Supplementary Materials

Suppl. Figure 1: Identification of population ancestry
Principal component analysis (PCA, axes 1 and 2) identification of population stratification in the cases and controls used and their presumed ancestry. Genotype data from cases and controls (green open circles) were plotted and overlapped with HapMap 270 population to identify (Panel a) and remove outliers (Panel b). Ancestry labels are CEU, Caucasian; CHB+JPT (red) are Han Chinese (CHB) from Beijing and Japanese (JPT); YRI, Yuruban (blue). Study populations predominantly of CEU (green) and HapMap CEU population (black) showed near complete overlap following outlier removal.

Suppl. Figure 2A: Nexus CN and Partek GS called CNVs are summarized for distribution of CNVs identified per chromosome
Suppl. Figure 2B: Size distribution of the CNVs between Nexus and Partek

Suppl. Table 1: Association of Nexus CN identified CNVs in breast cancer cases and controls
A total of 1,010 CNVs showed significant (p < 0.05) associations with breast cancer. Of which, 731 associations were significant at Q<0.05 (shown as shaded cells). Only common CNVs with total cohort frequencies >5% were shown. CNVs from the current study and their percent overlap with DGV are indicated. CNV region length is indicated in bps. 

