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The CRAC datasets and their analyses for Dbp7-HTP and the wild-type yeast control shown in Fig. 4 are deposited in Gene Expression Omnibus (GEO) database
[http://www.ncbi.nlm.nih.gov/geo/] under the accession code GSE160734. Sequencing reads were mapped to the S. cerevisiae genome (https://
www.yeastgenome.org/strain/s288c). The RMS datasets presented here in Fig. 2a,b are also deposited in the GEO data base under the accession code GSE161347.
The mass spectrometry proteomics data underlying Fig. 1g have been deposited to the ProteomeXchange Consortium via the PRIDE partner repository [https://
www.ebi.ac.uk/pride/] with the dataset identifier PXD022625. MS-MS spectra were searched against the UniProt S. cerevisiae database (https://www.uniprot.org/
proteomes/UP000002311; downloaded on Feb 2019 with 9731 entries). Source data are provided with this paper.

Sample size was determined for each set of experiments to reveal reproducibility and/or statistical significance of the data. Statistical
determination of sample size was not performed.

No data were excluded from the analyses

Reproducibility was determined by replications and statistical analyses were appropriate.

Yeast strains used in this study were selected at random from among those generated that contained the correct genotype. Randomization
was not performed during biochemical and cell biological experiments.

Blinded experiments were not performed in this study.

Anti-HA (Sigma cat # H3663), Anti-Pgk1 (ThermoFisher Scientific cat # 459250), Anti-PAP (Sigma cat # P1291), Anti-CBP (Antibodies-
online cat# ABIN3181196), Anti-Rpl3 (Mybio-source cat# MBS9214187), Anti-Rpl15 (Aviva systems bio cat# ARP65141_P050), Anti-
Rps14 (Aviva systems bio cat#ARP40322_T100)

Antibodies were validated by western blotting. To validate antibodies against tags, extracts from wild type yeast or strains expressing
tagged versions of specific proteins were analysed. For antibodies against ribosomal proteins, the detection of proteins of




