Dear Management Team,

I am writing on behalf of my "Genomics and Computational Biology" class at the Harvard Medical School.  This semester a group of 15 students (both undergraduate and graduate) have been working to improve ways that researchers (and ordinary students) can access data through an organically developed tool that predicts epistatic interactions between genes.  As an add-on to Trait-o-matic, an open source bioinformatics tool that finds and classifies phenotypic correlations for variations in whole genomes, our epistatic tool and other useful add-ons will provide ready access to the genotypes and phenotypes of participants in the Personal Genome Project.  Towards that goal, we are building user-friendly interfaces that display a vast amount of data in an organized and coherent fashion to facilitate theory building.

As an additional goal, we hope to leverage the existing literature on known correlations between SNPs and some phenotypic expression to allow lay individuals to predict interesting phenotypes based on their particular genomic make-up.

In order to achieve this secondary goal, we have attempted to select a predominantly heritable trait, build a mathematical model which can find and later apply biologically relevant "rules of inheritance" associated with a selected trait, and predict the probability of a certain outcome based on a provided set of genotypes. After combing through the literature, we determined that eye color was a great example of a trait that is largely heritable and well investigated.  We now need a significantly large dataset of genotypic and related phenotypic data in order to test the robustness of our predictive model. 

We have extensively read through the Rotterdam GWAS study and the associated publication, “Three Genome-wide Association studies and a Linkage Analysis Identify HERC2 as a Human Iris Color Gene.” This manuscript captures the relevant data and would be very useful to us in improving the quality of our tool.  We believe that this tool will contribute substantially to the scientific community and we would greatly appreciate any dataset(s) you could provide to help us improve its functionality.

Please let me know if you have any questions or information we can provide.

Best Regards,

Biophysics 101

Harvard Medical School

