Supplementary Table 1. In-silico prediction of two novel variants in EYA3 and EFTUD2

Gene name EYA3 EFTUD2

Transcript ID NM_001990 NM_001258353
Genomic position chrl:28365377T>A chrl7:42937346T>C
Nucleotide change c.197A>T c.1787A>G

Protein change p.D66V p.N596S
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