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Supplementary Figure S1. Audiograms of the two control participants carrying homozygous p.V37I variant of GJB2 gene. CS51(a, 32-year old female) and CS97
(b, 36-year old male) who were enrolled in control group showed normal bone conduction hearing thresholds on both sides within 25 dB. Using U-TOPTM HL

Genotyping Kit and Sanger sequencing for GJB2 gene, homozygotes of p.V37I of GJB2 were identified in the two participants of control group.



Supplementary Table S1. Details of the subjects having only one causal variant after massive parallel sequencing targeting the genes related with hearing loss.
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Probably damaging; PsD, Possibly damaging; D, Damaging; B, Benign; T, Tolerated; ND, not detected; NA, not applicable; PMID, PubMed ID (PMID is the unique

identifier number used in PubMed.; PhyloP score from the Mutation Taster (http://www.mutationtaster.org/); in silico prediction Algorithm: Polyphen-2

(http://genetics.bwh.harvard.edu/pph2/index.shtml); SIFT (http://sift.jcvi.org/www/SIFT_chr_coords_submit.html); Conservation tools: GERP++ score in the UCSC
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