
 
 
 
 
 
 
 
 

 
 
 
Fig. S6: Radius of gyration of the hydrophobic residues versus the rmsd from the 
experimentally determined structure of AncCR for a single FRODA run.  By using the 
hydrophobic radius of gyration we select against non-native like structures and only seed 
the ensuing REMD simulations with collapsed structures, many of which are native-like. 
 


