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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,
1052-1067.

9.4 157

22 Genome-wide association study identifies a common variant associated with risk of endometrial
cancer. Nature Genetics, 2011, 43, 451-454. 21.4 141

23
A genome-wide association scan (GWAS) for mean telomere length within the COGS project: identified
loci show little association with hormone-related cancer risk. Human Molecular Genetics, 2013, 22,
5056-5064.

2.9 130

24 A genome wide association study (GWAS) providing evidence of an association between common
genetic variants and late radiotherapy toxicity. Radiotherapy and Oncology, 2014, 111, 178-185. 0.6 128

25 Breast cancer risk variants at 6q25 display different phenotype associations and regulate ESR1, RMND1
and CCDC170. Nature Genetics, 2016, 48, 374-386. 21.4 125

26 Mendelian randomization study of adiposity-related traits and risk of breast, ovarian, prostate, lung
and colorectal cancer. International Journal of Epidemiology, 2016, 45, 896-908. 1.9 124

27 Fine-mapping of 150 breast cancer risk regions identifies 191 likely target genes. Nature Genetics, 2020,
52, 56-73. 21.4 120
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Data from 145,000 Women of European Descent. PLoS Medicine, 2016, 13, e1002105. 8.4 118

29
Combined genetic and splicing analysis of BRCA1 c.[594-2A&gt;C; 641A&gt;G] highlights the relevance of
naturally occurring in-frame transcripts for developing disease gene variant classification
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