
Appendix D Supplementary figures
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Figure D.8: Correlation of synthesis rates derived from the unlabeled and the labeled RNA pools
is good at 86%. ”Slow” transcripts, with low synthesis and degradation rates (in blue) tend to
show a more systematic difference between the two estimates. This can be explained by the fact
that those transcripts are likely to be more affected by residual unlabeled RNA captured in the
labeled RNA pool through unspecific binding. Only transcripts with an exact solution to (13) were
considered.
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Figure D.9: Correlation of rates across two replicates. Top row: Rates obtained with INSPEcT.
Bottom row: rates obtained with our method. The INSPEcT method provides rates that are
more consistent across replicates for synthesis and processing rates, but not for degradation rates.
Spearman correlation is indicated and the red line shows the diagonal.
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