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The mass spectrometry proteomics data have been deposited to the ProteomeXchange Consortium via the PRIDE partner repository (https://doi.org/10.1073/
pnas.091062498 ) with the dataset identifier PXD025410: http://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD025410

A complete list of the viral strains in the library is available at http://slim.icr.ac.uk/phage_libraries/rna_viruses/species.html.

Transmembrane and the extracellular regions of transmembrane proteins were identified using UniProt (https://www.uniprot.org).

The details of the llibrary designs including the viral strains, proteins, peptides and statistics are available at http://slim.icr.ac.uk/phage_libraries/rna_viruses/
species.html.

For peptide mapping and annotation, an RNA virus search database was added to the PepTools (http://slim.icr.ac.uk/tools/peptools/) web server.

The identity of proteins localizing to stress granules was retrieved from the HIPPIE database (http://cbdm-01.zdv.uni-mainz.de/~mschaefer/hippie/).

Disorder Predictions using IUPred (https://iupred3.elte.hu/).

Raw data is provided as source data for Fig 2A, 2E, 2F, 3C, 3E, Sup Fig 4C. Source data are provided with this paper.

No sample size calculation was performed using statistical methods. Sample sizes were chosen based on similar studies performed previously
and typical ranges of effects observed for the types of assays used in this work. For infection experiments in Fig. 2A, E, F the experiments
were repeated at least twice in triplicates and the data from the experiments is provided in source data. For mass spectrometry experiments
the purifications were done in quadruplicates and all samples analysed in parallel.

We excluded experiments where we could see that the controls did not work or where tissue culture plates were contaminated. No
predetermined exclusion criteria was established.

Our experimental findings were reliably reproduced through repeated experiments and using different approaches. The number of
biologically independent replicates and individual data points are indicated in the figure legends.

We did not randomize our experiments. Randomization was not possible for the types of experiments included in this work.

Quantification of G3BP1 foci in infected cells (Fig. 3E) was done automatically using Fiji software and therefore no blinding was required. For
infection assays and biochemical assays all samples were treated in the same way, and therefore blinding is not relevant.




