutD (MG\NBBNG,OO].O7) Arylsulfatase (MGINBBNG,OOiZl) 131
1107 | 111 112 126 128 |130 132| 134 137

115 17| | 122

\MGPR_p\asm'\d_2814123é297000004: 11@4—157943 (+)
2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (EBGJFABH_00122)
Vitamin B12 import ATP-binding protelnguD (EBGJFABH_00120)
Glutathionyl-hydroquinone reductase YqjG (EBGJFABH_00128)
Glycerol-3-phosphate regulon repressor ( EBGJFABH_00117)
1S3 family transposase ISKpn11 (EBGJFABH_00114)
IS3 family transposase ISRosp1 (EBGJFABH_00111)
1S3 family transposase ISRospl (EBGJFABH_00112) [HTH- type transcriptional regulator DmIR (EBGJFABH_00129)
1S5 family transposase ISPko1 (EBGJWH _00126)

putative protein (EBGJFABH_00118) 124
114 123
109 | | 112115 118 120 | 127]| 129

\MGPpr\asmid72574179}187000002: 112,811-144,688 (+)
2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (LNGPIPBB_00118)
Vitamin B12 import ATP»blndlng protelngtuD LNGPIPBB_00116)
GIutathlonyI hydroqumone reductase YqjG (LNGPIPBB_00124)
‘HTH type transcriptional regulator DmIR (LNGPIPBB_00125)
Glycerol-3-phosphate regulon repressor (LNGPIPBB_00113)
1S3 family transposase ISKpn11 (LNGPIPBB_00112)
putative protein (LNGPIPBB_00114)

109 1S5 famfly transposase ISPko1 (LNGPIPBB_00122)
108 119
107 | 110 114 116 [118 120 122 125

\MGPR,p\asm'\d,2814123§41,000005: 112,127-144,240 (+)
2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (GCGMGBMG_00119)
Vitamin B12 import ATP—blndlng protein BtuD (GCGMGBMG_00117)
Glutathlonyl hydroqumone reductase YqjG (GCGMGBMG_00126)
HTH- type transcrlptlonal?e?ulator DmIR (GCGMGBMG_00127)
Glycerol-3-phosphate regulon repressor (GCGMGBMG_00114)
1S3 family transposase ISKpan(GCGMGBMG,dOllS) ‘
‘ IS5fam|Iytransposase ISPko1 (GCGMGBMG_00124)
putative protein (GCGMGBMG 00115) ‘

110 1S5 famllytransposase ISPko1 (GCGMGBMG_00123)
109 120
1087 111 115 117 [119 121 [124 127

-

\MGPR_p\asm'\d_2814123547_000004: 112,144-144,269 (+)
2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (AJDJEJMK_00118)
Vitamin B12 import ATP-blndlng protelnf;uD (AJDJEJMK_00116)
Glutathionyl- hydroqumone reductase YqjG (AJDJEJMK_00124)
éHTH type transcriptional regulator DmIR (AJDJEJMK_00125)
Glycerol-3-phosphate regulon repressor (AJDJ JMK_O(5113
153 family transposase ISKpn11 (AJDJEJMK_00112)
putative protein (AJDJEJMK_00114)
109 T 1S5 family transposase ISPko1 (AJDJEJMK_00122)

108 119
114 116 |118 120 122

107] hlo
1
IMGPR _plasmid_2814123277_000005: 112,137-144,250 (+)
2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (MMBCLGBI_00206)
Spermidine/putrescine import ATP-| blndlng proteln PotA (MMBCLGBI_00204)
Glutathlonyl hydroqumone reductase YqjG (MMBCLGBI_00212)
HTH-type transcriptional regulator DmIR (MMBCLGBI_00213)
Glycerol-3-phosphate regulon repressor (MMBCLGBI_00200)
1S3 family transposase ISKpn11 (MMBCLGBI_00197) \
\ IS5 family transposase ISPko1 (MMBCLGBI_00210)

putative protein (MMBCLGBI_OOZOl)
207
206 208 210

194 197 T ‘
193] 195 198 201 202| 204
1
IMGPR _plasmid_2811995358_000003: 197,679-229,753 (+)
2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (MBFGNLCC_00129)
Vitamin B12 import ATP-blndlng protein BtuD (MBFGNLCC_00127)
Glutathionyl- hydroqumone reductase YqjG (MBFGNLCC_00136)
HTH- type transcrlptlonal regulator DmIR (MBFGNLCC_00137)
Glycerol-3-phosphate regulon repressor (MBFGNLCC_00124)
153 family transposase ISKpn11 (MBFGNLCC_00122)
1S481 family transposase 1SSde2 (MBFGNLCC'00117) 1S5 farﬁily transposase ISPko1 (MBFGNLCC_00134)
PD-T7-2_A_ WP_039085641.1 (MBFGNLCC_00114) putative protein (MBFGNLCC 00125) | 1 |
1S481 family transposase 1SSde2 (MBFGNLCC_00111) 117 T 1S5 family transposase ISPko1 (MBFGNLCC_00133)

112 119 130
108 109 | 111] 114 115 | [118 120 [122)

129 13
1 —
IMGPR _plasmid_2841412109_000003: 111,824-154,678 (+)

125 126 128

213

137

134

125 ‘ 127

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (BIJMPPCA_00128)
Vitamin B12 import ATP-blndlng protelnguD BIJMPPCA_00126)
Glutathlonyl hydroqumone reductase YqjG (BIJMPPCA_00135)
’LHTH type transcriptional regulator DmIR (BIJMPPCA_00136)
Glycerol-3-phosphate regulon repressor (BIJM PCA_00123
1S3 family transposase ISKpn11 (BIJMPPCA_00122)
15481 family transposase 1SSde2 (BIJMPI?’TCA_b0117) 1S5 farhilytransposase ISPko1 (BIJMPPCA_00133)
PD-T7-2.A_WP_039085641.1 (BIJMPPCA_00114) putative protein (BIJIMPPCA_00124) | Il |
1S481 family transposase 1SSde2 (BIJMPPCA_00111) 117 1S5 famﬂy transposase ISPko1 (BIJMPPCA_00132)

112 119
108 109 | 111] 118 120

\MGPR,p\asm'\d,QS10065628,000003: 111,731-154,583 (+)
2-succinyl-6-hydroxy-2,4-cyclohexadiene-1- carboxylate synthase (KMLGIGOG_00114)

3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (KMLGIGOG _00108)

Maltose/maltodextrln import ATP-binding proteln MalK (KMLGIGOG_00112)

Trehalose- recycllng ABC transporterﬁ/’ﬁ)842 (KMLGIGOG_00111)

Glutathionyl- hydroqumone reductase YqjG (KMLGIGOG_00119)
‘ HTH-type transcriptional reg regulator DmIR (KMLGIGOG_00120)
HTH-type transcriptional regulator CysL (KMLGIGOG_00113)
1S5 family transposase ISPko1 (KMLGIGOG_00117)
Tyros‘ine recombinase XerCWLGIGOG,O‘OllS)

108 109 | Ta1s] 117 | | 120

1 L)
IMGPR_plasmid_2814123287_000004: 112,129-143,687 (+)

2-succinyl-6-hydroxy-2,4-cyclohexadiene-1-carboxylate synthase (MLFHGDLO_00114)

3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (| I\TEFHGDLO _00108)

Maltose/maltodextrln import ATP-binding proteln MalK (MLFHGDLO_00112)

Trehalose-recycling ABC transporter (VF0842) (MLFHGDLO_00111)

Glutathlonyl hydroqumone reductase YqjG (MLFHGDLO_00119)
‘ HTH- type transcrlptlona@ulator DmIR (MLFHGDLO_00120)
HTH-type transcrlptlonal regulator CysL MLFHGDLO_00113)
ISS famlly transposase ISPko1 (MLEHGDLO_00117)
Tyrosme recombinase XerC (MLFHGDLO_dOllS)

108 109 | | | | Ta1s 117 | | 120

1 —
IMGPR_plasmid_2814123299_000004:112,129-143,687 (+)

2-succinyl-6-hydroxy-2,4-cyclohexadiene-1-carboxylate synthase (CFCAJBNJ_00120)
2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (CFCAJBNJ_00132)
3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (CFCAJBNJ_00118)
(R)-phenoxypgpionate/alpha-ketoglutarate -dioxygenase (CFCAJBNJ_00124)
Maltose/maltodextrin import ATP-binding protein MalK (CFCAJBNJ_00114) “Vitamin B12 import ATP- blndlng protein BtuD (CFCAJBNJ_00130)
Trehalose-recycling ABC transporter (VF0842) (CFCAJBNJ_00115) Glutathionyl-hydroquinone reductase YqjG (CFCAJBNJ_00138)
‘ ‘ Glycerol-3-phosphate regulon repressor (CFCAJBNJ_00127)

HTH-type transcriptional regulator CysL (CFCAJBNJ_00113) | IS3 family transposase ISKpn11 (CFCAJBNJ_00126) |
LI'yrosine recombinase XerC (CFCAJBNJ_00119) ‘HTH type transcriptional regulator DmIR (CFCAJBNJ_00139)

136

129;(
124 126 [128 130 | 133

114 115

106

106

108
110 Arylsulfataée (CFCAJB‘NJ,‘ 0125) 1S5 famllytransposase ISPko1 (CFCAJBNJ_00136)
10% 121 putative protein (CFCAJBNJ_00128) 133
106 107 |]| 111 115 116 120 [ 122 [ 128 | 130 |132 134| 136 139

A -

1 L __ ]
IMGPR_plasmid_2814123349_000004: 112,127-159,276 (+)
107

- OHKEEIEHE

\MGPR_p\asmid72775506‘l953_000006: 110,857-123,401 (+)
107 anti-RM (APIS198) (GOBAPMDC_00113)
CKEEHO—E -
1 L
IMGPR_plasmid_2814123257_000002: 111,809-124,215 (+)
Glutathionyl-hydroquinone re@gase YqjG (PHPPBLOH_00103)
HTH-type transcriptional regulator DmIR (PHPPBLOH_00104)

1521 family transposase 1SVapa4 (PHPPBLOH_00101)
98 99 [ 101 | | 104

@@ OHHOEmED-a@D T O

\MGPR_p\asm'\d_ZS14123573_000004: 99,495-123,811 (+)
Glutathionyl-hydroquinone reductase YqjG (HPNAOPLN_00103)
HTH-type transcriptionaﬁ';gulator DmIR (HPNAOPLN_00104)
1S21 family transposase ISVapa4 (HPNAOPLN_00101)
98 99 [ 101 | | 104

O O B o B B B O (O 0, O G o GO

\MGPR,p\asm'\d728141235917000005: 99,495-123,811 (+)
Glutathionyl-hydroquinone reductase YqjG (DPEGBBCM_00113)
DrmD_00013 DrmD (DPEGBBCM_00108)
110
10%
108 111 113

1
IMGPR_plasmid_2510065029_000003: 111,662-133,275 (+)
Glutathionyl-hydroquinone reductase YqjG (KGMEMIEK_00029)
DrmD_00013 DrmD (KGMEMIEK_00034)
31
33 3230 28

1 -
IMGPR plasmid_641380432_000003: 20,262-41,875 (-)
Siderophore-dependent iron uptake system (VF0738) (HIFCJKCO_00128)

Siderophore-dependent iron up?;ke system (VF0738) (HIFCJKCO_00129)
Siderophore-dependent iron uptake system (VFO738) (HIFCJKCO_00130)
Hemolysin secretion protein D, chromosomal (HIFCJKCO_00117)
HTH-type transcrlptlonal regulator HdfR (HIFCJKCO_00119)
HTH- type transcrlptlonal regulator YhaJ (HIFCJKCO_00123)
HTH -type t?aniscrlptlonal activator RhaS (HIF JKCO_00126)

Glutathlone S- transferase GST-6.0 (HIFCJKCOTHZ
15110 family transposase 1SSpo1 (HIFCJKCO_00112) putative tautomerase I—Tﬁ:CJKCO _00120)
108 RtxA (VF0482) (HIFCJKCO 00115 Direct heme uptake system (VF0693) (HIFCJKCO_00125)
109 RtxA (VF0482) (HIFCJKCO_00116) L 131
107]] 110 112 113 117 20 123 126 130132
N I N E—

1
IMGPR _plasmid_2814123089_000003: 111,398-151,199 (+)
Siderophore-dependent iron uptake system (VF0738) (JBJHMLIK_00128)

Siderophore-dependent iron up?aT(e system (VF0738) (JBJHMLIK_00129)
Siderophore-dependent iron @Eke system (VF0738) (JBJHMLIK_00130)
Hemolysin secretion protein D, chromosomal (JBJHMLIK_00117) ‘
HTH-type transcriptional regulator YhaJ (JBJHMLIK 0123)
HTH-type transcrlptlonal actlvator Rhas (JBJ MLIK_00126)
Glutathlone S-transferase GST-6.0 J BJHMLIK 00122)
putative tautomerase JFJHMLIK _00120) i
RtxA (VF0482) (JBJHMLIK 00115 Direct heme uptake system (VF069

) (JBJHMLIK_00125)

110 RtxA (VF0482) (JBJHMLIK 00116) L 131
109] 111 112 113 | | 117 118 120 123 126 130]
N I I E—

\MGPR,p\asm'\d725583O9CI)é 1.000004: 112,128-150,802 (+)
Siderophore-dependent iron uptake system (VF0738) (KKGMEHFC_00126)
Siderophore-dependent iron uptaﬁkie system (VF0738) (KKGMEHFC_00127)
Siderophore-dependent iron uﬂe system (VF0738) (KKGMEHFC_00128)
Hemolysin secretion protein D, chromosomal (KKGMEHFC_00115) ‘
HTH-type transcriptional regulator Yha) (KKGMEHFC_00121)
\ HTH-type transcriptional activator RhaS (KKGMEHFC_00124)

Glutathione S-transferase GST- 6.0 (KKGMEHFC_00120)
15110 family transposase 1SSpo1 (KKGMEHFC_00111) putative tautomerase ( KT(E;MEHFC _00118) |
RtxA (VF0482) (KKGMEHFC_00113) Direct heme uptake system (VF0693) (KKGMEHFC_00123)
108 RtxA (VF0482) (KKGMEHFC_00114) L 129
107 109 111 | | 115 116 118 121 124 128130
I I [ 1 ]

\MGPR,p\asm'\d72814123i177000004: 111,362-150,600 (+)
Nicotinate dehydrogenase medium molybdopterin subunit (IFLKGIHB_00147)
3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase(lFLKGIHB_TOMl)
Trehalose-recycling ABC transporter(VF0842 IFLK(ﬂT—!B _00137) 3D-(3,5/4)- trlhydroxycyclohexane-1,2-dione hydrolase (IFLKGIHB_00151)
THTH- -type transcrlptlonal regulator XynR(IFLKGIHB '00143)
Amino-acid carrier protein AlsT (IFLKGIHB _00140) Succinate- semlaldehyde dehydrogenase [NADP(+)] GabD (IFLKGIHB_00152)
Sorbitol dehydrogenase (IFLKGIHB_00144)

Methanethiol oxidase (IFLKGIHB_00132) BopD (VF0362) (IFLKGIHB_00139) 148
130 132 133 134 135 |137 | ] 141 144 145 1477 149 L-arabonate dehydratase (IFLKGIHB_00153)
L |

\MGPR?p\asm'\d72671181&837000001: 138,544-173,972 (+)

p——10000 "t ——

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS) tRNA
I




