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Helsinki dataset. The unselected breast cancer patient series from Helsinki was collected at Helsinki University Central Hospital Department of Oncology in 1997-1998 and 2000 (884 patients, including 79% of all consecutive, newly diagnosed breast cancer cases during the collection periods) [1, 2] and Department of Surgery in 2001-2004 (986 patients, including 87% of all consecutive, newly diagnosed breast cancer cases) [3, 4]. A total of 1728 female patients with invasive breast cancer were included in the analysis for the RAD51B c.541C>T. The additional familial breast and ovarian cancer patients and one of the male breast cancer patients were collected at Helsinki University Hospital Departments of Oncology and Clinical Genetics. Three of the male breast cancer patients were identified as part of the unselected breast cancer series, and the additional male cases (n = 29) were diagnosed with breast cancer between 2004 and 2011 at Helsinki University Central Hospital Department of Oncology and the samples were collected in 2009-2012. Altogether 430 patients from Helsinki, tested negative for BRCA1/2 mutations, had strong family history of breast cancer with at least three breast or ovarian cancer cases among the first- or second-degree relatives (including the proband), and 523 patients, tested negative for the Finnish BRCA1/2 founder mutations, had one first-degree relative affected with breast or ovarian cancer [5-7]. The genealogies were confirmed through population registries and cancer diagnoses through the Finnish Cancer Registry and hospital records. 
Tampere dataset. The unselected breast cancer series from Tampere was collected at Tampere University Hospital as previously described [1, 3], and additional 336 incident cases were collected in 1996-2004 at Tampere University Hospital. Only invasive cases were included in the analysis. The unselected series included three male breast cancer patients and one of them was included both in the unselected series and in male breast cancer series. The male breast cancer cases were identified as previously described [8] and genomic DNA was isolated from the blood (n = 44) and paraffin-embedded tumour samples (n = 59).
Oulu dataset. The unselected and the familial breast cancer samples from Oulu consisted of 320 and 132 patients, respectively, and the samples were collected at the Oulu University Hospital as previously described [9]. Of the familial patients, 83 had strong family history of breast cancer with at least three breast or ovarian cancer cases among first- or second-degree relatives, including the proband, and 49 breast cancer patients had one affected first-degree relative. 
Belarus dataset. The series from Belarus consisted of 1900 breast cancer patients diagnosed in the Republic of Belarus during the years 1998–2008. Patients were recruited at the Byelorussian Institute for Oncology and Medical Radiology Aleksandrov N N. in Minsk or at one of five regional oncology centers in Gomel, Mogilev, Grodno, Brest or Vitebsk, as previously described [10]. The Belarus series mainly consisted of consecutive patients unselected for family history, with the exception of an additional 28 cases with familial breast cancer ascertained at the center in Minsk. Median age at diagnosis in the Belarus cohort was 48 years, and 305 patients (16%) reported a first-degree relative with breast cancer. Byelorussian population controls were 1235 healthy volunteers from the same population who had no personal history of breast cancer at the time when entering the study.
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