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Flow cytometry

MRI-based neuroimaging

Antibodies
Antibodies used

Raw and analyzed data of RNA-Seq experiments have been deposited at the GEO (https://www.ncbi.nlm.nih.gov/geo/) under the accession number GSE172019.
Raw and processed mass spectrometry data have been deposited at the ProteomeXchange Consortium via the PRIDE partner repository with the dataset identifier
PXD027237. Source data of experiments shown in Figures 1b-e, 2b-e, 3b-e, 4b-f, 6b-d, 7a-c, 7e-h and Supplementary Figures 2a-e, 3a-c, 4a-b, 4d-f, 5, 6b, 10a-b, 11b-
c, 13a-b, 14a-g, 15a-d are provided with this manuscript.

ChIP-Seq data from CD4+ T-cells (Wang et al., Cell 2010) were obtained from GEO under the accession number GSE15735.

We did not use statistical methods to predetermine sample size. If not otherwise indicated, all experiments were performed minimally in
triplicates. Triplicate experimental design allows for the detection of outliers and is sufficient to determine statistical significance. After having
performed transcriptome-wide mRNA half-life measurements in parental HeLa and RNF219 KO cells in two biological replicates, which were
reproducible and led to almost identical bulk mRNA half-life, we reasoned that two replicates are sufficient.

Commonly occurring contaminants, proteins only identified by a modification site or those matching the reversed part of the decoy database
were excluded from proteomics data. To exclude proteins identified with low confidence, proteins were filtered for LFQ values being present
in at least 3 samples across four biological repeat experiments.

For the analysis of transcriptome-wide mRNA half-lives, only genes with positive half-lives and R2>0.5 were considered.

All experiments were repeated independently two to six times with similar results.

Randomization was not relevant, because the assignment of samples was determined by our treatment of the biological material and
therefore is an intrinsic property of the sample.

Blinding was not relevant, since the automized analysis of our data left no room for subconcious manipulation due to any preconceived
expectations concerning its outcome.

For western blotting: mouse monoclonal anti-FLAG clone M2 (1:1000, Sigma-Aldrich, Cat# F3165), rabbit polyclonal anti-histone H3
acetyl K27 (1:1000, Abcam, Cat# ab4729), rabbit polyclonal anti-NOT10 (1:1000, Proteintech, Cat# 15938-1-AP), rabbit monoclonal




