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Inner membrane ABC transporter permease protein YcjP (BCEJNPCC_00308)
3-oxoacyl-[acyl-carrier-protein] reductase FabG (BCEJNPCC_00315)
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HTH-type transcriptional activator RhaS (OIMJPKAF_00123)
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1S630 family transposase ISRm2011-2 (LDKMAPHI_00255)
LDKMAPHI_00254 HTH-type transcriptional regulator LeuO (LDKMAPHI_00257)
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HTH-type transcriptional regulator MurR (CNAJIOPI_00073)
CNAJIOPI_00078 Sugar efflux transporter C (CNAJIOPI_00072)
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Oxygen-dependent choline dehydrogenase (DGCBDPAE_00157)
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HTH-type transcriptional regulator PgrR (KLLLIKFK_00208)
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Arginase (KLLLIKFK_00205)
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Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (JFEJDNMHB_00413)

HTH-type transcriptional regulator MtrA (JEJDNMHB_00414) §3_I_I I_II_IV_V_VI_2 (JFJDNMHB_00411)
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Maltose/maltodextrin import ATP-binding protein MalK (ILJHOOOK_00241)
Maltose/maltodextrin import ATP—anding protein MalK (ILJHOOOK_00240)

put;tTve protein YyaP (ILJHOOOK_00237)
Arginase (ILJHOOOK_ 00238)

242 | | 239 | ECF RNA polymerase sigma factor SigG (ILJHOOOK_00236)
OO H-@EID-E-CKEE A DED
IMGPR _plasmid_2791355258 000007 249169:264585(-)

Maltose/maltodextrin import ATP-binding protein MalK (DIJELBHA_00165)
Arginase (DIJELBHA_00167)
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IMGPR _plasmid_2510065019_000004 168687:182792(+)
D-threonine aldolase (IOKDHFDC_00168)
IOKDHFDC_00167 Dihydroanticapsin 7-dehydrogenase (IOKDHFDC_00173)
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Arginase (FHAOPJFM_00398)
399 396 395394 393 392 391 HTH-type transcriptional activator RhaR (FHAOPJFM_00390)
I
IMGPR _plasmid 2844462476 _000003 416671:434744(-)

Response regulator protein TmoT (ACJEKNHC_00122)
Adaptive-response sensory-kinase SasA (ACJEKNHC_00123)

Haloalkane dehalogenase (ACJEKNHC_00116)
Arginase (ACJEKNHC_OOlL4) 119 117
125 \ 121 120] 118 putative oxidoreductase (ACJEKNHC_00115)
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IMGPR _plasmid_2513237084 000007 121157:141247(-)
Maltose/maltodextrin import ATP-binding protein MalK (CKOFAEAL_00312)

HTH-type transcriptional regulator SutR (CKOFAEAL_00319) 3-phenylpropionate-dihydrodiol/cinnamic acid-dihydrodiol dehydrogenase (CKOFAEAL_00304)
HTH—tyEéTranscriptional regulator PgrR (CKOFAEAL_00314)
Tryptophan-ricH sensory protein (CKOFAEAL_00316) HTH-type transcriptional regulator PgrR (CKOFAEAL_00306)
317 HTH-type transcriptional activator RhaS (CKOFAEAL_00308)
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Maltose/maltodextrin import ATP-binding protein MalK (JILBGOFG_00249)
HTH-type transcriptional regulator SutR (JILBGOFG_00242)
HTH-type transcriptional regulator PgrR (JILBGOFG_00247)

Tryptophan-rich sensory protein (JILBGOFG_00245)
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‘ 243 TT 246 ‘ 248 ‘ 250 251HTH-type transcriptional activator RhaS (JILBGOFG_00252)
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IMGPR_plasmid_2842317721 000020 239932:265574(+)

HTH-type transcriptional regulator SutR (ABMEHFMD_00172)
HTH-type‘transcriptionaI regulator PgrR (ABMEHFMD_00177)
Tryptophan-rich sensory protein (ABMEHFMD_00175)

174
‘ 173 | T 176 ‘ 178 HTH-type transcriptional activator RhaS (ABMEHFMD_00179)
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IMGPR_plasmid_2842489311 000013 169152:188141(+)

Maltose/maltodextrin import ATP-binding protein MalK (EOHJNKMJ_00398)
HTH-type transcriptional regulator SutR (EOHJNKMJ_00391)
HTH-type transcriptional regulator PgrR (EOHJNKMJ_00396)
Tryptophan-rich sensory protein (EOHJNKMJ_00394)

393
‘ 392 TT 395 ‘ 397 ‘ 399 400 HTH-type transcriptional activator RhaS (EOHJNKMJ_00401)
S O-GHOMBE-EEH OIS D

IMGPR_plasmid_2728369397_000005 414338:434194(+)

HTH-type transcriptional regulator SutR (PJIAIELL_00287)
HTH-type transcriptional regulator PgrR (PJIAIELL_00282)
Tryptophan-rich sensory protein (PJIAIELL_00284)

285 HTH-type transcriptional activator RhaS (PJIAIELL_00277)
286 | 283 281 280 279 278 275 274
TS EO-HOMBE-EEHTD- - --CHD < < EETED

IMGPR_plasmid_2630968325_000004 294655:316189(-)

Maltose/maltodextrin import ATP—bLnﬂng protein MalK (EPHIPMJE_00355)
HTH-type transcriptional regulator SutR (EPHIPMJE_00350)
Tryptophan-rich sensory protein (EPHIPMJE_00353)

352
‘ 3£TT£4‘ 356 357 358 359 HTH-type transcriptional activator RhaS (EPHIPMJE_00360)
S EO-@OBED- D @ D
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Maltose/maltodextrin import ATP-binding protein MalK (JHKKEMNO_00003)
Maltose/maltodextrin import ATP-binding protein MalK (JHKKEMNO_00004)
putative protein YyaP (JHKKEMNO_00007)
Arginase (JHKKEMNO_00006)
2 | s | ECF RNA polymerase sigma factor SigG (JHKKEMNO_00008)
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