Sanger sequencing validation
The candidate variants were validated by Sanger sequencing using the Applied Biosystems 3130 genetic analyzer on the original DNA samples. The sequencing results were analyzed with Lasergene software. The primer sequences used for PCR are listed as follows: EDA-Forward (CTGAGTGACTGCCCTTCTCT), EDA-Reverse (TGGGGTTCATAGTGATGCGAG).
The evolutionary conservation analysis of amino acid residues
Protein sequences of different species, including Homo sapiens, Gallus gallus, Pan troglodytes, Equus caballus, Bos taurus, Capra hircus, Mus musculus and Rattus norvegicus, were obtained from NCBI(https://www.ncbi.nlm.nih.gov). Jalview software was used for multiple sequence alignment of these species showed that p.Gly269Val was located in the conserved position of the EDA protein.
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Fig. Postmortem examination result showes thin and hypoplastic, no hypoechoic tooth germs in both the upper and lower alveolar bones.
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