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A genome-wide association study identifies alleles in FGFR2 associated with risk of sporadic
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Association analysis identifies 65 new breast cancer risk loci. Nature, 2017, 551, 92-94. 27.8 1,099
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Nature Genetics, 2017, 49, 680-691. .

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

Genome-wide association study identifies 32 novel breast cancer susceptibility loci from overall and

subtype-specific analyses. Nature Genetics, 2020, 52, 572-581. 214 265

Genome-wide meta-analysis identifies five new susceptibility loci for cutaneous malignant melanoma.
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Functional Variants at the 11q13 Risk Locus for Breast Cancer Regulate Cyclin D1 Expression through
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A genome-wide association study of Hodgkin's lymphoma identifies new susceptibility loci at 2p16.1
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Genome-wide association meta-analyses combining multiple risk phenotypes provide insights into the

genetic architecture of cutaneous melanoma susceptibility. Nature Genetics, 2020, 52, 494-504. 214 138
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and CCDC170. Nature Genetics, 2016, 48, 374-386.
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Identification of a BRCA2-Specific Modifier Locus at 6p24 Related to Breast Cancer Risk. PLoS Genetics,
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Evidence that breast cancer risk at the 2q35 locus is mediated through IGFBP5 regulation. Nature

Communications, 2014, 5, 4999. 12.8 105
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Fine-Scale Mapping of the FGFR2 Breast Cancer Risk Locus: Putative Functional Variants Differentially
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Functional mechanisms underlying pleiotropic risk alleles at the 19p13.1 breasta€“ovarian cancer
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Fine-Scale Mapping of the 5q11.2 Breast Cancer Locus Reveals at Least Three Independent Risk Variants
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Genome-wide association study of germline variants and breast cancer-specific mortality. British
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Genetics, 2015, 24, 2966-2984.

Genome-wide association study of classical Hodgkin lymphoma identifies key regulators of disease
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deregulating IGFBP5 expression. Human Molecular Genetics, 2016, 25, 3863-3876. 2.9 33

A networR analysis to identify mediators of germline-driven differences in breast cancer prognosis.
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Epigenome-wide association study for lifetime estrogen exposure identifies an epigenetic signature
associated with breast cancer risk. Clinical Epigenetics, 2019, 11, 66.

Fine scale mapping of the 17q22 breast cancer locus using dense SNPs, genotyped within the
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Genome-wide association study implicates immune dysfunction in the development of Hodgkin
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Common variants in breast cancer risk loci predispose to distinct tumor subtypes. Breast Cancer
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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.
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