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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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Policy information about studies with human participants or human data. See also policy information about sex, gender (identity/presentation),
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Note that full information on the approval of the study protocol must also be provided in the manuscript.
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Randomization
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Reporting for specific materials, systems and methods
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system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

Source data are provided with this paper.

The RNA-seq data have been deposited in the NCBI Sequence Read Archive (SRA) under accession number PRJNA1150654.

The raw mass spectrometry proteomics data of the LiP-MS analyses have been deposited to the MassIVE repository (https://massive.ucsd.edu) with the dataset
identifier MSV000094552

The CCEM metabolomics data are available at MetaboLights repository under the accession number MTBLS2240.
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At least three biological repeats for all quantitative experiments

In the targeted metabolomic analyses focusing on central carbon and energy metabolism (Supplementary Data 1), we excluded sample
ispg-2d-3 which shows much lower peak area than the other 4 biological replicates in the same group and was removed as an outlier.

We have at least 3 replications for most experiments except the LiP-MS and RNA-seq experiments, which are only conducted once but with
three biological repeats.

We randomized the samples for the LiP-MS assay and MEcPP measurement in E. coli cells of various genotypes and benzyl viologen
treatment.

Single-blind study is applied for LiP-MS assay including protein sample preparation, data acquisition and processing.




