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Supplementary Figure S1. Family pedigrees of the 14 families investigated in the study.



Supplementary Figure S2. Protein interaction network of a combination of genes with 5’ and 3’ UTR variants and genes with missense and loss-of-function variants generated by
STRING. Proteins surrounded by green halo are missense and those surrounded by magenta are loss-of-function (LoF) variant related proteins. 5’UTR and 3’UTR variant proteins are
surrounded by indigo and light red haloes respectively



Supplementary Figures S3—S21: UCSC plots of top 5° UTR and MAPK pathway variants
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Supplementary Figure S20. MDFIC: 7_114562322 C_G
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