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Figure S4. Epigenomic effects are magnified near putative metastable epialleles.  The bar charts show the average extent of case-associated methylation changes (combining both hypo- and hypermethylation changes into a single metric:  the absolute value of the regression coefficients) for array CpGs as a function of nearness to putative metastable regions.  Metastable epiallele regions were annotated by 2 different datasets (in addition to the dataset used in Figure 4):  A) Table S3 from ref. 20 defining 109 metastable epialleles with >= 6 closely-spaced CpGs and no associated genetic variation, and B) Table S1 from ref. 21 defining 687 metastable epialleles from epigenome-wide screens of 5 individuals.  Distances and # CpGs/bin are shown in the grids below the graphs.  Significance of pair-wise distribution comparisons was determined by the Mann Whitney U test:  * p < 0.05;  *** p < 0.0005
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