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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 description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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Reporting for specific materials, systems and methods

The mass spectrometry proteomics data generated in this study have been deposited in the ProteomeXchange Consortium via the PRIDE partner repository under
accession code PXD047497 [http://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD047497].

The RNA-seq and RIBO-seq data generated in this study have been deposited in the NCBI's Gene Expression Omnibus database under accession code GSE249450
[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE249450].

Source data are provided with this paper.
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Not involved.

For sequencing experiments, the number of samples was determined based on the length of the sporulation process, which is 7h in 37 Celsius
degrees. Samples were taken in one hour intervals from T0 (logarithmic growth, just before sporulation initiation) up to T7 (seven hours post
sporulation induction, mother cell lysis and spore release).

For TE and gene expression calculations, genes in appropriate sigma regulons were taken into consideration, unless stated otherwise, in which
case all genes were used for analysis.

For microscopic observations, the exact numbers of cells for each experiment are given in the Materials and methods section.

No data were excluded from the analyses.

All experiments were performed in duplicates, including sequencing, mass spectrometry and microscopy.

For mass spectrometry and sequencing experiments, the duplicates are described in the manuscript and all calculations are based on the
entire dataset (both replicates). For microscopic observations, the experiments were performed in biological duplicates, however, data from
one replicate is shown in the manuscript, as the biological repeat was successful and confirmed the observations from the first experiment.

Randomization is not applicable in this study because there is no statistic test that requires randomization of samples.

Samples were processed and analysed in exact same manner, thus, no blinding was required.




