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Protein-altering variants associated with body mass index implicate pathways that control energy
intake and expenditure in obesity. Nature Genetics, 2018, 50, 26-41.
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hypertension. Nature Genetics, 2016, 48, 1151-1161. :

Multi-ancestry genetic study of type 2 diabetes highlights the power of diverse populations for
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A genomic approach to therapeutic target validation identifies a glucose-lowering <i>GLP1R</i>
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Identification and Functional Characterization of G6PC2 Coding Variants Influencing Glycemic Traits

Define an Effector Transcript at the G6PC2-ABCB11 Locus. PLoS Genetics, 2015, 11, e1004876.

Discovery of rare variants associated with blood pressure regulation through meta-analysis of 1.3 914 o1
million individuals. Nature Genetics, 2020, 52, 1314-1332. )
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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.

Young men with low birthweight exhibit decreased plasticity of genome-wide muscle DNA methylation 6.3 67
by high-fat overfeeding. Diabetologia, 2014, 57, 1154-1158. )

Exome Genotyping Identifies Pleiotropic Variants Associated with Red Blood Cell Traits. American
Journal of Human Genetics, 2016, 99, 8-21.

Human biallelic MFN2 mutations induce mitochondrial dysfunction, upper body adipose hyperplasia,

and suppression of leptin expression. ELife, 2017, 6, . 6.0 60

Glucose tolerance is associated with differential expression of microRNAs in skeletal muscle: results
from studies of twins with and without type 2 diabetes. Diabetologia, 2015, 58, 363-373.

New Blood Pressurea€“Associated Loci Identified in Meta-Analyses of 4754€%0000 Individuals. Circulation:
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SOS2 and ACP1 Loci Identified through Large-Scale Exome Chip Analysis Regulate Kidney Development
and Function. Journal of the American Society of Nephrology: JASN, 2017, 28, 981-994.
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Genetic versus Non-Genetic Regulation of miR-103, miR-143 and miR-483-3p Expression in Adipose Tissue
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Exome-Derived Adiponectin-Associated Variants Implicate Obesity and Lipid Biology. American Journal
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Common and Rare Coding Genetic Variation Underlying the Electrocardiographic PR Interval.

Circulation Genomic and Precision Medicine, 2018, 11, e002037.

Meta-analysis of exome array data identifies six novel genetic loci for lung function. Wellcome Open
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