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Supplementary Figure 32: Analysis of ribo-depletion quality across the clinical and research FFPE cohort. A) Fraction of
RNA45S5 expected counts was computed for each sample as a proxy for amount of ribosomal RNA remaining in the sample
after ribo-deplete process. Distribution of these fractions is presented as a histogram. B) RNA45S5 fraction per each cancer type.
C) Two breast cancer samples are presented. The first sample has the lowest fraction of RNA45S5 among all breast tumor
samples (RNA45S5 low). The second sample has the highest fraction of RNA45S5 among all breast tumor samples (RNA45S5
high). We show that applying per-sample rescaling helps reduce variability driven by technical artifacts and make expression

levels more interpretable across biologically similar samples.




