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Figure S1: Expression changes recovered mRNA based subtype classification, and were independent of copy number changes. (A) Heatmap of Person’s correlation coefficients of expression levels of the protein-coding genes that define the five known mRNA subclasses of breast cancer on the nONCOchip compared to expression levels of these genes in the same set of tissue samples on Agilent 4x44k arrays [?, ?]. Correlation was calculated for 41 of the 50 protein-coding genes defining the mRNA expression breast cancer subclassification. The remaining 9 genes were not represented on the nONCOchip due to the requirement, that at least one probe per gene must be mapped to a unique genomic locus (hg19). PAM50 gene expression is highly correlated between same tumor samples on the two different expression arrays. Abbreviations LA, LB, Bl, and Nl indicate Luminal A, Luminal B, Basal-like, and Normal-like tumor subtypes, respectively. (B) Smoothed scatterplot of expression changes and copy number variations for non-coding DE-probes regulated between normal and tumor samples (FDR < 0.01). The portion of probes with similar expression changes and similar copy number variation is reflected by different blue shades. Black dots mark extreme
values, and red lines correspond to average intensities for positive and negative expression changes. Spearman’s correlation coefficients ρ = 0.006 and ρ = −0.02, respectively, indicate that the contribution of the copy number changes have only marginal effect on the expression variation of non-coding regions.


