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Trehalose-recycling ABC transporter (VF0842) (KMPFNIEF_00124)
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HTH-type transcriptional repressor CsqR (KMPFNIEF_00126)
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Purine-binding protein (KMPFNIEF_00131)

Hydroxydechloroatrazine ethylaminohydrolase (KMPFNIEF_00132)
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putative methylxanthine N7-demethylase NdmC (KMPFNIEF_00134)
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Catabolite control protein A (KMPFNIEF_00139)
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Trehalose-recycling ABC transporter (VF0842) (KMPFNIEF_00141)

Diacetylchitobiose uptake system permease protein DasC (KMPFNIEF_00142)
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Hydroxydechloroatrazine ethylaminohydrolase (BEKJBHJD_00226)
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putative methylxanthine N7-demethylase NdmC (GPAFEJLP_00307)

308309
310

IS30 family transposase ISRle2 (GPAFEJLP_00311)
Catabolite control protein A (GPAFEJLP_00312)

313

IMGPR_plasmid_2718218269_000002 116668:140596(+)
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Catabolite control protein A (AOHAMFLN_00126)

127

IMGPR_plasmid_2718218233_000002 105900:128876(+)
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Purine-binding protein (IOCDBMMO_00119)

Hydroxydechloroatrazine ethylaminohydrolase (IOCDBMMO_00120)

121

putative methylxanthine N7-demethylase NdmC (IOCDBMMO_00122)

123 124

IS30 family transposase ISRle2 (IOCDBMMO_00125)
Catabolite control protein A (IOCDBMMO_00126)

127

IMGPR_plasmid_2718218232_000002 121823:139925(+)
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Purine-binding protein (OHLKPOPO_00318)
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