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TCGAbiolinksGUI TCGAbiolinksGUI
Description

A Graphical User Interface for integrative analysis of TCGA data
Calls Ul interface

Usage
TCGAbiolinksGUI(run = TRUE)

Arguments

run Used to control the examples.

Details
The functions you’re likely to need from TCGAbiolinksGUI are TCGAbiolinksGUI

Value

Open a connection to shiny

Examples

## Not run:
TCGAbiolinksGUI()

## End(Not run)
TCGAbiolinksGUI(run = FALSE)
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