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Build reproducible computational pipelines by combining public tools ...monitor and optimize executions ...and capture the complete provenance of every output.
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RNA-Seq Alignment - STAR

Align reads from RNA-Seq experiments using the Spliced Transcripts Alignment to a Reference (STAR) tool. cgedemo has executed a task: RNA-Seq Differential Expression - Cuffdiff (with Visualizat... Export Selected (38)

Timeline Easily and securely collaborate ...and deeply explore your data.
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