To the Editors of JoVE;
Attached, please find our manuscript entitled “How to run the Pathway Association Study Tool and interpret the results of GWAS analyses in light of metabolic pathway information", which we submit for publication as peer reviewed Scientific Video. We have been invited to submit this paper by Lyndsay Troyer, with whom we have been working on the submission.
[bookmark: _GoBack]Genome wide association studies (GWAS) have become very common in maize, and in some cases can uncover useful variants for the study of the genetic architecture or practical improvement of a trait. In many cases, however, particularly in the case of quantitative traits, we believe that GWAS is not finding all useful information contained in the analyses. In particular, the need to set such a stringent significance threshold on results ensures that many of the results are discarded. Therefore, we created a new tool called PAST (the Pathway Association Study Tool) that assigns SNPs from a GWAS study to genes, and genes to metabolic pathways. The tool then recalculates the probability that the entire pathway is associated with the trait of interest. We have found that since we began working on this tool, a few other groups have released tools, especially for human genetics studies, but we believe no other tool is as versatile, robust, and user friendly than PAST. Lynsday suggested we could present how to use PAST in a JoVE video, and we present here the manuscript that will accompany the video, when it is finished. 

We hope you agree that this manuscript is descriptive and useful. My coauthor Adam will present PAST in the video, and we hope this will allow us to reach a much wider audience with our new and potentially highly impactful tool.  Thank you very much in advance for your consideration.

Sincerely,
Marilyn Warburton

