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44 age-related traits. Aging Cell, 2016, 15, 811-24 2 g

GWAS and colocalization analyses implicate carotid intima-media thickness and carotid plaque loci
in cardiovascular outcomes. Nature Communications, 2018, 9, 5141

Discovery and Fine-Mapping of Glycaemic and Obesity-Related Trait Loci Using High-Density
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PR interval genome-wide association meta-analysis identifies 50 loci associated with atrial and L
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An integrative cross-omics analysis of DNA methylation sites of glucose and insulin homeostasis.
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Genome-wide identification of genes regulating DNA methylation using genetic anchors for causal
inference. Genome Biology, 2020, 21, 220

L A systematic SNP selection approach to identify mechanisms underlying disease aetiology: linking
4 height to post-menopausal breast and colorectal cancer risk. Scientific Reports, 2017, 7, 41034 49 7

DNA methylation signatures of aggression and closely related constructs: A meta-analysis of
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Metabolomics reveals a link between homocysteine and lipid metabolism and leukocyte telomere
length: the ENGAGE consortium. Scientific Reports, 2019, 9, 11623 49
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