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Abstract: As the cost of DNA sequencing drops, we are approaching a fundamental shift in how we do science. It may soon become financially feasible to
completely sequence the genomes and targeted chromosomal regions of patients in a clinical trial. Successful users of deep sequencing platforms often have
In-house bioinformatics expertise and locally customizable software. This is typically not included with the platform vendor’s hardware. The informatics
challenge is making sense of all the data, especially as not all organizations have in-house expertise or the budget to create customized tools. However, many
workflows are routine and predictable and, as such, are amenable to automated analyses. Using a data-pipelining approach we demonstrate several common
workflows that start after base calling and continue through variation analysis. The examples are implemented using Pipeline Pilot’s Next Generation
Sequencing Collection (NGS) soon In beta.
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 Add features to any repository, e.g., genes and dbSNP entries
 Assess run gquality and coverage through custom interactive web-
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 Simplify the end-to-end process from read files to analysis results
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