Set up for practical sessions:

Please download and install the following on your laptop:

R v3.4.x
https://www.r-project.org/ 

Click the ‘download R’ link near the top of the page
Select a CRAN mirror (any UK one)
Click the relevant link for Windows/Mac
Select the ‘binaries for base distribution or click the ‘install R for first time’ link	

This takes you to the page with the latest release of R (v3.5.1)
This release is quite recent, and most of our tutorials have been developed under slightly older versions of R (there are sometimes package changes/updates between releases that may affect exactly how things work). For the purposes of this course, it’s probably safest to click the link for ‘Previous releases’ and choose R 3.4.2 as the version to install. You can remove it and update to R 3.5.1 at a later date if you wish.

[bookmark: _GoBack]
RStudio interface 
https://www.rstudio.com/products/RStudio/


If you are Windows user and don’t have an SSH client already, please download smarTTY:
http://smartty.sysprogs.com/download/ 


For the first practical, you will be assigned a temporary login and password (workshop1…25) to access some tools and resources on ResComp.
Please make a note on the register of which workshop ID you are given

You’ll need to login to rescomp using these credentials via a command-line terminal. You’ll be asked to re-set the password on first login.

If you are not sure what to do or need any assistance, please ask.



























Additional R packages required:

From CRAN repository (https://cran.r-project.org/)

ggplot2: 3.0.0
reshape2: 1.4.3
gplots: 3.0.1
To locate the packages, click on the ‘Packages’ link under Software in the left hand menu
Click on the link ‘Table of packages, sorted by name’
Press Ctrl-f and type in the first few letter of the package name to search the list (this will work on Windows, may be different on a Mac)
Click on the link for each package and download (e.g. for reshape2 on Windows, click and save reshape2_1.4.3.zip. Use the r-release version of everything.
Go into R console, and from the Packages menu click ‘Install packages from local zip files’)

We will also need 2 BioConductor packages (limma and edgeR) for tomorrow’s session:
Follow the installation instructions at these links (copied below for reference):

https://www.bioconductor.org/packages/release/bioc/html/limma.html
https://www.bioconductor.org/packages/release/bioc/html/edgeR.html
To install this package, start R and enter:
source("https://bioconductor.org/biocLite.R")
biocLite("limma")
biocLite("edgeR")

Notes - try http:// if https:// URLs are not supported
Additional dependency packages may need to be installed as well – if you get a message asking if you want to install/update other packages, click yes to all, and the necessary packages will be retrieved and installed automatically.
