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Gene discovery and polygenic prediction from a genome-wide association study of educational
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Discovery of the first genome-wide significant risk loci for attention deficit/hyperactivity disorder.
Nature Genetics, 2019, 51, 63-75.

Identification of common genetic risk variants for autism spectrum disorder. Nature Genetics, 2019, 51,
431-444, 21.4 1,538

Large-Scale Exome Sequencing Study Implicates Both Developmental and Functional Changes in the
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Analysis of shared heritability in common disorders of the brain. Science, 2018, 360, .
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Common genetic variants influence human subcortical brain structures. Nature, 2015, 520, 224-229.

Multi-trait analysis of genome-wide association summary statistics using MTAG. Nature Genetics, 2018,
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Transancestral GWAS of alcohol dependence reveals common genetic underpinnings with psychiatric
disorders. Nature Neuroscience, 2018, 21, 1656-1669.
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Polygenic transmission disequilibrium confirms that common and rare variation act additively to
create risk for autism spectrum disorders. Nature Genetics, 2017, 49, 978-985.

A |arﬁe-scale genome-wide association study meta-analysis of cannabis use disorder. Lancet 74 200
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Autism spectrum disorder and attention deficit hyperactivity disorder have a similar burden of rare
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A Genetic Investigation of Sex Bias in the Prevalence of Attention-Deficit/Hyperactivity Disorder. 13 146
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Genetic analyses identify widespread sex-differential participation bias. Nature Genetics, 2021, 53,

663-671.

Leveraging genome-wide data to investigate differences between opioid use vs. opioid dependence in
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Shared genetic risk between eating disorder&d€+and substancea€usea€related phenotypes: Evidence from
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