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Genotype data, birthplace information and self-reported group label, first language, second language and religious affiliation for newly genotyped individuals are
available for non-commercial use at the European Genome-phenome Archive (EGA), which is hosted by the EBI and the CRG, under accession number
EGAS00001005171.

Sample sizes were based on previously described analyses and simulation results (Hellenthal et al 2014, Science 343:747).

Following data collection, related individuals were excluded based on using pairwise PI_HAT values inferred using PLINK v1.9. We used an
outlier approach to remove related individuals within each labeled group.

No replication.

There were no experimental groups. Ethiopian individuals were selected based on (where possible) having concordant ethnicity and
birthplace information as reported for their parents and two of their grandparents.

Blinding is not relevant -- we did use a genetics-based clustering algorithm that is blind to self-reported group label, which gave results largely
consistent with group label. Given the study is looking at how group label associates with genetics, blinding is not desirable.




