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In the original article, there was an error in the formula described for calculation of enrichment. This was a mistake in the text only and was not the method used to calculate enrichment.
A correction has been made to Materials and Methods, Enrichment of Putative Causal SNPs in Functional Regions, Paragraph 2:
“Enrichment = (C/A)/(B/D) where: A is the number of positions under peaks, B is the number of positions that were putative causal SNPs, C is the number of positions under peaks and also a putative causal SNP and D is the number of positions in the genome”
The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.
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