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Supplementary Figure 2. Distribution of significantly differentially methylated positions in
transcriptional cluster 2 (versus transcriptional cluster 1, corrected for fetal sex and gestational age) (light
grey) compared to the full set of possible methylation probes (dark grey), in terms of their (A) gene
region locations and (B) CpG region locations. P-values were obtained from Fisher's exact tests.
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