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Association studies of up to 1.2 million individuals yield new insights into the genetic etiology of
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Large-scale association analysis identifies new lung cancer susceptibility loci and heterogeneity in
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Risk loci for chronic obstructive pulmonary disease: a genome-wide association study and
meta-analysis. Lancet Respiratory Medicine,the, 2014, 2, 214-225.

Dissecting childhood asthma with nasal transcriptomics distinguishes subphenotypes of disease.
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A genome-wide association study identifies risk loci for spirometric measures among smokers of
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Obstructive Pulmonary Diseases (Miami, Fla ), 2019, 6, 384-399. 0.7 112

Common Genetic Polymorphisms Influence Blood Biomarker Measurements in COPD. PLoS Genetics,
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Comorbidities of COPD Have a Major Impact on Clinical Outcomes, Particularly in African Americans.
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Identification of Chronic Obstructive Pulmonary Disease Axes That Predict All-Cause Mortality.
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Integrating Multiple Correlated Phenotypes for Genetic Association Analysis by Maximizing
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Proper conditional analysis in the presence of missing data: Application to large scale meta-analysis of
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A general approach to testing for pleiotropy with rare and common variants. Genetic Epidemiology,
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Genome-Wide Meta-Analyses of FTND and TTFC Phenotypes. Nicotine and Tobacco Research, 2020, 22, 06 17
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Coronary Artery Calcium on Noncontrast Thoracic Computerized Tomography Scans and All-Cause
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Caution against examining the role of reverse causality in Mendelian Randomization. Genetic

Epidemiology, 2021, 45, 445-454, 13 15
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A polygenic risk score for asthma in a large racially diverse population. Clinical and Experimental
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Gened€based segregation method for identifying rare variants in familyad€based sequencing studies. 13 14
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Relative contributions of family history and a polygenic risk score on COPD and related outcomes:
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Examining the role of unmeasured confounding in mediation analysis with genetic and genomic 06 13
applications. BMC Bioinformatics, 2017, 18, 344. :

Genetic Influences on Smoking and Clinical Disease. Understanding Behavioral and Biological
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Genetic variation in genes regulating skeletal muscle regeneration and tissue remodelling associated
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Seasonal Variation in miR-328-3p and let-7d-3p Are Associated With Seasonal Allergies and Asthma
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Examination of the Involvement of Cholinergic-Associated Genes in Nicotine Behaviors in European
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The influence of unmeasured confounding on the MR Steiger approach. Genetic Epidemiology, 2022, 46, 13 6
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Assessing pleiotropy and mediation in genetic loci associated with chronic obstructive pulmonary
disease. Genetic Epidemiology, 2019, 43, 318-329.
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Early-pregnancy maternal body mass index is associated with common DNA methylation markers in
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Hemizygous Deletion on Chromosome 3p26.1 Is Associated with Heavy Smoking among African American 05
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The Protective Effect of Hispanic Ethnicity on Chronic Obstructive Pulmonary Disease Mortality is
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Is the FagerstrAqm test for nicotine dependence invariant across secular trends in smoking? A question
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A fast and efficient smoothing approach to Lasso regression and an application in statistical genetics:
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