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Breast Cancer Polygenic Risk Score and Contralateral Breast Cancer Risk. American Journal of Human
Genetics, 2020, 107, 837-848.
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Pathogenic Variants in <i>CHEK2</i> Are Associated With an Adverse Prognosis in Symptomatic

Early-Onset Breast Cancer. JCO Precision Oncology, 2020, 4, 472-485.

Clonal myelopoiesis in the UK Biobank cohort: ASXL1 mutations are strongly associated with smoking.
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Germline HOXB13 mutations p.G84E and p.R217C do not confer an increased breast cancer risk.
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A network analysis to identify mediators of germline-driven differences in breast cancer prognosis.
Nature Communications, 2020, 11, 312.
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