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Ecological, evolutionary & environmental sciences study design
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Methods
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ChIP-seq

Flow cytometry

MRI-based neuroimaging

We analysed a broad scale and dense genetic sampling of chimpanzees across their geographic range to assess population structure
and estimated effective migration rates.

We non-invasively collected 5449 fecal samples from wild chimpanzees from 55 either temporary or long-term research sites over a
period of 1 to 2 years.

We attempted to collect a minimum of 200 genetic samples from each location. This is roughly three times greater than the mean
community size in chimpanzees. This target number provides the best possible sampling and genotyping success given our time
frame.

Samples were collected opportunistically when encountered during line transect surveys and opportunistically.

Samples were collected between 1 to 2 years from each sampling location in most cases. We also accepted opportunistically-
collected samples from collaborators in remote locations. Sampling began in some locations in 2010 and ceased in December 2018.
Sampling occurred in 18 countries across the entire range of the study species.

We only excluded samples that were likely contaminated or did not genetically appear to be originating from a chimpanzee.

For each sample we performed all PCR amplifications in triplicate to ensure over 99.9% certainty of identity. We accounted for the
presence of null alleles, gentotyping error, and false alleles.

Randomization was not relevant for our study, but we grouped samples from different field sites for both DNA isolation and PCR
amplification steps to test for and safeguard against batch effect.

Blinding was not relevant for our study, however we employed negatives for both DNA isolation and PCR amplification steps as a
measure to test for the presence of contamination.

Sampling took place in 18 Equatorial African countries, in forests, anthropogenic landscapes, montane forests, rainforests, mixed-
deciduous forest, and mixed mosaic habitat, comprising savannah and gallery forests, across full annual seasonal variation in
ecological and climate conditions.

Sampling took place at 55 sampling localities across Equatorial Africa where chimpanzees are extant. This encompassed a region of
thousands of miles from East to West Africa including a variety of geographical areas and habitat types.

Data were collected in compliance with all local, national and international laws in the 18 countries in which data were collected.
When required, import and export permits were obtained from the appropriate government authorities prior to sample shipment.

Samples were collected opportunistically and every precaution was taken to avoid encounters with chimpanzees as well as other wild
animals. Temporary field sites were returned to their natural state following the conclusion of data collection and all supplies and
consumables were returned to Leipzig, Germany.




