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Data supporting this study are presented in the main text and Supplementary information, and source data are provided with this paper. Raw sequencing data and
assembled genomes of whole-genome sequencing of Bacteroides thetaiotaomicron strains have been deposited at DDBJ/ENA/GenBank under the accession
number: PRJNA754595. Plasmids used in this study are available from the corresponding author upon request.
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Three or more biological replicates were performed for each experiment. No statistical method was used to predetermine sample size. We
determined this sample size, considering allowable error size, need for statistical analysis and resources, based on previous studies by our
group (Cell Syst 1, 62-71 (2015), Nat commun 10, 4028 (2019)) and articles in this field (Nature 548, 117-121 (2017), Nature Chemical Biology
12, 82-86 (2016)).

No data were excluded.

All experiments other than the gnotobiotic animal experiment (Fig. 7d and e) , viability in various stress conditions (Supplementary Fig. 5) and
in vivo genetic stability (Supplementary Fig. 11) were replicated at least twice and showed reproducible results. Three or four biological
replicates demonstrated clear trends in the three experiments performed once. We determined one attempt is sufficient for them.

Three or more random colonies of each strain were picked from agar plates for each experiment. Each strain was cultured and allocated to
each experimental group by dividing the bacterial suspension. In the in vivo study, four mice were randomly allocated to each experimental
group.

No blinding was performed. Blinding is impossible as the investigators performed the experiments, allocating samples to each experimental
group and being aware of name of bacterial strains, and controls and treated groups.




