
	
  
Figure  S3:  Overview  of   the   introduced   amino   acids   on   each  position   in  both   libraries.   The  
figure  represents  two  libraries  generated  by  Rosetta  based  on  starting  structures  originating  
from   a   molecular   dynamics   simulation   of   0.1   and   5   ns,   respectively.   Residues   are   only  
displayed  when  they  occurred  in  more  than  5%  of  the  sequences  on  a  given  position.    

	
  


