DATA AND RESOURCES SHARING PLAN
Overview
This project will generate a number of valuable datasets and resources useful for the research community of human genetics, as well as biology in general. All clones, data, and other products generated from the work of this proposal will be made available to the general scientific community as soon as the work is published. Drs. Yu, Rubin, Levchenco, and Gerstein understand and agree to comply with the NIH policy on Sharing Research Data and on Sharing Model Organisms (as outlined in the NIH Guide, February 26, 2003 and May 7, 2004). We acknowledge willingness to share data and materials with other eligible investigators through academically established means. Data will be shared with collaborators as soon as available and the work will be presented to local colleagues at seminars and talks, and with the scientific community at large by publications and posters/presentations at local, regional, national, and international scientific meetings.
Mutation clones and E. coli strain libraries
Gateway entry clones of ~1500 non-coding variants, and ~1000 coding variants will be made in Aim 2 and subsequently cloned into assay vectors of iSTARR-seq and InPOINT assays. These clones will all be available both as miniprepped DNA molecules and as transformed E. coli strains. Any or all of the clones and/or strains will be sent to any researcher anywhere upon request. Because this might become too labor-intensive, we will also explore the possibility of sending the clone and strain sets to a third-party (without charge) for re-distributing (i.e., Addgene). 

Data Sharing
Major deliverables of Aim 2 will be datasets of effects of ~1500 non-coding mutations on enhancer and promoter activities, and datasets of effects on protein stability and interactions for the ~1000 coding mutations examined by our InPOINT assays. We will distribute all of our data in three ways: 1) We will build an in-house online database to host all of our raw and processed data with a user-friendly and easily-searchable web interface, based on our current INstruct database (http://instruct.yulab.icmb.cornell.edu). 2) All data will be deposited in public databases in widely used file formats. Specifically, raw sequencing data will be deposited in the NCBI short read archive, and all partially processed data will be made available in Gene Expression Omnibus. We will submit all of our interaction data to public databases, such as BioGRID, IntAct, and MINT. The data will be in both PSI-MI and BioPAX formats. 3) We will send anyone all or part of our raw and processed data upon request. We will also be available to describe the specific experimental conditions that we used to generate these data. All raw and processed data will become available upon publication. 
Bioinformatic tools and computational algorithms

A major deliverable of proposal will be a suite of bioinformatic tools and algorithms that we develop in the process of this project to 1) Prioritization of cancer mutations, and 2) analyze raw sequencing, iSTARR-seq, dual luciferase, and InPOINT data. All tools and algorithms will be implemented in C, Java, Python, Matlab, and/or Perl.  They will be distributed from GitHub and the Yu laboratory website: http://yulab.icmb.cornell.edu/resources.shtml
