Bifunctional coenzyme PQQ synthesis protein C/D (CGEILPOM_00195)
D-inositol-3-phosphate glycosyltransferase (CGEILPOM_00169) —‘Eibulose bisphosphate carboxylase large chain (CGEILPOM_00202)
HTH-type transcriptional activator CmpR (CGEILPOM_00197)
HTH-type transcriptional regulator DmIR (CGEILPOM_00190)
Adaptive-response sensory-kinase SasA (CGEILPOM 00186) ‘
Coenzyme pQQ synthe5|s proteln B (CGEILPOM_00196)
tRNA U34 carboxymethyltransferase (CGEILPOM 00174) Fructose 1,6- blsphosphatase class 1 (CGEILPOM_00198)
Proteln/nuclelc acid deglycase 2 (CGEILPOM 60189) T
Mlchele 2A _hits_grouped (CGEILPGM od191
Haloalkane dehalogenase CGE|LF$M_00188 Rlbulose blsphosphate carboxylase small chain 1 (CGEILPOM_00203)
putatﬁeitauton%era‘se (CGEIL‘PO‘M_OO‘192‘) Ribulose»phosphéte §-epimerase (CGEILPOM_00205)
O-antigen (VF0392) (CGEILPOM_00173) PgaA binding protein (CGEILPOM_00194) |
RegX3 (VF0858) (CGEILPOM_00185) | Fructose-bisphosphate aldolase (CGEILPOM_00201)

176 181 \ \ Phosphoribulokinase 1 (CGEILPOM_00199) \
CDP-paratose 2-epimerase 177 179 183 PqqA peptide cyclase (CGEILPOM_ 00193) Protein CbbX (CGEILPOM_00204)
| | 170171172 | | 175[178 180182 184 187 | | | ||'T ]| |Transketolase 1(CGEILPFOM 00200) | 206

— - -
IMGPR_plasmid_3300033430_000048: 181,265-215,281 (+)
Bifunctional coenzyme PQQ synthesis protein C/D (NEBDMKHL_00012)
“Ribulose bisphosphate carboxylase large chain (NEBDMKHL_00005)
HTH-type transcriptioﬁal activator CmpR (NEBDMKHL_00010)
HTH-type transcriptional regulator DmIR NEBDMKTOOON
Coenzyme PQQ synthe5|s protem B (NEBDMKHL_00011)
Fructose-1,6-bisphosphatase class 1 (NEBDMKHL_00009)
Protein/nucleic acid deglycase 2 NEBDMKHL_OOOlS \
Adaptive-response sensory-kinase SasA (NEEDMKHL,OOOZi) F‘ructo‘se-blsphosphate aldolase (NEBDMKHL_00006)
Michele_2A_hits_grouped (NEBDMKHL_00016) |
Haloalkane dehalogenase (NEBDMKHL_00019)Ribulose bisphosphate carboxylase small chain 1 (NEBDMKHL_00004)

putative tautomerase (NEBDMKHL_00015) Ribulose-phosphate 3-epimerase (NEBDMKHL_00002)
PqgA binding prToteln NEBDMKHL_00013) \
RegX3 (VF0858) (NEBDMKHL_ 00022) | | | Phosphoribulokinase 1 (NEBDMKHL_00008)
31 2826 PqgA peptide cyclase (NEBDMKHL 00014)  Protein CbbX (NEBDMKHL_00003)
323029 [ 27 25 2423 20 | | | ||"T || [|Transketolase 1(NEBDMKHL 00007) | 1
-

—_— -

IMGPR _plasmid_2915980308_000023: 300-34,316 (-)
Bifunctional coenzyme PQQ synthesis protein C/D (LEEKMHMB_00194)
Transcriptional regulatory protein OmpR (LEEKMHMB_00184) “Ribulose bisphosphate carboxylase large chain (LEEKMHMB_00201)
HTH-type transcriptioﬁal activator CmpR (LEEKMHMB_60196)
HTH-type transcriptional regulator DmIR (LEEKMHWOOlB?) ‘
Fructose-1,6-bisphosphatase class 1 (LEEKMHMB_00197)
Coenzyme P‘QQ synthesi§ protein B TKMHMB _00195)
Proteln/nuclelc acid deglycase 2 LEEKMHMBW)188
Adaptive-response sensory kinase SasA(LﬁKMHMB 00185 Fructose bisphosphate aldolase (LEEKMHMB_00200)
‘mle 2A _hits_grouped (LEEKMHMB_ 0019o)

Haloalkane dehalogenase (LEEKMHMB 00187)R|bu|ose blsphosphate carboxylase small chain 1 (LEEKMHMB_00202)

putatlve tautomerase(LEEKMHMB 00191) Ribulose- phosphate3 epimerase (LEEKMHMB_00204)

PagA binding protein (LEEKMHMB 00193 |

180 \ \ \ Phosphorlbuloklnase1(LEEKMHMB 00198)
176 178 [ 182 PqqA peptide cyclase (LEEKMHMB.00192)  Protein CbbX (LEEKMHMB_00203)
175 [ 177 179181] 183 186 | | | || ] ]| |Transketolase 1(LEEKMHMB'00199) | 205

IMGPR_plasmid_2802428862_000018: 179,680-213,696 (+) B
Bifunctional coenzyme PQQ synthesis protein C/D (LCOFJJNI_00194)
HTH-type transcriptﬁal activator CmpR (LCOFJJNI_00196)
HTH-type transcriptional regulator DmIR (LCOFJJWOlS?)
Adaptive-response sensory-kinase SasA LCO‘FﬁJNI 00185)‘ Rlbulose bisphosphate carboxylase large chain (LCOFJJNI_00201)
Fructose 1,6- blsphosphatase class 1 (LCOFJJNI _00197)
Coenzyme PQQ synthe5|s proteln B (LCOFJJNI_00195)
Proteln/nuclelc acid deglycase 2 (LCOFJJNI (WLSS)‘
Michele_2A_hits. grouped (LCOFJJNI_00190)
Haloalkane dehalogenase (LCOFJJNI_00187) ‘Rlbulose blsphosphate carboxylase small chain 1 (LCOFJJNI_00202)
putametautomerase(LCO#JJNI 00191)  Ribulose-phosphate 3-epimerase (LCOFJJNI_00204)
PqqA binding protein (LCOFJINI_00193) \ \
RegX3 (VF0858) (LCOFJJNI_00184) l ‘ \ Fructose-bisphosphate aldolase (LCOFJJNI_00200)

180 | ] Phosphoribulokinase 1 (LCOFJJNI_00198) L
176 178 [ 182 PqgA peptide cyclase (LCOFJINI00192) [ Protein CbbX (LCOFJINI_00203)
175 [ 177 179181] 183 186 | | | || T ]| | Transketolase 1(LCOFJINI_001%9] | 205

_— -_— -
IMGPR _plasmid_3300022739 000071: 181,266-215,282 (+)
Bifunctional coenzyme PQQ synthesis protein C/D (GFEFONKK_00012)
“Ribulose bisphosphate carboxylase large chain (GFEFONKK_00005)
HTH-type transcriptional activator CmpR (GFEFONKK_00010)

HTH-type transcriptional regulator DmIR GFEFONRKOOOU)
Adaptive-response sensory-kinase SasA (GFE@KK 00021) Ribulose bisphosphate carboxy!
Coenzyme PQQ synthe5|s proteln B (GFEFONKK_00011)

Fructose 1,6-bisphosphatase class 1 (GFEFONKK_00009)
Protein/nucleic acid deglycase 2 (GFEFONKK_00018)

Michele_2A_hits_grouped (GFEFONKK_00016)
Haloalkane deHangenase (GFEFONT(K,OOO1‘9)|’—‘ructo‘se-bﬁsphosphate aldolase (GFEFONKK_00006)
putatﬁeﬁtauton{era‘se (GFEFONKK_00015) Ribulose-p%’sﬁ)ha‘te 3-epimerase (GFEFONKK_00002)

PgqA binding protein (GFEFONKK_00013) \

\ \ Phosphoribulokinase 1 (GFEFONKK_00008)
30 2725 PqgA peptide cyclase (GFEFONKK 00014)  Protein CbbX (GFEFONKK_00003)
31729 28 | 26 24 2322 20 | | | || T || |Transketolase 1(GFEFONKK 00007) | 1

ase small chain 1 (GFEFONKK_00004)

—_— -
IMGPR _plasmid_2858807231_000026: 220-34,352 (-)
Bifunctional coenzyme PQQ synthesis protein C/D (EFFCPDDL_00210)
Ribulose bisphosphate carboxylase large chain (EFFCPDDL_00217)
HTH-type transcriptional activator CmpR (EFFCPDDL_00212)
HTH-type transcriptional regulator DmIR (EFFCPDDL_00205)
Adaptive-response sensory-kinase SasA (EFFCPDDL_00201)
Fructose-1,6-bisphosphatase class 1 (EFFCPDDL_00213)
Coenzyme PQQ synthesrs proteln‘B(TE'ﬁ:CPDDL_OOZM)
Proteln/nuclelc acid deglycase 2 (EFFCPDDL 00204)
Mlchele 2A_hits_ grouped EFFCPDDL 00206
Haloalkane dehalogenase (EFFCPDDL_00203) Ribulose bisphosphate carboxylase small chain 1 (EFFCPDDL_00218)
putative tautomerase (EFFCPDDL_00207) ~ Ribulose-phosphate 3-epimerase (EFFCPDDL_00220)

RegX3 (VF0858) (EFFCPDDL_00200) \ é Fructose-bisphosphate aldolase (EFFCPDDL_00216)
195 PggA binding protein (EFFCPDDL_00209)
197 | | | || Phosphoribulokinase 1 (EFFCPDDL_00214)
191 193 196 199 PqgA peptide cyclase (EFFCPDDL 00208)[  Protein CbbX (EFFCPDDL_00219)
190 [192 194 T | 198] 202 | | | || T ]| [Transketolase 1(EFFCPDDL 00215) | 221

—_— L -
IMGPR _plasmid 2802428863 000013: 196,490-229,966 (+)
Bifunctional coenzyme PQQ synthesis protein C/D (CKKOGFFC_00223)
“Ribulose bisphosphate carboxylase large chain (CKKOGFFC_00230)
HTH-type transcriptior\al activator CmpR (CKKOGFFC_60225)
HTH-type transcriptional regulator DmIR (CKKOGFFC_00218)
Adaptive-response sensory-kinase SasA (CKKOGFEC_00214) L
Coenzyme PQQ synthesis protein B (CKKOGFFC_00224)
Fructose 1,6- blsphosphatase class 1 (CKKOGFFC_00226)
Proteln/nuclelc acid deglycase 2 (CKKOGFFC 00217)
Mlchele 2A | hits_ grouped (CKKOGFFC 0021 )
Haloalkane dehalogenase (CKKOG?FC 00216) Ribulose blsphosphate carboxy ase s small chain 1 (CKKOGFFC_00231)
putative tautomerase (CKKOGFFC_00220) Ribulose-phosphate 3-epimerase (CKKOGFFC_00233)
dTDP-glucose 4,6-dehydratase (CKKOGFFC_00201) PgqA binding protein (CKKOGFFC_00222) \ \
RegX3 (VF0858) (CKKOGFFC_00213) \ Fructose-bisphosphate aldolase (CKKOGFFC_00229)
204 209 ‘ Phosphoribulokinase 1 (CKKOGFFC_00227) |

205 207 [210 212 Pqq peptidecyclase(ckkocrrc‘,ooizf)r Protein CbbX (CKKOGFFC_00232)

202 |206 208 1211 | 215 | | | | |'T || |Transketolase 1(CKKOGFFC'00228) | 234
- -
IMGPR_plasmid_2858814198_000035: 197,003-230,518 (+)
Putative aliphatic sulfonates transport permease protein SsuC (LHONHEFK_00216)
Glutathione-dependent formaldehyde-activating egzyme (LHONHEFK_00212)
Bifunctional coenzyme PQQ synthesis protein C/D (LHONHEFK_00200)
Ribulose bisphosphate carboxylase small chain 1 (LHONHEFK_00208)
ibulose bisphosphate carboxylase Iarge chain (LHONHEFK 00207)
HTH-type transcriptional activator CmpR (LHONHEFK _ 00 202) ‘ ‘
HTH-type transcriptional regulator DmIR (LHONHEFK_00195) Methanol dehydrogenase [cytochrome c] subunit 1 (LHONHEFK_00225)
Adaptive-response sensory-kinase SasA (LHONHEFK_00190) \ \ ABC-type heme transporter (VF0739) (LHONHEFK_00214)
Fructose-1,6-bisphosphatase class 1 (L(HONHEFK_00203)
Membrane-bound lytic murein transglycosylase F (LHONHEFK_00179) Coenzyme F5QQ synthesié protein‘B (LHONHEFK_00201) ‘
Protein/nucleic acid deglycase H‘chA(LHONHEFT,OOl"M)l Ribulose-phosphate 3- eplmerase(LHONHE K_00210)
Vitamin B12 import ATP-binding protein BtuD (LHONHEFK_00178) | Michele_2A_hits_grouped (LHONHEFK_0019 | “Hydrazine synthase subunit beta ((HONHEFK_00219)
Haloalkane dehalogenase (LHONHEFK_00192) F‘ructo‘se-bisphosphate aldolase (L ONHEFK_oozoé)\ \ —L’
D-amino acid dehydrogenase (LHONHEFK_00177) \ " putative tautomerase (LHONHEFK_00197) S-formylglutathione hydrolase (LHONHEFK_00227)
’l RegX3 (VF0858) (LHONHEFK_00189) | | Phosphoribulokinase 1 (LHONHEFK_00204) L 4 Cytochrome c-5531 (LHONHEFK_00224)
BopD (VF0362) (LHONHEFK_00180) PagA binding protein ((HONHEFK_00159) FbpABC (VF0272) (LHONHEFK 00215)
184 PqqA peptide cyclase (LHONHEFK 00198) 221
175 182 187 Protein DipZ (LHONHEFK 001 3 | Protein CbbX (LHONHEFK_00209) 218 222
176 181 1831185186 188 [ 191 | T Transketolase 1(LHONHEFK'00203) |211 | 213 217] | 220 | 223 226

— L]
IMGPR_plasmid_2896364036_000028: 184,658-239,645 (+)

Putative aliphatic sulfonates transport permease protein SsuC (ELPEBCEB_00211)
Glutathione-dependent formaldehyde-activatingEzyme (ELPEBCEB_00207)
Bifunctional coenzyme PQQ synthesis protein C/D (ELPEBCEB_00195)
Ribulose bisphosphate carboxylase small chain 1 (ELPEBCEB_00203)
HTH-type transcriptional activator CmpR (ELPEBCEB_00197)

HTH-type transcriptional regulator DmIR (ELPEBCE?OOl?O S-(hydroxymethyl)glutathione dehydrogenase (ELPEBCEB_00223)
Adaptive-response sensory-kinase SasA (ELPEBCEB 00185) ‘Rlbulose bisphosphate carboxylase large chain (ELPEBCEB 00202)
Protein/nucleic acid deglycase HchA ELPEBCEB_00189) ABC-type heme transporter (VFO739) (ELPEBCEB_00209)
Fructose- 1,6- blsphosphatase class 1 (ELPEBCEB 00198)

Membrane-bound lytic murein transglycosylase F (ELPEBCEB_00175) Coenzyme PQQ synthe5|s proteln BTPEBCEB,OOI%) Methanol dehydrogenase cytochrome c] subunit 1 (ELPEBCEB_00220)

Vitamin B12 import ATP-binding protein BtuD (ELPEBCEB_00174) \ Michele_2A_hits_grouped (ELPEBCEB_00191) \ Hydrazine synthase subunit beta (ELPEBCEB_00214)

Haloalkane dehalogenase (ELPEBCEB_00187) !; Fructose-bisphosphate aldolase(ELPEBCEB_OOZOl)J L
D-amino acid dehydrogenase( LP BCEB_00173) putativetal‘Jton‘ﬁera‘se(ELPE CEB_Od192) -formylglutathione hydrolase (ELPEBCEB_00222)
L RegX3 (VF0858) (ELPEBCEB_00184) PqgA binding protein (ELPEBCEB_00194) L Cytochrome c-5531 (ELPEBCEB_00219)
BopD (VF0362) (ELPEBCEB_00176) ‘ ‘ Phosphorlbuloklnase1(ELPEBC B_00199) FbpABC ( FO27 ) (ELPEBCEB._! 00210)
180 PqqA pepti ecyclase(EL#EBCEB 00193—5 bulose- phosphateé -epimerase (ELPEBCEB_00205) 216
171 178 183 | Protein DipZ ( ELPEBCEB 00188 | Protein CbbX (ELPEBCEB'00204) 213 217
172 177 179/181182] | 186 | | Transketolase 1 (ELPEBCEB 00200) 206 | 208 | 215 | 218 221

212]
KKK

— — - ——
\MGPR,p\asmid,ZB99946620,000008: 178,246-232,214 (+)
Putative aliphatic sulfonates transport permease protein SsuC (OKKDDJNE_00210)
Glutathione-dependent formaldehyde-activating EFzyme (OKKDDJNE_00206)
Bifunctional coenzyme PQQ synthesis protein C/D (OKKDDJNE_00194) ‘
Ribulose bisphosphate carboxylase small chain 1 (OKKDDJNE _00202)
ibulose bisphosphate carboxylase Iarge chain (OkKDDJNE 00201)

HTH-type transcriptional activator CmpR (OKKDDJNE _6 1§6 ‘ L
HTH-type transcriptional regulator DmIR (OKKDDJN'E_OO:[S‘?) Methanol dehydrogenase [cytochrome c] subunit 1 (OKKDDJNE_00219)
Adaptive-response sensory-kinase SasA (OKKDDJNEF):[EM) ‘ ABC-type heme transporter (VFO739) (OKKDDJNE_00208)
Fructose-l,é—bisphosphatase class 1 (OKKDDJNE_00197) ‘ ‘
Membrane-bound lytic murein transglycosylase F (OKKDDJNE_00172) Coenzyme PQQ synthesis protein B (BKKDDJNE_00195) 5-(hydroxymethyl)glutathione dehydrogenase (OKKDDJNE_00222)
Protein/nucleic acid deglycase HchA (OKKDDJN?OOlSB (L Ribulose-phosphéte C’»‘-epimerase ‘(OKKDDJNE_OOZO4)
Vitamin B12 import ATP-binding protein BtuD (OKKDDJNE_00171) | Michele_1A hits grouped (OKKDDJNE_0019 | | Fydrazine synthase subunit beta (OKKDDINE_00213)
Haloalkane dehalogenase (OKKDDJNE 00186 ‘ Fructose-| blsphosphate aldolase (OKKDDJNE 00200) ‘ ‘
D-amino acid dehydrogenase (OKKDDJNE_00170) putatlve tautomerase (OKKDDJNE,OOl‘)i) S- formylglutathione hydrolase (OKKDDJNE_00221,
RegX3 (VF0858) (OKKDDJNE_00183) J | T Phosphoribulokinase 1 (OKKDDJNE_00198) L J Cytochrome c-5531 (OKKDDJNE_00218)
BopD (VF0362) (OKKDDJNE_00173) PqgA binding protein (OKKDDJNE_00193) FbpABC (VF0272) (OKKDDJNE_00209)
177 PqgA peptide cyclase (OTKKDDJNE 00‘192) é 215
168 175 179181 Protein DipZ (OKKDDJNE 00187 Protein CbbX (OKKDDJNE_00203) 212 216
169 174 176178]180] 182 | 185 | T Transketolase 1 (OKKDDJNE'00199) [205 | 207 | 211] | 214 | 217 220

_— L | - - —
IMGPR _plasmid_2515154107_000018:176,175-231,491 (+)
Bifunctional coenzyme PQQ synthesis protein C/D (FJMLELJI_00017)
HTH-type transcriptiE\aI activator CmpR (FJMLELJI_00015)
HTH-type transcriptional regulator DmIR (FJMLELJI"00022)
Adaptive-response sensory-kinase SasA (FJMLELJI 00026)‘ ‘
Fructose 1,6- blsphosphatase class 1 (FJMLELJI_00014)
Coenzyme PQQ synthe5|s proteln B (FJMLELJI _00016)
Protein/nucleic acid deglycase 2 (FJMLELJL(WZS)(L
Michele_2A hlts_grouped (FJMLELJI 00021)
putative tautomerase (FIMLELJI_00020)
PqqA peptide cyclase (FJMLELJI_00019) 1S3 family transposase ISRm1 (FJMLELJI_00006)
RegX3 (VF0858) (FJMLELJI_00027) | hosphorlbu|oklnase 1 (FJMLELJI_00013)
36 33 31 Haloalkane dehalogenase (FJMLELJI_00024) | Transketolase 1 (FJMLELJI_00012)
3534 (32302928 | | 25 PqgAbinding protein (FJMLELJI_00018) 1110 9 8 7 |5 4321

_— -
IMGPR _plasmid_2802428858_000020: 160-37,883 (-)
} 20000 nt {
defence (DefenseFinder) virulence (VFDB)




