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[bookmark: _GoBack]Figure S5. DMRs near genes previously implicated in orofacial clefting tend to be more closely associated with putative metastable epiallele regions.  427 genes highlighted by CLP-associated DMR analysis (Table S6) were sub-divided into: 1) those previously reported to be involved in cleft formation or palatogenesis (N=10; Table 3), 2) genes involved in other aspects of craniofacial development (N=45), and 3) the remainder not obviously related to craniofacial development (N=372).  Groupings were assigned based on literature findings and database annotations from both Ingenuity Pathway Analysis and DAVID (Database for Annotation, Visualization and Integrated Discovery, see Methods).  Frequency data are the number of genes for each group within 100kb, 50kb, or 10kb of the nearest putative metastable epiallele region.  Significant differences in the distributions were assessed by Fisher’s exact test (pair-wise analyses and p values shown by brackets on right).  

* Putative metastable epiallele regions were from the same dataset used in Figure 4.
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