Reproducible Quantitative Transcriptome Analysis with oqtans
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Introduction Accessibility Reproducibility Transparency
An open-source workbench integrated Oqtans enables users without Galaxy captures all information Galaxy enables users to share
in the Galaxy framework that enables programming experience to easily = necessary so that any user can and publish analyses via the web
researchers to set up a computational specify parameters and run tools repeat and understand a complete  and create interactive, web-based
pipeline for quantitative transcriptome and workflows through Galaxy. computational analysis. documents that describe a complete
analysis. analysis.
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