
 
 

Fig S14. Matrix with the module-treatment relationships and corresponding p-values between the detected 

modules on the y-axis and treatments on the x-axis based on ovary RNA-seq. The relationships are coloured 

based on their correlation: red is a strong positive correlation, while blue is a strong negative correlation.  

The value at the top of each square represents the correlation coefficient between the module eigengene and 

the treatment with the correlation p-value in parentheses. 

 


