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A catalog of genetic loci associated with Ridney function from analyses of a million individuals.

Nature Genetics, 2019, 51, 957-972.

Target genes, variants, tissues and transcriptional pathways influencing human serum urate levels. 914 951
Nature Genetics, 2019, 51, 1459-1474. .

Genome-wide meta-analysis identifies 127 open-angle glaucoma loci with consistent effect across
ancestries. Nature Communications, 2021, 12, 1258.

Genome-wide association meta-analyses and fine-mapping elucidate pathways influencing albuminuria. 12.8 133
Nature Communications, 2019, 10, 4130. :
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Exome-wide evaluation of rare coding variants using electronic health records identifies new
gened€“phenotype associations. Nature Medicine, 2021, 27, 66-72.

Meta-analysis uncovers genome-wide significant variants for rapid kidney function decline. Kidney 5.9 42
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Genetic loci and prioritization of genes for kidney function decline derived from a meta-analysis of 62
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Differential and shared genetic effects on kidney function between diabetic and non-diabetic
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Identifying Ligand Binding Sites of Proteins using Crystallographic Bfactors and Relative Pocket Sizes. 05 o
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