oriIdgQe

INFORMATICS

An Automated Framework for Cloud-Based RNA-seq Pipeline Execution and Analysis Ready Outputs

Alissa Cait!, Haider Hassan!, Manjot Hunjan, Yassine Moumen, Anthony Manzella, Amy Pulaski, Jessica Corrado!, Dan Ryder 2
'Bridge Informattics, Inc., 160 Alewife Brook Pkwy, Cambridge, MA 02138;
2 Corresponding author and Chief Executive Officer (CEO) of Bridge Informatics, Inc.

Where Does the Time Go?

Background Key Outcomes

RNA-seq analysis workflows rely on well- Across three pipelines, end-to-end pipeline time breaks
established tools for QC, alignment, quantification, down into four categories. The automated framework shifts
differential gene expression, and pathway analysis. effort away from hands-on and rework time toward idle

Yet, their integration is often ad hoc, analyst compute (ie- jobs running without human intervention) ITERATION CYCLES VS STANDARD
dependent, and infrastructure-constrained. This

leads to inclonsistent outputs, even for identical BIOINFORMATIC WORKFLOWS

datasets. . .
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