cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (IGHBDDLM_00485)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) IGHBDDLM_00488)
T Anaerobic nitric oxide reductase transcription regulator NorR (IGHBDDLM_00496)
PCP degradation transcriptional activation protein (IGHBDDLM_00481)
‘ Anaerobic nitric oxide reductase flavorubredoxin IGHBDDLM_00495)
Nitric oxide reductase FIRd-NAD(+) reductase (IGHBDDLM 00494)
HTH-type transcrlptlonal regulator NimR (IGHBDDLM_00490)
HTH-tybe transcriptional ‘regulatorH'HfR (IGHBDDLM' 00489)
HTH-type transcriptional regulatbr YjiE (IGHBDDLM_(TO'ATSS) ‘
| putative GST-like protein YibF (IGHBDDLM_00487)

D(-)-tartrate dehydratase (IGHBDDLM_00484] 492 ABC-type heme transporter (VF0739) (IGHBDDLM_00502)
| 482 | | 486 | 4917]493 497 498 499 500 501 | putativeiron export permease protein FetB
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IMGPR_plasmid_3300042934_000023:487,144-512,499 (+)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (BIJLONAF_00172)
Anaerobic nitric oxide reductase transcription regulator NorR (BIJLONAF_00179)
Anaerobic nitric oxide reductase flavorubredoxin (BIJLONAF_00178)
HTH-type transcriptional regulator NimR (BIJLONAF_06174)
HTH-type transcriptional regulator HdfR (BIJLONAF_00173)
putative GST-like protein YibF (BIJLONAF_00171)
168 " Nitric oxide reductase FIRd-NAD(+) reductase (BIJLONAF_00177)
163 T1w9 170 | | | | 175 176 | | 181 183

I —
IMGPR_plasmid_2648501645_000004: 156,334-184,756 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (OHLGILNH_00247)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (OHLGILNH_00254)
Anaerobic nitric oxide reductase transcription regulator NorR (OHLGILNH_00262)
Anaerobic nitric oxide reductase flavorubredoxin (OHLGILNH_00260)
Nitric oxide reductase FIRd-| NAD(+) reductase (OHLGILNH _00259)
HTH-type transcrlptlonal regulator NimR (OHLGILNH 00256)
HTH-type transcriptional regulator HdfR (OHLGILNH_ 00255)
putative GST-like protein YibF (OHLGILNH_00253) | |
‘ putative protein YeaR (OHLGILNH_00261)
HTH-type transcriptional repressor ComR (OHLGILNH_00248) 257 258 | | T | 266

—— I —
IMGPR_plasmid_2847807205_000003: 226,670-252,187 (+)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (DMGGCLNA_00573)
Anaerobic nitric oxide reductase flavorubredoxin (DMGGCLNA_00567)
Nitric oxide reductase FIRd-| NAD(+) reductase (DMGGCLNA_00568)
HTH-type transcrlptlonal regulator NimR (DMGGCLNA 00571)
HTH-type transcriptional regulator HdfR (DMGGCLNA_00572)
putative GST-like protein YibF (DMGGCLNA_00574) | |
putative protein YeaR (DMGGCLNA_00566)
570 569 \ \ T Anaerobic nitric oxide reductase transcription regulator NorR (DMGGCLNA_00565)

I I I
IMGPR _plasmid 2847787641 _000002: 554,590-580,107 (-)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (NPCGGHBN_00348)
Anaerobic nitric oxide reductase flavorubredoxin (NPCGGHBN_00354)
Nitric oxide reductase FIRd-NAD(+) reductase (NPCGGHBN_00353)
HTH-type transcrlptlonal regulator NimR (N PCGGHBN_00350)
HTH-type transcriptional regulatorﬂ?R NPCGGHBN 00349 Anaerobic nitric oxide reductase transcription regulator NorR (NPCGGHBN_00358)
putative GST-like protein YibF (NPCGC GHBN_OO347)putatlve protein YdcY (NPCGGHBN_00356)
putative protein YeaR (NPCGGHBN_00355)
351 352 | | 557 |

— I —
IMGPR_plasmid_3300027750_000009: 344,916-371,000 (+)
2-hydroxy-6-oxononadienedioate/2-hydroxy-6-oxononatrienedioate hydrolase (AANOHJHG_00378)
HTH-type transcriptiongrregulator HdfR (AANOHJHG_00380)
putative GST-like protein YibF (AANOHJHG_00377)
Soluble epoxide hydrolase (AANOHJHG_00379)
s76 | | T | 386
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IMGPR _plasmid_2645727744_000002: 341,337-359,846 (+)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (FILNDGAO_00567)
putative GST-like protein YibF (FJLNDGAO_00566)
565 | | HTH-type transcriptional regulator YofA (FJLNDGAO_00568)
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IMGPR_plasmid_2821056566_000001: 550,667-568,243 (+)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (CFCALMGK_00477)
HTH-type transcriptional regulator HdfR (CFCALMGK_00476)
putative GST-like protein YibF (CFCALMGK_00478)
putative signaling protein (CFCALMGK_00474)
481 | | | 475 B73472 putative iron export permease protein FetB (CFCALMGK_00466)

i HEB{-—ECE-adHEEHED DD

I I — —_—
IMGPR _plasmid_2617270728_000002: 471,583-490,844 (-)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (EMPOABAI_00135)
HTH-type transcriptional regulator HdfR (EMPOABAI_00136)
putative GST-like protein YibF (EMPOABAI_00134)
133 [ | | 137138139

O HTO-H-ECE-CKHTDCHED-D-O0
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IMGPR_plasmid_2847782834_000002: 121,045-140,325 (+)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (KOGDCLBB_00187)
HTH-type transcriptional regulator NimR (KOGDCLBB_00189)
HTH-type transcriptional regulator HdfR (KOGDCLBB_00188)
'N-acyl homoserine lactonase (KOGDCLBB_00193) Protein UmuC (KOGDCLBB_00199)
184 186 191 Protein UmuC (KOGDCLBB_00198)
185 190192 194 195 196197 | | 200
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IMGPR_plasmid_2821051985_000003: 175,887-206,692 (+)
Zinc-type alcohol dehydrogenase-like protein (DKMNKLHO_00057)
HTH-type transcriptional regulator DmIR (DKMNKLHO_00056)
N-acyl homoserine lactonase (DKMNKLH0,000éZ)J
Penicillin-binding protein 4* (DKMNKLHO_00061)
64 63 | 60 59 58 | 51
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IMGPR_plasmid_2675903586_000004: 52,505-75,014 (-)

Zinc-type alcohol dehydrogenase-like protein (DLNMEJCL_00179)
N-acyl homoserine lactonase (DLNMEJCL_00174)
Penicillin-binding protein 4* (DLNMEJCL_00175)
172
T173 ‘ 176 177 178 ‘ HTH-type transcriptional regulator DmIR (DLNMEJCL_00180)

I
IMGPR_plasmid_2926248961_000002: 166,174-188,531 (+)
Zinc-type alcohol dehydrogenase-like protein (CPGGLMBL_00580)
HTH-type transcriptional regulator AqdR (CPGGLMBL_00574;
47 kDa outer membrane protein (CPGGLME[OOS72)
N-acyl homoserine lactonase (CPGGLMBL_00575)
571 Penicillin-binding protein 4* (CPGGLMBL_00576)
Putative alkyl/aryl-sulfatase YjcS (CPGGLMBL_00569) 570 T 573 \ \ 577 578 579 \ HTH-type transcriptional regulator DmIR (CPGGLMBL_00581)

I I

IMGPR _plasmid_3300031132_000037:567,223-597,677 (+)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (FHMNCJAA_00483)
Zinc-type alcohol dehydrogenase-like protein (FHMNCJAA_00471)
HTH-type transcriptional regulator NimR (FHMNCJAA_00481)
HTH-type transcriptional regulatorT-rfR (FHMNCJAA _00482)
putative GST-like protein YibF (FHMNCJAA 00484)
N- acyl homoserlne lactonase (FHMNCJAA_00476)
Penicillin-binding protein 4* (FHMNCJAA_00475)
479
478

485 480 |[477.

474 473 472 HTH-type transcriptional regulator DmIR (FHMNCJAA_00470)
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IMGPR _plasmid_2597490175_000003: 466,918-494.373 (-)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (KDPEGJFG_00066)
HTH-type transcrﬁtﬁnal regulator NimR (KDPEGJFG_00064)
HTH-type transcriptional‘regulatoﬁ-ﬁfR (KDPEGJFG_00065)
putative GST-like protein YibF (KDPEGJFG_00067)Zinc-type alcohol dehydrogenase-like protein (KDPEGJFG_00055)
N‘-acyl homoserine lactonase (KDPEGJFG_00060)
Penicillin-binding protein 4* (KDPEGJFG_00059)
| 636261 | 58 57 56 | HTH-type transcriptional regulator DmIR (KDPEGJFG_00054)
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IMGPR _plasmid_2617271107_000002: 50,880-79,242 (-)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (MPPHIKPG_00156)
Anaerobic sulfatase-maturating enzyme (MPPHIKPG_00143)

N-acetylgalactosamine-6-O-sulfatase (MPPHIKPG_00142) putative GST-like protein YibF (MPPHIKPG_00155)
Long-chain fatty acid transport protein (MPPHIKPG_00141) 146 151 HTH-type transcriptional regulator HdfR (MPPHIKPG_00157)
140 \ | 144 1457 147 148 149 150 [152 153 154 | | [ 162
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IMGPR _plasmid_2924459726_000003: 132,913-162,899 (+)
Anaerobic sulfatase-maturating enzyme (BAPHLPBM_00024)
Long-chain fatty acid transport protein (BAPHLPBM_00026) mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (BAPHLPBM_00011)
N-acetylgalactosamine-6-O-sulfatase kBAPH LPBM_00025) putative GST-like protein YiFF'(TEAPH LPBM_00012)

Putative alkyl/aryl-sulfatase YjcS (BAPHLPBM_00029) 28 27 \ \ 23 222120 19 18 17 16 15 14 13 HTmypé transcriptional regulator HdfR (BAPHLPBM_00010)

— _—
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IMGPR _plasmid_2821065626_000003: 2,292-39,905 (-)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (PEJNJMHG_00309)
putative GST-like protein YibF (PEJNJMHG_00310)
47 kDa outer membrane protein (PEJNJWG_bOSiZ)
Putative alkyl/aryl-sulfatase YjcS (PEJNJMHG,OO§15)
313 ‘

314 | 311

HTH-type transcriptional regulator HdfR (PEJNJMHG_00308)
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IMGPR _plasmid_2716884865_000003: 315,353-335,932 (-)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (JOLEHMEE_00236)
putative GST-like protein YibF (JOLEHMEE_00235)
47 kDa outer membrane protein (JOLEHWE_bO233)
Putative alkyl/aryl-sulfatase YjcS (JOLEHMEE_OOESO)
232 ‘

231 234

HTH-type transcriptional regulator HdfR (JOLEHMEE_00237)

— -—
IMGPR _plasmid_2767802444_000003: 223,400-243,973 (+)

mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (DDAJIGAL_00387)
putative GST-like protein YibF (DDAJIGAL_00386)
47 kDa outer membrane protein (DDAJ IGAL_00384)
Putative alkyl/aryl-sulfatase YjcS (DDAJIGAL_00381)

385 ‘ HTH-type transcriptional regulator HdfR (DDAJIGAL_00388)

383
382 |
I _—
IMGPR plasmid_2876605999_000001: 382,009-402,587 (+)
1S3 family transposase ISEhe3 (MJEPEFFI_00376) 383
375 | 377378 | 384385 386

cHOCHTTO-O-GHH-EHEED-DEHAD

I I L |
IMGPR _plasmid_2876561215_000002: 356,246-373,473 (+)
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