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A reference panel of 64,976 haplotypes for genotype imputation. Nature Genetics, 2016, 48, 1279-1283.

Targeting renal cell carcinoma with a HIF-2 antagonist. Nature, 2016, 539, 112-117. 27.8 521
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Trans-ancestry meta-analyses identify rare and common variants associated with blood pressure and
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A ubiquitin ligase mediates target-directed microRNA decay independently of tailing and trimming. 12.6 135
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Exome chip meta-analysis identifies novel loci and East Asian&€“specific coding variants that contribute
to lipid levels and coronary artery disease. Nature Genetics, 2017, 49, 1722-1730.

Discovery of rare variants associated with blood pressure regulation through meta-analysis of 1.3 914 o1
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Exome-wide association analysis reveals novel coding sequence variants associated with lipid traits in
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Polymerase-mediated ultramutagenesis in mice produces diverse cancers with high mutational load. 8.2 56
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miR-26 suppresses adipocyte progenitor differentiation and fat production by targeting <i>Fbx|19</i>.
Genes and Development, 2019, 33, 1367-1380.

Fbxw?7 is a driver of uterine carcinosarcoma by promoting epithelial-mesenchymal transition.
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Suppression of Ribosomal Pausing by elF5A Is Necessary to Maintain the Fidelity of Start Codon
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Loss-of-function genomic variants highlight potential therapeutic targets for cardiovascular disease.
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Ribosome Recycling by ABCE1 Links Lysosomal Function and Iron Homeostasis to 31 UTR-Directed
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Loss of <i>Dis3I2<[i> partially phenocopies Perlman syndrome in mice and results in up-regulation of
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A PoleP286R mouse model of endometrial cancer recapitulates high mutational burden and
immunotherapy response. JCl Insight, 2020, 5, .
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