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1. The whole exome sequencing method
The whole exome sequencing method was performed as follows: Firstly, the genomic DNA was extracted from patient’s whole blood by the kit (Berry Gene). The DNA fragment was broken to about 200bp, followed by end repair and the operation of 3'-end plus A. Then, the DNA fragment was connected to the sequencing linker containing barcode sequence, and the ligation product was purified without PCR amplification. The pre-library was captured by liquid phase hybridization according to the standard process of Berry Gene NanoWES chip. After eluting and collecting, the exon library was obtained by PCR amplification and purification. Libraries were quantified by qPCR. Illumina Novaseq6000 platform (Illumina, San Diego, USA) was used for high-throughput sequencing, and CASAVA v1.82 processing was used to obtain the data.

