
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

  

 

  

Figure S1. The overall workflow of the analytical approach 

Tested 70 samples on EPIC chips  

59 samples survived quality control (26 

children and 33 mothers) 

Selected top 5% probes based on 

variance (40936) 

Used mCSEA R package to 

identify DMRs (promoter regions)  

Children (unexposed = 10, 

exposed = 16) 

Mothers (unexposed = 13, 

exposed = 20) 

Identified 16 significant DMRs Identified 24 significant DMRs 

Identify overlap in DMRs between 

mothers and children 

Identify DMRs associated with 

intergenerational exposure to 

genocide 

Independent t-test  


