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Figure 6: Differential expression analysis quantifies transcriptomic changes upon
treating T47D cells with estrogen for an hour. Genes in red are classified as
activated and repressed based on a false discovery rate of 0.05.
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8 Conclusions

We provide standardized metrics and detailed plots that indicate whether libraries
are of sufficiently high quality to warrant downstream analysis. The presented
analyses provide information about RNA degradation, nascent RNA purity,
alignment rate, library complexity, and nuclear run-on efficiency. We deconstruct
each analysis and explain the biological rationale of each metric. All code and
scripts are presented so that researchers can use this framework to develop their
own workflows and pipelines, or as Captain Barbossa succinctly stated: “The
code is more of what you’d call guidelines than actual rules.”
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