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Cancer Research, 2017, 19, 119

Gene-environment interactions involving functional variants: Results from the Breast Cancer ;
Association Consortium. /nternational Journal of Cancer, 2017, 141, 1830-1840 75 3
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Age- and Tumor Subtype-Specific Breast Cancer Risk Estimates for CHEK2*1100delC Carriers.

10 Journal of Clinical Oncology, 2016, 34, 2750-60

22 107
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Assessment of variation in immunosuppressive pathway genes reveals TGFBR2 to be associated
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Association of circulating inflammatory biomarkers and dietary inflammation potential with
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Association of breast cancer risk with genetic variants showing differential allelic expression: .
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International Journal of Epidemiology, 2016, 45, 884-95
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