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Genome-wide association study identifies 48 common genetic variants associated with handedness.
Nature Human Behaviour, 2021, 5, 59-70.

Actionable druggable genome-wide Mendelian randomization identifies repurposing opportunities for 30.7 120
COVID-19. Nature Medicine, 2021, 27, 668-676. )

Genome-wide association and Mendelian randomisation analysis provide insights into the
pathogenesis of heart failure. Nature Communications, 2020, 11, 163.

Genome-wide meta-analysis of macronutrient intake of 91,114 European ancestry participants from the
cohorts for heart and aging research in genomic epidemiology consortium. Molecular Psychiatry, 7.9 44
2019, 24, 1920-1932.

Disentangling the genetics of lean mass. American Journal of Clinical Nutrition, 2019, 109, 276-287.

Associations of autozygosity with a broad range of human phenotypes. Nature Communications, 2019,
10, 4957. 128 84

Multiancestry Genome-Wide Association Study of Lipid Levels Incorporating Gene-Alcohol
Interactions. American Journal of Epidemiology, 2019, 188, 1033-1054.

Multi-ancestry study of blood lipid levels identifies four loci interacting with physical activity.

Nature Communications, 2019, 10, 376. 12.8 64

Multi-ancestry genome-wide genea€“smoking interaction study of 387,272 individuals identifies new loci
associated with serum lipids. Nature Genetics, 2019, 51, 636-648.

New genetic signals for lung function highlight pathways and chronic obstructive pulmonary disease

associations across multiple ancestries. Nature Genetics, 2019, 51, 481-493. 214 350

Protein-coding variants implicate novel genes related to lipid homeostasis contributing to body-fat
distribution. Nature Genetics, 2019, 51, 452-469.

A Large-Scale Multi-ancestry Genome-wide Study Accounting for Smoking Behavior Identifies Multiple

Significant Loci for Blood Pressure. American Journal of Human Genetics, 2018, 102, 375-400. 6.2 123

Multiancestry association study identifies new asthma risk loci that colocalize with immune-cell
enhancer marks. Nature Genetics, 2018, 50, 42-53.

Life-Course Genome-wide Association Study Meta-analysis of Total Body BMD and Assessment of

Age-Specific Effects. American Journal of Human Genetics, 2018, 102, 88-102. 6.2 252

Genome Analyses of &gt;200,000 Individuals Identify 58 Loci for Chronic Inflammation and Highlight
Pathways that Link Inflammation and Complex Disorders. American Journal of Human Genetics, 2018,
103, 691-706.

Gene discovery and polygenic prediction from a genome-wide association study of educational

attainment in 1.1 million individuals. Nature Genetics, 2018, 50, 1112-1121. 214 1,835

Novel genetic associations for blood pressure identified via gene-alcohol interaction in up to 570K

individuals across multiple ancestries. PLoS ONE, 2018, 13, e0198166.

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
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Evidence for large-scale gene-by-smoking interaction effects on pulmonary function. International

Journal of Epidemiology, 2017, 46, dyw318.

Rare and low-frequency coding variants alter human adult height. Nature, 2017, 542, 186-190. 27.8 544

Genome-wide association analyses for lung function and chronic obstructive pulmonary disease
identify new loci and potential druggable targets. Nature Genetics, 2017, 49, 416-425.

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. 214 426

Loss of Cardioprotective Effects at the <i>ADAMTS7<[i> Locus as a Result of Gene-Smoking
Interactions. Circulation, 2017, 135, 2336-2353.

Genome-wide association study meta-analysis for quantitative ultrasound parameters of bone
identifies five novel loci for broadband ultrasound attenuation. Human Molecular Genetics, 2017, 26, 2.9 32
2791-2802.

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 4€- A meta-analysis of 200,452 adults. PLoS a5 158
Genetics, 2017, 13, e1006528. :

Genome-wide associations for birth weight and correlations with adult disease. Nature, 2016, 538,
248-252.

General Framework for Metad€Analysis of Haplotype Association Tests. Genetic Epidemiology, 2016, 40,
244-252. 13 ©

<i>KLB<[i> is associated with alcohol drinking, and its gene product 12-Klotho is necessary for FGF21
regulation of alcohol preference. Proceedings of the National Academy of Sciences of the United
States of America, 2016, 113, 14372-14377.

A principal component meta-analysis on multiple anthropometric traits identifies novel loci for body

shape. Nature Communications, 2016, 7, 13357. 12.8 74

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

Meta-analysis of gened€“environment-wide association scans accounting for education level identifies

additional loci for refractive error. Nature Communications, 2016, 7, 11008. 12.8 104

A genomic approach to therapeutic target validation identifies a glucose-lowering <i>GLP1R</[i>
variant protective for coronary heart disease. Science Translational Medicine, 2016, 8, 341ra76.

Genome-wide analysis identifies 12 loci influencing human reproductive behavior. Nature Genetics, 914 284
2016, 48, 1462-1472. ’

Genome-wide Association Studies Identify Genetic Loci Associated With Albuminuria in Diabetes.

Diabetes, 2016, 65, 803-817.

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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A meta-analysis of 120 246 individuals identifies 18 new loci for fibrinogen concentration. Human

Molecular Genetics, 2016, 25, 358-370.

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. 35 331

Sixteen new lung function signals identified through 1000 Genomes Project reference panel
imputation. Nature Communications, 2015, 6, 8658.

New genetic loci link adipose and insulin biology to body fat distribution. Nature, 2015, 518, 187-196. 27.8 1,328

Low-frequency and rare exome chip variants associate with fasting glucose and type 2 diabetes
susceptibility. Nature Communications, 2015, 6, 5897.

Directional dominance on stature and cognition inAdiverse human populations. Nature, 2015, 523,

459-462. 278 173

Molecular mechanisms underlying variations in lung function: a systems genetics analysis. Lancet
Respiratory Medicine,the, 2015, 3, 782-795.

Integrative pathway genomics of lung function and airflow obstruction. Human Molecular Genetics,

2015, 24, 6836-6848. 2.9 28

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

Novel Approach Identifies SNPs in SLC2A10 and KCNK9 with Evidence for Parent-of-Origin Effect on a5 80
Body Mass Index. PLoS Genetics, 2014, 10, e1004508. ’

Power Estimation for Gene-Longevity Association Analysis Using Concordant Twins. Genetics
Research International, 2014, 2014, 1-8.

Genome-wide association analysis identifies six new loci associated with forced vital capacity. Nature

Genetics, 2014, 46, 669-677. 214 131

Gene-Age Interactions in Blood Pressure Regulation: A Large-Scale Investigation with the CHARGE,
Global BPgen, and ICBP Consortia. American Journal of Human Genetics, 2014, 95, 24-38.

Parent-of-origin-specific allelic associations among 106 genomic loci for age at menarche. Nature, 97.8 548
2014, 514, 92-97. )

Hierarchical linear modeling of longitudinal pedigree data for genetic association analysis. BMC
Proceedings, 2014, 8, S82.

Defining the role of common variation in the genomic and biological architecture of adult human 914 1818
height. Nature Genetics, 2014, 46, 1173-1186. ) >

Genome-wide association analyses identify 18 new loci associated with serum urate concentrations.

Nature Genetics, 2013, 45, 145-154.

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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Genome-wide meta-analysis of observational studies shows common genetic variants associated with

macronutrient intake. American Journal of Clinical Nutrition, 2013, 97, 1395-1402.

Sex-stratified Genome-wide Association Studies Including 270,000 Individuals Show Sexual Dimorphism

in Genetic Loci for Anthropometric Traits. PLoS Genetics, 2013, 9, e1003500. 35 371

New loci associated with birth weight identify genetic links between intrauterine growth and adult
height and metabolism. Nature Genetics, 2013, 45, 76-82.

Genome-Wide Joint Meta-Analysis of SNP and SNP-by-Smoking Interaction Identifies Novel Loci for a5 130
Pulmonary Function. PLoS Genetics, 2012, 8, e1003098. :

Candidate genes for obesity-susceptibility show enriched association within a large genome-wide
association study for BMI. Human Molecular Genetics, 2012, 21, 4537-4542.

Genome-Wide Association Studies Identify <i>CHRNA5/3<[i> and <i>HTR4<[i> in the Development of

Airflow Obstruction. American Journal of Respiratory and Critical Care Medicine, 2012, 186, 622-632. 56 164

Mixed Modeling with Whole Genome Data. Journal of Probability and Statistics, 2012, 2012, 1-16.

Seventy-five genetic loci influencing the human red blood cell. Nature, 2012, 492, 369-375. 27.8 320

Genome-wide meta-analysis of common variant differences between men and women. Human Molecular
Genetics, 2012, 21, 4805-4815.

FTO genotype is associated with phenotypic variability of body mass index. Nature, 2012, 490, 267-272. 27.8 383

A Latent Variable Partial Least Squares Path Modeling Approach to Regional Association and Polygenic
Effect with Applications to a Human Obesity Study. PLoS ONE, 2012, 7, e31927.

Variability in the Heritability of Body Mass Index: A Systematic Review and Meta-Regression. Frontiers 35 489
in Endocrinology, 2012, 3, 29. ’

Genome-Wide Association Studies of Asthma in Population-Based Cohorts Confirm Known and
Suggested Loci and Identify an Additional Association near HLA. PLoS ONE, 2012, 7, e44008.

Genetic variants in novel pathways influence blood pressure and cardiovascular disease risk. Nature, 97.8 1855
2011, 478, 103-1009. ) >

New gene functions in megakaryopoiesis and platelet formation. Nature, 2011, 480, 201-208.

Long-term maternal recall of obstetric complications in schizophrenia research. Psychiatry Research, 3.3 25
2011, 187, 335-340. :

CUBN Is a Gene Locus for Albuminuria. Journal of the American Society of Nephrology: JASN, 2011, 22,

555-570.

Effect of Five Genetic Variants Associated with Lung Function on the Risk of Chronic Obstructive
Lung Disease, and Their Joint Effects on Lung Function. American Journal of Respiratory and Critical 5.6 128
Care Medicine, 2011, 184, 786-795.
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Genome-wide association study identifies six new loci influencing pulse pressure and mean arterial

pressure. Nature Genetics, 2011, 43, 1005-1011.

Genome-wide association and large-scale follow up identifies 16 new loci influencing lung function. 914 367
Nature Genetics, 2011, 43, 1082-1090. .

A Comprehensive Evaluation of Potential Lung Function Associated Genes in the SpiroMeta General
Population Sample. PLoS ONE, 2011, 6, e19382.

On Genotype-Phenotype Association using SAS. , 2011, , . 0

Power assessment for genetic association study of human longevity using offspring of long-lived
subjects. European Journal of Epidemiology, 2010, 25, 501-506.

Biological, clinical and population relevance of 95 loci for blood lipids. Nature, 2010, 466, 707-713. 27.8 3,249

Hundreds of variants clustered in genomic loci and biological pathways affect human height. Nature,
2010, 467, 832-838.

Genetic variation in GIPR influences the glucose and insulin responses to an oral glucose challenge. 914 501
Nature Genetics, 2010, 42, 142-148. .

Meta-analysis and imputation refines the association of 15925 with smoking quantity. Nature Genetics,
2010, 42, 436-440.

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. 214 836

Association analyses of 249,796 individuals reveal 18 new loci associated with body mass index. Nature
Genetics, 2010, 42, 937-948.

Thirty new loci for age at menarche identified by a meta-analysis of genome-wide association studies. 014 445
Nature Genetics, 2010, 42, 1077-1085. :

Genetic Variants Influencing Circulating Lipid Levels and Risk of Coronary Artery Disease.
Arteriosclerosis, Thrombosis, and Vascular Biology, 2010, 30, 2264-2276.

Genetic Susceptibility to Obesity and Related Traits in Childhood and Adolescence. Diabetes, 2010, 59,
2980-2988. o6 120

Physical Activity Attenuates the Genetic Predisposition to Obesity in 20,000 Men and Women from
EPIC-Norfolk Prospective Population Study. PLoS Medicine, 2010, 7, e1000332.

Mining gene networks with application to GAW15 Problem 1. BMC Proceedings, 2007, 1, S52. 1.6 1

Pedigree-drawing with R and graphviz. Bioinformatics, 2006, 22, 1013-1014.




