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New genetic loci link adipose and insulin biology to body fat distribution. Nature, 2015, 518, 187-196.

The genetic architecture of type 2 diabetes. Nature, 2016, 536, 41-47. 27.8 952

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.

A genome-wide approach accounting for body mass index identifies genetic variants influencing

fasting glycemic traits and insulin resistance. Nature Genetics, 2012, 44, 659-669. 214 762

Common variants associated with plasma triglycerides and risk for coronary artery disease. Nature
Genetics, 2013, 45, 1345-1352.

Chromatin stretch enhancer states drive cell-specific gene regulation and harbor human disease risk
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Genetic variation in GIPR influences the glucose and insulin responses to an oral glucose challenge.

Nature Genetics, 2010, 42, 142-148.

Genome-wide meta-analysis identifies 11 new loci for anthropometric traits and provides insights into

genetic architecture. Nature Genetics, 2013, 45, 501-512. 214 578
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Novel Loci for Adiponectin Levels and Their Influence on Type 2 Diabetes and Metabolic Traits: A
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Common Variants at 10 Genomic Loci Influence Hemoglobin A1C Levels via Glycemic and Nonglycemic 0.6 387
Pathways. Diabetes, 2010, 59, 3229-3239. :

Sex-stratified Genome-wide Association Studies Including 270,000 Individuals Show Sexual Dimorphism
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The genetics of blood pressure regulation and its target organs from association studies in 342,415 014 362
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Genome-Wide Association Identifies Nine Common Variants Associated With Fasting Proinsulin Levels
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The Influence of Age and Sex on Genetic Associations with Adult Body Size and Shape: A Large-Scale a5 331
Genome-Wide Interaction Study. PLoS Genetics, 2015, 11, e1005378. :

Impact of Type 2 Diabetes Susceptibility Variants on Quantitative Glycemic Traits Reveals Mechanistic
Heterogeneity. Diabetes, 2014, 63, 2158-2171.

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

In vivo base editing rescues Hutchinson&d€“CGilford progeria syndrome in mice. Nature, 2021, 589, 608-614.

Trans-ancestry meta-analyses identify rare and common variants associated with blood pressure and 014 261
hypertension. Nature Genetics, 2016, 48, 1151-1161. ’

Genetic Variation Near the Hepatocyte Nuclear Factor-4i+ Gene Predicts Susceptibility to Type 2 Diabetes.
Diabetes, 2004, 53, 1141-1149.

Detailed Physiologic Characterization Reveals Diverse Mechanisms for Novel Genetic Loci Regulating 0.6 237
Glucose and Insulin Metabolism in Humans. Diabetes, 2010, 59, 1266-1275. :

Association of Transcription Factor 7-Like 2 (TCF7L2) Variants With Type 2 Diabetes in a Finnish Sample.
Diabetes, 2006, 55, 2649-2653.

Genetic regulatory signatures underlying islet gene expression and type 2 diabetes. Proceedings of the 71 189
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Genetic evidence that raised sex hormone binding globulin (SHBG) levels reduce the risk of type 2

diabetes. Human Molecular Genetics, 2010, 19, 535-544.

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
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Genome-wide physical activity interactions in adiposity 4€- A meta-analysis of 200,452 adults. PLoS a5 158
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The genetic regulatory signature of type 2 diabetes in human skeletal muscle. Nature Communications, 12.8 114
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Integrative analysis of gene expression, DNA methylation, physiological traits, and genetic variation in
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Single-cell ATAC-Seg in human pancreatic islets and deep learning upscaling of rare cells reveals 6.5 103
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cell-specific type 2 diabetes regulatory signatures. Molecular Metabolism, 2020, 32, 109-121.

Autosomal Dominant Diabetes Arising From a Wolfram Syndrome 1 Mutation. Diabetes, 2013, 62,
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Protein-coding variants implicate novel genes related to lipid homeostasis contributing to body-fat 914 89
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Genetic variant effects on gene expression in human pancreatic islets and their implications for T2D.
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A Low-Frequency Inactivating <i>AKT2<[i> Variant Enriched in the Finnish Population Is Associated
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Colocalization of GWAS and eQTL signals at loci with multiple signals identifies additional candidate

genes for body fat distribution. Human Molecular Genetics, 2019, 28, 4161-4172. 2.9 41
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Comprehensive Analysis of Pathogenic Deletion Variants in Fanconi Anemia Genes. Human Mutation, 95 35
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Interactions between genetic variation and cellular environment in skeletal muscle gene expression.
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Single-cell transcriptomics from human pancreatic islets: sample preparation matters. Biology 59 15
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