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1st BioCompute
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Findings/Results - GWU

* “Platform-free” tools, with support on the Seven Bridges and
DNAnexus platforms

e Easily record full pipeline as a BCO

* |nteractive with centralized Portal at the FDA
— Directly upload a BCO



Findings/Results — Seven Bridges e
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even Bridges BCO App Screen Shots

Step 1/6 - Import
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BCOnexus SmartSeq2 Workflow
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Conclusion

* Produce and transmit BCOs to the FDA;

* Improve communication of computational analysis pipelines and ease
burdens on both reviewers and regulated industry;

* Additional features including aggregation and statistical reporting of BCOs,
comparison of two BCOs for discrepancies, and “template” and “run” BCOs
that can be versioned and individually certified.

 Hands on workshop for both platforms:
— Tuesday, September 13t at 10AM
— Virtual event, listed on FDA calendar
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Thank you!
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