Figure S7. Density plot of the variation in DNA methylation for each sample-type.
Shown across all autosomal DNAm sites included in our analysis is the distribution of the
standard deviation in DNAm at each site. Each sample-type is represented by a different
coloured line. Our results show that in general, DNA methylation measured in buccal
(purple) or nasal (blue) epithelial samples is more variable across individuals than DNA
methylation measured in whole blood and individual constituent blood cell types.
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