
 
	
  
	
  
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

S1 Fig. CpG methylation level distribution in different genomic regions (A) in blood (B) in 

brain.  In both tissues, data from three individuals are shown. For blood, a newborn 

(red), a 26-year old (blue), and a centenarian.  For brain, a newborn (red), a 25-year old 

(blue) and an 82-year old (green).	
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