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a)	 SER	35	 TYR	75	

SER	76	 THR	77	

GLY	78	 VAL	120	



	

	

	
	 	

Figure.	The average distance of the peptides (RALP1-2 and WYT1-2) a) residues corresponding 
S1ʹ and S2ʹ binding pockets b) residues corresponding S4 binding pockets of renin observed 
during the simulation of 200ns.  	

b)	 LEU	114	 GLY	217	

PHE	242	 HIS	287	


