Galactose/methyl galactoside import ATP-binding protein MglA (KMPFNIEF_00130)
Glycerophosphodiester phosphodiesterase, cytoplasmic (KMPFNIEF_00125)
putaﬂve methylxanthine N7-demethylase NdmC (KMPFNIEF_00134)
putative rlboflavm import permease protem RfuC (KMPFNIEF_00129)
Trehalose- recycllng ABC transporter (VF0842) (KMPFNIEF_00124) Trehalose-recycling ABC transporter (VF0842) (KMPFNIEF_00141)
Hydroxydechloroatrazme ethylamlnohydrolase (KMPFNIEF_00132)
HTH-type transcriptional repressor CsgR (KMPFNIEF 00126) Catabolite control protein A (KMPFNIEF_00139)
Purine- b|nd|ng protein (KMPENIEF_00131) 137 ‘
127 128 | | | 133 | 135136 138 140 Diacetylchitobiose uptake system permease protein DasC (KMPFNIEF_00142)
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—
IMGPR_plasmid_2852395405_000003 132548:151763(+)

putative methylxanthine N7-demethylase NdmC (DFOGHLDA_00121)
Hydroxydechloroatrazine ethylaminohydrolase (DFOGHLDA_00119)
Catabolite control protein A (DFOGHLDA_00125)
124
Purine-binding protein (DFOGHLDA_00118) 120 1221&3T 126

K &K

—
IMGPR_plasmid_2728369352_000002 116416:134560(+)

putative methylxanthine N7- demethylase NdmC (BEKJBHJD_00224)
Hydroxydechloroatrazine ethylamlnohydrolase lase (BEKJBHJD_00226)
1S30 famlly transposase ISRle2 (BEKJBHJD_00220) L-arabinose transport system permease protein AraQ (BEKJBHJD_00212)
Catabolite control protein A (BEKJBHJD_00219)

2%1 Inulin fructotransferase [DFA-I-forming] (BEKJBHJD_00214)
Purine-binding protein (BEKJBHJD_00227) 225 223222 218 BopD (VF0362) (BEKJBHJD_00213)

—
IMGPR_plasmid_2842422224 000001 214443:238370(-)

putative methylxanthine N7-demethylase NdmC (GPAFEJLP_00307)
Hydroxydechloroatrazine ethylaminohydrolase (GPAFEJLP_00305)
1S30 family transposase ISRle2 (GPAFEJLP_00311)
Catabolite control protein A (GPAFEJLP_00312)
310
Purine-binding protein (GPAFEJLP_00304) 306 308329T 313

I . Gl G

I
IMGPR_plasmid_2838068647_000001 303798:327725(+)

putative methylxanthine N7-demethylase NdmC (AOHAMFLN_00122)
Hydroxydechloroatrazine ethylaminohydrolase (AOHAMFLN_00120)
1S30 family‘transposase ISRle2 (AOHAMFLN_00125)
Catabolite control protein A (AOHAMFLN_00126)
Purine-binding protein (AOHAMFLN_00119) 121 \ 123124 \ 127
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—
IMGPR _plasmid_2718218269_000002 116668:140596(+)

putative methylxanthine N7-demethylase NdmC (GCPAJEGG_00114)
Hydroxydechloroatrazine ethylaminohydrolase (GCPAJEGG_00112)
Catabolite control protein A (GCPAJEGG_00117)
Purine-binding protein (GCPAJEGG_00111) 113 \ 115 116 118
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I
IMGPR_plasmid_2718218233_.000002 105900:128876(+)

putative methylxanthine N7- demethylase NdmC (IOCDBMMO_00122)
Hydroxydechloroatrazine ethylamlnohydrolase ase (IOCDBMMO_00120)

1S30 family transposase ISRIe2 (IOCDBMMO_00125)
Catabolite control protein A (IOCDBMMO_00126)
Purine-binding protein (IOCDBMMO_00119) 121 | 123124 | 127

I
IMGPR_plasmid_2721755819_000002 116668:140596(+)

putative methylxanthine N7-demethylase NdmC (MJMPDBIM_00124)
Hydroxydechloroatrazine ethylaminohydrolase (MJMPDBIM_00122)
Catabolite control protein A (MJMPDBIM_00127)
Purine-binding protein (MJMPDBIM_00121) 123 \ 125 126 128

O O O K

—
IMGPR_plasmid_2718218232_000002 121823:139925(+)

Cellulose synthase catalytic subunit [UDP-forming] (HEFIIOIP_00197)
Aclacinomycin methylesterase RdmC (HEFIIOIP_00193)
putative methylxanthine N7-demethylase NdmC (HEFIIOIP_00200) Glutathione S-transferase GST-6.0 (HEFIIOIP_00194)
Hydroxydechloroatrazine ethylaminohydrolase (HEFIIOIP_00202) Catabolite control protein A (HEFIIOIP_00192)
Purine-binding protein (HEFIIOIP_00203) 200 | 198 197 | 195 194 [ 190

O O X (@ @ CEKH T @

—
IMGPR_plasmid_2842205361_000006 190553:217053(-)

Cellulose synthase catalytic subunit [UDP-forming] (MPKNICMG_00118)
putative methylxanthine N7-demethylase NdmC (MPRNICMG_OOllS) Aclacinomycin methylesterase RAmC (MPKNICMG_00122)
Glutathione S-transferase GST-6.0 (MPKNICMG_00121)
Hydroxydechloroatrazine ethylaminohydrolase (MPKNICMG_00113) Catabolite control protein A (MPKNICMG_00123)
Purine-binding protein (MPKNICMG_00112) 114 | 116 117 | 119 120 || 124

O F F X EETECIE [

IMGPR _plasmid 2842278818 000005 111562:138062(+)
putative methylxanthine N7-demethylase NdmC (OHLKPOPO_00321) Aclacinomycin methylesterase RdAmC (OHLKPOPO_00329)
Hydroxydechloroatrazine ethylaminohydrolase (OHLKPOPO_00319) Glutathione S-transferase GST-6.0 (OHLKPOPO_00328)

IS30 family transposase ISRIe2 (OHLKPOPO_00326) [ |
Cellulose synthase catalytic subunit [UDP-forming] (OHLKPOPO_00324) Catabolite control protein A (OHLKPOPO_00330)
Purine-binding protein (OHLKPOPO_00318) | 319 | 321 322 324 | 326 | | 330

I I I G N S S

—
IMGPR_plasmid_2791355256_000011 317637:345227(+)
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