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The raw reads of the NGS data were deposited into the Sequence Read Archive (SRA) database (accession number: PRJNA608771) at the National Center for
Biotechnology Information (NCBI). Data supporting the findings of this work are available within the paper and its Supplementary Information files. A reporting
summary for this Article is available as a Supplementary Information file. The datasets and materials generated and analyzed during the current study are available
from the corresponding author upon request. The source data underlying Figures 1c, 2c-h, 3d, 3e, 3g, 5c, 5e, 5g, 5h, as well as Supplementary Figures 4, 5, 6, 7, 8, 9,
10, 11, and 14 are provided as a Source Data file.

The sample size of experiments is determined at 3 (biological independent replicate) based on literature precedence for metabolic
engineering experiments (Ref. https://doi.org/10.1038/s41467-020-16962-7; https://doi.org/10.1038/s41467-020-17223-3).

No data were excluded from the analyses.

All experiments were repeated at least once. All attempts at replication were successful.

E. coli, C. glutamicum, and B. subtilis strains used in this study were grown under identical conditions; no randomization was used.

Blinding was not performed in the study because the experiments did not involve any animals or human participants. The analysis was carried
out entirely on bacteria.




