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Admixture:
Model-based ancestry
estimation
e 1000 individuals
fastStructure : « 100, 000 loci
Variational Bayesian i
framework e 3 populations
e FST=0.3
sNMF:

NMF and least-squares
optimization

ALStructure:
PCA based method
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First likelihood free approach to jointly estimate admixture and kinship
between ancestral subpopulations without bias.

Estimated from a kinship matrix only.

Not dependent on the number of loci, therefore run time is only
dependent on the number of individuals and populations.
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