
S8 Fig. Root mean square distance for BiuH active site and biuret during molecular 
dynamics simulation.  Top: Root mean square distance from the crystallographic 
conformation for active site residues and biuret over the course of a 500 ns molecular 
dynamics simulation.  Bottom: Distributions of root mean square distances from the 
crystallographic conformation for active side residues during a 500 ns molecular dynamics 
simulation. 
 

 

 
 


