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25 Vaccine side-effects and SARS-CoV-2 infection after vaccination in users of the COVID Symptom Study
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34 The fecal metabolome as a functional readout of the gut microbiome. Nature Genetics, 2018, 50,
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35 A genome-wide meta-analysis identifies 22 loci associated with eight hematological parameters in the
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38 Physical Activity Attenuates the Influence of FTO Variants on Obesity Risk: A Meta-Analysis of 218,166
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for puberty timing in cancer risk. Nature Genetics, 2017, 49, 834-841. 21.4 426

43 Human postprandial responses to food and potential for precision nutrition. Nature Medicine, 2020,
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44 Genome-wide association study identifies six new loci influencing pulse pressure and mean arterial
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49 Meta-analysis of telomere length in 19â€‰713 subjects reveals high heritability, stronger maternal
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51 Identification of new susceptibility loci for osteoarthritis (arcOGEN): a genome-wide association
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56 The power of genetic diversity in genome-wide association studies of lipids. Nature, 2021, 600, 675-679. 27.8 353
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59 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. 3.5 331
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62 Association of vitamin D status with arterial blood pressure and hypertension risk: a mendelian
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63 Meta-analysis of genome-wide association studies identifies three new risk loci for atopic dermatitis.
Nature Genetics, 2012, 44, 187-192. 21.4 311
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pathways. Nature Genetics, 2012, 44, 260-268. 21.4 303
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66 Common variants near TERC are associated with mean telomere length. Nature Genetics, 2010, 42,
197-199. 21.4 296

67 The Genetic Architecture of the Human Immune System: A Bioresource for Autoimmunity and Disease
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68 Genetic variation near IRS1 associates with reduced adiposity and an impaired metabolic profile.
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Genome-wide association and genetic functional studies identify <i>autism susceptibility candidate
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7.1 258

70 New loci for body fat percentage reveal link between adiposity and cardiometabolic disease risk.
Nature Communications, 2016, 7, 10495. 12.8 245
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Genome-wide association identifies <i>OBFC1</i> as a locus involved in human leukocyte telomere
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7.1 244

72 Mapping of a Major Locus that Determines Telomere Length in Humans. American Journal of Human
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77 DNA methylation-based estimator of telomere length. Aging, 2019, 11, 5895-5923. 3.1 198
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79 Heritable components of the human fecal microbiome are associated with visceral fat. Genome
Biology, 2016, 17, 189. 8.8 183
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2018, 39, 2390-2397. 2.2 181
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Genetics, 2017, 13, e1006528. 3.5 158
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Genome-wide association and functional studies identify the <i>DOT1L</i> gene to be involved in
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90 A Genome-Wide Association Meta-Analysis of Circulating Sex Hormoneâ€“Binding Globulin Reveals
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6.2 105
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Descent. American Journal of Epidemiology, 2013, 178, 451-460. 3.4 51
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