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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.
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- A list of figures that have associated raw data
- A description of any restrictions on data availability
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CellROX data were analysed on a BD FACSCalibur flow cytometer.

The transcriptome and proteome data of aneuploid cells that support the findings of this study were uploaded to publicly available databases and are also available
in our previously published papers, DOI: 10.1038/msb.2012.40, DOI: 10.1186/1471-2164-15-139.

cGAMP mass spectrometry data are available from the corresponding author upon request.

For immunofluorescent analysis, 100-1000s of cells were analyzed using automatic software. The means of each measurement/experiment
were calculated and plotted for presentation in the paper. Samples analyzed manually are labeled in the publication, 20 - 100 cells were
analyzed in these experiments. Every point in the plots of data for qRT-PCR, WB or other similar assays analysis represents one individual
experiment, total sample size is represented by 3-10 points on the graph.

Data were not excluded.

At least 3 replicates were performed; the exact number of replicates is stated in figure legends.

Sample and experimental set up was as random as possible.
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All the information is provided in Supplementary table 6 of this manuscript. Here we copy it for you.
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