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mean rank of species in main cluster
Listeriaceae
Bacillaceae
Cluster

1 -.- malM Putative 4-alpha-glucanotransferase
- N

1 l“ I-- Putative maltose/maltodextrin-binding protein
1 1
1)
1o | I
1 | I malA Maltodextrose utilization protein malA
19 | I I-- malD Putative maltodextrin transport system permease
19 I | I|_ malC Maltodextrin transport system permease
19 IIlIII ”II.IIIIII amyA Putative cyclomaltodextrin glucanotransferase
19 I | I-I-I"I amyB Putative cyclomaltodextrinase

19 | I“.- malX Maltose/maltodextrin-binding protein

malR Putative maltose operon transcriptional repressor

malF Putative maltose/maltodextrin ABC transport system

malG Putative maltose/maltodextrin ABC transport system

Putative transcription regulator (Lacl family regulators of proteins involved in maltodextrin uptake and metabolism)



