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Genome-wide DNA methylation differences in nucleus accumbens of smokers vs. nonsmokers.
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Epigenome&€wide analysis uncovers a blooda€based DNA methylation biomarker of lifetime cannabis use.
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Single-nucleus transcriptome analysis reveals cell-type-specific molecular signatures across reward
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DNA methylation mediates the effect of cocaine use on HIV severity. Clinical Epigenetics, 2020, 12, 140. 1.8 14
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Expanding the genetic architecture of nicotine dependence and its shared genetics with multiple
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Large-scale association analysis identifies new lung cancer susceptibility loci and heterogeneity in

genetic susceptibility across histological subtypes. Nature Genetics, 2017, 49, 1126-1132. 94 472

Comprehensive evaluation of disease- and trait-specific enrichment for eight functional elements
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Associations of common variants in the BST2 region with HIV-1 acquisition in African American and
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Meta-analysis of genome-wide association studies of asthma in ethnically diverse North American

populations. Nature Genetics, 2011, 43, 887-892. 94 736
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