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A. OncoFinder
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B. TAPPA
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C. TB-Score
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D. Pathway-express
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E. SPIA

Supplementary Figure S2. Hierarchical barycentric clustering of the PAS vectors in Euclidean space for different samples from the MAQC dataset (named B, C and D; samples of type A were used as the normal controls during the PAS calculations). Gene expression was profiled using two microarray platforms, Agilent-012391 Whole Human Genome Oligo Microarray G4112A and Affymetrix Human Genome U133 Plus 2.0 Array. Expression data were previously harmonized using the XPN method from the CONOR R package. We calculated the PAS values according to five alternative methods: OncoFinder (panel A), TAPPA (panel B), TB-Score (panel C), Pathway-Express (panel D), and SPIA (panel E). Samples examined using the Affymetrix platform, are labeled with AFX and marked with the black color in the bar below the dendrogram, using the Agilent platform – with AGL, and marked with the yellow color. Labels B (red-colored), C (green) and D (blue) indicate the sample type.

