
 

 

 
Figure S3: Expected error term variance in the transmissibility model versus mendelian 

sampling variance in the true model (𝑦𝑖 = 𝒙𝒊𝜷 + 𝑎𝑖 + 𝑒𝑝𝑖𝑖 + 𝑠𝑝𝑖 + 𝑒𝑖).  
 

Each point corresponds to different combination of H
2
 from 0.1 to 0.9 and r in the true model. 
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coefficient of transmission, 𝜆𝑠 , 𝜆𝑑 : sire and dam epigenetic path coefficients of transmission. 

Parameters in the transmissibility model: 𝜏2 =
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2, 𝜔𝑠 and 𝜔𝑑 sire and dam path coefficient of transmission in 

the transmissibility model. Values in the transmissibility model have been obtained using the maximum of 

expected likelihood 

 

 

Figure S3 confirms that the error term variance obtained with the transmissibility model is 

always higher than the mendelian sampling variance.  

 


