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viromeBrowser Launch the Virome Browser
Description

An application for viewing virome annotation files

The viromeBrowser package provides a single function to launch the virome browser shiny app

Usage

viromeBrowser(host = getOption(”shiny.host”, "127.0.0.1"),
port = getOption("shiny.port"”, 3838))

Arguments
host The host ip address, 127.0.0.1 or "localhost" by default.
port The host port, 3838 by default.

viromeBrowser functions

viromeBrowser()

Examples

viromeBrowser ()



Index

viromeBrowser, 2
viromeBrowser-package (viromeBrowser), 2



	viromeBrowser
	Index

