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32 Parent-of-origin-specific allelic associations among 106 genomic loci for age at menarche. Nature,
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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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37 Genome-Wide Association Scan Meta-Analysis Identifies Three Loci Influencing Adiposity and Fat
Distribution. PLoS Genetics, 2009, 5, e1000508. 3.5 453

38 Physical Activity Attenuates the Influence of FTO Variants on Obesity Risk: A Meta-Analysis of 218,166
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44 Genome-wide association study identifies six new loci influencing pulse pressure and mean arterial
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51 Identification of new susceptibility loci for osteoarthritis (arcOGEN): a genome-wide association
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62 Association of vitamin D status with arterial blood pressure and hypertension risk: a mendelian
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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,
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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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78 Deciphering osteoarthritis genetics across 826,690 individuals from 9 populations. Cell, 2021, 184,
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79 Heritable components of the human fecal microbiome are associated with visceral fat. Genome
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81 Gut microbial diversity is associated with lower arterial stiffness in women. European Heart Journal,
2018, 39, 2390-2397. 2.2 181
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87 Genome-wide physical activity interactions in adiposity â€• A meta-analysis of 200,452 adults. PLoS
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Genome-wide association and functional studies identify the <i>DOT1L</i> gene to be involved in
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