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Publicly available datasets included in the study are the following:

1000 Genomes Project (ftp://ftp.1000genomes.ebi.ac.uk/vol1/ftp/),

SAHGP (https://www.ebi.ac.uk/ega/studies/EGAS00001002639),

Schlebusch et al, 2012 (http://jakobssonlab.iob.uu.se/data/),

AGVP (https://www.ebi.ac.uk/ega/studies/EGAS00001000960),

Vicente et al., 2019 (https://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-7813/),

Semo et al., 2019 (https://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-8450/),

Schlebusch et al. 2017 (https://www.ebi.ac.uk/ena/browser/view/PRJEB22660)

Skoglund et al 2017 (https://www.ebi.ac.uk/ena/browser/view/PRJEB21878)

The AWI-Gen cohort consists of more than 5000 South African participants, recruited between 2013 and 2016 at three study sites in the
country. To maximize the representation of each South-Eastern Bantu-speaker group as well as genetic diversity in country we included all
the participants from this cohort in our study. This makes this study one of the largest population genetic study preformed in continental
African populations. However, for specific analyses such as PCA, admixture and selection, subsets of participants from each SEB group were
randomly sampled to maintain uniformity of sample sizes.

Exclusions was based on standard criteria such as genotype quality (sample missingness and SNP missingness, deviation from Hardy-Weinberg
equilibrium, minor allele frequency) and relatedness between samples.

Only the QC-ed data was used for all the experiments. The only exception was the analysis of relatedness, which for obvious reasons included
the related samples

For analyses such as as PCA, admixture and population size dynamics, we performed a joint analysis of our data with previously generated
independent datasets for the same SEB groups (if available) and compared the clustering (for PCA), ancestry composition (for ADMIXTURE)
and effective population size dynamics of participants. In all these cases we observed high concordance between the trends observed in our
data and the independent datasets.

In our study the groupings are primarily based on self-reported ethnolinguistic identity Therefore, covariates or controlling for covariates are
not relevant to our study.

The study design did not allocate samples to specific groups such as "cases" or "controls" and compare them. Instead, we have investigated
levels of genetic differences between and within self-reported ethno-linguistic groups. Moreover, for some of the analyses such as PCA and
ADMIXTURE, even the ethno-linguistic information was projected on to the analysis results and did not predetermine/influence the outcomes.




