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Sample sizes were chosen based on previously published litterature for the performed assays:

- larval development: (1); (2)

- CFU measurements: (2)

- qPCR experiments on bacterial DNA: (3)

- larval length: (2)

- wing length: (3)

- reproduction success: (3)

- lifespan: (3)

- transcriptome sequencing: (2). We aimed for 60 individuals because MG's previous work on Drosophila larvae (4) based on 30 individuals/
samples was not precise enough to recover a perfect clusterisation of samples by replicate while another study based on 60 Drosophila guts/
sample, did (5).The sample distance matrix confirmed the clusterisation of all the samples by replicate, validating the chosen sample size.

- hypoxia measurements: (6)

- lipid quantification: (7)

- qPCR experiments on gene expression: (8)
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With some egg batches we observed that all larvae completed their development upon transfer despite their rearing condition. We discarded
those data and we considered valid and experiment when WT E. coli gnotobiotic larvae transferred to new rearing medium had a 40-60 %
developmental success. This is specified in the materials and methods section. When blood-fed mosquitoes were used, non blood-fed or
partially blood-fed mosquitoes were discarded prior to dissection or to fecundity analysis.

At least three replicates on independent egg-batches were repeated for each experiment, except for Figure 4a (2 replicates), Figure S1 (2
replicates), Figure S12 (1 replicate) and Figure S13 (2 replicates for WT transferred individuals). All results were succefully replicated except
for the development success of larvae upon transfer, which varied with the egg-batch analysed, as stated above.

For transcriptome sequencing, sample processing order was inverted between replicates.

Larvae from the same egg batch were randomly allocated into the experimental groups.

Investigators were not blinded because quantification involved either automatic analysis (qPCR, transcriptomic analysis, fluorescence
quantification) or was not subject to investogator bias (CFU counts, lifespan, egg-laying, development). Moreover, the experimental setup did
not allowed to complete blind operators (amino acids need to be added only to AUXO-carrying individuals) and we considered that the
increase in experimental complexity linked to blinding was not useful.




