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Figure S3.  Manhattan plot of p values resulting from epigenome-wide association analysis.  319,253 individual CpG sites were tested for differential methylation in a 182-member population of newborns with isolated cleft lip with/without cleft palate (CLP) and non-malformed controls.  Red line is the Bonferroni-adjusted cutoff (p = 1.57E-07) for epigenome-wide significance. 
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