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Groundrules

• Be respectful and kind
• We’re all here to learn—listen (don’t interrupt)
• Remember: each of us only sees part of the elephant

• When in the large group, stay muted when not speaking
• Use “Raise Hand” function if you wish to ask a question live or…
• …type questions into comments section



Figure S-1

“Science should benefit all”
“Do no harm”



Carlson (2022) Nature



Figure S-1

Whether and how to use 
population descriptors 

depends on scientific goal



Table S-1

1. Ancestry, genetic ancestry and 
genetic similarity

2. Examples from GWAS



Figure 2-1

genetic ancestors ≠ ancestors
genetic ancestry is locus- and time-scale specific

genetic ancestry cannot be directly observed



Genetic similarity

• Does not require subjects be placed in “buckets”
• Emphasizes continuous nature of genetic similarity
• Sample-specific

• Assumes each subject’s genome can be portioned into segments drawn from 
discrete observed (or inferred) reference populations (“buckets”)

• Sample- and reference-specific

Belbin (2021) Cell; Lewis (2022) Science; Martin (2017) Am J Hum Genet

Principal 
Components

STRUCTURE

Local Ancestry*
*not really ancestry



Example 1: light-dark natural hair color among 
European-ancestry women

https://twitter.com/GENES_PK/status/1194969256645079041



Example 2: asthma among children in southern 
California

• Note: There is no arrow from ancestry to X 
(confounding due to X is socially 
contingent)

• If we could measure X exhaustively and 
accurately, that would provide better 
control of confounding

• Where would self-reported race and 
ethnicity go on this DAG? Could including 
it improve control of confounding? 

https://twitter.com/GENES_PK/status/1194969256645079041
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