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Genetic studies of body mass index yield new insights for obesity biology. Nature, 2015, 518, 197-206

Large-scale association analysis provides insights into the genetic architecture and pathophysiology 6 148>
of type 2 diabetes. Nature Genetics, 2012, 44, 981-90 363 14
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Gene discovery and polygenic prediction from a genome-wide association study of educational 6 o
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Meta-analysis of genome-wide association studies for height and body mass index in ~700000
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The genetic architecture of type 2 diabetes. Nature, 2016, 536, 41-47 50.4 704

Fine-mapping type 2 diabetes loci to single-variant resolution using high-density imputation and
islet-specific epigenome maps. Nature Genetics, 2018, 50, 1505-1513
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Rare MTNR1B variants impairing melatonin receptor 1B function contribute to type 2 diabetes.
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Epigenome-wide association of DNA methylation markers in peripheral blood from Indian Asians
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Genome-wide association analyses identify 143 risk variants and putative regulatory mechanisms
for type 2 diabetes. Nature Communications, 2018, 9, 2941
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Impact of common genetic determinants of Hemoglobin A1c on type 2 diabetes risk and diagnosis
in ancestrally diverse populations: A transethnic genome-wide meta-analysis. PLoS Medicine, 2017,
14,e1002383

Refining the accuracy of validated target identification through coding variant fine-mapping in type
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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
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Genome-wide association analysis identifies three new susceptibility loci for childhood body mass
index. Human Molecular Genetics, 2016, 25, 389-403
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Nature Communications, 2016, 7, 10495
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Improved polygenic prediction by Bayesian multiple regression on summary statistics. Nature L 1
Communications, 2019, 10, 5086 74 T4

Genome-wide meta-analysis of 241,258 adults accounting for smoking behaviour identifies novel
loci for obesity traits. Nature Communications, 2017, 8, 14977

Genome-wide physical activity interactions in adiposity - A meta-analysis of 200,452 adults. PLoS 6
Genetics, 2017, 13, 1006528 103

Exome sequencing-driven discovery of coding polymorphisms associated with common metabolic
phenotypes. Diabetologia, 2013, 56, 298-310

Genetic correlates of social stratification in Great Britain. Nature Human Behaviour, 2019, 3, 1332-1342 12.8 83

Recovery of trait heritability from whole genome sequence data

Heterozygous mutations causing partial prohormone convertase 1 deficiency contribute to human o
obesity. Diabetes, 2012, 61, 383-90 9

Beneficial effect of a high number of copies of salivary amylase AMY1 gene on obesity risk in
Mexican children. Diabetologia, 2015, 58, 290-4

Association between large detectable clonal mosaicism and type 2 diabetes with vascular 6
complications. Nature Genetics, 2013, 45, 1040-3 363 72

Early metabolic markers identify potential targets for the prevention of type 2 diabetes.

Diabetologia, 2017, 60, 1740-1750

Disruption of a novel Kruppel-like transcription factor p300-regulated pathway for insulin
biosynthesis revealed by studies of the c.-331 INS mutation found in neonatal diabetes mellitus. 54 59
Journal of Biological Chemistry, 2011, 286, 28414-24

European genetic variants associated with type 2 diabetes in North African Arabs. Diabetes and

Metabolism, 2012, 38, 316-23

Low-dose exposure to bisphenols A, F and S of human primary adipocyte impacts coding and o
non-coding RNA profiles. PLoS ONE, 2017, 12, e0179583 375

Genome-wide association study of medication-use and associated disease in the UK Biobank.
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Analysis of the contribution of FTO, NPC1, ENPP1, NEGR1, GNPDA2 and MC4R genes to obesity in
Mexican children. BMC Medical Genetics, 2013, 14, 21 2147

Contribution of 24 obesity-associated genetic variants to insulin resistance, pancreatic beta-cell
function and type 2 diabetes risk in the French population. /nternational Journal of Obesity, 2013,
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stochastic search algorithm. PLoS Genetics, 2013, 9, e1003657 45

Imprint of assortative mating on the human genome. Nature Human Behaviour, 2018, 2, 948-954
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Transcription factor gene MNX1 is a novel cause of permanent neonatal diabetes in a 3
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The loss-of-function PCSK9 p.R46L genetic variant does not alter glucose homeostasis. Diabetologia
, 2015, 58, 2051-5

Association Between Population Density and Genetic Risk for Schizophrenia. JAMA Psychiatry, 2018
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approach. BMC Medicine, 2017, 15, 37

6 Association of gene variants with susceptibility to type 2 diabetes among Omanis. World Journal of L
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Sex-dimorphic genetic effects and novel loci for fasting glucose and insulin variability. Nature
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Type 2 diabetes-related genetic risk scores associated with variations in fasting plasma glucose and
62 development of impaired glucose homeostasis in the prospective DESIR study. Diabetologia, 2014, 103 29
57,1601-10

Meta-analysis of genome-wide association studies for height and body mass index in ~700,000
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Coffee and tea consumption, genotype-based CYP1A2 and NAT2 activity and colorectal cancer

6o risk-results from the EPIC cohort study. /nternational Journal of Cancer, 2014, 135, 401-12 75 27

Novel loci for childhood body mass index and shared heritability with adult cardiometabolic traits.
PLoS Genetics, 2020, 16, e1008718

3 Reassessment of the putative role of BLK-p.A71T loss-of-function mutation in MODY and type 2 L
5 diabetes. Diabetologia, 2013, 56, 492-6 ©3 24

Sequence data and association statistics from 12,940 type 2 diabetes cases and controls. Scientific
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Detection and quantification of inbreeding depression for complex traits from SNP data.

54 Proceedings of the National Academy of Sciences of the United States of America, 2017, 114, 8602-8607 115 20

Risk in Relatives, Heritability, SNP-Based Heritability, and Genetic Correlations in Psychiatric
Disorders: A Review. Biological Psychiatry, 2021, 89, 11-19

Estimation of non-additive genetic variance in human complex traits from a large sample of

52 unrelated individuals. American Journal of Human Genetics, 2021, 108, 786-798 1 19

Fine-mapping of an expanded set of type 2 diabetes loci to single-variant resolution using
high-density imputation and islet-specific epigenome maps

Parental history of type 2 diabetes, TCF7L2 variant and lower insulin secretion are associated with

50 incident hypertension. Data from the DESIR and RISC cohorts. Diabetologia, 2013, 56, 2414-23 103 16

Post-Bariatric Surgery Changes in Quinolinic and Xanthurenic Acid Concentrations Are Associated
with Glucose Homeostasis. PLoS ONE, 2016, 11, e0158051
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4 Communications, 2019, 10, 3719 174 14

Misestimation of heritability and prediction accuracy of male-pattern baldness. Nature
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Impact of statistical models on the prediction of type 2 diabetes using non-targeted metabolomics
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Low-frequency variants in HMGA1 are not associated with type 2 diabetes risk. Diabetes, 2012, 61, 524-36.9
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discovery and translation

40  Genetic Consequences of Social Stratification in Great Britain 10
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Unfolded Protein Response. Cell Reports, 2016, 15, 1051-1061

3 Pathogenic variants in actionable MODY genes are associated with type 2 diabetes. Nature 6
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A unified framework for association and prediction from vertex-wise grey-matter structure. Human
Brain Mapping, 2020, 41, 4062-4076

Using prior information from humans to prioritize genes and gene-associated variants for complex
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traits in livestock 2020, 16, e1008780

Using prior information from humans to prioritize genes and gene-associated variants for complex
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