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Retrospective evaluation of whole exome and genome mutation calls in 746 cancer samples. Nature
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Sex differences in oncogenic mutational processes. Nature Communications, 2020, 11, 4330. 12.8 60

Phenotypic spectrum and transcriptomic profile associated with germline variants in TRAF7. Genetics
in Medicine, 2020, 22, 1215-1226.

Looking into the genetic bases of OCD dimensions: a pilot genome-wide association study.

Translational Psychiatry, 2020, 10, 151. 4.8 18

Pan-cancer analysis of whole genomes. Nature, 2020, 578, 82-93.

Genetic identification of cell types underlying brain complex traits yields insights into the etiology of 914 216
Parkinsond€™s disease. Nature Genetics, 2020, 52, 482-493. )

Exploring genetic variants in obsessive compulsive disorder severity: A GWAS approach. Journal of

Affective Disorders, 2020, 267, 23-32.

Genome-wide association study identifies eight risk loci and implicates metabo-psychiatric origins for

anorexia nervosa. Nature Genetics, 2019, 51, 1207-1214. 214 641
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Associations Between Attention-Deficit/Hyperactivity Disorder and Various Eating Disorders: A
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eDiVA&€”Classification and prioritization of pathogenic variants for clinical diagnostics. Human 05 19
Mutation, 2019, 40, 865-878. :
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Do polygenic risk and stressful life events predict pharmacological treatment response in obsessive
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Spectrum of clinical heterogeneity of 12-tubulin TUBB5 gene mutations. Gene, 2019, 695, 12-17.
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Severe neurocognitive and growth disorders due to variation in <i>THOC2<[i> , an essential
component of nuclear mRNA export machinery. Human Mutation, 2018, 39, 1126-1138.

Multiancestry genome-wide association study of 520,000 subjects identifies 32 loci associated with
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Evidence for three genetic loci involved in both anorexia nervosa risk and variation of body mass

index. Molecular Psychiatry, 2017, 22, 192-201.

Significant Locus and Metabolic Genetic Correlations Revealed in Genome-Wide Association Study of

Anorexia Nervosa. American Journal of Psychiatry, 2017, 174, 850-858. 72 410
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Whole exome sequencing analysis reveals TRPV3 as a risk factor for cardioembolic stroke/subtitle. .4 6
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Loci associated with ischaemic stroke and its subtypes (SiGN): a genome-wide association study. Lancet 102 217
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