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Resequencing analysis of glaucoma-associated chromosome loci
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We previously performed a genome-wide association study (GWAS) and identified 5 va
riants associated with glaucoma on chromosome 9p21, which is known as a non-coding "gene desert™ locus. Si
nce 9p21 region found to be associated with a varietx of common diseases and seemed to affect the expressi
on of not only adjacent but also distant genes, it should be important to continue further investigation b
y obtaining in-depth sequencing data across the locus. Moreover, in order to reveal the complex mechanism
of glaucoma pathogenesis, it is apparent that the other multiple loci should also be resequenced.

To this end, we attempted to establish a method utilizing the GWAS data in order to extract the loci
to be resequenced, and successfully developed a novel method by applying the principle component analysis.
The method established in this study should be a robust tool for determining the loci based on the GWAS d
ata useful for the subsequent resequencing analysis.
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