
Top Drivers for Selecting IPA for RNA-seq Analysis
over In-House Developed Software

What were the top drivers for selecting IPA for RNA seq analysis?

Quickly identify differentially expressed
isoforms

Interpret the impact of expression changes in
the context of biological processes, disease

and cellular phenotypes, and molecular
interactions

Visualize your RNA seq data in the context of
Isoform View

Compile targeted bibliographies with
experimental evidence linking your

differentially expressed isoforms to biological
processes, disease, and molecular

interactions

Other
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Source: Survey of 24 users of Ingenuity Systems who selected IPA
over in-house developed software
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