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All sequencing data has been deposited to NCBI under Study SRP312722 and BioProject PRJNA718558.

All other relevant data supporting the key findings in this study are available within the article or its Supplementary Data Files or from the corresponding author
upon reasonable request.

The number of flies used is sufficient to detect pesticide toxicity based on previous studies using the same resource.

Permutation tests were used to ascertain significance of differentially expressed genes and metabolites between treated and control groups
or between germ-free and conventionally reared flies. (See Methods)

Samples that failed to sequence (<4000 reads per sample) were excluded. This exclusion criterion was pre-chosen, based on prior experience.

All experiments were conducted in triplicate.

The experiments were randomized. Flies were randomly assigned to the study groups. The analysis order of fly fecal samples was fully
randomized for the 16-S and GC-MS analysis including process blank controls and retention index calibrating compound daily.

The investigators were not blinded for the toxicity studies. For metagenomic, 16S sequencing and GC-MS analysis, the analysis was blinded.

Drosophila melanogaster Oregon-R-modENCODE, 4-7 days of age after eclosion
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