Import Matrix Text File from BeadStudio
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Overview

This script imports genotype files obtained from Illumina exported in the matrix format. The file can be exported in either tab separated or comma delimited format. The GC score can either be exported or not, and if it is included in the file can either be used for filtering or not.
Also assumes that missings are encoded with “--”.
Recommended Directory Location

Save the script to the following directory:

*..\Application Data\Golden Helix SVS\UserScripts\SVS\Import\Import Scripts\
Note: The Application Data folder is a hidden folder on Windows operating systems and its location varies between XP and Vista. The easiest way to locate this directory on your computer is to click on the AppData shortcut in your C:\Program Files\Golden Helix SVS\ directory. If saved to the proper folder, this script will be accessible from the project navigator Import > Import Scripts menu.
Using the Script
1. From an open project select Import >Import Scripts >Import Matrix Text File from BeadStudio
2. Choose the .txt or .csv file and select Open. 

WARNING: At this time there are limitations on the number of samples that can be imported at once due to memory constraints. Try to export several files from Illumina, these can then be appended together in SVS 7.
3. The data will be transformed into samples as row labels, RS ID’s as column headers and alleles separated with an underscore (such as A_T).
