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2 getHpaDate

browseHPA Browser the HPA page for a gene.

Description

Browser the HPA page for a gene.

Usage

browseHPA(id)

Arguments

id A ‘character()‘ with one or multipel Ensembl gene identifiers.

Value

Returns the URL(s) for the provided gene identifiers. If interactive, opens the URL(s).

Author(s)

Laurent Gatto

Examples

browseHPA ("ENSG00000163435")

getHpaDate Obtain HPA data release information

Description
Obtain the data and release information of the Human Protein Atlas (HPA) sets distributed by ‘hpar*.
See http://www.proteinatlas.org/about/releases for the HPA release history.

Usage

getHpaDate()

Value

A ‘character()‘ with the release information.

Author(s)

Laurent Gatto



getHpaDate

Examples
allHparData()
getHpaVersion()

getHpaDate()
getHpaEnsembl ()
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