AUTHENTICATION OF KEY RESOURCES PLAN
This project will generate a number of valuable resources useful for the research community of human genetics, as well as biology in general. We will sequence verify all of the clones and strains that we generate to ensure their quality as describe below.
In Aim 2, we will generate Gateway entry clones, iSTARR-seq expression clones, and dual luciferase expression clones for ~1500 non-coding mutants, all of which will be fully sequence-verified by Clone-seq using Illumina HiSeq. As an added layer of authentication, we will subject a small number of randomly selected clones (~100) using Sanger sequencing. 
We will also generate Gateway entry clones, DUAL-FLUO vector and the bait and prey vectors for PCA, LUMIER, Y2H, and wNAPPA assays for ~1000 coding mutations. All entry and expression clones will be fully sequence-verified by Illumina HiSeq. The eight bait and prey assay vectors have been fully Sanger sequence-verified. As an added layer of authentication, we will subject a small number of randomly selected clones (~100) using Sanger sequencing.
In Aim 3, we will use CRISPR/Cas9 to generate ~120 knock-in cell lines and ~10 knock-in prostate  organoids for top-ranked causal non-coding and coding mutation candidates, which will be confirmed by genotyping through multiplexed Illumina runs. When performing follow-up studies in these CRISPR/Cas9 knock-in organoids, specific clones will be required. We will carefully sequence all the clones that we either generate ourselves or receive from others to ensure their identities. [[Please ask Andre and Mark R for relevant parts of their Authentication Plan]]. 
For this proposal, we are only using standard chemicals, and these will be purchased from reputable vendors with sufficient verification provided in the product spec sheet.
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