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Supplemental Figure 3: Scatterplots of the log of fragments per kilobase of transcript per million

mapped reads (log-fpkm) values per human gene in the DASHed vs. untreated patient samples.

The slopes of the regression lines (red) indicate the fold enrichment in reads mapped to untargeted
transcripts. R-squared (R?) values of the regression lines indicate minimal off-target depletion.



