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A Large-Scale Genome-Wide Gene-Gene Interaction Study of Lung Cancer Susceptibility in Europeans
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Integrated gene-based and pathway analyses using UK Biobank data identify novel genes for chronic
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Relationships between sleep traits and lung cancer risk: a prospective cohort study in UK Biobank.
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A cross-tissue transcriptome-wide association study identifies novel susceptibility genes for lung
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Genome-wide gened€“smoking interaction study identified novel susceptibility loci for non-small cell
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Polygenic risk scores: the future of cancer risk prediction, screening, and precision prevention.
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Tuberculosis infection and lung adenocarcinoma: Mendelian randomization and pathway analysis of
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Integration of GWAS and eQTL Analysis to Identify Risk Loci and Susceptibility Genes for Gastric
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Identification of risk loci and a polygenic risk score for lung cancer: a large-scale prospective cohort
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Cross-Cancer Pleiotropic Analysis Reveals Novel Susceptibility Loci for Lung Cancer. Frontiers in
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Interaction analysis between germline susceptibility loci and somatic alterations in lung cancer.
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Transcriptome-wide association study revealed two novel genes associated with nonobstructive
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Genetic variants in chromatin-remodeling pathway associated with lung cancer risk in a Chinese
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Genetic variants in multisynthetase complex genes are associated with DNA damage levels in Chinese
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