[bookmark: _GoBack]Figure S1. MPRA sequence activity does not correlate with basic sequence features. a-e Distribution of regulatory activity from genomic sequences profiled in MPRA separated by proband (a), allele type (b), base (c), inheritance type (d), and chromatin accessibility as determined by DNase I hypersensitivity (e).

Figure S2. MPRA expression changes do not correlate with type of base mutation. a Distribution of expression differences between reference and variant alleles profiled in MPRA separated by type of base mutation.
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