BMJ Publishing Group Limited (BMJ) disclaims al liability and responsibility arising from any reliance
Supplemental material placed on this supplemental material which has been supplied by the author(s) J Med Genet

Mainland Chinese

Data collection Macau Chinese

Singapore Chinese
— Sequence quanlity control
Sequence mapping

Data processing —

Variant calling

Variant annotation

— Feature analysis

Pathogenic prevalence
Data analysis ————<

Evolutionary characterization

— Structural simulation

Zhang L, et al. J Med Genet 2022; 59:652—661. doi: 10.1136/jmedgenet-2021-107886



