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Data analysis

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 Portfolio guidelines for submitting code & software for further information.
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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

Research involving human participants, their data, or biological material
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Sample size

Data exclusions

Replication

Randomization

Blinding

Raw spectra during proteomics were processed with MaxQuant software (version 1.6.8.0) and further analyzed using the Perseus software
suite (version 1.6.5.0).

Raw metabolite spectra were processed and interpreted using the Lab solution software package (Shimadzu).

Ion chromatography were quantified using the Chromeleon® 7 software.

To illustrate the promoter sequence alignments the web tool MEME (version 5.5.5) was used.

Northern blot and western blot signal intensities were calculated and analyzed with Quantity One (version 4.6.6).

All statistics were calculated with Excel, data and plots were visualized with OriginPro (2022) software (version 9.9.0.225) and vector images
were created with Inkscape (version 1.2.1).

Protein sequences were aligned with tool Clustl Omega and alignments were illustrated using Jalview (version 2.11.3.2).

Protein structures were predicted using the AlphaFold web tool (version 2).

The mass spectrometry proteomics data generated in this study have been deposited at the ProteomeXchange Consortium via the PRIDE59 partner repository with
the dataset identifier PXD041127. The mass spectrometry data are available in the PRIDE database under accession code PXD041127 [https://www.ebi.ac.uk/pride/
archive/projects/PXD041127]. Source data are provided with this paper.

No research involving human research participants.
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The current work doesn't involve the analysis of populations. For functional assays, the number of times that experiments were repeated is
addressed under "Replication" below.

No data was excluded.

All biochemical and in vitro assays were repeated several times independently with at least duplicate samples per assay. The detailed
replicates for each experiments are given in the manuscript. All attempts at replication were successful.

Randomization was not relevant because our study did not involve the allocation of samples/organisms/participants into experimental groups.

Investigators were not blinded to group allocation because group allocation was not involved in our study. Investigators were not blinded
during data collection because the collected data were quantitative in nature (such as bands in gel blot analyses or fluorescence values) and
were not prone to subjective interpretation.




