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Association analyses of 249,796 individuals reveal 18 new loci associated with body mass index.
Nature Genetics, 2010, 42, 937-48

Hundreds of variants clustered in genomic loci and biological pathways affect human height.
Nature, 2010, 467, 832-8 50.4 1514

Large-scale association analysis provides insights into the genetic architecture and pathophysiology
of type 2 diabetes. Nature Genetics, 2012, 44, 981-90

Twelve type 2 diabetes susceptibility loci identified through large-scale association analysis. Nature 6 ;
Genetics, 2010, 42, 579-89 363 1449

Six new loci associated with body mass index highlight a neuronal influence on body weight
regulation. Nature Genetics, 2009, 41, 25-34

A genome-wide association study identifies alleles in FGFR2 associated with risk of sporadic 6 L
postmenopausal breast cancer. Nature Genetics, 2007, 39, 870-4 363 240

Common variants near MC4R are associated with fat mass, weight and risk of obesity. Nature
Genetics, 2008, 40, 768-75

Genome-wide association study of prostate cancer identifies a second risk locus at 8q24. Nature 6
Genetics, 2007, 39, 645-9 363 979

Multiple loci identified in a genome-wide association study of prostate cancer. Nature Genetics,
2008, 40, 310-5

Genome-wide trans-ancestry meta-analysis provides insight into the genetic architecture of type 2 6 3
diabetes susceptibility. Nature Genetics, 2014, 46, 234-44 363 754

Meta-analysis identifies 13 new loci associated with waist-hip ratio and reveals sexual dimorphism
in the genetic basis of fat distribution. Nature Genetics, 2010, 42, 949-60

Modeling Linkage Disequilibrium Increases Accuracy of Polygenic Risk Scores. American Journal of

Human Genetics, 2015, 97, 576-92 11 649

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

Genome-wide association study of circulating vitamin D levels. Human Molecular Genetics, 2010, 19, 273%45 616

Genetic variants associated with subjective well-being, depressive symptoms, and neuroticism
identified through genome-wide analyses. Nature Genetics, 2016, 48, 624-33

Causal relationship between obesity and vitamin D status: bi-directional Mendelian randomization

analysis of multiple cohorts. PLoS Medicine, 2013, 10, e1001383 116 592

Association studies of up to 1.2 million individuals yield new insights into the genetic etiology of

tobacco and alcohol use. Nature Genetics, 2019, 51, 237-244
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Genome-wide association study identifies variants in the ABO locus associated with susceptibility

426 to pancreatic cancer. Nature Genetics, 2009, 41, 986-90 363 483

Identification of ten loci associated with height highlights new biological pathways in human
growth. Nature Genetics, 2008, 40, 584-91

A genome-wide association study identifies pancreatic cancer susceptibility loci on chromosomes 6 6
424 13g22.1, 1932.1 and 5p15.33. Nature Genetics, 2010, 42, 224-8 3%3 4%

A multistage genome-wide association study in breast cancer identifies two new risk alleles at
1p11.2 and 14g24.1 (RAD51L1). Nature Genetics, 2009, 41, 579-84

Powerful SNP-set analysis for case-control genome-wide association studies. American Journal of

422 fuman Genetics, 2010, 86, 929-42 1 425

An Expanded Genome-Wide Association Study of Type 2 Diabetes in Europeans. Diabetes, 2017, 66, 28882902 414

Identification of 23 new prostate cancer susceptibility loci using the iCOGS custom genotyping

429 array. Nature Genetics, 2013, 45, 385-91, 391e1-2 363 413

Genome-wide association analysis of more than 120,000 individuals identifies 15 new susceptibility
loci for breast cancer. Nature Genetics, 2015, 47, 373-80

3 Parent-of-origin-specific allelic associations among 106 genomic loci for age at menarche. Nature,
1% 2014, 514, 92-97 504 401

Newly discovered breast cancer susceptibility loci on 3p24 and 17q23.2. Nature Genetics, 2009, 41, 585-996.3

Familial Risk and Heritability of Cancer Among Twins in Nordic Countries. JAMA - Journal of the

416 4 merican Medical Association, 2016, 315, 68-76 274 391

Elevation of circulating branched-chain amino acids is an early event in human pancreatic
adenocarcinoma development. Nature Medicine, 2014, 20, 1193-1198

. A genome-wide association study identifies novel alleles associated with hair color and skin
44 pigmentation. PLoS Genetics, 2008, 4, 1000074 373

Thirty new loci for age at menarche identified by a meta-analysis of genome-wide association
studies. Nature Genetics, 2010, 42, 1077-85

Polygenic Risk Scores for Prediction of Breast Cancer and Breast Cancer Subtypes. American

Journal of Human Genetics, 2019, 104, 21-34 11 363
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Association analyses of more than 140,000 men identify 63 new prostate cancer susceptibility loci.
Nature Genetics, 2018, 50, 928-936

Performance of common genetic variants in breast-cancer risk models. New England Journal of

419 Medicine, 2010, 362, 986-93 592 334

A meta-analysis of 87,040 individuals identifies 23 new susceptibility loci for prostate cancer.

Nature Genetics, 2014, 46, 1103-9
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Genome-wide association studies identify Four ER negative-specific breast cancer risk loci. Nature

408 onetics, 2013, 45, 392-8, 398e1-2 363 327

Bayesian inference analyses of the polygenic architecture of rheumatoid arthritis. Nature Genetics,
2012, 44, 483-9

Prediction of breast cancer risk based on profiling with common genetic variants. Journal of the

406 National Cancer Institute, 2015, 107, 97 324

Exploiting gene-environment interaction to detect genetic associations. Human Heredity, 2007, 63, 111-%.1

° Integrating functional data to prioritize causal variants in statistical fine-mapping studies. PLoS 6 o
494 Genetics, 2014, 10, €1004722 305

Genome-wide association studies identify loci associated with age at menarche and age at natural

menopause. Nature Genetics, 2009, 41, 724-8 363

Genetic fine mapping and genomic annotation defines causal mechanisms at type 2 diabetes

492 susceptibility loci. Nature Genetics, 2015, 47, 1415-25 363 292

Multiple independent loci at chromosome 15@25.1 affect smoking quantity: a meta-analysis and
comparison with lung cancer and COPD. PLoS Genetics, 2010, 6, e1001053

Heterogeneity of breast cancer associations with five susceptibility loci by clinical and pathological

characteristics. PLoS Genetics, 2008, 4, e1000054 6 280
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Genomic analyses identify hundreds of variants associated with age at menarche and support a role
for puberty timing in cancer risk. Nature Genetics, 2017, 49, 834-841

3 A common variant at the TERT-CLPTM1L locus is associated with estrogen receptor-negative breast 6 5
39°  cancer. Nature Genetics, 2011, 43, 1210-4 2oz 25

Methodological challenges in mendelian randomization. Epidemiology, 2014, 25, 427-35

6 Anthropometric measures, body mass index, and pancreatic cancer: a pooled analysis from the 5
39 Pancreatic Cancer Cohort Consortium (PanScan). Archives of Internal Medicine, 2010, 170, 791-802 49

Meta-analyses identify 13 loci associated with age at menopause and highlight DNA repair and
immune pathways. Nature Genetics, 2012, 44, 260-8

Seven prostate cancer susceptibility loci identified by a multi-stage genome-wide association study. 6
394 Nature Genetics, 2011, 43, 785-91 363 243

Large-scale genomic analyses link reproductive aging to hypothalamic signaling, breast cancer
susceptibility and BRCA1-mediated DNA repair. Nature Genetics, 2015, 47, 1294-1303

Genome-wide association study identifies multiple susceptibility loci for pancreatic cancer. Nature

392 Genetics, 2014, 46, 994-1000 363 226

Cigarette smoking and pancreatic cancer: a pooled analysis from the pancreatic cancer cohort

consortium. American Journal of Epidemiology, 2009, 170, 403-13
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Genome-wide and candidate gene association study of cigarette smoking behaviors. PLoS ONE,
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Identification of a new prostate cancer susceptibility locus on chromosome 8q24. Nature Genetics,
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Genome-wide analysis identifies 12 loci influencing human reproductive behavior. Nature Genetics,
2016, 48, 1462-1472

Genome-wide association analyses of esophageal squamous cell carcinoma in Chinese identify 6 106
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Joint effects of common genetic variants on the risk for type 2 diabetes in U.S. men and women of
European ancestry. Annals of Internal Medicine, 2009, 150, 541-50

Breast Cancer Risk From Modifiable and Nonmodifiable Risk Factors Among White Women in the

384 United States. JAMA Oncology, 2016, 2, 1295-1302 13-4 189

Identification of ten variants associated with risk of estrogen-receptor-negative breast cancer.
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The OncoArray Consortium: A Network for Understanding the Genetic Architecture of Common

Cancers. Cancer Epidemiology Biomarkers and Prevention, 2017, 26, 126-135 4 183

Vitamin D-related genetic variation, plasma vitamin D, and risk of lethal prostate cancer: a
prospective nested case-control study. Journal of the National Cancer Institute, 2012, 104, 690-9

380 Replication in genome-wide association studies. Statistical Science, 2009, 24, 561-573 24 177

Genome-wide association study in 79,366 European-ancestry individuals informs the genetic
architecture of 25-hydroxyvitamin D levels. Nature Communications, 2018, 9, 260

3 Meta-analysis of new genome-wide association studies of colorectal cancer risk. Human Genetics, 6
379 2012,131,217-34 3173

Genome-wide meta-analysis identifies six novel loci associated with habitual coffee consumption.
Molecular Psychiatry, 2015, 20, 647-656

Functional variants at the 11q13 risk locus for breast cancer regulate cyclin D1 expression through

376 long-range enhancers. American Journal of Human Genetics, 2013, 92, 489-503 11 167

Meta-analysis of genome-wide association studies identifies 1q22 as a susceptibility locus for
intracerebral hemorrhage. American Journal of Human Genetics, 2014, 94, 511-21

Large-scale genome-wide meta-analysis of polycystic ovary syndrome suggests shared genetic

374 architecture for different diagnosis criteria. PLoS Genetics, 2018, 14, e1007813 6 166

Genetic variants at 2q24 are associated with susceptibility to type 2 diabetes. Human Molecular

Genetics, 2010, 19, 2706-15
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Meta-analysis of 65,734 individuals identifies TSPAN15 and SLC44A2 as two susceptibility loci for

372 venous thromboembolism. American Journal of Human Genetics, 2015, 96, 532-42 1 163

The common obesity variant near MC4R gene is associated with higher intakes of total energy and
dietary fat, weight change and diabetes risk in women. Human Molecular Genetics, 2008, 17, 3502-8

Genetic variants in pigmentation genes, pigmentary phenotypes, and risk of skin cancer in

379 Caucasians. International Journal of Cancer, 2009, 125, 909-17 75 161

Genome-wide association analysis identifies TXNRD2, ATXN2 and FOXC1 as susceptibility loci for
primary open-angle glaucoma. Nature Genetics, 2016, 48, 189-94

Adjusting for heritable covariates can bias effect estimates in genome-wide association studies. 1 L
American Journal of Human Genetics, 2015, 96, 329-39 55

Genome Analyses of >200,000 Individuals Identify 58 Loci for Chronic Inflammation and Highlight
Pathways that Link Inflammation and Complex Disorders. American Journal of Human Genetics,
2018, 103, 691-706

Genome-wide association study identifies multiple risk loci for chronic lymphocytic leukemia. 6 ;
Nature Genetics, 2013, 45, 868-76 353 147

A meta-analysis of genome-wide association studies of breast cancer identifies two novel
susceptibility loci at 614 and 20q11. Human Molecular Genetics, 2012, 21, 5373-84

6 Genome-wide association study identifies new prostate cancer susceptibility loci. Human Molecular 6 1
3%4 Genetics, 2011, 20, 3867-75 > 43

A genome-wide association search for type 2 diabetes genes in African Americans. PLoS ONE, 2012,
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362 A genome-wide association study of depressive symptoms. Biological Psychiatry, 2013, 73, 667-78 7.9 135

Reproducibility of metabolomic profiles among men and women in 2 large cohort studies. Clinical
Chemistry, 2013, 59, 1657-67

Interactions between genetic variants and breast cancer risk factors in the breast and prostate ;
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Genetic variants in ABO blood group region, plasma soluble E-selectin levels and risk of type 2
diabetes. Human Molecular Genetics, 2010, 19, 1856-62

3 Genome-wide significant predictors of metabolites in the one-carbon metabolism pathway. Human 6
35 Molecular Genetics, 2009, 18, 4677-87 5

PALB2, CHEK2 and ATM rare variants and cancer risk: data from COGS. Journal of Medical Genetics,
2016, 53, 800-811

356 Common variants of FUT2 are associated with plasma vitamin B12 levels. Nature Genetics, 2008, 40, 1160;83 120

Characterization of gene-environment interactions for colorectal cancer susceptibility loci. Cancer

Research, 2012, 72, 2036-44
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A genome-wide association meta-analysis of circulating sex hormone-binding globulin reveals

354 multiple Loci implicated in sex steroid hormone regulation. PLoS Genetics, 2012, 8, e1002805 6 116

A Population-Based Study of Genes Previously Implicated in Breast Cancer. New England Journal of
Medicine, 2021, 384, 440-451

352 Heritability in the genome-wide association era. Human Genetics, 2012, 131, 1655-64 63 113

Beyond odds ratios--communicating disease risk based on genetic profiles. Nature Reviews Genetics,
2009, 10, 264-9

Joint analysis of three genome-wide association studies of esophageal squamous cell carcinoma in

359 Chinese populations. Nature Genetics, 2014, 46, 1001-1006 363 112

A meta-analysis of genome-wide association studies to identify prostate cancer susceptibility loci
associated with aggressive and non-aggressive disease. Human Molecular Genetics, 2013, 22, 408-15

Genome-wide association study identifies multiple susceptibility loci For diffuse large B cell

e lymphoma. Nature Genetics, 2014, 46, 1233-8 363 108

Maximizing the power of principal-component analysis of correlated phenotypes in genome-wide
association studies. American Journal of Human Genetics, 2014, 94, 662-76

Hyperglycemia, insulin resistance, impaired pancreatic Fcell function, and risk of pancreatic cancer.

346 Journal of the National Cancer Institute, 2013, 105, 1027-35 97 108

Genome-wide joint meta-analysis of SNP and SNP-by-smoking interaction identifies novel loci for
pulmonary function. PLoS Genetics, 2012, 8, e1003098

Genome-wide meta-analysis uncovers novel loci influencing circulating leptin levels. Nature L o
344 Communications, 2016, 7, 10494 74 7

Challenges and opportunities in genome-wide environmental interaction (GWEI) studies. Human
Genetics, 2012, 131, 1591-613

342 Melanocortin 1 receptor variants and skin cancer risk. International Journal of Cancer, 2006, 119, 1976-84,.5 106

Family history of cancer and risk of pancreatic cancer: a pooled analysis from the Pancreatic Cancer
Cohort Consortium (PanScan). International Journal of Cancer, 2010, 127, 1421-8

Genetic determinants of telomere length and risk of common cancers: a Mendelian randomization

340 study. Human Molecular Genetics, 2015, 24, 5356-66 56 104

Genome-Wide Meta-Analyses of Breast, Ovarian, and Prostate Cancer Association Studies Identify
Multiple New Susceptibility Loci Shared by at Least Two Cancer Types. Cancer Discovery, 2016, 6, 1052-6744

3 Genome-wide meta-analysis identifies five new susceptibility loci for pancreatic cancer. Nature
EE Communications, 2018, 9, 556 17.4 103

A transcriptome-wide association study of 229,000 women identifies new candidate susceptibility
genes for breast cancer. Nature Genetics, 2018, 50, 968-978
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Genome-wide association study identifies multiple loci associated with bladder cancer risk. Human

Molecular Genetics, 2014, 23, 1387-98 56 101

Clinical significance of Philadelphia chromosome positive pediatric acute lymphoblastic leukemia in
the context of contemporary intensive therapies. Cancer, 1998, 83, 2030-2039

Pathway analysis of breast cancer genome-wide association study highlights three pathways and

one canonical signaling cascade. Cancer Research, 2010, 70, 4453-9 101 100

Leveraging cross-species transcription factor binding site patterns: from diabetes risk loci to
disease mechanisms. Cell, 2014, 156, 343-58

Common variants in ZNF365 are associated with both mammographic density and breast cancer 6 6
risk. Nature Genetics, 2011, 43, 185-7 363 9

Circulating vitamin D concentration and risk of seven cancers: Mendelian randomisation study. BMJ,
The, 2017, 359, j4761

Mendelian randomization study of adiposity-related traits and risk of breast, ovarian, prostate, lung 3 ,
and colorectal cancer. International Journal of Epidemiology, 2016, 45, 896-908 /- 9
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Epidemiology, 2009, 33, 717-28
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TERT expression. Human Molecular Genetics, 2013, 22, 2520-8
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Genome-wide association study identifies novel susceptibility loci for cutaneous squamous cell
carcinoma. Nature Communications, 2016, 7, 12048

A genome-wide association study of early menopause and the combined impact of identified
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Prevention, 2012, 21, 82-91

Genome-wide association study identifies novel alleles associated with risk of cutaneous basal cell

316 carcinoma and squamous cell carcinoma. Human Molecular Genetics, 2011, 20, 3718-24

Genome-wide association study of relative telomere length. PLoS ONE, 2011, 6, e19635

Genetically Predicted Body Mass Index and Breast Cancer Risk: Mendelian Randomization Analyses

314 of Data from 145,000 Women of European Descent. PLoS Medicine, 2016, 13, 1002105 116 8o

Current Challenges and New Opportunities for Gene-Environment Interaction Studies of Complex
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Genetics, 2014, 23, 6616-33

Exposure to environmental ozone alters semen quality. Environmental Health Perspectives, 2006,
310 114, 360-5 S 77
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and subtype-specific analyses. Nature Genetics, 2020, 52, 572-581

GENOME-WIDE ASSOCIATION STUDY (GWAS) AND GENOME-WIDE BY ENVIRONMENT
308 INTERACTION STUDY (GWEIS) OF DEPRESSIVE SYMPTOMS IN AFRICAN AMERICAN AND 8.4 76
HISPANIC/LATINA WOMEN. Depression and Anxiety, 2016, 33, 265-80
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Journal of the National Cancer Institute, 2015, 107, 97 74
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Genome-wide association study identifies common variants associated with circulating vitamin E
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Genomewide meta-analysis identifies loci associated with IGF-1 and IGFBP-3 levels with impact on
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Meta-analysis of genome-wide association studies discovers multiple loci For chronic lymphocytic
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Obesity susceptibility loci and uncontrolled eating, emotional eating and cognitive restraint
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Survival among patients with pancreatic cancer and long-standing or recent-onset diabetes
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Genome-wide meta-analysis identifies 127 open-angle glaucoma loci with consistent effect across
ancestries. Nature Communications, 2021, 12, 1258

Novel pleiotropic risk loci for melanoma and nevus density implicate multiple biological pathways. ;
252 Nature Communications, 2018, 9, 4774 74 47
TERT gene harbors multiple variants associated with pancreatic cancer susceptibility. /nternational
Journal of Cancer, 2015, 137, 2175-83

A comprehensive analysis of common IGF1, IGFBP1 and IGFBP3 genetic variation with prospective
250 IGF-land IGFBP-3 blood levels and prostate cancer risk among Caucasians. Human Molecular 56 46
Genetics, 2010, 19, 3089-101

Shared heritability and functional enrichment across six solid cancers. Nature Communications, 2019
, 10,431

A genome-wide association study of bitter and sweet beverage consumption. Human Molecular

248 Genetics, 2019, 28, 2449-2457 56 45

Inclusion of endogenous hormone levels in risk prediction models of postmenopausal breast

cancer. Journal of Clinical Oncology, 2014, 32, 3111-7

12



(2018-2012)

6 Circadian genes and breast cancer susceptibility in rotating shift workers. International Journal of
245 cancer, 2012, 131, 2547-52 75 45
A genome-wide association study of marginal zone lymphoma shows association to the HLA region.

Nature Communications, 2015, 6, 5751
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