
 

 
S6_Fig. Root mean square deviation (RMSD) of individual chains during triple helix folding. 

For an example folding simulation the RMSD (non-hydrogen atoms) with respect to the native 

triple helical conformation vs. time is indicated (black curve: RMSD vs time of complete 

structure; violet: simulation starting from the triple helix; dark/light blue: RMSD of separate 

chains.   


