RESOURCE SHARING PLAN:
I are committed to the rapid dissemination of knowledge generated from the work in this proposal and applying the FAIR data principles to disseminate my work. Data generated during the training period will be shared through posters and/or presentations at the CNBC, CPCB, and MSTP work-in-progress meetings or annual retreats, as well as national and international meetings such as the Society for Neuroscience and NIDA Genetics and Epigenetics Meeting. 

Our goal is to publish our data by completing experiments outlined in this application to provide valuable insight into the functional role of conserved cell types and their gene regulators. User-friendly, detailed protocols, animals, and resources will be documented on the Pfenning lab website and the scientific community website protocols.io. All manuscripts will contain complete methodological details and link to the digital protocol to enable others to fully replicate the experimental protocols. The complete genomic data will be made available at the time of publication, and manuscripts will aim to be open-source or available on PubMedCentral.

Raw genomic data at the multiple stages will be made available as follows: Sequenced reads will be deposited to Gene Expression Omnibus, Sequenced Read Archive, or a similar public archive. Both unprocessed summarized counts as well as batch-corrected, normalized counts will be made available for download on the lab website or figshare.com to facilitate wide-spread community use of these data. Count data will be made in widely used single cell Seurat and Anndata objects for fast integration into analyses pipelines. Accompanying rich metadata to describe the sample batch, sex, age, and other variables will be included to provide data transparency. 

Code to generate intermediate steps and final analyses will be published on github.com along with iPython notebooks walking through from raw data to reproducible analyses and figures. Code to run the implemented nsPGM framework with be published on a separate github.com repository, with iPython vignettes to install, run, and analyze outputs of the nsPGM with either snRNA-seq or snATAC-seq data. 
