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Genome-wide association study identifies genetic loci for self-reported habitual sleep duration
supported by accelerometer-derived estimates. Nature Communications, 2019, 10, 1100.
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Biological and clinical insights from genetics of insomnia symptoms. Nature Genetics, 2019, 51, 387-393.
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biological subtypes. Nature Communications, 2019, 10, 3503.

Multi-ancestry genome-wide gened€“smoking interaction study of 387,272 individuals identifies new loci

associated with serum lipids. Nature Genetics, 2019, 51, 636-648. 214 112
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Multi-ancestry sleep-by-SNP interaction analysis in 126,926 individuals reveals lipid loci stratified by
sleep duration. Nature Communications, 2019, 10, 5121.

Admixture mapping identifies novel loci for obstructive sleep apnea in Hispanic/Latino Americans. 2.9 .
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Comparison of Heritability Estimation and Linkage Analysis for Multiple Traits Using Principal
Component Analyses. Genetic Epidemiology, 2016, 40, 222-232.

Non-REM Apnea and Hypopnea Duration Varies across Population Groups and Physiologic Traits.
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Is disrupted sleep a risk factor for Alzheimera€™s disease? Evidence from a two-sample Mendelian

randomization analysis. International Journal of Epidemiology, 2021, 50, 817-828. 19 81



20

22

24

26

28

30

32

34

36

HEMING WANG

ARTICLE IF CITATIONS

Evolutionarily conserved regulation of sleep by epidermal growth factor receptor signaling. Science
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Associations of variants In the hexokinase 1 and interleukin 18 receptor regions with oxyhemoglobin a5 28
saturation during sleep. PLoS Genetics, 2019, 15, e1007739. :

Epigenome-wide association analysis of daytime sleepiness in the Multi-Ethnic Study of
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Genetic analysis of dietary intake identifies new loci and functional links with metabolic traits. 12.0 29
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Variants in angiopoietin-2 (<i>ANGPT2</i>) contribute to variation in nocturnal oxyhaemoglobin
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The Association of the Vanin-1 N131S Variant with Blood Pressure Is Mediated by Endoplasmic
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Multi-ancestry genome-wide genea€“sleep interactions identify novel loci for blood pressure.
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De novo mutations discovered in 8 Mexican American families through whole genome sequencing.
BMC Proceedings, 2014, 8, S24.

Role of Rare and Low-Frequency Variants in Gene-Alcohol Interactions on Plasma Lipid Levels.
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Sequencing Analysis at 8p23 Identifies Multiple Rare Variants in DLC1 Associated with Sleep-Related
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Low oxygen saturation during sleep reduces CD1D and RAB20 expressions that are reversed by CPAP
therapy. EBioMedicine, 2020, 56, 102803.
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Genomed€wide pleiotropy analysis identifies novel blood pressure variants and improves its polygenic
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Combined linkage and association analysis identifies rare and low frequency variants for blood
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Associations of sleep duration and sleepa€“wake rhythm with lung parenchymal abnormalities on

computed tomography: TheAMESA study. Journal of Sleep Research, 2022, 31, e13475.
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