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loadApp A Function to Load the GEOexplorer Shiny App
Description

This function loads the GEOexplorer Shiny App. The GEOexplorer Shiny App extends GEO2R’s
functionalities by enabling a richer set of analysis and graphics to be performed/generated from the
gene expression data.

Usage
loadApp()

Value

Large Shiny App

Author(s)
Guy Hunt

Examples

app <- loadApp()
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