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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Research guidelines for submitting code & software for further information.

Data
Policy information about availability of data

All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:
- Accession codes, unique identifiers, or web links for publicly available datasets
- A list of figures that have associated raw data
- A description of any restrictions on data availability

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

The hyb pipeline (version 0.0) used for identifying chimeric reads is available from https://github.com/gkudla/hyb.

Samtools (version 1.9; http://www.htslib.org)

bedtools (version 2.27.1; https://github.com/arq5x/bedtools2)

flexbar (version 3.5.0; https://github.com/seqan/flexbar)

vienna2 (version 2.5.0; https://www.tbi.univie.ac.at/RNA/)

Python code and Python pipelines used:

pyCRAC (version 1.5.1; https://git.ecdf.ed.ac.uk/sgrannem/pycrac; https://pypi.org/user/g_ronimo/)

GenomeBrowser packages (version 1.6.3; https://git.ecdf.ed.ac.uk/sgrannem/)

CRAC_pipeline_PE (version 0.6.1; https://git.ecdf.ed.ac.uk/sgrannem/crac_pipelines)

CLASH Pipelines (version 0.0.1; https://git.ecdf.ed.ac.uk/sgrannem/clash-pipelines)

iGraph (version 0.8.0; https://igraph.org/2020/02/14/igraph-0.8.0-python.html)

R code used:

R (4.0.3) (R Core Team, 2020)

https://www.r-project.org/

RStudio (1.4.1103) (Team, 2015)

https://www.rstudio.com/

DESeq2 (Love et al., 2014)

https://bioconductor.org/packages/release/bioc/html/DESeq2.html

The next generation sequencing data have been deposited on the NCBI Gene Expression Omnibus (GEO) with accession number GSE166151. The mass
spectrometry proteomics data have been deposited to the ProteomeXchange Consortium via the PRIDE partner repository with the dataset identifier PXD025122.

We also provide a scan of the full images of Northern and Western blots for those cases where we displayed data as cropped images in the Source Data file.

Raw data for each plot is also provided. A complete overview of all the CLASH analyses are provided in Supplementary Data files.

All experiments were performed using biological replicates (2-3). For the Mass-spectrometry, RNA-seq and CLASH analyses at least two
independent replicate experiments were performed. Experiments were performed using independent biological replicates (2-3). For the
Mass-spectrometry, qPCR, RNA-seq and CLASH analyses at least two experimental replicates and/or three technical replicates were
performed. No sample size calculation was performed. Sample sizes were chosen based on the minimal number of samples required to obtain
robust statistics (RNA-seq: n>=3; label free mass-spectrometry n>=6; CRAC datasets n>=2)

No data was excluded.

Experiments were performed at least twice and often by two independent researchers. To quantify reprodicibility, we calculated Pearson
correlations between experimental replicates. Where possible, results from each experimental replicate were displayed in either the main
figures or the Extended Figures to illustrate reproducibility. We have also uploaded source files that show the Northern, Western and qPCR
results for all experimental replicates.

Not applicable as this study did not involve patients or clinical trials.

Not applicable as this study did not involve patients or clinical trials.




