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Research involving human participants, their data, or biological material
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Ecological, evolutionary & environmental sciences study design
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under accession code PRJNA823913 [https://www.ncbi.nlm.nih.gov/sra?term=PRJNA823913]. The proteomics data generated in this study have been deposited at
the ProteomeXchange Consortium via the PRIDE partner repository under accession code PXD033003 [https://proteomecentral.proteomexchange.org/cgi/
GetDataset?ID=PXD033003]. The CHC and MG data generated via GC-MS in this study have been deposited at the Dryad repository under the doi:10.5061/
dryad.hqbzkh1j6 [https://datadryad.org/stash/share/gFLLhPMhmWW8HJ_JaKyTqg9Eq3QXqGS_EgxYEQvKKe8]. The Genome Assembly data are available under
restricted access due to it being part of another Publication within the GAGA Project, access can be obtained by contacting the corresponding Author of the GAGA
Project. Source data are provided as a Source Data file.
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This study includes experiments in behaviour, microbiology, chemical ecology, proteomics, genomics and microCTscans.

In all experiments the main treatment factor was comparing infected wounds to sterile wounds either at fixed times (0, 2 and 11
hours) or over time (0 to 24 hours). When comparisons were conducted between isolated ants or individuals kept in colonies this was
included as a second treatment factor (isolation or colony). Whenever applicable colony of origin was included as a random factor to
the statistical analyses.

All experiments were conducted on female workers of the species Megaponera analis in the Comoé National Park (North Eastern
Côte d'Ivoire). The species is found throughout sub-Saharan Africa from 25°S to 12°N.

Sample sizes where chosen to allow in a cost and time-efficient way to determine significant differences between treatments. By only
conducting experiments under controlled experimental conditions with only one variable being changed across treatments we
further felt confident in reducing sample sizes ranging from 6 to 15 across experiments. A sample size often used in experiments of
this nature (see Frank et al. 2017 and Frank et al. 2018).

All field data was collected by Erik Frank. Behavioural data was collected by Andrei Dascalu from video recordings. Microbiological
data was extracted from samples by Lucie Kesner and Joanito Liberti (samples were collected by Erik Frank). Gene expression data
was extracted from samples by Quentin Helleu (samples were collected by Erik Frank). micro CT scans were conducted by Evan
Economo from samples send by Erik Frank.

Experiments, observations, and sample collections in the Comoé National Park were carried out from April to June 2018, February,
April to June and September to October 2019, April 2020 and October 2022. The break in data collection between 2020 and 2022
was caused by the COVID-19 Pandemic.

No data was excluded from the analyses.

Survival experiments were repeated with a positive (infected wound) and negative (sterile wound) during each experiment
conducted between 2018-2022. The results were reproducible every time (6 times in total).

All workers collected from the colonies for the experiments were done so in a random manner from the female foraging population.

For behavioural and survival experiments a blinded approach was conducted in which the observer did not know the treatment
(infected or sterile wound) of the focal individuals. Due to the standardized protocol in the microbiological, genomics, chemical and
proteomic analyses we considered a blinded approach unnecessary in these experiments.




