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O er ieOverview
• These slides step you through the process of installing the 

statistical analysis package, R, and the required packages 
for the microarray data analysis we will focus on in the 
course. Here is the list of things you will do.course.  Here is the list of things you will do.
1. Install R
2. Download and install Bioconductor packages
3. Download and install R/maanova and R/qvalue

packages
4 T t h th th i t ll ti f l4. Test whether the installation was successful
5. Learn how to launch help from within R
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Do nloading RDownloading R
• Enter the address for R’s homepage in browser:

http://www.r-project.org/index.html

Cli k ‘CRAN’ l t d d th ‘D l d P k ’• Click ‘CRAN’ located under the ‘Download, Packages’ 
section on the left-hand side of the webpage.
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Do nloading RDownloading R

• Scroll down to view a list of CRAN mirrors located in the 
USA, and click on one of the location links.
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Do nloading RDownloading R
• Select the operating system of the machine.

• Select the corresponding install program.
Windows:– Windows:

– MAC:

– Linux users will need to select the file depending upon 
OS:
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Installing RInstalling R
• Windows:

• An installation guide link is located below the link to 
download the executable filedownload the executable file.

• R installation should be as simple as clicking the 
downloaded executable file.
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Installing RInstalling R

• MAC:
Installation instructions are located to the right of the 
download linkdownload link.

• Linux:
Installation instructions are located directly beneath the 
links to OS files.
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Installing Biocond ctor PackagesInstalling Bioconductor Packages
• Not all packages are available on CRAN (Comprehensive R 

Archive Network)
– Additional packages are available through Bioconductor

• www bioconductor org• www.bioconductor.org

• R allows command line installation of packages supplied 
through Bioconductor

– Install using the following commands 
(http://www.bioconductor.org/docs/install/)( p g )

source("http://bioconductor.org/biocLite.R")

biocLite()
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Installing R/maanova and R/qvalueInstalling R/maanova and R/qvalue
Packages
• Open R, and from the menu bar select ‘Packages’ -> Install 

Package(s)…

• Select a USA CRAN mirror.
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Installing R/maanova and R/qvalueInstalling R/maanova and R/qvalue
Packages
• Select the desired package for installation.

– ‘maanova’ and ‘qvalue’ will be used in the analysis of the 
data

– Multiple packages can be selected by holding down the 
‘control’ key and clicking on the desired packages.

– R will also install any additional packages required by 
the selected package(s)
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Using And Testing Installed PackagesUsing And Testing Installed Packages
• Once a package has been downloaded, it must be loaded 

i R b f it f ti il bl fin R before its functions are available for use.

– The library() function will load a package for use in the 
current R session.

• As shown below, if the library() function returns an error, the 
k t d l d d f ll thpackage was not downloaded successfully or the name was 

misspelled (capitalization is important).
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Using And Testing Installed PackagesUsing And Testing Installed Packages
• If another package is required for a package to load 

f ll R ill l l d th t ksuccessfully, R will also load that package.

– ‘makecdfenv’ requires ‘affy’ to be loaded
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Accessing Help Within RAccessing Help Within R

• For all functions there are associated help files

– To view a help file use the help() function or ? character.p p()

• For example, library(makecdfenv) makes the function 
make.cdf.env() available.  To obtain more information on the 
function type either help(make.cdf.env) or ?make.cdf.env.

• Help files are very informative and typically contain helpful• Help files are very informative, and typically contain helpful 
examples.
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Additional InformationAdditional Information

• An introductory guide to R is available at:
http://cran.r-project.org/doc/manuals/R-intro.pdf

• A complete list of CRAN R packages is available at:
http://cran r-project org/web/packages/http://cran.r-project.org/web/packages/

• A complete list of Bioconductor R packages is available at:p p g
http://www.bioconductor.org/packages/release/Software.ht

ml
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