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Table S1: Description of the in silico tools.
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Table S2: Sequence identifiers.

Database Gene Protein Gene ID Protein ID Transcript ID
GJB2 Cx26 NM_004004.5 NP_003995.2 NC_000013.11
NCBI Reference Sequence GJB6 Cx30  NM_001110219.2  NP_001103689 NC_000013.11
https://www.ncbi.nlm.nih.gov/refseq/
GJB3 Cx31 NM_001005752.1  NP_001005752 NC_000001.11
o GJB2 Cx26 ENSG00000165474 ENSP00000372299  ENST00000382848
Ensembl ID
_ GJB6  Cx30 ENSG00000121742 ENSP00000241124.6 ENST00000241124.10
http://www.ensembl.org/Homo_sapiens/Gene/
GJB3 Cx31 ENSG00000188910 ENSP00000362460  ENST00000373366.2




