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

Discovery and refinement of loci associated with lipid levels. Nature Genetics, 2013, 45, 1274-1283. 21.4 2,641

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

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

DNA Methylation in Newborns and Maternal Smoking in Pregnancy: Genome-wide Consortium
Meta-analysis. American Journal of Human Genetics, 2016, 98, 680-696.

Parent-of-origin-specific allelic associations among 106 genomic loci for age at menarche. Nature,

2014, 514,92-97. 27.8 548

Multi-ancestry genome-wide association study of 21,000 cases and 95,000 controls identifies new risk
loci for atopic dermatitis. Nature Genetics, 2015, 47, 1449-1456.

Systematic identification of genetic influences on methylation across the human life course. Genome

Biology, 2016, 17, 61. 8.8 489

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

Prenatal exposure to maternal smoRing and offspring DNA methylation across the lifecourse: findings
from the Avon Longitudinal Study of Parents and Children (ALSPAC). Human Molecular Genetics, 2015, 2.9 345
24,2201-2217.

Genome-wide meta-analysis identifies new susceptibility loci for migraine. Nature Genetics, 2013, 45,
912-917.

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

Maternal pre-pregnancy BMI and gestational weight gain, offspring DNA methylation and later
offspring adiposity: findings from the Avon Longitudinal Study of Parents and Children. International
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Data Resource Profile: Accessible Resource for Integrated Epigenomic Studies (ARIES). International

Journal of Epidemiology, 2015, 44, 1181-1190. 1.9 238

Meta-analysis of genome-wide association studies identifies ten loci influencing allergic sensitization.
Nature Genetics, 2013, 45, 902-906.

Genomic and phenotypic insights from an atlas of genetic effects on DNA methylation. Nature 914 218
Genetics, 2021, 53, 1311-1321. ’

Prenatal and early life influences on epigenetic age in children: a study of mother&€“offspring pairs

from two cohort studies. Human Molecular Genetics, 2016, 25, 191-201.

Meta-analysis identifies seven susceptibility loci involved in the atopic march. Nature

Communications, 2015, 6, 8804. 12.8 148
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Genome-wide association analysis identifies six new loci associated with forced vital capacity. Nature

Genetics, 2014, 46, 669-677.

Common variants at 12q15 and 12q24 are associated with infant head circumference. Nature Genetics, 914 130
2012, 44, 532-538. )

Longitudinal analysis of DNA methylation associated with birth weight and gestational age. Human
Molecular Genetics, 2015, 24, 3752-3763.

Sixteen new lung function signals identified through 1000 Genomes Project reference panel

imputation. Nature Communications, 2015, 6, 8658. 12.8 108

Cohort Profile: Pregnancy And Childhood Epigenetics (PACE) Consortium. International Journal of
Epidemiology, 2018, 47, 22-23u.

DNA Methylation and BMI: Investigating Identified Methylation Sites at <i>HIF3A</i> in a Causal 0.6 95
Framework. Diabetes, 2016, 65, 1231-1244. :

The epigenetic clock and physical development during childhood and adolescence: longitudinal
analysis from a UK birth cohort. International Journal of Epidemiology, 2017, 46, dyw307.

Distinct DNA methylation profiles in subtypes of orofacial cleft. Clinical Epigenetics, 2017, 9, 63. 4.1 81

An epigenome-wide association meta-analysis of prenatal maternal stress in neonates: A model
approach for replication. Epigenetics, 2016, 11, 140-149.

Genome-wide association study identifies 48 common genetic variants associated with handedness. 12.0 79
Nature Human Behaviour, 2021, 5, 59-70. :

A principal component meta-analysis on multiple anthropometric traits identifies novel loci for body
shape. Nature Communications, 2016, 7, 13357.

A meta-analysis of 120 246 individuals identifies 18 new loci for fibrinogen concentration. Human 9.9 73
Molecular Genetics, 2016, 25, 358-370. :

Prenatal unhealthy diet, insulina€like growth factor 2 gene (<i><scp>IGF<[scp>2<[i>) methylation, and
attention deficit hyperactivity disorder symptoms in youth with earlyd€enset conduct problems.
Journal of Child Psychology and Psychiatry and Allied Disciplines, 2017, 58, 19-27.

Large-Scale Genome-Wide Association Studies and Meta-Analyses of Longitudinal Change in Adult Lung 95 52
Function. PLoS ONE, 2014, 9, e100776. )

Genome-wide association studies identify genetic loci for low von Willebrand factor levels. European
Journal of Human Genetics, 2016, 24, 1035-1040.

Fraction of exhaled nitric oxide values in childhood are associated with 17q11.2-q12 and 17q12-q21

variants. Journal of Allergy and Clinical Inmunology, 2014, 134, 46-55. 2.9 33

Comparison of HapMap and 1000 Genomes Reference Panels in a Large-Scale Genome-Wide Association

Study. PLoS ONE, 2017, 12, e0167742.

Identification of loci where DNA methylation potentially mediates genetic risk of type 1 diabetes. 6.5 2
Journal of Autoimmunity, 2018, 93, 66-75. :
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Lymphoblastoid cell lines reveal associations of adult DNA methylation with childhood and current

adversity that are distinct from whole blood associations. International Journal of Epidemiology,
2015, 44, 1331-1340.

DNA methylation derived systemic inflammation indices are associated with head and neck cancer

38 development and survival. Oral Oncology, 2018, 85, 87-94.
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Cardiometabolic phenotypes and mitochondrial DNA copy number in two cohorts of UK women.
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Collapsed methylation quantitative trait loci analysis for low frequency and rare variants. Human
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No Evidence for Genome-Wide Interactions on Plasma Fibrinogen by Smoking, Alcohol Consumption

and Body Mass Index: Results from Meta-Analyses of 80,607 Subjects. PLoS ONE, 2014, 9, e111156.

Frequency of KLK3 gene deletions in the general population. Annals of Clinical Biochemistry, 2017, 54,
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