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trait-associated variants. Nature Communications, 2014, 5, 5345.

A molecular quantitative trait locus map for osteoarthritis. Nature Communications, 2021, 12, 1309. 12.8 53

New Blood Pressuread€“Associated Loci Identified in Meta-Analyses of 4758€%0000 Individuals. Circulation:
Cardiovascular Genetics, 2017, 10, .

Pathways to understanding the genomic aetiology of osteoarthritis. Human Molecular Genetics, 2017, 9.9 38
26, R193-R201. :
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