VanH-AQV family D-lactate dehydrogenase (NFO00112.1) (GHDKJJMN_00021)
Glutathione transport system permease protein GsiD (GHDKJJMN_00011)
Glutathione transport system permease protein GsiC (GHDKJJMN_00012)
HTH-type transcriptional regulator YjiE (GHDKJJMN_00015)
Beta-peptidyl aminopeptidase BapA (GHDKJJMN_00016)

Oligopeptide transport ATP-binding protein OppD (GHDKJJMN_00010) ‘ ﬁutC family protein YJgH (GHDKJJMN_00019)
ABC-type heme transporter (VF0739) (GHDKJJMN_00009) D-alanine aminotransferase (GHDKJJMN._t 000173_1
Curved DNA-binding protein (GHDKJJMN_00002) Periblasmic‘dipepti‘de transport protein (GHDKJJMN_00013) FbpABC (VF0272) (GHDKJJMN_00022)
Toxin FitB (GHDKJJMN_00007) \ J PEB1 (VF0327) (GHDKJJMN_00023)
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Glutathione transport system permease protein GsiD (DHJBBCGJ_00114)
Glutathione transport system permease protein GsiC (DHJBBCGJ_00113)
Oligopeptide transport ATP-binding proteih OppD (DHJBBCGJ_00115)
HTH-type transcriptional regulator YjiE (DHJBBCGJ_00110)
ABC-type heme transporter (VF0739) (DHJBBCGJ_00116) Beta-peptidyl aminopeptidase BapA (DHJBBCGJ_00108)
Periplasmic dipeptide transport protein (DHJBBCGJ_00112)
N-substituted formamide deformylase (DHJBBCGJ_00111)
Toxin FitB (DHJBBCGJ_00118) D-alanine aminotransferase (DHJBBCGJ_00107)
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Curved DNA-binding protein (DHJBBCGJ_00123)

Glutathione transport system permease protein GsiD (BMCNIPEA_00121)
Glutathione transport system permease protein GsiC (BMCNIPEA_00120)
Oligopeptide transport ATP-binding protelh OppD (BMCNIPEA_00122)
l\‘ L HTH-type transcriptional regulator YjiE (BMCNIPEA_00117)
ABC-type heme transporter(VFO739 BMCNIPEA_00123) Beta-peptidyl aminopeptidase BapA (BMCNIPEA_00116)
Perlplasmlc dlpeptlde transport protein (BMCNIPEA 00119
Curved DNA-binding protein (BMCNIPEA_00127) ‘ D-alanine aminotransferase (BMCNIPEA_00115)
127 125 124 123 N-substituted formamide deformylase (BMCNIPEA_00118) 113
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Vitamin B12 import ATP-binding protein BtuD (GCNEBGJA_00010)
T HTH-type transcriptional regulator Y;jiE (GCNEBGJA_00013)
ABC-type heme transporter (VF0739) (GCNEBGJA_00009)
Beta-peptidyl aminopeptidase BapA (GCNEBGJA_00014)

Curved DNA-binding protein (GCNEBGJA_00002) Periplasmic dipeptide transport protein (GCNEBGJA_OO(?ll)
Toxin FitB (GCNEBGJA_OOOO7) D-alanine aminotransferase (GCNEBGJA_00015)
1 3 4 5 6 |8 | N-substituted formamide deformylase (GCNEBGJA 00012) 16
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Vitamin B12 import ATP-binding protein BtuD (OCBFOMFO_00101)
HTH-type transcriptional regulator YjiE (OCBFOMFO_00098)
ABC-type heme transporter (VF0739) (OCBFOMFO_00102)
‘ Beta-peptidyl aminopeptidase BapA (OCBFOMFO_00097)
Periplasmic dipeptide transport protein (OCBFOMFO_00100)

Toxin FitB (OCBFOMFO_00104) D-alanine aminotransferase (OCBFOMFO_00096)
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