Glutathione transport system permease protein GsiD (AAOLFHMI_00003)
Dipeptide transport system permease protein DppB (AAOLFHMI_00004)
‘ Control_protein_00008 control (AAOLFHMI_00006)
Glutathione import ATP-binding protein GsiA (AAOLFHMI_00002)
1 \ Heme-binding protein A (AAOLFHMI_00005)7 8 9 10 11 12
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IMGPR_plasmid_2802428858_000037: 188-11,781 (+)
Glutathione transport system permease protein GsiD (FCAHNOBK_00040)
Control_protein_00008 control (FCAHNOBK_00037)
Glutathione import ATP-binding protein GsiA (FCAHNOBK_00041)
‘ Heme-binding protein A (FCAHNOBK_00038)
42 Dipeptide transport system permease protein DppB (FCAHNOBK_00039) 36
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IMGPR _plasmid_2802428860_000029: 35,595-46,992 (-)
Glutathione transport system permease protein GsiD (GJKCEAEE_00040)

Glutathione import ATP-binding protein GsiA (GJ KCEAEE,OOO41) Control_protein_00008 control (GJKCEAEE_00037)
| Heme-binding protein A (GJKCEAEE_00038)
42 Dipeptide transport system permease protein DppB (GJRCEAEE_OOOB?)\ 36
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IMGPR _plasmid_2921250672_000032: 33,539-46,110 (-)
Glutathione transport system permease protein GsiD (CFNBFDCH_00004)

Glutathione import ATP-binding protein GsiA (CFNBFDCH_00003) Control_protein_00008 control (CFNBFDCH_00007)
Peptidase T (CFNBFDCH_00001) \ Heme-binding protein A (CFNBFDCH_00006)
2 Dipeptide transport system permease protein DppB (CFNBFDCH_OOOO5) 8 9

- H K K K D Hh—O I AT

IMGPR_plasmid_3300033464_000072: 235-14,167 (+)
Control_protein_00008 control (CALNCOFE_00037)
Vitamin B12 import ATP-binding protein BtuD (CALNCOFE_00040)
Heme-binding protein A (CALNCOFE_00038)
41 Dipeptide transport system permease protein DppB (CALNCOFE,OOOS?) 36
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IMGPR _plasmid 2802428862 _000031: 35,550-47,144 (-)
Glutathione transport system permease protein GsiD (PMOLGFLH_00042)
Control_protein_00008 control (PMOLGFLH_00039)
Glutathione import ATP-binding protein GsiA (PMOLGFLH_00043)
‘ Heme-binding protein A (PMOLGFLH_00040)
4544 Dipeptide transport system permease protein DppB (PMOLGFLH_00041] 38 37 32

DA K K K D I bD—H—AdK K

IMGPR _plasmid 2802428861 000020: 36,581-49,660 (-)
Dipeptide transport system permease protein DppC (CODCJEFC_00035)
Glutathione import ATP-binding protein GsiA (CODCJEFC_00036) Control_protein_00008 control (CODCJEFC_00032)
\ Heme-binding protein A (CODCJEFC_00033)
39 38 37 Dipeptide transport system permease protein DppB (COBCJEFC_OOO34Y 31 30 25 24
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IMGPR _plasmid_2858771493_000042:25,276-39,085 (-) =
Control_protein_00008 control (EIOHCOJH_00004)
Control_protein_OO%S control (EIOHCOJH_00005)
Heme-binding protein A (EIOHCOJH_00003)
12 | 6 7

e DT —D 1 CKEEKETTTTTTT

-
IMGPR _plasmid_2839265932_000040: 24-8,529 (+)
Oligopeptide transport ATP-binding protein OppF (DFHHNKBF_00039)
Dipeptide transport system permease protein DppB (DFHHNKBF_00036)
Glutathione transport system permease protein GsiD (DFHHNKBF_00037)
Control_protein_00008 control (DFHHNKBF_00034)
HTH-type transcriptional regulator SgrR (DFHHNKBF_00035)
Vitamin B12 import ATP-binding protein Btub (DFHHNKBF_00638) \ 3332 31 26 25
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IMGPR _plasmid_2855810555_000042:27,623-40,744 (-)
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