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BiocHubsShiny Initialize the shiny application for Bioconductor Hub resources

Description

The shiny app will allow the user to view a table of either AnnotationHub or ExperimentHub re-
sources depending on the sidebar selection. It provides example code for downloading the selected
resources.

Usage

BiocHubsShiny(...)

Arguments

Further arguments to the runApp function

Details
Note. The code here was adapted from interactiveDisplayBase and ?'display,Hub-method'
which are now deprecated.

Value

Mainly called for the side effect of displaying the shiny app in a browser

Examples

if (interactive()) {
BiocHubsShiny ()

}
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