Supplementary Figure 5
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Allele-specific expression of the three truncating MYBPC3 mutations in HCM samples. (A) The ratio
between mapped H3K27ac ChiIP-seq reads in the mutation allele and in the wildtype (WT) allele. Dots
represent the ratio for each heterozygous patient. Dots represent the ratio for each heterozygous patient.
(B) The ratio between mapped RNA-seq reads in the mutation allele and in the WT allele. (C) H3K27ac



ChiP-seq reads that were mapped to ¢.2373dupG, ¢.2827C>T, and c¢.927-2A>G mutation sites in all
samples. For each mutation site, control samples (derived from donors with wildtype/wildtype alleles) are
shown in black, and HCM samples derived from patients with heterozygous mutation (mutated/wildtype
alleles) are highlighted in a mutation-specific color (blue=samples from 5 HCM patients with ¢.2373dupG,
green=samples from 6 HCM patients with ¢.2827C>T, orange=samples from 2 HCM patients with
€.927-2A>G), whereas the remaining HCM samples (with no mutations in the pre-defined sites) are
shown in grey. (D) RNA-seq reads that were mapped to ¢.2373dupG, ¢.2827C>T, and ¢.927-2A>G
mutation sites in all samples. In each mutation site, control samples (derived from donors with
wildtype/wildtype alleles) are shown in black, and HCM samples with the examined heterozygous
mutation are highlighted in a mutation-specific color (blue=c.2373dupG, green=c.2827C>T,
orange=c.927-2A>G), whereas the remaining HCM samples are shown in grey.



