Zinc-type alcohol dehydrogenase-like protein (JOLEHMEE_00493)
Inner membrane transport proteln YdhP (JOLEHMEE_00495)
Inner membrane transport proteln YdhP (JOLEHMEE_00496)
2-epi-5-epi-valiolone epimerase (JOLEHMEE_00497)
Hydroperoxy fatty acid reductase épxi (JBLEHMEE_OO494) putative diguanylate cyclase DgcE (JOLEHMEE_00505)

N-ethylmaleimide reductase (JOLEHMEE_00490) Michele_1A_hits_grouped (JOLEHMEE_00503)
\ LFerr‘och‘elat‘ase (JOLEHMEE_00498)
Michele_1A_hits_grouped (JOLEHME 00491) 501  HTH-type transcriptional repressor ComR (JOLEHMEE_00507)
489 | 492 | [ ] | 499 500 502 | 504 | 506 | HTH-type transcriptional repressor NemR (JOLEHMEE_00508)

— —
IMGPR_plasmid_2767802444_000003:511,174-528,809 (+)

cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (DDAJIGAL_00137)
2-epi-5-epi-valiolone epimerase (DDAJIGAL_00138)
Ferrochelatase (DDAJIGAL_00139)
\ 140 141 putative diguanylate cyclase DgcE (DDAJIGAL_00145)

— I
IMGPR_plasmid_2876605999_000001: 137,999-155,741 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (HPAKPAJK_00103)
2-epi-5-epi-valiolone eplmerase(HPAKPAJK 00104)
Ferrochelat‘ase (HPAKPAJK_00105)
106

I I
IMGPR _plasmid_2767802446_000006: 102,821-113,004 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (PEJNJMHG_00033)
Zinc-type alcohol dehydrogenase-like protein (PEJNJMHG_00036)
2-epi-§gpi-valiolone‘epimerase (PEJNJMHG_00032)
Michele_1A_hits_grouped (PEJNJMHG_00039)
37 ‘ Ferrochelatase (PEJNJMHG_00031)

38] || 30 28

I I
IMGPR _plasmid_2716884865_000003: 24,623-38,093 (-)
Michele_2A _hits_grouped (JOHHFIJL_00143)
142 147 148 151 153
g I O I s B 1 2 I s 2 Dol I
| L —
IMGPR _plasmid 2690315639 000002: 142,052-153,909 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (EDJPMHLE_00191)
Broad specificity amino-acid racemase RacX (EDJPMHLE_00199)
HTH-type transcriptional regulator DmIR (EDJPMHLE_00192)
putative N-acetyltransferase YsnE (EDJPMHLE_00197)
2-epi-5-epi-valiolone epimerase (EDJPMHLE,OOﬁiTM)
Quinone reductase (EDJPMHLE_00193) L
Ferrochelatase (EDJPMHLE_00195)  Threonine efflux protein (EDJPMHLE_00203)
| | 196 | 198 | 200 201 202] 204 HTH-type transcriptional regulator NimR (EDJPMHLE_00205)

— I
IMGPR _plasmid 2935373448 000003: 193,228-216,565 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (CDPAFDKL_00312)
Broad specificity amino-acid racemase RacX (CDPAFDKL_00304)
HTH-type transcriptional regulator DmIR (CDPAFDKL_00311)
putative N-acetyltransferase YsnkE (CDPAFDKL_00306)
2-epi-5-epi-valiolone epimerase (CDPAFDKL_00309)
Quinone reductase (COPAFDKL_00310)
Ferrochelatase (COPAFDKL_00308) ~ Threonine efflux protein (CDPAFDKL_00300)
| N 307 | 305 | 303 302301 299 HTH-type transcriptional regulator NimR (CDPAFDKL_00298)

— I
IMGPR_plasmid_2935378324_000003:297,241-320,578 (-)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (MFNLDMDP_00139)
Broad specificity amino-acid racemase RacX (MFNLDMDP_00131)
HTH-type transcriptional regulator DmIR (MFNLDMDP_00138)
putative N- acetyltransferase YsnE (MFNLDMDP_00133)
2-epi-5- epl vallolone epimerase (MFNLDMDP_00136)

Quinone reductase (MFNLDMDP_00137) |  Threonine efflux protein (MFNLDMDP_00127)
Ferrochelatase (MFNLDMDP_00135) 129
| N 134 | 132 130 128 126 HTH-type transcriptional regulator NimR (MFNLDMDP_00125)

— I
IMGPR_plasmid_2645727681_000001: 115,663-138,885 (-)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (CPGGLMBL_00229)
Broad specificity amino-acid racemase RacX (CPGGLMBL_00237)
HTH-type transcriptional regulator DmIR (CPGGLMBL_00230)
putative N-acetyltransferase YsnE (CPGGLMBL_00235)
2-epi-5-epi-valiolone epimerase (CPGGLMBL_00232)
Quinone reductase (CPGGLMBL_00231) 4 HTH-type transcriptional regulator NimR (CPGGLMBL_00242)
FerroTelatase CPGGLMBL_00233) Threonine efflux protein (CPGGLMBL_00240)
1 234 | 236 | 238239 [ 241 | 243

I I —
IMGPR _plasmid_3300031132_000037: 235,944-260,282 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (FHMNCJAA 00221)
Broad specificity amino-acid racemase RacX (FHMNCJAA 00213)
HTH-type transcriptional regulator DmIR (FHMNCJAA_00220)
putative N-acetyltransferase YsnE (FHMNCJAA_00215)
2-epi-5-epi-valiolone epimerase (FHMNCJAA_00218)
Quinone reductase (FHMNCJAA_00219) | HTH-type transcriptional regulator NimR (FHMNCJAA_00208)
Ferrochelatase (FHMNCJAA 00217) Threonine efflux protein (FHMNCJAA_00210)
| WE 216 | 214 | 212 211 [ 209 | é-aminohexanoate-cyclic-dimer hydrolase (FHMNCJAA 00207)
—

— I
IMGPR _plasmid_2597490175_000003: 192,720-217,133 (-)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (ADNHOMFA _00084)
Broad specificity amino-acid racemase RacX (ADNHOMFA_00075)
HTH-type transcriptional regulator PgrR (ADNHOMFA_00082)
putative N-acetyltransferase YsnE (ADNHOMFA_00077)
2-epi-5- epl vallolone eplmerase (ADNHOMFA_00080)
Qumone reductase (ADNHOMFA 00081)
Ferrochelatase (ADNHOMFA_00079) Threonine efflux protein (ADNHOMFA_00072)

83 78 | 76 | 74 73 71 HTH-type transcriptional regulator NimR (ADNHOMFA_00070)

— I
IMGPR_plasmid_2871755987_000002: 63,405-86,630 (-)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (NPCGGHBN_00095)
Broad specificity amino-acid racemase RacX (NPCGGHBN_00103)
HTH-type transcriptional regulator DmIR (NPCGGHBN_00096)
putative N-acetyltransferase YsnE (NPCGGHBN_00101)
2-epi-5-epi-valiolone epimerase (N PCGGHBN_O%?S)
Quinone reductase (NPCGGHBN_00097) |
Ferrochelatase (NPCGGHBN_00099)
| 100 | 102 104

— I
IMGPR_plasmid_3300027750_000009: 89,041-109,180 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (DKMNKLHO_00415)
Broad specificity amino-acid racemase RacX (DKMNKLHO_00406)
HTH-type transcriptional regulator DmIR (DKMNKLHO_00414)
‘ putative N-acetyltransferase YsnE (DKMNKLHO_00409)
2-epi-5-epi-valiolone epimerase (DKMNKLHO_00412) |
Quinone reductase (DKMNKLHO_00413) l Threonine efflux protein (DKMNKLHO_00403)
Michele_2A_hits_grouped (DKMNKLHO_00418)  Ferrochelatase (DKMNKLHO_00411) 407
419 417 416 | \ | | 410 | 408]

405 404 402 HTH-type transcriptional regulator NimR (DKMNKLHO_00401)

— I
IMGPR _plasmid_2675903586_000004: 374,390-402,458 (-)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (DLNMEJCL_00445)
Broad specificity amino-acid racemase RacX (DLNMEJCL_00454)
HTH-type transcriptional regulator DmIR (DLNMEJCL_00446)
putative N-acetyltransferase YsnE (DLNMEJCL_00451)
2-epi-5-epi-valiolone epimerase (DLNMEJCL_O(mS) HTH-type transcriptional regulator NimR (DLNMEJCL_00459)

Quinone reductase (DLNMEJCL_00447) ‘ Threonine efflux protein (DLNMEJCL_00457)
Michele_2A_hits_grouped (DLNMEJCL_ 00442)  Ferrochelatase (DLNMEJCL 00449) 453 BopD (VF0362) (DLNMEJCL_00466)
441 443 444 | | WE 450 | 452 455 456 458 464 465

— —

IMGPR _plasmid 2926248961 000002:459,607-487,535 (+)

cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (BIJLONAF_00455)

Broad specificity amino-acid racemase RacX (BIJLONAF_00462)
HTH-type transcrlptlonal regulator DmIR (BIJLONAF_00456)
Glutathione S-transferase GST-4.5' (BIJLONAF 00454)
2-epi- 5 -epi- -valiolone eplmerase(BIJLONAF 00458)
Glucose 1-dehydrogenase (BIJLONAF,OO452 Catechol O- methyltransferase (BIJLONAF_00461)

Quinone reductase (BIJLONAF_00457)
Ferrochelatase (BIJLONAF_00459) Threonine efflux protein (BIJLONAF_00465)

Michele_2A_hits_grouped (BIJLONAF_00449)
460 \ \ 463 464 466 HTH-type transcriptional regulator NimR (BIJLONAF_00467)

448 " | 450 451 [453

— I I —
IMGPR _plasmid 2648501645 _000004:455,470-485,080 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (AANOHJHG_00643)
Broad specificity amino-acid racemase RacX (AANOHJHG_00004)
HTH-type transcriptional regulator DmIR (AANOHJHG_00644)
2—epi»5‘-epi-valiolone epimerase (AANOHJHG_00646)
E?family transposase ISEhe3 (AANOHJHG_00649)

1S3 family transposase ISEhe3 (AANOHJHG_00001) HTH-type transcriptional repressor NemR (AANOHJHG_00017)
Quinone reductase (AANOHJHG_00645) HTH-type transcriptional regulator NimR (AANOHJHG_00010)
Michele_2A_hits_grouped (AANOHJHG_00640) ~ Ferrochelatase (AANOHJHG_00647) Threonine efflux protein (AANOHJHG_00008)
639 641 642 | | | 648 | 650 2 3 | 5 6 77 9 | 16

— — I
IMGPR _plasmid_2645727744_000002: 610,744-626,560 (+); 1-13,604 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (INIGLNIH_00205)
HTH-type transcriptional regulator DmIR (INIGLNIH_00206)
2-epi-5-epi-valiolone epimerase (INIGLNIH_00208)
‘Ferrochelatase (INIGLNIH_00209)
Quinone reductase (INIGLNIH 00207) 211
| T | \ 210 | 212 213 214

e KD EEE—DO-EEHODED

— I
IMGPR_plasmid_2876610501_000002:210,587-230,620 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (BAPHLPBM_00287)
HTH-type transcriptional regulator DmIR (BAPHLPBM_00286)
2-epi-5‘-epi-va|io|one epimerase (BAPHLPBM_00284)
Ferrochelatase (BAPHLPBM_00283)
Quinone reductase (BAPHLPBM_00285) 281
= RN \ 282 | 280 279 278

— I
IMGPR _plasmid_2821065626_000003: 264,410-284,439 (-)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (MJEPEFFI_00121)
HTH-type transcriptional regulator DmIR (MJEPEFFI_00122)
2-epi-5-epi-valiolone epimerase (MJEPEFFI_00124)
| Ferrochelatase (MJEPEFFI_00126)
N- ethylmalelmlde reductase (MJEPEFFI_ 00116) Ferrochelatase(MJEFEFFLOOlZS)
N- ethylmalelmlde reductase (MJEPEFFI_ 00117) L J 128
Quinone reductase (MJEPEFFI_00123) 127 | 129 130 131

-G ORI D EEDDr<HE-—— o D-@E=<1oDED

— — I
IMGPR _plasmid_2876561215_000002: 106,769-128,039 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (CFCALMGK_00186)
HTH-type transcriptional regulator DmIR (CFCALMGK_00185)
Glutathione S-transferase GST-4.5 (CFCALMGK_00187)
~ 2-epi-5-epi-valiolone epimerase (CFCALMGK_00183)
Glucose 1-dehydrogenase (CFCALMGK_00188)

Eerrochelatase (CFCALMGK_00182)

Quin‘one reductase (CFCALMGK_00184) 180

Michele_2A _hits_grouped (CFCALMGK_00191)
[N, 1 | 181 [ 179 178 177

192 190 189 |

— — I
IMGPR _plasmid_2617270728_000002: 167,442-192,876 (-)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (EMPOABAI_00397)
HTH-type transcriptional regulator DmIR (EMPOABAI_00398)
putative N-acetyltransferase YsnE (EMPOABAI_00407)
2-epi-5-epi-valiolone epimerase (EMPOABAI_00400)
Ferrochelatase (EMPOABAI_00401)
Quinone reductase (EMPOABAI_00399) 403
| T | \ 402 [ 404 405 406 | 408 409 410 411

— I
IMGPR _plasmid 2847782834 _000002: 402,235-424,028 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (FJLNDGAO_00202)
dTDP-3-amino-3,6-dideoxy-alpha-D-galactopyranose 3-N-acetyltransferase (FJLNDGAO_00210)
HTH-type transcriptional regulator DmIR (FJLNDGAO_00203)
2-epi-5-epi-va|io|one epimerase (FJLNDGAO_00205)
RNA pyrophosphohydrolase (FILNDGAO_00209)

Quinone reductase (FJLNDGAO_00204) Br_oad specificity amino-acid racemase RacX (FILNDGAO_00218)
Ferrochelatase (FJLNDGAO_00206) 213
|| 207 208 211 212 [214 215216 217 219

— I
IMGPR _plasmid_2821056566_000001: 207,560-234,430 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (OHLGILNH_00517)
HTH-type transcriptional regulator DmIR (OHLGILNH_00518)
2-epi-5-epi-valiolone epimerase (OHLGILNH_00520)
Quinone reductase (OHLGILNH_00519)
Ferrochelatase (OHLGILNH_00521)
\ I 522 523 524

o KD —a

— I
IMGPR _plasmid_2847807205_000003: 508,089-521,725 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (DMGGCLNA_00310)
HTH-type transcrlptlonal regulator DmIR (DMGGCLNA_00309)
2-epi-5- epl vallolone epimerase (DMGGCLNA_00307)
Quinone reductase (DOMGGCLNA_00308)
Ferrochelatase (DMGGCLNA_00306)
| WE 305 304 303

— I
IMGPR_plasmid_2847787641_000002: 285,052-298,688 (-)
cml_V_MFS-NCBIFAM chloramphenicol efflux MFS transporter CmlV (NF012199.0) (KDPEGJFG_00317)
HTH-type transcriptional regulator DmIR (KDPEGJFG_00315)
2-epi-5-epi-va|io|one epimerase (KDPEGJFG_00313)
Quinone reductase (KIﬁ"EGJFG,OOSM)
Ferrochelatase (KDPEGJFG_00312)
316 | || 311 310 309

— I
IMGPR _plasmid_2617271107_000002: 309,852-323,412 (-)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (LEBEMDAN_00438)
FosA-NCBIFAM FosA family fosfomycin resistance glutathione transferase (NFO00221.4) (LEBEMDAN_00425)
HTH-type transcriptional regulator DmIR (LEBEMDAN_00437)
HTH-type transcriptional regulator PgrR (LEBEMDAN_00429)
2-epi-5-epi-valiolone epimerase (LEBEMDAN_00435) HTH-type transcrlptlonal regulator NlmR‘(LEBEMDAN _00427)
Quinone reductase (LEBEMDAN_00436) yrosme recombinase XerC (LEBEMDAN_00426)
L-arabinolactonase (LEBEMDAN_00432)
Melamine deaminase (LEBEMDAN_00430)
errocl eIatase(LEBEMDAN_OO434) 2- nltr0|m|dazoletransporter(LE EMDAN_00428)
| | 433 | 431 | | | | | WYLILILIIIV_V_VI_1(LEBEMDAN_00424)

— I
IMGPR _plasmid_2927986592_000002: 436,331-461,942 (-)
Phthiocerol synthesis polyketide synthase type | PpsC (PHBMBDIM_00170)
put&'ﬁe HTH-type transcriptional regulator (PHBMBDIM_00175)
HTH-type transcriptional regulator CdhR (PHBMBDIM_00173)
169 | 172 174 | 176

\MGPR _plasmid_ 3300028585 _000034:173,253-184,895 (+)
[ 10000 nt i
defence (DefenseFinder) virulence (VFDB) AMR (AMRFinderPlus)




