Suppl Figure
Pedigrees of all 56 solved families with autosomal dominant hearing loss.
The figure presents pedigrees of all 56 ADHL families in which a causative variant was identified. Affected individuals are shown in black, while unaffected individuals are shown with empty symbols. If hearing status was unknown, a question mark is placed inside the symbol. Genotypes are indicated next to each tested individual. Above each pedigree, the family ID and the identified pathogenic variant are listed.

Supp Table
Genes targeted by the next-generation sequencing panel for HL.
The table lists each gene with its official HGNC symbol (HGNC_ID), gene name as used in the panel (Panel HI 237_genes), OMIM identifier and associated disease (OMIM_ID, OMIM_disease), Gene Curation Coalition (GenCC) identifier and disease association (GenCC_ID, GenCC_disease), mode of inheritance according to GenCC (GenCC_inheritance), and additional remarks (NOTES).
