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RNA sequencing analyses

A) Heatmap of the sample-to-sample euclidian distances using regularized log-transformed

RNAseq count data.

B) Transcript enrichment in eluate over lysate versus annotated transcript length. Transcripts
are faceted by their genome of origin (mitochondrial or nuclear) and by the presence of at
least one annotated intron within. Each point represents one transcript, colored according to
its average abundance in the whole dataset (log10-transformed average counts).

C) Previously published mRNA half-lives (Sun et al. 2013) versus annotated transcript

length.

For these analyses, BCL raw data were converted to FASTQ format and demultiplexed with
bel2fastq conversion software (Illumina), which generated 18-35 million reads per samples.
Reads were aligned to the sacCer3 genome with STAR (2.7.9a (Dobin et al. 2013) and counts
per transcripts obtained with featureCounts (Subread 2.0.3 (Liao et al. 2013)) using the
sacCer3 sgdGene annotations, counting paired-end fragments, excluding chimeric pairs and
pairs where ends did not align. Scaled bigWig files for coverage analysis and display were
generated with deeptools (3.5.1 (Ramirez et al. 2016)) at 1-nt resolution using scaling factors

obtained with the DESeq?2 analysis.
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