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4 Association analyses identify 38 susceptibility loci for inflammatory bowel disease and highlight
shared genetic risk across populations. Nature Genetics, 2015, 47, 979-986. 9.4 1,965
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30 Large-scale cis- and trans-eQTL analyses identify thousands of genetic loci and polygenic scores that
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33 High-density genetic mapping identifies new susceptibility loci for rheumatoid arthritis. Nature
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34 Parent-of-origin-specific allelic associations among 106 genomic loci for age at menarche. Nature,
2014, 514, 92-97. 13.7 548

35 The Gut Microbiome Contributes to a Substantial Proportion of the Variation in Blood Lipids.
Circulation Research, 2015, 117, 817-824. 2.0 534

36 The transcriptional landscape of age in human peripheral blood. Nature Communications, 2015, 6, 8570. 5.8 533
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38 Genome-wide association analyses identify new risk variants and the genetic architecture of
amyotrophic lateral sclerosis. Nature Genetics, 2016, 48, 1043-1048. 9.4 494

39 Reconstruction of a Functional Human Gene Network, with an Application for Prioritizing Positional
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40 Genomic analyses identify hundreds of variants associated with age at menarche and support a role
for puberty timing in cancer risk. Nature Genetics, 2017, 49, 834-841. 9.4 426

41 Genetic associations at 53 loci highlight cell types and biological pathways relevant for kidney
function. Nature Communications, 2016, 7, 10023. 5.8 412

42 Disease variants alter transcription factor levels and methylation of their binding sites. Nature
Genetics, 2017, 49, 131-138. 9.4 390

43 Identification of context-dependent expression quantitative trait loci in whole blood. Nature
Genetics, 2017, 49, 139-145. 9.4 363

44 The genetics of blood pressure regulation and its target organs from association studies in 342,415
individuals. Nature Genetics, 2016, 48, 1171-1184. 9.4 362

45 Gut microbiota composition and functional changes in inflammatory bowel disease and irritable
bowel syndrome. Science Translational Medicine, 2018, 10, . 5.8 351

46 The Influence of Age and Sex on Genetic Associations with Adult Body Size and Shape: A Large-Scale
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48 Trans-eQTLs Reveal That Independent Genetic Variants Associated with a Complex Phenotype Converge
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49 Seventy-five genetic loci influencing the human red blood cell. Nature, 2012, 492, 369-375. 13.7 320
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51 The impact of low-frequency and rare variants on lipid levels. Nature Genetics, 2015, 47, 589-597. 9.4 310

52 Common variants in 22 loci are associated with QRS duration and cardiac ventricular conduction.
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53 Meta-Analysis of Genome-Wide Association Studies in Celiac Disease and Rheumatoid Arthritis
Identifies Fourteen Non-HLA Shared Loci. PLoS Genetics, 2011, 7, e1002004. 1.5 307

54 Identification of novel autism candidate regions through analysis of reported cytogenetic
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55 Trans-ancestry genome-wide association study identifies 12 genetic loci influencing blood pressure
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59 Genetic association study of QT interval highlights role for calcium signaling pathways in myocardial
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60 A Functional Genomics Approach to Understand Variation in Cytokine Production in Humans. Cell,
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62 Genome-Wide Association Study Identifies Variants Associated With Autoimmune Hepatitis Type 1.
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Genetics, 2013, 9, e1003201. 1.5 247

64 Endothelial TLR4 and the microbiome drive cerebral cavernous malformations. Nature, 2017, 545,
305-310. 13.7 247

65 New loci for body fat percentage reveal link between adiposity and cardiometabolic disease risk.
Nature Communications, 2016, 7, 10495. 5.8 245

66
Common genetic variants associated with cognitive performance identified using the proxy-phenotype
method. Proceedings of the National Academy of Sciences of the United States of America, 2014, 111,
13790-13794.

3.3 244

67 Genome-wide meta-analysis identifies six novel loci associated with habitual coffee consumption.
Molecular Psychiatry, 2015, 20, 647-656. 4.1 235

68
Genetic Analysis of Innate Immunity in Crohn's Disease and Ulcerative Colitis Identifies Two
Susceptibility Loci Harboring CARD9 and IL18RAP. American Journal of Human Genetics, 2008, 82,
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2.6 229

69 Common and rare variant association analyses in amyotrophic lateral sclerosis identify 15 risk loci
with distinct genetic architectures and neuron-specific biology. Nature Genetics, 2021, 53, 1636-1648. 9.4 223

70 Polygenic prediction of educational attainment within and between families from genome-wide
association analyses in 3 million individuals. Nature Genetics, 2022, 54, 437-449. 9.4 215

71 Myosin IXB variant increases the risk of celiac disease and points toward a primary intestinal barrier
defect. Nature Genetics, 2005, 37, 1341-1344. 9.4 211

72 Cohort profile: LifeLines DEEP, a prospective, general population cohort study in the northern
Netherlands: study design and baseline characteristics. BMJ Open, 2015, 5, e006772. 0.8 207
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73 Genetic variation in DPP6 is associated with susceptibility to amyotrophic lateral sclerosis. Nature
Genetics, 2008, 40, 29-31. 9.4 205
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75 Genome-wide analysis of allelic expression imbalance in human primary cells by high-throughput
transcriptome resequencing. Human Molecular Genetics, 2010, 19, 122-134. 1.4 197

76 ITPR2 as a susceptibility gene in sporadic amyotrophic lateral sclerosis: a genome-wide association
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Expression. PLoS Genetics, 2012, 8, e1002431. 1.5 194

78 Novel loci affecting iron homeostasis and their effects in individuals at risk for hemochromatosis.
Nature Communications, 2014, 5, 4926. 5.8 192
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Novel Association in Chromosome 4q27 Region with Rheumatoid Arthritis and Confirmation of Type 1
Diabetes Point to a General Risk Locus for Autoimmune Diseases. American Journal of Human Genetics,
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81 Genome-Wide Association Study Identifies Novel Loci Associated with Circulating Phospho- and
Sphingolipid Concentrations. PLoS Genetics, 2012, 8, e1002490. 1.5 181
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human genome. Molecular Psychiatry, 2006, 11, 1-1. 4.1 179

83 Genome-wide association study identifies novel genetic variants contributing to variation in blood
metabolite levels. Nature Communications, 2015, 6, 7208. 5.8 178
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85 Coeliac disease-associated risk variants in TNFAIP3 and REL implicate altered NF-Â B signalling. Gut, 2009,
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86 Evolutionary and Functional Analysis of Celiac Risk Loci Reveals SH2B3 as a Protective Factor against
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90 Blood lipids influence DNA methylation in circulating cells. Genome Biology, 2016, 17, 138. 3.8 154
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Molecular Psychiatry, 2016, 21, 189-197. 4.1 134
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98 Genetic and epigenetic regulation of gene expression in fetal and adult human livers. BMC Genomics,
2014, 15, 860. 1.2 124
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104 Improving Phenotypic Prediction by Combining Genetic and Epigenetic Associations. American Journal
of Human Genetics, 2015, 97, 75-85. 2.6 116
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microbiome. Nature Genetics, 2018, 50, 1524-1532. 9.4 97
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