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to Alkylating Agents is a Flavin-Containing, DNA-Binding Protein” by Mukta S. Rohankhedkar, 

Scott B. Mulrooney, William J. Wedemeyer, and Robert P. Hausinger. 

 

Figure S1. Consensus of secondary-structure predictions from the PsiPred  (3, 6), SAM-T2K (4), 

SABLE2 (1), and PROFsec (7) servers, the four best-validated methods (5). Results are shown 

for only the C-terminal domain (residues 441-541) of AidB; red and blue indicate high and low 

probability, respectively, while the magenta bars at the bottom of each section indicate every 

tenth residues. These predictions are consistent with the hypothesis that the C-terminal domain 

adopts a four-helix bundle similar to that seen in the 1IS2 structure. 

 

Figure S2. Alignment of 34 non-redundant, full-length homologs of AidB. Absolutely conserved 

residues are indicated in red, whereas conserved residues are indicated in yellow. The residue 

numbering at the top is taken from AidB. This Figure was produced with the ESPript server (2). 
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