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Introduction

� Differences in population genetic structure  

between cases and controls can lead to false 

positive association tests

� Population substructure can be explored using 

principal component anaysis or non-

hierarchical cluster analysis



Results

� 952 self-identified (European decent)

� >300K SNPs

� Genotypes were examined using PCA 

algorithm implemented in the EIGENSTAT 

program



Results



Results



Results

� 952 self-identified (European decent)

� Three sets >3500 SNPs

� Genotypes were examined using Bayesian 

clustering algorithm in the STRUCTURE 

program
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Results

� WGA study for RA in European Americans

� IRF4 would appear as strong candidate

� After using algorithm based on PCs, 

EIGENSTRAT, IRF4 no longer associate with 

RA
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