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All data generated or analyzed during this study are included in this published article (and the accompanying supplementary information files). Flow cytometry data
(Fig. 1b) are provided as .fcs files in the compressed folder “Fig1b_fcs_files” in the Supplement. All other data are provided in the Supplemental file “Source
data.xlsx.” E. coli Nissle strain 1917 was obtained from DSMZ and used for the construction of engineered strains leading to the generation of SYNB1618 and
SYNB1934. All strains described in this manuscript were derived from the same parental background. Engineered strains described in this manuscript can be made
available subject to an MTA, which can be requested by contacting the corresponding authors. The complete genome sequence of SYNB1618 is available under
BioProject ID: PRJNA482064. The complete genome sequence of SYNB1934 is available under BioProject ID: PRJNA749270

No in-life sample sizes were pre-determined. Sample size for the non-human primate study (n = 18) was based on the cost and availability of
animals. The results derive from 12 NHP subjects subjected to 3 identical SYNB single dose experiments with a full week wash out in between
the end of each experimental day. In each of the 3 experimental days, 6 NHP subjects were dosed with SYNB1618 or SYNB1934 and the data
presented in Figure 5 is the combined results of the 3 experiments. Results of this study did yield highly significant results as reflected in the
low p values obtained.

Though 18 NHP subjects were utilized in the in-life study, only 17 data points were included in the urinary analysis of d5-hippurate excretion
in the SYNB1934-treated study arm because one NHP subject failed to produce a urine sample over the 6 hour course of experimentation.

In vitro and in vivo activity of SYNB1618 and SYNB1934 is highly reproducible. Each of the key findings in Figure 5 have been repeated on
multiple occasions and have yielded essentially identical results.

For in-life studies involving non-human primates, subjects were weighted and randomized by weight into treatment groups.

Blinding was not relevant to this study. However, analysis of in-life data was not performed by the same individuals that performed in-life
portion of studies or the bioanalytical detection of the samples generated. Work with non-human primates was performed externally by a
CRO. Analysis of NHP data was not performed by the same individuals that performed bioanalytical detection analysis.




