Figure S1. Scatterplot. The upper-right side of the figure displays the correlation between
samples. Specifically, 5,000 randomly chosen probes are displayed as points, positioned in
the X and Y axes based on their intensities within the corresponding pair of samples. The
diagonal is marked in red. Points outside the area delimited by the dashed blue lines have
intensities that differ in at least 1 unit of log-intensity between the samples (i.e. FC>2). The
lower-left side indicates the statistical correlation (Pearson’s R) between pairs of samples

and how many probes present an FC > 2 at either side.
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Figure S2. Heatmap with the 300 most significantly differentially expressed transcripts
between cancer samples and controls. Samples and transcripts are, respectively, arranged
by average linkage clustering. The table with the genes names and values can be found in
Supplementary Table S3.

Color Key

Cancer Samples Non Cancer Samples

18 16 19 31 46 51 50 5 1 6 4



