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Scalable generalized linear mixed model for region-based association tests in large biobanks and 914 124
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Parkinsona€™s disease pathogenesis. Acta Neuropathologica, 2019, 137, 103-120.
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Moving beyond neurons: the role of cell type-specific gene regulation in Parkinsonad€™s disease
heritability. Npj Parkinson's Disease, 2019, 5, 6.

Ancestry-agnostic estimation of DNA sample contamination from sequence reads. Genome Research, 5.5 51
2020, 30, 185-194. ’

Long- and short-term outcomes in renal allografts with deceased donors: A large recipient and donor
genome-wide association study. American Journal of Transplantation, 2018, 18, 1370-1379.

Loss-of-function genomic variants highlight potential therapeutic targets for cardiovascular disease. 12.8 39
Nature Communications, 2020, 11, 6417. :
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A genome-wide association study of suicide severity scores in bipolar disorder. Journal of Psychiatric 31 36
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Ten simple rules for conducting a mendelian randomization study. PLoS Computational Biology, 2021,
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Whole genome sequence analysis of pulmonary function and COPD in 19,996 multi-ethnic participants.
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A Bayesian Method to Incorporate Hundreds of Functional Characteristics with Association Evidence
to Improve Variant Prioritization. PLoS ONE, 2014, 9, e98122.
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Cross-platform transcriptional profiling identifies common and distinct molecular pathologies in

Lewy body diseases. Acta Neuropathologica, 2021, 142, 449-474.

Regulatory sites for splicing in human basal ganglia are enriched for disease-relevant information.

Nature Communications, 2020, 11, 1041. 12.8 22
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