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NDA_01 Stratification Analysis Results - Full Sample Set
Genotype data for 295 well-performing SNPs (out of 312) were analyzed across 974 samples to evaluate the effect of population structure on an association study using these samples. To be included in the analysis, a SNP needed to have a call rate of 80% or greater. 
The chi-squared statistic for each SNP was evaluated using a 2x2 contingency table that related the total number of reference and alternate alleles observed to the case and control sample groups, which consisted of 494 and 480 samples respectively. The median chi squared value was 0.356, which when compared to the expected median of 0.456, indicates that there is no increased variance due to stratification. 
In addition to this test, Jonathan Pritchard’s structure program was used to model the genotype data with the assumption of two to four population clusters (k=2 to k=4).  The results indicate the presence of two ancestral populations, but no significant relationship was observed between the assigned populations and the case/control status of each sample. The following histogram illustrates the distribution of assigned group membership values, with the cases and controls composing the black and white portions of the bars, respectively:
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These results show that there is no basis for adjusting the sample set on inferred ancestry. 

To validate this result, the effect on chi-squared values observed by removing each sample in turn was evaluated over half the SNPs, and compared to the effect computed for the other half of the SNPs. While small changes to the average chi-squared value were observed, there was no correlation between the values observed for two sets of SNPs. This provides further evidence indicating that the power of the study could not be improved by leaving out individual samples. 

Finally, there is no evidence for bias by collection site in the ancestral population assignment provided by STRUCTURE. The distribution of population assignments for each site is given by this box plot:
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