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Association analysis identifies 65 new breast cancer risk loci. Nature, 2017, 551, 92-94

Genome-wide association study identifies a new breast cancer susceptibility locus at 6g25.1. Nature 6
Genetics, 2009, 41, 324-8 363 434

Multiple independent variants at the TERT locus are associated with telomere length and risks of
breast and ovarian cancer. Nature Genetics, 2013, 45, 371-84, 384e1-2
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loci for breast cancer. Nature Genetics, 2015, 47, 373-80 363 406
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Journal of Human Genetics, 2019, 104, 21-34

Identification of ten variants associated with risk of estrogen-receptor-negative breast cancer.

Nature Genetics, 2017, 49, 1767-1778 363 186
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risk. Nature Genetics, 2014, 46, 533-42
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genetic architecture of type 2 diabetes. PLoS Genetics, 2014, 10, e1004517 J
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new loci for body mass index. Human Molecular Genetics, 2014, 23, 5492-504

FTO genetic variants, dietary intake and body mass index: insights from 177,330 individuals. Human
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1932.1, 5q14.3 and 15q26.1. Nature Genetics, 2014, 46, 886-90 363 110

A common deletion in the APOBEC3 genes and breast cancer risk. Journal of the National Cancer
Institute, 2013, 105, 573-9
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Genome-wide association studies in the Japanese population identify seven novel loci for type 2
diabetes. Nature Communications, 2016, 7, 10531

Exome sequencing generates high quality data in non-target regions. BMC Genomics, 2012, 13, 194 45 95

Genomic Characterization of Esophageal Squamous Cell Carcinoma Reveals Critical Genes

Underlying Tumorigenesis and Poor Prognosis. American Journal of Human Genetics, 2016, 98, 709-27
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Breast cancer risk variants at 625 display different phenotype associations and regulate ESR1, 6
97 RMND1 and CCDC170. Nature Genetics, 2016, 48, 374-86 303 93

Identification of a functional genetic variant at 16q12.1 for breast cancer risk: results from the Asia
Breast Cancer Consortium. PLoS Genetics, 2010, 6, e1001002

Association analyses of East Asian individuals and trans-ancestry analyses with European individuals
95  reveal new loci associated with cholesterol and triglyceride levels. Human Molecular Genetics, 2017, 56 9o
26,1770-1784

Evidence that breast cancer risk at the 2q35 locus is mediated through IGFBP5 regulation. Nature
Communications, 2014, 4, 4999

Evaluation of breast cancer susceptibility loci in Chinese women. Cancer Epidemiology Biomarkers 3
93 and Prevention, 2010, 19, 2357-65 4 7
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9 implications for gene panel testing. Journal of Medical Genetics, 2016, 53, 298-309 > 3

Height and Breast Cancer Risk: Evidence From Prospective Studies and Mendelian Randomization.
Journal of the National Cancer Institute, 2015, 107,
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Communications, 2016, 7, 11375
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Evaluating genome-wide association study-identified breast cancer risk variants in
African-American women. PLoS ONE, 2013, 8, e58350
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Large-Scale Genome-Wide Association Study of East Asians Identifies Loci Associated With Risk for
Colorectal Cancer. Gastroenterology, 2019, 156, 1455-1466

Functional mechanisms underlying pleiotropic risk alleles at the 19p13.1 breast-ovarian cancer
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Genome-wide association studies in East Asians identify new loci for waist-hip ratio and waist

circumference. Scientific Reports, 2016, 6, 17958
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Genome-wide association and transcriptome studies identify target genes and risk loci for breast
79 cancer. Nature Communications, 2019, 10, 1741 174 4

Fine-mapping of the HNF1B multicancer locus identifies candidate variants that mediate
endometrial cancer risk. Human Molecular Genetics, 2015, 24, 1478-92

Multiple nonglycemic genomic loci are newly associated with blood level of glycated hemoglobin in 6
/7 East Asians. Diabetes, 2014, 63, 2551-62 9 4

Genome-wide association meta-analysis identifies novel variants associated with fasting plasma
glucose in East Asians. Diabetes, 2015, 64, 291-8

Prospective study of oral microbiome and colorectal cancer risk in low-income and African
75 American populations. International Journal of Cancer, 2019, 144, 2381-2389 75 43

A Comprehensive cis-eQTL Analysis Revealed Target Genes in Breast Cancer Susceptibility Loci .
Identified in Genome-wide Association Studies. American Journal of Human Genetics, 2018, 102, 890-903 1

Fine-mapping identifies two additional breast cancer susceptibility loci at 9q31.2. Human Molecular
73 Genetics, 2015, 24, 2966-84

Identification and characterization of novel associations in the CASP8/ALS2CR12 region on
chromosome 2 with breast cancer risk. Human Molecular Genetics, 2015, 24, 285-98

. Prediction of breast cancer risk based on common genetic variants in women of East Asian 3
7 ancestry. Breast Cancer Research, 2016, 18, 124 3 34

A Transcriptome-Wide Association Study Among 97,898 Women to Identify Candidate
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9 Receptor-Negative Breast Cancer. PLoS Genetics, 2016, 12, e1006267 3
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Evaluating the Utility of Polygenic Risk Scores in Identifying High-Risk Individuals for Eight Common
Cancers. JNCI Cancer Spectrum, 2020, 4, pkaa021

Fine-scale mapping of 8924 locus identifies multiple independent risk variants for breast cancer.

65 International Journal of Cancer, 2016, 139, 1303-1317 75 26
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risk through fine-scale mapping of the 12p11 locus. Breast Cancer Research, 2016, 18, 64
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Journal of Oral Microbiology, 2019, 11, 1650597 3 24

An intergenic risk locus containing an enhancer deletion in 2g35 modulates breast cancer risk by

deregulating IGFBP5 expression. Human Molecular Genetics, 2016, 25, 3863-3876
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Integrative genomic analyses of APOBEC-mutational signature, expression and germline deletion

61 of APOBEC3 genes, and immunogenicity in multiple cancer types. BMC Medical Genomics, 2019, 12, 131 37 23

Identification of Novel Susceptibility Loci and Genes for Prostate Cancer Risk: A
Transcriptome-Wide Association Study in Over 140,000 European Descendants. Cancer Research,
2019, 79, 3192-3204

Genome-wide association study in East Asians identifies two novel breast cancer susceptibility loci.
59 Human Molecular Genetics, 2016, 25, 3361-3371
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genes in Asians. Carcinogenesis, 2017, 38, 511-518

Whole-exome sequencing identifies OR2W3 mutation as a cause of autosomal dominant retinitis

57 pigmentosa. Scientific Reports, 2015, 5, 9236 49 20

Genetically Predicted Levels of DNA Methylation Biomarkers and Breast Cancer Risk: Data From
228 951 Women of European Descent. Journal of the National Cancer Institute, 2020, 112, 295-304
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55 risk. Cancer Epidemiology Biomarkers and Prevention, 2015, 24, 1680-91 4 7

Cigarette smoking and oral microbiota in low-income and African-American populations. Journal of
Epidemiology and Community Health, 2019, 73, 1108-1115
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53 and European descendants. Nature Communications, 2020, 11, 1217 174 16

No clinical utility of KRAS variant rs61764370 for ovarian or breast cancer. Gynecologic Oncology,
2016, 141, 386-401

. Evaluation of genetic variants in association with colorectal cancer risk and survival in Asians. L
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Whole-Exome Sequencing Identifies Novel Somatic Mutations in Chinese Breast Cancer Patients.
Journal of Molecular and Genetic Medicine: an International Journal of Biomedical Research, 2015, 9,

Association of genetic susceptibility variants for type 2 diabetes with breast cancer risk in women
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Racial Differences in the Oral Microbiome: Data from Low-Income Populations of African Ancestry
and European Ancestry. MSystems, 2019, 4,

Identifying Novel Susceptibility Genes for Colorectal Cancer Risk From a Transcriptome-Wide L L
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Association between genetic risk score for telomere length and risk of breast cancer. Cancer Causes
and Control, 2016, 27, 1219-28

Mendelian randomization analyses suggest a role for cholesterol in the development of
45 endometrial cancer. International Journal of Cancer, 2021, 148, 307-319 75 13

Identifying Putative Susceptibility Genes and Evaluating Their Associations with Somatic Mutations

in Human Cancers. American Journal of Human Genetics, 2019, 105, 477-492
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An integrative multi-omics analysis to identify candidate DNA methylation biomarkers related to

43 prostate cancer risk. Nature Communications, 2020, 11, 3905 174 12

Evaluation of potential regulatory function of breast cancer risk locus at 6q25.1. Carcinogenesis,
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Genetic variation in mitotic regulatory pathway genes is associated with breast tumor grade.

41 Human Molecular Genetics, 2014, 23, 6034-46 56 11

Association of oral health with lung cancer risk in a low-income population of African Americans
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Improved variant calling accuracy by merging replicates in whole-exome sequencing studies.
37 BioMed Research International, 2014, 2014, 319534 39

Associations between Genetically Predicted Blood Protein Biomarkers and Pancreatic Cancer Risk.
Cancer Epidemiology Biomarkers and Prevention, 2020, 29, 1501-1508
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33 studies conducted among Chinese women. Breast Cancer Research and Treatment, 2020, 181, 465-473 44 7
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