Diagnostic Yield of Targeted Hearing Loss Gene Panel Sequencing
in a Large German Cohort with a Balanced Age Distribution
from a Single Diagnostic Center: An Eight-Year Study

Supplementary Digital Content 7.
Table showing List of Heterozygous Clinically Significant Variants in Undiagnosed Patients

ID Solved Gene Transcript g. Position c. Position p. Position gnomAD
max AF
96 No ADGRV1 NM_032119.3 chr5:89924617C>T c.1477C>T p.Arg493* 2.0x10°
215 No ADGRV1 NM_032119.3 chr5:89949365C>T €.3974C>T p.Thr1325Met 4.4 x107°
281 No ADGRV1 NM_032119.3 chr5:90119413G>C c.16368G>C p.Lys5456Asn Not listed
241 No ALMS1 NM_015120.4 chr2:73612999G>A c.3G>A p.? Not listed
77 No BSND NM_057176.2 chr1:55464869G>T c.10G>T p.Glug* 3.9x10°®
207 No CDH23 NM_022124.5 chr10:73375261G>A c.833G>A p.Gly278Glu Not listed
222 No CDH23 NM_022124.5 chr10:73545409C>T c.5734C>T p.Argl912Trp 2.6 x10°
53 No CDH23 NM_022124.5 chrl10:73567275G>A c.8311G>A p.Gly2771Ser 3.9x10*
258 No CDH23 NM_022124.5 chr10:73572583C>T €.9569C>T p.Ala3190Val 3.3x10*
229 No ciB2 NM_006383.3 chr15:78403509G>A c.196C>T p.Arg66Trp 2.4x10°
14 No CLDN14 NM_144492.2 chr21:37833905C>T C.89G>A p.Trp30* 4.6x10°
235 No CLDN14 NM_144492.2 chr21:37833752C>T C.242G>A p.Arg81His 1.6 x 10
164 No CLRN1 NM_001195794.1 chr3:150645894A>C c.567T>G p.Tyr189* 6.8 x10*
283 No cocH NM_001347720.1 chr14:31349849C>T c.733C>T p.Arg245* 7.9x 10
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Genomic coordinates are mapped to the GRCh37 genome assembly



