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Genetic studies of body mass index yield new insights for obesity biology. Nature, 2015, 518, 197-206.

Discovery and refinement of loci associated with lipid levels. Nature Genetics, 2013, 45, 1274-1283. 21.4 2,641

Association analyses of 249,796 individuals reveal 18 new loci associated with body mass index. Nature
Genetics, 2010, 42, 937-948.
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Defining the role of common variation in the genomic and biological architecture of adult human
height. Nature Genetics, 2014, 46, 1173-1186.

Hundreds of variants clustered in genomic loci and biological pathways affect human height. Nature,
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New genetic loci link adipose and insulin biology to body fat distribution. Nature, 2015, 518, 187-196.

Genome-wide association study identifies 74 loci associated with educational attainment. Nature, 2016,
533, 539-542. 27.8 1,204

Meta-analysis identifies 13 new loci associated with waist-hip ratio and reveals sexual dimorphism in
the genetic basis of fat distribution. Nature Genetics, 2010, 42, 949-960.

Genetic and Pharmacologic Inactivation of ANGPTL3 and Cardiovascular Disease. New England Journal 97.0 633
of Medicine, 2017, 377,211-221. )
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A Protein-Truncating<i>HSD17B13</i>Variant and Protection from Chronic Liver Disease. New England
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Rare and low-frequency coding variants alter human adult height. Nature, 2017, 542, 186-190.

Distribution and clinical impact of functional variants in 50,726 whole-exome sequences from the
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Genetic associations at 53 loci highlight cell types and biological pathways relevant for kidney
function. Nature Communications, 2016, 7, 10023.

Inactivating Variants in <i>ANGPTL4<[i> and Risk of Coronary Artery Disease. New England Journal of 97.0 411
Medicine, 2016, 374, 1123-1133. :

The Influence of Age and Sex on Genetic Associations with Adult Body Size and Shape: A Large-Scale

Genome-Wide Interaction Study. PLoS Genetics, 2015, 11, e1005378.

Genome Analyses of &gt;200,000 Individuals Identify 58 Loci for Chronic Inflammation and Highlight
Pathways that Link Inflammation and Complex Disorders. American Journal of Human Genetics, 2018, 6.2 326
103, 691-706.
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Association of Low-Frequency and Rare Coding-Sequence Variants with Blood Lipids and Coronary

Heart Disease in 56,000 Whites and Blacks. American Journal of Human Genetics, 2014, 94, 223-232.

Protein-altering variants associated with body mass index implicate pathways that control energy

intake and expenditure in obesity. Nature Genetics, 2018, 50, 26-41. 214 286

New loci for body fat percentage reveal link between adiposity and cardiometabolic disease risk.
Nature Communications, 2016, 7, 10495.

Genome-wide meta-analysis identifies six novel loci associated with habitual coffee consumption. 79 235
Molecular Psychiatry, 2015, 20, 647-656. )

Meta-analysis identifies common and rare variants influencing blood pressure and overlapping with
metabolic trait loci. Nature Genetics, 2016, 48, 1162-1170.

Whole-Exome Sequencing Identifies Rare and Low-Frequency Coding Variants Associated with LDL

Cholesterol. American Journal of Human Genetics, 2014, 94, 233-245. 6.2 193

Meta-Analysis of Genome-Wide Association Studies in African Americans Provides Insights into the
Genetic Architecture of Type 2 Diabetes. PLoS Genetics, 2014, 10, e1004517.
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Microbiome Signatures Associated With Steatohepatitis and Moderate to Severe Fibrosis in Children
With Nonalcoholic Fatty Liver Disease. Gastroenterology, 2019, 157, 1109-1122.

Low-frectlency and rare exome chip variants associate with fasting glucose and type 2 diabetes 12.8 173
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459-462.

Genome-wide meta-analysis of 241,258 adults accounting for smoking behaviour identifies novel loci

for obesity traits. Nature Communications, 2017, 8, 14977. 12.8 169

Genome-wide physical activity interactions in adiposity 4€- A meta-analysis of 200,452 adults. PLoS
Genetics, 2017, 13, e1006528.

Genome-wide meta-analysis uncovers novel loci influencing circulating leptin levels. Nature 12.8 153
Communications, 2016, 7, 10494. :

Large meta-analysis of genome-wide association studies identifies five loci for lean body mass. Nature
Communications, 2017, 8, 80.

FTO genetic variants, dietary intake and body mass index: insights from 177 330 individuals. Human 9.9 143
Molecular Genetics, 2014, 23, 6961-6972. ’

Genetic variants linked to education predict longevity. Proceedings of the National Academy of
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Pleiotropic genes for metabolic syndrome and inflammation. Molecular Genetics and Metabolism,
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variant protective for coronary heart disease. Science Translational Medicine, 2016, 8, 341ra76.

Genetic inactivation of ANGPTL4 improves glucose homeostasis and is associated with reduced risk of

diabetes. Nature Communications, 2018, 9, 2252. 12.8 29
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Discovery and fine-mapping of adiposity loci using high density imputation of genome-wide association
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PLoS Genetics, 2017, 13, e1006719.

Novel genetic associations for blood pressure identified via gene-alcohol interaction in up to 570K
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Protein-coding variants implicate novel genes related to lipid homeostasis contributing to body-fat

distribution. Nature Genetics, 2019, 51, 452-469. 214 89

Gene A— dietary pattern interactions in obesity: analysis of up to 68 317 adults of European ancestry.
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Higher chylomicron remnants and LDL particle numbers associate with CD36 SNPs and DNA

methylation sites that reduce CD36. Journal of Lipid Research, 2016, 57, 2176-2184.

Interaction of methylation-related genetic variants with circulating fatty acids on plasma lipids: a
meta-analysis of 7 studies and methylation analysis of 3 studies in the Cohorts for Heart and Aging
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