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RNF168 regulates R-loop resolution and genomic stability in BRCA1/2-deficient tumors. Journal of

Clinical Investigation, 2021, 131, .

Association of germline genetic variants with breast cancer-specific survival in patient subgroups
defined by clinic-pathological variables related to tumor biology and type of systemic treatment. 5.0 7
Breast Cancer Research, 2021, 23, 86.

Fine-mapping of 150 breast cancer risk regions identifies 191 likely target genes. Nature Genetics, 2020,
52, 56-73.

Immune Cell Associations with Cancer Risk. IScience, 2020, 23, 101296. 4.1 6

Genome-wide association study identifies 32 novel breast cancer susceptibility loci from overall and
subtype-specific analyses. Nature Genetics, 2020, 52, 572-581.

A network analysis to identify mediators of germline-driven differences in breast cancer prognosis.

Nature Communications, 2020, 11, 312. 12.8 30

Genome-wide association and transcriptome studies identify target genes and risk loci for breast
cancer. Nature Communications, 2019, 10, 1741.

Genome-wide association study of germline variants and breast cancer-specific mortality. British 64 59
Journal of Cancer, 2019, 120, 647-657. .

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

Breast cancer risk prediction using a polygenic risk score in the familial setting: a prospective study

from the Breast Cancer Family Registry and RConFab. Genetics in Medicine, 2017, 19, 30-35. 2.4 53

Identification of 12 new susceptibility loci for different histotypes of epithelial ovarian cancer.
Nature Genetics, 2017, 49, 680-691.

Association analysis identifies 65 new breast cancer risk loci. Nature, 2017, 551, 92-94. 27.8 1,099

Identification of ten variants associated with risk of estrogen-receptor-negative breast cancer.
Nature Genetics, 2017, 49, 1767-1778.

Fined€scale mapping of 8q24 locus identifies multiple independent risk variants for breast cancer. 51 51
International Journal of Cancer, 2016, 139, 1303-1317. :

Evidence that the 5p12 Variant rs10941679 Confers Susceptibility to Estrogen-Receptor-Positive Breast
Cancer through FGF10 and MRPS30 Regulation. American Journal of Human Genetics, 2016, 99, 903-911.

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, 9.4 157
1052-1067.

Functional mechanisms underlying pleiotropic risk alleles at the 19p13.1 breasta€“ovarian cancer

susceptibility locus. Nature Communications, 2016, 7, 12675.

Fine scale mapping of the 17q22 breast cancer locus using dense SNPs, genotyped within the

Collaborative Oncological Gene-Environment Study (COGs). Scientific Reports, 2016, 6, 32512. 3.3 19
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Breast cancer risk variants at 6q25 display different phenotype associations and regulate ESR1, RMND1

and CCDC170. Nature Genetics, 2016, 48, 374-386.

Fine-Scale Mapping of the 5q11.2 Breast Cancer Locus Reveals at Least Three Independent Risk Variants 6.2 76
Regulating MAP3K1. American Journal of Human Genetics, 2015, 96, 5-20. :

Genome-wide association analysis of more than 120,000 individuals identifies 15 new susceptibility loci
for breast cancer. Nature Genetics, 2015, 47, 373-380.

Polymorphisms in a Putative Enhancer at the 10q21.2 Breast Cancer Risk Locus Regulate NRBF2

Expression. American Journal of Human Genetics, 2015, 97, 22-34. 6.2 37

Fine-Scale Mapping of the 4924 Locus Identifies Two Independent Loci Associated with Breast Cancer
Risk. Cancer Epidemiology Biomarkers and Prevention, 2015, 24, 1680-1691.

Evidence that breast cancer risk at the 2q35 locus is mediated through IGFBP5 regulation. Nature 12.8 105
Communications, 2014, 5, 4999. :

Genetic variation at CYP3A is associated with age at menarche and breast cancer risk: a case-control
study. Breast Cancer Research, 2014, 16, R51.

A Role for Common Genomic Variants in the Assessment of Familial Breast Cancer. Journal of Clinical 16 4
Oncology, 2012, 30, 4330-4336. :

Common Breast Cancer Susceptibility Alleles and the Risk of Breast Cancer for <i>BRCA1<[i> and

<i>BRCA2<[i> Mutation Carriers: Implications for Risk Prediction. Cancer Research, 2010, 70, 9742-9754.




