
 

Figure S18. Inter-individual variation in DNA methylation in whole blood is highly 
correlated with variation in isolated blood cell types for sites strongly influenced by non-
shared environmental factors. Histograms showing the distribution of correlation 
coefficients between DNA methylation in whole blood and the five blood cell types the subset 
of sites where whole blood DNAm is strongly influenced by non-shared environmental factors 
(non-shared environmental effects on DNAm > 0.80, n = 143,501 sites) using estimates from 
Hannon et al[1]. A) B-cells, B) CD4 T-cells, C) CD8 T-cells, D) monocytes and E) 
granulocytes. The vertical blue dashed line indicates a correlation coefficient of zero.  
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