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breast and ovarian cancer. Nature Genetics, 2013, 45, 371-384. 9.4 493
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21 Identification of ten variants associated with risk of estrogen-receptor-negative breast cancer.
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Missense mutations but not allelic variants alter the function of ATM by dominant interference in
patients with breast cancer. Proceedings of the National Academy of Sciences of the United States of
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33 Genetic predisposition to mosaic Y chromosome loss in blood. Nature, 2019, 575, 652-657. 13.7 198

34 Characterization of ATM gene mutations in 66 ataxia telangiectasia families. Human Molecular
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35 A transcriptome-wide association study of 229,000 women identifies new candidate susceptibility
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36 Testis-specific protein, Y-encoded (TSPY) expression in testicular tissues. Human Molecular Genetics,
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37 Identification of nine new susceptibility loci for endometrial cancer. Nature Communications, 2018, 9,
3166. 5.8 178

38 <i>PALB2</i>,<i>CHEK2</i>and<i>ATM</i>rare variants and cancer risk: data from COGS. Journal of
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<i>CHEK2</i>*1100delC Heterozygosity in Women With Breast Cancer Associated With Early Death,
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Genome-Wide Meta-Analyses of Breast, Ovarian, and Prostate Cancer Association Studies Identify
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Low penetrance breast cancer susceptibility loci are associated with specific breast tumor subtypes:
findings from the Breast Cancer Association Consortium. Human Molecular Genetics, 2011, 20,
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and CCDC170. Nature Genetics, 2016, 48, 374-386. 9.4 125

48 Nijmegen Breakage Syndrome mutations and risk of breast cancer. International Journal of Cancer,
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53 Association of vitamin D levels and risk of ovarian cancer: a Mendelian randomization study.
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55 Evidence that breast cancer risk at the 2q35 locus is mediated through IGFBP5 regulation. Nature
Communications, 2014, 5, 4999. 5.8 105

56 Genetic determinants of airways' colonisation with Pseudomonas aeruginosa in cystic fibrosis.
Lancet, The, 1993, 341, 189-193. 6.3 100

57 Detection of more than 50 different CFTR mutations in a large group of German cystic fibrosis
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60 Fine-Scale Mapping of the FGFR2 Breast Cancer Risk Locus: Putative Functional Variants Differentially
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Refined histopathological predictors of BRCA1 and BRCA2mutation status: a large-scale analysis of
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2014, 16, 3419.
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63 CFTR gene mutations and male infertility. Andrologia, 2000, 32, 71-83. 1.0 95

64
Indicators of late normal tissue response after radiotherapy for head and neck cancer: fibroblasts,
lymphocytes, genetics, DNA repair, and chromosome aberrations. Radiotherapy and Oncology, 2002, 64,
141-152.

0.3 94

65 No evidence that protein truncating variants in<i>BRIP1</i>are associated with breast cancer risk:
implications for gene panel testing. Journal of Medical Genetics, 2016, 53, 298-309. 1.5 94
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cancer. Nature Communications, 2019, 10, 1741. 5.8 90
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68 Association of ESR1 gene tagging SNPs with breast cancer risk. Human Molecular Genetics, 2009, 18,
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70 Association of two mutations in theCHEK2 gene with breast cancer. International Journal of Cancer,
2005, 116, 263-266. 2.3 82
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73 The role of genetic breast cancer susceptibility variants as prognostic factors. Human Molecular
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76 Five endometrial cancer risk loci identified through genome-wide association analysis. Nature
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83
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92 Cis-eQTL analysis and functional validation of candidate susceptibility genes for high-grade serous
ovarian cancer. Nature Communications, 2015, 6, 8234. 5.8 63
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