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Genetic variants in novel pathways influence blood pressure and cardiovascular disease risk. Nature,
2011, 478, 103-109.

The UK10K project identifies rare variants in health and disease. Nature, 2015, 526, 82-90. 27.8 1,014

Genomic Relationships, Novel Loci, and Pleiotropic Mechanisms across Eight Psychiatric Disorders.
Cell, 2019, 179, 1469-1482.e11.

Genome-wide association study of more than 40,000 bipolar disorder cases provides new insights into

the underlying biology. Nature Genetics, 2021, 53, 817-829. 214 629

Large-scale association analysis identifies new lung cancer susceptibility loci and heterogeneity in
genetic susceptibility across histological subtypes. Nature Genetics, 2017, 49, 1126-1132.

Genome-wide association and large-scale follow up identifies 16 new loci influencing lung function.

Nature Genetics, 2011, 43, 1082-1090. 214 367

New genetic signals for lung function highlight pathways and chronic obstructive pulmonary disease
associations across multiple ancestries. Nature Genetics, 2019, 51, 481-493.

Novel insights into the genetics of smoking behaviour, lung function, and chronic obstructive
pulmonary disease (UK BiLEVE): a genetic association study in UK Biobank. Lancet Respiratory 10.7 346
Medicine,the, 2015, 3, 769-781.

Genetic loci associated with chronic obstructive pulmonary disease overlap with loci for lung
function and pulmonary fibrosis. Nature Genetics, 2017, 49, 426-432.

Improved imputation of low-frequency and rare variants using the UK10K haplotype reference panel.

Nature Communications, 2015, 6, 8111. 12.8 300

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.

Moderate-to-severe asthma in individuals of European ancestry: a genome-wide association study.

Lancet Respiratory Medicine,the, 2019, 7, 20-34. 10.7 183

Genome-wide association study to identify genetic determinants of severe asthma. Thorax, 2012, 67,
762-768.

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. 5.6 164

Genome-wide association analysis identifies six new loci associated with forced vital capacity. Nature
Genetics, 2014, 46, 669-677.

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. :

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
Care Medicine, 2011, 184, 786-795.

Dissecting the Shared Genetic Architecture of Suicide Attempt, Psychiatric Disorders, and Known Risk

Factors. Biological Psychiatry, 2022, 91, 313-327. 1.3 114
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Sixteen new lung function signals identified through 1000 Genomes Project reference panel

imputation. Nature Communications, 2015, 6, 8658.

Causal Effect of Plasminogen Activator Inhibitor Type 1 on Coronary Heart Disease. Journal of the

American Heart Association, 2017, 6, . 3.7 89

Shared genetic background between children and adults with attention deficit/hyperactivity disorder.
Neuropsychopharmacology, 2020, 45, 1617-1626.

Chronic obstructive pulmonary disease and related phenotypes: polygenic risk scores in

population-based and case-control cohorts. Lancet Respiratory Medicine,the, 2020, 8, 696-708. 10.7 69

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

Identification of susceptibility pathways for the role of chromosome 15g25.1 in modifying lung cancer

risk. Nature Communications, 2018, 9, 3221. 12.8 60

Attention-deficit/hyperactivity disorder and lifetime cannabis use: genetic overlap and causality.
Molecular Psychiatry, 2020, 25, 2493-2503.

A Comprehensive Evaluation of Potential Lung Function Associated Genes in the SpiroMeta General 05 56
Population Sample. PLoS ONE, 2011, 6, e19382. :

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

GSTCD and INTS12 Regulation and Expression in the Human Lung. PLoS ONE, 2013, 8, e74630. 2.5 46

APOM and high-density lipoprotein cholesterol are associated with lung function and per cent
emphysema. European Respiratory Journal, 2014, 43, 1003-1017.

A Genome-Wide Association Study in Hispanics/Latinos Identifies Novel Signals for Lung Function. The
Hispanic Community Health Study/Study of Latinos. American Journal of Respiratory and Critical Care 5.6 37
Medicine, 2018, 198, 208-219.

Blood eosinophil count and airway epithelial transcriptome relationships in COPD versus asthma.
Allergy: European Journal of Allergy and Clinical Immunology, 2020, 75, 370-380.

Evidence for large-scale gene-by-smoking interaction effects on pulmonary function. International 1.9 36
Journal of Epidemiology, 2017, 46, dyw318. :

Common Genetic Determinants of Lung Function, Subclinical Atherosclerosis and Risk of Coronary
Artery Disease. PLoS ONE, 2014, 9, e104082.

Dissociation of impulsivity and aggression in mice deficient for the ADHD risk gene Adgrl3: Evidence

for dopamine transporter dysregulation. Neuropharmacology, 2019, 156, 107557. 41 34

A major recombination hotspot in the XqYq pseudoautosomal region gives new insight into

processing of human gene conversion events. Human Molecular Genetics, 2012, 21, 2029-2038.

Epigenetic signature for attention-deficit/hyperactivity disorder: identification of miR-26b-5p,
miR-185-5p, and miR-191-5p as potential biomarkers in peripheral blood mononuclear cells. 5.4 31
Neuropsychopharmacology, 2019, 44, 890-897.
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Protein-altering germline mutations implicate novel genes related to lung cancer development.

Nature Communications, 2020, 11, 2220.

Genetic association study of childhood aggression across raters, instruments, and age. Translational

Psychiatry, 2021, 11, 413. 48 81

Whole Exome Re-Sequencing Implicates CCDC38 and Cilia Structure and Function in Resistance to
Smoking Related Airflow Obstruction. PLoS Genetics, 2014, 10, e1004314.

Genome-wide interaction study of smoking behavior and non-small cell lung cancer risk in Caucasian

population. Carcinogenesis, 2018, 39, 336-346. 2.8 29

Integrative pathway genomics of lung function and airflow obstruction. Human Molecular Genetics,
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Strengths and Difficulties Questionnaire: Psychometric Properties and Normative Data for Spanish 5-

to 17-Year-Olds. Assessment, 2021, 28, 1445-1458. 3.1 27

Genetic variants affecting cross-sectional lung function in adults show little or no effect on
longitudinal lung function decline. Thorax, 2017, 72, 400-408.

Genetic interaction analysis among oncogenesis-related genes revealed novel genes and networks in

lung cancer development. Oncotarget, 2019, 10, 1760-1774. 18 25

Genetic overlap and causality between substance use disorder and <scp>attentiona€deficit</scp> and
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Gut microbiota signature in treatment-naA ve attention-deficit/hyperactivity disorder. Translational 4s 25
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Association of Forced Vital Capacity with the Developmental Gene NCOR2. PLoS ONE, 2016, 11, e0147388.

Genome-wide association studies in lung disease: Figure 1. Thorax, 2012, 67, 271-273. 5.6 16

Integrative genomic analysis of methylphenidate response in attention-deficit/hyperactivity disorder.
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Epigenome-wide association study of attention-deficit/hyperactivity disorder in adults. Translational
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Mendelian randomization analysis for attention deficit/hyperactivity disorder: studying a broad range
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Gene-wide Association Study Reveals RNF122 Ubiquitin Ligase as a Novel Susceptibility Gene for

Attention Deficit Hyperactivity Disorder. Scientific Reports, 2017, 7, 5407.

Targeted Sequencing of Lung Function Loci in Chronic Obstructive Pulmonary Disease Cases and

Controls. PLoS ONE, 2017, 12, e0170222. 2:5 o
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Gender specific airway gene expression in COPD sub-phenotypes supports a role of mitochondria and

of different types of leukocytes. Scientific Reports, 2021, 11, 12848.
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Transcriptome profiling in adult attention-deficit hyperactivity disorder. European
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Genome-wide analysis of emotional lability in adult attention deficit hyperactivity disorder (ADHD).
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Integrating genomics and transcriptomics: Towards deciphering ADHD. European
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Joint Effect of Single-Nucleotide Polymorphisms and Smoking Exposure in Chronic Obstructive
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Genome-wide association study of copy number variation with lung function identifies a novel signal
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