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29 Genome-wide association analyses of esophageal squamous cell carcinoma in Chinese identify multiple
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30 A meta-analysis identifies new loci associated with body mass index in individuals of African ancestry.
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31 Genome-wide association study of glioma and meta-analysis. Human Genetics, 2012, 131, 1877-1888. 1.8 222

32 Genome-wide association study of renal cell carcinoma identifies two susceptibility loci on 2p21 and
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33 Identification of a new prostate cancer susceptibility locus on chromosome 8q24. Nature Genetics,
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34 Genome-wide association study of prostate cancer in men of African ancestry identifies a
susceptibility locus at 17q21. Nature Genetics, 2011, 43, 570-573. 9.4 198

35 Analysis of error profiles in deep next-generation sequencing data. Genome Biology, 2019, 20, 50. 3.8 196

36 Genome-wide meta-analysis identifies five new susceptibility loci for pancreatic cancer. Nature
Communications, 2018, 9, 556. 5.8 188
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42 Genome-wide association study identifies new prostate cancer susceptibility loci. Human Molecular
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54 Common Genetic Polymorphisms Modify the Effect of Smoking on Absolute Risk of Bladder Cancer.
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55 Genome-wide association study identifies multiple risk loci for renal cell carcinoma. Nature
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61 Genome-wide association study of gastric adenocarcinoma in Asia: a comparison of associations
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Imputation and subset-based association analysis across different cancer types identifies multiple
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71 A genome-wide association study identifies a novel susceptibility locus for renal cell carcinoma on
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76 A comprehensive candidate gene approach identifies genetic variation associated with osteosarcoma.
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Breast Cancer After Childhood Cancer. Journal of the National Cancer Institute, 2017, 109, . 3.0 66
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Cell Lung Carcinoma. Cancer Discovery, 2012, 2, 131-139. 7.7 54
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never-smoking Asian women, and comparison with findings from Western populations. Human
Molecular Genetics, 2016, 26, ddw414.
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114 An integrated transcriptome and epigenome analysis identifies a novel candidate gene for pancreatic
cancer. BMC Medical Genomics, 2013, 6, 33. 0.7 31
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Ageâ€•specific genomeâ€•wide association study in glioblastoma identifies increased proportion of â€˜lower
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140 A Genome-Wide Association Study of Renal Cell Carcinoma among African Americans. Cancer
Epidemiology Biomarkers and Prevention, 2014, 23, 209-214. 1.1 20

141 Further Confirmation of Germline Glioma Risk Variant rs78378222 in<i>TP53</i>and Its Implication in
Tumor Tissues via Integrative Analysis of TCGA Data. Human Mutation, 2015, 36, 684-688. 1.1 19

142 GWAS meta-analysis of 16 852 women identifies new susceptibility locus for endometrial cancer.
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African ancestry. American Journal of Human Genetics, 2021, 108, 564-582. 2.6 18

150
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158 Tuberculosis infection and lung adenocarcinoma: Mendelian randomization and pathway analysis of
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160 A Twoâ€•Platform Design for Next Generation Genomeâ€•Wide Association Studies. Genetic Epidemiology,
2012, 36, 401-409. 0.6 14

161 Y chromosome haplogroups and prostate cancer in populations of European and Ashkenazi Jewish
ancestry. Human Genetics, 2012, 131, 1173-1185. 1.8 14

162 DNA Methylation Levels at Chromosome 8q24 in Peripheral Blood Are Associated with 8q24 Cancer
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