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A transcriptome-wide association study of 229,000 women identifies new candidate susceptibility
genes for breast cancer. Nature Genetics, 2018, 50, 968-978

Validation of loci at 2q14.2 and 15q21.3 as risk factors for testicular cancer. Oncotarget, 2018, 9, 12630-12638 6

Protein-altering variants associated with body mass index implicate pathways that control energy

intake and expenditure in obesity. Nature Genetics, 2018, 50, 26-41 363

Differential Burden of Rare and Common Variants on Tumor Characteristics, Survival, and Mode of

Detection in Breast Cancer. Cancer Research, 2018, 78, 6329-6338 101 13

Genome-wide association study implicates immune dysfunction in the development of Hodgkin
lymphoma. Blood, 2018, 132, 2040-2052

Large-scale Analysis Demonstrates Familial Testicular Cancer to have Polygenic Aetiology.

European Urology, 2018, 74, 248-252 10213

Rare and low-frequency coding variants alter human adult height. Nature, 2017, 542, 186-190




(2016-2017)

Hypomorphic Missense Variants Confer Moderate Risks of Breast Cancer. Cancer Research, 2017,
277 77,2789-2799 10149
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Individual patient data meta-analysis shows a significant association between the ATM rs1801516
259  SNP and toxicity after radiotherapy in 5456 breast and prostate cancer patients. Radiotherapy and 53 69
Oncology, 2016, 121, 431-439
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as Candidate locus analysis of the TERT-CLPTM1L cancer risk region on chromosome 5p15 identifies o
2 multiple independent variants associated with endometrial cancer risk. Human Genetics, 2015, 134, 231-953 3
Assessment of variation in immunosuppressive pathway genes reveals TGFBR2 to be associated

with prognosis of estrogen receptor-negative breast cancer after chemotherapy. Breast Cancer

Research, 2015, 17, 18

XRCC1 Polymorphism Associated With Late Toxicity After Radiation Therapy in Breast Cancer

221 patients. International Journal of Radiation Oncology Biology Physics, 2015, 92, 1084-1092 4 53

Fine mapping of genetic susceptibility loci for melanoma reveals a mixture of single variant and
multiple variant regions. /International Journal of Cancer, 2015, 136, 1351-60

Novel Associations between Common Breast Cancer Susceptibility Variants and Risk-Predicting

219 Mammographic Density Measures. Cancer Research, 2015, 75, 2457-67 101 45

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

Is Southern blotting necessary to measure telomere length reproducibly? AuthorslResponse to:
217  Commentary: The reliability of telomere length measurements. /nternational Journal of 78 7
Epidemiology, 2015, 44, 1686-7

Multiple novel prostate cancer susceptibility signals identified by fine-mapping of known risk loci
among Europeans. Human Molecular Genetics, 2015, 24, 5589-602

Height and Breast Cancer Risk: Evidence From Prospective Studies and Mendelian Randomization.

215 Journal of the National Cancer Institute, 2015, 107, 97 74

Comprehensive genetic assessment of the ESR1 locus identifies a risk region for endometrial
cancer. Endocrine-Related Cancer, 2015, 22, 851-61

Fine-scale mapping of the 4924 locus identifies two independent loci associated with breast cancer

213 risk. Cancer Epidemiology Biomarkers and Prevention, 2015, 24, 1680-91 4 17

Reproducibility of telomere length assessment: an international collaborative study. /nternational
Journal of Epidemiology, 2015, 44, 1673-83

Identification and characterization of novel associations in the CASP8/ALS2CR12 region on

21T hromosome 2 with breast cancer risk. Human Molecular Genetics, 2015, 24, 285-98 56 35

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

Investigation of gene-environment interactions between 47 newly identified breast cancer

susceptibility loci and environmental risk factors. /nternational Journal of Cancer, 2015, 136, E685-96 5 26

209

~

Meta-analysis of genome-wide association studies identifies common susceptibility polymorphisms
for colorectal and endometrial cancer near SH2B3 and TSHZ1. Scientific Reports, 2015, 5, 17369

A polymorphism in the base excision repair gene PARP2 is associated with differential prognosis by

207 chemotherapy among postmenopausal breast cancer patients. BMC Cancer, 2015, 15, 978

Common germline polymorphisms associated with breast cancer-specific survival. Breast Cancer

Research, 2015, 17, 58

10



(2014-2015)

Evidence of a Causal Association Between Insulinemia and Endometrial Cancer: A Mendelian

205 Randomization Analysis. Journal of the National Cancer Institute, 2015, 107, 97 96

Large-Scale Genomic Analyses Link Reproductive Aging to Hypothalamic Signaling, Breast Cancer
Susceptibility, and BRCA1-Mediated DNA Repair. Obstetrical and Gynecological Survey, 2015, 70, 758-762>4

Assessing associations between the AURKA-HMMR-TPX2-TUBG1 functional module and breast

203 cancerrisk in BRCA1/2 mutation carriers. PLoS ONE, 2015, 10, e0120020 37 26
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