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Linking Galaxy and Integrated Genome Browser (BioViz.org)
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Integrated Genome Browser (IGB) is a fast, flexible and free Java-
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This is a simple interaction from the user’s perspective, but from an
engineering point of view, it highlights a key extension point for
Galaxy that enables integration with IGB or other visualization tools.
By enabling access to data sets in a user-friendly, web-based
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How it works from a programmer’s point of view: IGB leverages the External

3b. After starting IGB, go back to Viewers API. Within Galaxy, external viewer XML files define URLs that link to the

New Browser tab opens at BioViz org BioViz page and click Refresh BioViz Web site, which brokers interactions between Galaxy and IGB.
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