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Supplemental Fig S14. Breakdown of duplex disagreement ratios or rates as a function of thresholded gene expression 
status, strand type, and by disagreement length.
(a-b) Ratios between each kind of duplex substitution disagreement and its reciprocal for expressed (a) or non-expressed (b) genes. 
(c-f) Duplex deletion or insertion disagreement rates broken down by gene expression for disagreements longer than 3 bp (c, e) or no 
longer than 3 bp (d, f), and by strand type (e-f). Error bars and confidence intervals as in Supplemental Fig S12.


