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Figure S1: Sequence alignment of DprE1 with structurally related flavoenzymes.  
Alignment of DprE1 from M. smegmatis with alditol oxidase (PDB entry 2VFS) and with cytokinin 
dehydrogenase (PDB entry 1W1Q). The location of secondary structure elements in the DprE1 structure 
is shown beneath the alignment with disordered regions indicated with grey boxes. FAD-binding histidine 
residues in 2VFS and 1W1Q are shown in green boxes. The position of DprE1 Cys394 and equivalent 
residues in the two other structures is indicated with red boxes.  
 
 


