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2 getPXD000001mzTab

getPXD000001mzData Download the PXD000001 mzTab file

Description

Unless already present, downloads the PXD000001 mzData file in the destdir directory. The
resulting file is named PRIDE_Exp_Complete_Ac_22134.xml

Usage

getPXD000001mzData(destdir = ".")

Arguments

destdir A character with the destination folder.

Value

Invisibly returns the name of the downloaded file.

Author(s)

Laurent Gatto

getPXD000001mzTab Download the PXD000001 mzTab file

Description

Unless already present, downloads the PXD000001 mzTab file n the destdir directory. The result-
ing file is named F063721.dat-mztab.txt.

Usage

getPXD000001mzTab(destdir = ".")

Arguments

destdir A character with the destination folder.

Value

Invisibly returns the name of the downloaded file.

Author(s)

Laurent Gatto



getPXD000001mzXML 3

getPXD000001mzXML Download the PXD000001 mzXML file

Description

Unless already present, downloads the PXD000001 mzXML file in the destdir directory. The
resulting file is named TMT_Erwinia_1uLSike_Top10HCD_isol2_45stepped_60min_01.mzXML.

Usage

getPXD000001mzXML(destdir = ".")

Arguments

destdir A character with the destination folder.

Value

Invisibly returns the name of the downloaded file.

Author(s)

Laurent Gatto

RforProteomics Opens RforProteomics vignettes

Description

Opens the package vignettes.

Usage

RforProteomics()

Value

An instance of class vignette, as returned by vignette

Author(s)

Laurent Gatto
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