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worse clinical outcomes. Genetics in Medicine, 2020, 22, 2020-2028. 24 21

Large-scale targeted sequencing identifies risk genes for neurodevelopmental disorders. Nature
Communications, 2020, 11, 4932.

Exome sequencing of 457 autism families recruited online provides evidence for autism risk genes. Npj

Genomic Medicine, 2019, 4, 19. 3.8 163
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Trans-ancestry genome-wide association study identifies 12 genetic loci influencing blood pressure
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