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Genotype Case Control
AA Ncase,AA Ncontrol,AA

Aa Ncase,Aa Ncontrol,Aa

aa Ncase,aa Ncontrol,aa

Total Ncase Ncontrol
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Genotype Case Control
A Gcase,A Gcontrol,A

a Gcase,a Gcontrol,a

Total 2xNcase 2xNcontrol
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L1 Regularization (Lasso)
Solves the optimization problem:

30

Traits (n x 1) SNPs (n x p) Effect sizes (p x 1)

Sparse effect sizes



L1 Regularization (Lasso)
Selects variables on the corners of the polytope:
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Epistasis

Linkage 
Disequilibrium

Population 
Structure

Many types of structure in genomic data

Phenotype 
Structure
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