Inner membrane ABC transporter permease protein YcjP (PBAGENFK_00179)
2-iminobutanoate/2-iminopropanoate deaminase (PBAGENFK_00172)
Maltose/maltodextrin import ATP-binding protein MalK (PBAGENFK_00177)
Trehalose-recycling ABC trénsporter (VF0842) (PBAGENFK_00180)
HTH-type transcriptional regulator HexR (PBAGENFK_00171)
D-threonine aldolase (PBAGENFK_00175) ‘

172 173 175 177

Putative oxidoreductase YteT (PBAGENFK_00181)

IMGPR_plasmid_2510065076_000003: 192,406-204,538 (+)
288
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IMGPR_plasmid_2721755684_000004: 307,696-322,825 (-)
175

@) — @K

IMGPR_plasmid_2896545022_000003: 175,165-187,299 (-)
122
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IMGPR_plasmid_2896557008_000004: 115,784-128,561 (-)
411
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I
IMGPR_plasmid_2850814604_000003: 437,682-448,686 (-)
191
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—
IMGPR_plasmid_2509276052_000003: 196,722-207,716 (-)
5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase (IALMIGBF_00392)

CHIOE L A XK KX

IMGPR plasmid_2791355266_000023: 433,620-446,882 (+)
332 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase (MGKPBKCA_00331)

@D — KK

IMGPR_plasmid_2838048938_000014: 351,005-366,353 (-)
PDC-515_WP_206299025.1 (MNJHOGOJ_00320)
Menshen__NsnA (MNJHOGOJ_00319)

(O, I D R e I I SR U (GO G S

I I
IMGPR_plasmid_3300025273.000170: 349,412-361,977 (-)
297 296

—
IMGPR_plasmid_2842192696_000006:301,099-315,497 (-)
PDC-M54A_WP_200661379.1 (CEPLJHMP_00070) PDC-M54B_WP_200661380.1 (CEPLJHMP_00071)
I ——— E— —
IMGPR_plasmid_643348569_000003: 73,144-89,946 (+)

HamA1_00024 DUF1837 (GCGLIOFJ_00141)
142 HamB2_00003 DEAD-box (GCGLIOFJ_00140)

(S, E@— o @K e

I
IMGPR_plasmid_2838061910_000015: 134,514-150,060 (-)
HamA1_00024 DUF1837 (ODMAFMLI_00210)

209 HamB2_00003 DEAD-box (ODMAFMLI_00211)

IMGPR_plasmid_2842447887_000017: 230,906-246,452 (+)
Protein-methionine-sulfoxide reductase catalytic subunit MsrP (CPLFKOOE_00049)
48 Michele_2A _hits_grouped (CPLFKOOE_00050)

@D - T

—— I
IMGPR_plasmid_2825118518_000008: 49,028-62,455 (+)
Protein-methionine-sulfoxide reductase catalytic subunit MsrP (NHDMBKEO_00432)
433 Michele_2A_hits_grouped (NHDMBKEO_00431)

DK (T

I I
IMGPR_plasmid_2824993554_000006: 458,835-472,262 ()
93 94 95 9%

—
IMGPR_plasmid_2513237085_000008: 94,985-110,221 (+)

353
355 354 | 352
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—
IMGPR_plasmid_2739367694_000016:379,791-392,408 (-)

letA_00002 (CMHEOLDN_00288)
291 290 letS_00002 (CMHEOLDN_00289)

(S, DK —C K KKK K

| —
IMGPR_plasmid_2718218233_.000004: 305,103-321,283 (-)
1S630 family transposase ISRm2011-2 (LDKMAPHI_00255)
HTH-type transcriptional regulator LeuO (LBRMAPHI_00257)
255 | 253
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IMGPR _plasmid_2517287029_000004: 274,304-287,573 (-)
Mycobactin (VF0299) (PONKLDJO_00434)
436 435 \ AhpC (VF0306) (PONKLDJO_00433)
ddgo/|mED—eh- - H— K KT
| —————————————— —
IMGPR_plasmid_2791355264_000014:458,783-476,338 (-)
Lamassu-Fam__LmuA_effector_Cap4_nuclease_|l (CKIOFDAC_00302)

Lamassu-Fam__ LmuB_SMC_Cap4_nuclease_l| (CKIOFDAC_OO§O4)
302 \ Protein of unknown function (Retron_VII_2__DUF3800) (CKIOFDAC_00301)
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IMGPR_plasmid_2842341865_000014: 314,645-329,734 (-)

Lamassu-Fam__ LmuA_effector_Cap4_nuclease_ll (NHOEDIFB_00391)
Lamassu-Fam__ LmuB_SMC_Cap4_nuclease_l| (NHOEDIIEB,OOS‘?S)
392 | 390

ddDOEEEac @K e

" E— —
IMGPR _plasmid 2721755514 000004:413,847-427,927 (-)

HTH-type transcriptional regulator MurR (CNAJIOPI_00073)
Sugar efflux transporter C (CNAJIOPI_00072) 78
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IMGPR_plasmid_2630968330_000006: 74,810-89,295 (+)
GajA_00039 AAA (ELLBMHPC_00296)
299 298 297 GajB_00045 UrvD (ELLBMHPC_00295)
ddb/eTS DD D KK K
I N I
IMGPR_plasmid_642555152_000003: 312,593-329,206 (-)
D-threonine aldolase (MCHNMDPL_00093)
PtuB1_00032 Unknown (MCHNMDPL_00092) Type | restriction enzyme EcoKI M protein (MCHNMDPL_00089)
PtuA1_00029 AAA (MCHNMDPL_00091)
PDC-S68_WP_170143107.1 (MCHNMDPL 00094} RM_Type_|_S_52 (MCHNMDPL_00090)
b/ — T O DaEie K KK K
I I
IMGPR_plasmid_2852395405_000004: 84,712-104,299 (-)
COG0640 Csa3_1_CAS-I-lI-1lI-IV-V-VI (CEMGLEJC_00384)
T382 380 375
o/ OO D
- I
IMGPR_plasmid_2859840839_000003: 386,577-398,187 (-)

cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (JFJDNMHB_00413)
HTH-type transcriptional regulator MtrA (JFJDNMHB_00414)
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IMGPR_plasmid_2928359186 000006: 441,486-454,357 (+)
PDC-568 WP_170143107.1 (IGAGFGKA_00292) 288
291 290 289 287 286

@b OO KT

IMGPR_plasmid_2721755823_000004: 308,898-330,858 (-)

Oxygen-dependent choline dehydrogenase (DGCBDPAE_00157)
NADPH dehydrogenase (DGCBDPAE_00162) 161 160 159 158 156
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IMGPR_plasmid_2515075009_000005: 164,499-187,276 (-)
Maltose/maltodextrin import ATP-binding protein MalK (DIJELBHA_00165)
Arginase (DIJELBHA_00187)
168 166 \ 164  HTH-type transcriptional regulator DmIR (DIJELBHA 00163)

AP O-EHEK KX K]
HEO-CTK
IMGPR_plasmid_2510065019_000004: 167,516-182,792 (-)
COG0640 Csa3_1_CAS-I-II-11I-IV-V-VI (LKEJHGML_00129)
HTH-type transcriptional regulator F%TR (LKEJHGML_00130)
Arginase (LKEJHGML_00127)

131 | 128 126 125
CKAHOA X

IMGPR_plasmid_2936367885_000006: 120,204*135,6#(*)
Maltose/maltodextrin import ATP-binding protein MalK (ILJHOOOK _00241)
Maltose/maltodextrin import ATP-bindirE protein MalK (ILJHOOOK_00240)
ECF RNA polymerase sigma factor SigG (ILJHOOOK_00236)
putative protéin YyaP (ILJIHOOOK_00237)
Arginase (ILJHOOOK_00238)
| 239 | | 242 HTH-type transcriptional regulator DmIR (ILJHOOOK_00243)

(N, A

IMGPR_plasmid_2791355258 000007: 249,169-265,756 (+)
HTH-type transcriptional regulator PgrR (FHAOPJFM_00397)
HTH-type transcriptional activator RhaR (FHAOPJFM_00390) Arginase (FHAOPJFM_00398)
391 392 393 394 395 396 \ 399

IMGPR_plasmid_2844462476_000003:416,671-435,915 (+)
Olokun__OloB (KLPDOEOB_00300)
303 302 301 299 298 297 296
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IMGPR _plasmid 2718218199 000004: 319,442-338,156 (-)
Response regulator protein TmoT (ACJEKNHC_00122)
putative oxidoreductase (ACJEKNHC_00115) Adaptive-response?e’gory-kinase SasA (ACJEKNHC_00123)
Haloalkane dehalogenase (ACJEKNHC_00116)
‘ 117 119
T118 T120 121

Arginase (ACJEKNHC_00124)
| 125

IMGPR _plasmid_2513237084_000007: 121,157-141,247 (+)
3-phenylpropionate-dihydrodiol/cinnamic acid-dihydrodiol dehydrogenase (CKOFAEAL_00304)
Maltose/maltodextrin import ATP-binding protein MalK (CKOFAEAL_00312)

HTH-type transcriptional regulator PgrR (CKOFAEAL_00306) HTH-type transcriptional regulator SutR (CKOFAEAL_00319)
HTH-type transcriptional activator RhaS (CKOFAEAL_00308) HTH-type transcriptional regulator PgrR (CKOFAEAL_00314)
Michele_ZA_hité_grouped (CKOFAEAL_00307) Tryptophan-ricﬁ sensory protein (CKOFAEAL_00316)
Hypnos_HyoA (CKOFAEAL_00311) 317
305 309 310 313 315 | 318
— I I

IMGPR_plasmid_2775507240_000004: 314,313-340,837 (+)
Maltose/maltodextrin import ATP-binding protein MalK (JILBGOFG_00249)

3-phenylpropionate-dihydrodiol/cinnamic acid-dihydrodiol dehydrogenase (JILBGOFG_00256) HTH-type transcriptional regulator SutR (JILBGOFG_00242)
HTH-type transcriptional regulator PgrR (JILBGOFG_00254) HTH-type transcriptional regulator PgrR (JILBGOFG_00247)

HTH-type traqscriptional activator Rha$ (JILBGOFG_00252) Tryptophan-rich sensory protein (JILBGOFG_00245)
Michele_2A_hits_grouped (JILBGOFG_00253) 244

255 | | 251 Hypnos HyoA (JILBGOFG_00250) 248 246 | 243
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IMGPR_plasmid_2842317721_000020: 239,932-266,460 (-)
HTH-type transcriptional regulator PgrR (ABMEHFMD_00177)
HTH-type transcriptional regulator PgrR (ABMEHFMD_00181)
HTH-type transcriptional activator RhaS (ABMEHFMD_00179)
‘ Tryptophan-ricH sensory protein (ABMEHFMD_00175)
Michele_2A _hits_grouped (ABMEHFMD_00180) 174
182 \ 178 ‘ 176 T@ HTH-type transcriptional regulator SutR (ABMEHFMD_00172)
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IMGPR_plasmid_2842489311_000013: 169,152-189,026 (-)
Maltose/maltodextrin import ATP-binding protein MalK (EOHJNKMJ_00398)
HTH-type transcriptional regulator PgrR (EOHJNKMJ_00396)
HTH-type transcriptional activator RhaS (EOHJNKMJ_00401) Tryptophan-rich sensory protein (EOHJNKMJ_00394)
Michele_2A _hits_grouped (EOﬁJNKMJ_OO402) 393
| 400 399 397 395 | [392 HTH-type transcriptional regulator SutR (EOHJNKMJ_00391)
KK ]

IMGPR _plasmid_2728369397_000005: 414,338-435,080 (-)
HTH-type transcriptional regulator PgrR (PJIAIELL_00282)
HTH-type transcriptional activator RhaS (PJIAIELL_00277) Tryptophan-rich sensory protein (PJIAIELL_00284)
Michele_2A_hits_grouped (PJIAIELL_00276) ‘ 285
274 275 | 278 279 280 281 283 | [286 HTH-type transcriptional regulator SutR (PJIAIELL_00287)

—
IMGPR _plasmid_2630968325_000004: 293,769-316,189 (+)
Maltose/maltodextrin import ATP-binding protein MalK (PNGCKJJC_00396)

HTH-type transcriptional activator Rha$ (PNGCKJJC_00398)
Michele_2A_hits_grouped (PNGCKJJC_00399)

393
401 400 ‘ 3?J7395%T@ HTH-type transcriptional regulator SutR (PNGCKJJC_00391)

— I
IMGPR_plasmid_2850828621_000005: 407,856-424,256 (-)

Maltose/maltodextrin import ATP-binding protein MalK (EPHIPMJE_00355)
HTH-type transcriptional activator RhaS (EPHIPMJE_00360)
Tryptophan-rich sensory protein (EPHIPMJE_00353)
352
354 | [351 HTH-type transcriptional regulator SutR (EPHIPMJE_00350)

Michele_2A_hits_grouped (EPHIPMJE_00361)
363 362 \ 359 358 357 356
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IMGPR _plasmid 2585427632 _000005:372,871-394,716 (-)
Maltose/maltodextrin import ATP-binding protein MalK (FILIGIDN_00045)
HTH-typeTtranscriptionaI regulator SutR (FILIGIDN_00050)
HTH-type transcriptional regulator DmIR (FILIGIDN_00044)
HTH-type transcriptional regulator CdhR (FILIGIDN_00042)
Trans-aconitate 2-methyltransferase (FILIGIDN_00041),
‘ 43 46 47 4849 COG0640 Csa3_1_CAS-I-lI-lI-IV-V-VI (FILIGIDN_00051)
CKHOA - O HKEKIAD LD
IMGPR _plasmid_2928373995_000008:40,666-58,303 (+)
HTH-type transcriptional regulator SutR (CNMGEJDB_00329)
HTH-type transcriptional activator RhaS (CNMGEJDBTO@:M)
Tryptophan-rich sensory protein (CNMGEJDB_00332)
Trans-aconitate 2-methyltransferase (CNMGEJDB_00335)
331
333 | ]330

COG0640 Csa3_1_CAS-I-lI-lI-IV-V-VI (CNMGEJDB_00328)

Ao A

IMGPR _plasmid 2615840624 000018:351,211-366,255 (-)
Peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB (OHEPOACL_00124)
HTH-type franscriptional activator RhaS (OHEPOACL_00121)
Michele_ZALhitsgrouped (OHEPOACL_00122)
128 127 126 125 | 123 | 120 119 118

IMGPR_plasmid_2609460209_000011:116,400-135,177 (-)
Peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB (IMDFDJLG_00285)
HTH-type transcriptional activator RhaS (IMDFDJLG_00282)
Michele,2ALhitsgrouped (IMDFDJLG_00283)
288287286 | 284 | 281Hypnos_HyoA (IMDFDJLG_00280)
/e eeh-adkc e KK K
— I I
IMGPR_plasmid_2718218232_000004: 300,354-320,956 (-)
Peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB (NPOCOEAE_00317)
HTH-type transcriptional activator Rhas (NPOCOEAE_00314)
PD-Lambda-2_C_WP_194753752.1 (NPOCOEAE_00313)
PD-Lambda-2_B_WP_186338929.1 (NPOCOEAE_00312)
Michele_2A _hits_grouped (NPOCOEAE_00315)
319318317 | 315 | | 310

cd@ao/e DK D —a& @I KK K
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IMGPR_plasmid_2728369352_000004: 326,259-345,819 (-)
Peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB (MECAALCG_00308)

HTH-type transcriptional activator RhaS (MECAALCG_00305)

Michele,2ALhitsgrouped (MECAALCG_00306)

‘ Avs3b_00001 (MECAALCG_00304)
307 \ T Avs3a_00001 (MECAALCG_00303)

da@gpEemEsa@adaaHTHO—¢aie . -OEKEEE K
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IMGPR_plasmid_2933599457_000003: 323,890-345,039 (-)

Peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB (KBKGKHLK_00296)
HTH-typ;tEnscriptional activator RhaS (KBKGKHLK_00293)
‘ PDC-516_WP_008858743.1 (KBKGKHLK_00287)
Michele_2A hits_grouped (KBKGKHLK_00294)

292 288
299 298 297 ‘ 295 T291 290 289 | 286 retron_type VI_hth cluster2_1 (KBKGKHLK 00285)

I - - I
IMGPR_plasmid_2721755822_000004: 305,654-325,381 (-)
Peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB (OIMJPKAF_00126)
HTH-type transcriptional activator Rha$ (OIMJPKAF_00123)
Dnd_DndB (OIMJPKAF_00122)
DS-20_DS-20 (OIMJPKAF_00119)
Michele_2A_hits_grouped (Ol JPKAF_00124) 121
129128 127 | 125 | | 120 118 PDC-515 WP_128888168.1 (OIMJPKAF_00117)

I I I I
IMGPR_plasmid_2791355261_000013: 125,830-146,698 (-)
Peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB (BNCMMLDE_00321)
HTH-type transcriptional activator RhaS (BNCMMLDE_00318)
PDC-M45B_WP' 196864473.1 (BNCMMLDE_00316)
PDC-M19B_WP_221312409.1 (BNCMMLDE_00315)
Glutathione S-transferase GstB (BNCMMLDE,OO320)—F 1S66 family transposase 1SXau4 (BNCMMLDE_00310)
Michele_2Ahits_grouped (BNCMMLDE_00319) PDC-54%_WP_081616400.1 (BNCMMLDE_00308)
324323322 | | | 317 | | 314 313 312 311 | 309 307

I I I
IMGPR_plasmid_2872747094_000004: 327,148-353,333 (-)
Peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB (FJFGBAIK_00398)
HTH-type transcriptional activator RhaS (FJFGBAIK_00401)
PDC-M45B_WP_196864473.1 (FJFGBAIK_00403)
PDC-M19B_WP_221312409.1 (FJFGBAIK_00404)
Glutathione S-transferase GstB (FJFGBAIK_00399)
Michele_2A_hits. grouped (FJFGBAIK_00400
395396397 | | | 402 | | 405

I
IMGPR_plasmid_2842311132_000020: 424,317-436,524 (+)

Maltose/maltodextrin import ATP-binding protein MalK (JHKKEMNO_00003)
Maltose/maltodextrin import ATP-bindingprotein MalK (JHKKEMNO_00004)
ECF RNA polymerase sigma factor SigG (JHKKEMNO_00008)
putative protein YyaP (JHKKEMNO_00007)
Arginase (JHKKEMNO_00006)
\ 5 \ \ 2 HTH-type transcriptional regulator DmIR (JHKKEMNO_00001)

IMGPR _plasmid_2516653047_000004: 167-10,974 (-)
} 10000 nt {
defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




