
IMGPR_plasmid_3300045093_000181: 226-24,603 (+)

1

Proline synthesis (VF0812) (MGJCEMPG_00002)

Queuosine precursor transporter (MGJCEMPG_00003)

4

Citrate synthase 1 (MGJCEMPG_00005)

Acetyl-CoA:oxalate CoA-transferase (MGJCEMPG_00006)

HTH-type transcriptional regulator CynR (MGJCEMPG_00007)
Leucine-, isoleucine-, valine-, threonine-, and alanine-binding protein (MGJCEMPG_00008)
High-affinity branched-chain amino acid transport system permease protein LivH (MGJCEMPG_00009)

10

ABC-type heme transporter (VF0739) (MGJCEMPG_00011)

mads_8 (MGJCEMPG_00012)

Aspartate racemase (MGJCEMPG_00013)

N-acyl-D-aspartate deacylase (MGJCEMPG_00014)

Glutathione S-transferase GST-4.5 (MGJCEMPG_00015)

Aldose sugar dehydrogenase YliI (MGJCEMPG_00016)

17

Riboflavin transporter (MGJCEMPG_00018)
19

20 21

Alcohol dehydrogenase (MGJCEMPG_00022)

23

Transcriptional regulator KdgR (MGJCEMPG_00024)

Arginase (MGJCEMPG_00025)
Ornithine aminotransferase (MGJCEMPG_00026)

IMGPR_plasmid_3300044935_000159: 53-24,825 (+)

1

Proline synthesis (VF0812) (EBEJMEHN_00002)

Queuosine precursor transporter (EBEJMEHN_00003)

4

Citrate synthase 1 (EBEJMEHN_00005)

Acetyl-CoA:oxalate CoA-transferase (EBEJMEHN_00006)

HTH-type transcriptional regulator CynR (EBEJMEHN_00007)
Leucine-, isoleucine-, valine-, threonine-, and alanine-binding protein (EBEJMEHN_00008)
High-affinity branched-chain amino acid transport system permease protein LivH (EBEJMEHN_00009)

10

ABC-type heme transporter (VF0739) (EBEJMEHN_00011)

mads_8 (EBEJMEHN_00012)

Aspartate racemase (EBEJMEHN_00013)

N-acyl-D-aspartate deacylase (EBEJMEHN_00014)

Glutathione S-transferase GST-4.5 (EBEJMEHN_00015)

Aldose sugar dehydrogenase YliI (EBEJMEHN_00016)

17

Riboflavin transporter (EBEJMEHN_00018)
19

20 21

IMGPR_plasmid_3300045103_000087: 20-45,989 (+)

1

Capsule (VF0079) (MDNAGHPG_00002)

3

Michele_2A_hits_grouped (MDNAGHPG_00004)

5

CAI-1 (VF0405) (MDNAGHPG_00006)

L-threonine 3-dehydrogenase (MDNAGHPG_00007)
8

Leucine-, isoleucine-, valine-, threonine-, and alanine-binding protein (MDNAGHPG_00009)

HitABC (VF0268) (MDNAGHPG_00010)

L-arabinose transport system permease protein AraQ (MDNAGHPG_00011)

Trehalose-recycling ABC transporter (VF0842) (MDNAGHPG_00012)

SP41 (VF0694) (MDNAGHPG_00013)

Proline synthesis (VF0812) (MDNAGHPG_00014)

Queuosine precursor transporter (MDNAGHPG_00015)

16

Citrate synthase 1 (MDNAGHPG_00017)

Acetyl-CoA:oxalate CoA-transferase (MDNAGHPG_00018)

HTH-type transcriptional regulator CynR (MDNAGHPG_00019)

Leucine-, isoleucine-, valine-, threonine-, and alanine-binding protein (MDNAGHPG_00020)
High-affinity branched-chain amino acid transport system permease protein LivH (MDNAGHPG_00021)

22

ABC-type heme transporter (VF0739) (MDNAGHPG_00023)

mads_8 (MDNAGHPG_00024)
Aspartate racemase (MDNAGHPG_00025)

N-acyl-D-aspartate deacylase (MDNAGHPG_00026)

Glutathione S-transferase GST-4.5 (MDNAGHPG_00027)

Aldose sugar dehydrogenase YliI (MDNAGHPG_00028)

29

Riboflavin transporter (MDNAGHPG_00030)

31
32 33

IMGPR_plasmid_3300046288_000184: 287,343-332,777 (-)

267
268

269

Riboflavin transporter (CHJIBGNP_00270)

271

Aldose sugar dehydrogenase YliI (CHJIBGNP_00272)

Glutathione S-transferase GST-4.5 (CHJIBGNP_00273)

N-acyl-D-aspartate deacylase (CHJIBGNP_00274)

Aspartate racemase (CHJIBGNP_00275)
mads_8 (CHJIBGNP_00276)

ABC-type heme transporter (VF0739) (CHJIBGNP_00277)

278

High-affinity branched-chain amino acid transport system permease protein LivH (CHJIBGNP_00279)
Leucine-, isoleucine-, valine-, threonine-, and alanine-binding protein (CHJIBGNP_00280)

HTH-type transcriptional regulator CynR (CHJIBGNP_00281)

Acetyl-CoA:oxalate CoA-transferase (CHJIBGNP_00282)

Citrate synthase 1 (CHJIBGNP_00283)

284

Queuosine precursor transporter (CHJIBGNP_00285)

Proline synthesis (VF0812) (CHJIBGNP_00286)

SP41 (VF0694) (CHJIBGNP_00287)

Trehalose-recycling ABC transporter (VF0842) (CHJIBGNP_00288)

L-arabinose transport system permease protein AraQ (CHJIBGNP_00289)

HitABC (VF0268) (CHJIBGNP_00290)

Leucine-, isoleucine-, valine-, threonine-, and alanine-binding protein (CHJIBGNP_00291)

292
L-threonine 3-dehydrogenase (CHJIBGNP_00293)

CAI-1 (VF0405) (CHJIBGNP_00294)

295

Michele_2A_hits_grouped (CHJIBGNP_00296)

297

Capsule (VF0079) (CHJIBGNP_00298)

299

IMGPR_plasmid_3300045834_000079: 285,014-330,092 (-)

264
265

266

Riboflavin transporter (ADGEDMAN_00267)

268

Aldose sugar dehydrogenase YliI (ADGEDMAN_00269)

Glutathione S-transferase GST-4.5 (ADGEDMAN_00270)

271

Glutamate racemase (ADGEDMAN_00272)
mads_8 (ADGEDMAN_00273)

ABC-type heme transporter (VF0739) (ADGEDMAN_00274)

275

High-affinity branched-chain amino acid transport system permease protein LivH (ADGEDMAN_00276)
Leucine-, isoleucine-, valine-, threonine-, and alanine-binding protein (ADGEDMAN_00277)

HTH-type transcriptional regulator CynR (ADGEDMAN_00278)

Acetyl-CoA:oxalate CoA-transferase (ADGEDMAN_00279)

Citrate synthase 1 (ADGEDMAN_00280)

281

Queuosine precursor transporter (ADGEDMAN_00282)
Proline synthesis (VF0812) (ADGEDMAN_00283)

SP41 (VF0694) (ADGEDMAN_00284)

Trehalose-recycling ABC transporter (VF0842) (ADGEDMAN_00285)

L-arabinose transport system permease protein AraQ (ADGEDMAN_00286)

HitABC (VF0268) (ADGEDMAN_00287)

Leucine-, isoleucine-, valine-, threonine-, and alanine-binding protein (ADGEDMAN_00288)

289
L-threonine 3-dehydrogenase (ADGEDMAN_00290)

CAI-1 (VF0405) (ADGEDMAN_00291)

292

Michele_2A_hits_grouped (ADGEDMAN_00293)

294

Capsule (VF0079) (ADGEDMAN_00295)

296

IMGPR_plasmid_3300045603_000074: 308,013-354,485 (-)

286
287

288

Riboflavin transporter (OAPIPHEO_00289)

290

Aldose sugar dehydrogenase YliI (OAPIPHEO_00291)

Glutathione S-transferase GST-4.5 (OAPIPHEO_00292)

N-acyl-D-aspartate deacylase (OAPIPHEO_00293)

Aspartate racemase (OAPIPHEO_00294)
mads_8 (OAPIPHEO_00295)

ABC-type heme transporter (VF0739) (OAPIPHEO_00296)

297

High-affinity branched-chain amino acid transport system permease protein LivH (OAPIPHEO_00298)
Leucine-, isoleucine-, valine-, threonine-, and alanine-binding protein (OAPIPHEO_00299)

HTH-type transcriptional regulator CynR (OAPIPHEO_00300)

Acetyl-CoA:oxalate CoA-transferase (OAPIPHEO_00301)

Citrate synthase 1 (OAPIPHEO_00302)

303

Queuosine precursor transporter (OAPIPHEO_00304)

Proline synthesis (VF0812) (OAPIPHEO_00305)

SP41 (VF0694) (OAPIPHEO_00306)

Trehalose-recycling ABC transporter (VF0842) (OAPIPHEO_00307)

L-arabinose transport system permease protein AraQ (OAPIPHEO_00308)

HitABC (VF0268) (OAPIPHEO_00309)

Leucine-, isoleucine-, valine-, threonine-, and alanine-binding protein (OAPIPHEO_00310)

311
L-threonine 3-dehydrogenase (OAPIPHEO_00312)

CAI-1 (VF0405) (OAPIPHEO_00313)

314

Michele_2A_hits_grouped (OAPIPHEO_00315)

316

Capsule (VF0079) (OAPIPHEO_00317)

UDP-N-acetyl-D-glucosamine 6-dehydrogenase (OAPIPHEO_00318)
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