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The Role of Adiposity in Cardiometabolic Traits: A Mendelian Randomization Analysis. PLoS Medicine,
2013, 10,e1001474.

Characteristics of de novo structural changes in the human genome. Genome Research, 2015, 25,
792-801. 5.5 115
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individuals. Pain, 2019, 160, 1361-1373. ’

Insight in Genome-Wide Association of Metabolite Quantitative Traits by Exome Sequence Analyses.
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Meta-analysis of genome-wide association studies in five cohorts reveals common variants in RBFOX1,

a regulator of tissue-specific splicing, associated with refractive error. Human Molecular Genetics,
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Analysis of genetically independent phenotypes identifies shared genetic factors associated with
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Association Analysis of Bitter Receptor Genes in Five Isolated Populations Identifies a Significant
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