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This software converts GenomeStudio output to a datafile in Pedimap format. It is written in the R language, because the R (statistical software) system is very suitable to process large amounts of data, and a similar program in a general language such as C++ or Java would have taken longer to develop.
A consequence is that R must be installed on your system. Fortunately R is free and is installed very easily. It can be downloaded from http://cran.r-project.org/
GenomeStudioConvert takes three input files:
1. A map file. The map file can have two different formats, the conversion program understands both:
a. a tab-separated text file with at least 3 columns, with the first  three columns having captions marker, chromosome and position. Further columns may be present (with caption) but will be ignored. The file should be ordered by chromosome and position; if not the resulting file will not be imported by Pedimap
b. a text file in FlexQTL / MapQTL format. Each linkage group starts with a line containing the keyword GROUP and the chromosome name, separated by tabs and/or spaces. After this header line follows a sequence of lines, each containing a locus name and a locus position, also separated by tabs and/or spaces. Again the file should be ordered by marker position.
2. A pedigree file: a tab-separated text file with at least 3 columns containing the name and the two parents of each individual. These columns should have the captions Name, Parent1 and Parent2, or the other possibilities that Pedimap allows. It may also contain additional columns with phenotypic data; these will also be read and written to the Pedimap file. (In fact the pedigree file can be exactly the Pedigree as it appears in the Pedimap data file, with tabs separating the columns). This file is not checked for consistency, but inconsistent pedigrees cannot be imported by Pedimap.
3. A GenomeStudio file: a tab-separated text file in the general layout of the “Full Data Table” exported by GenomeStudio. From this file only the column “Name” (containing the marker names) is read, and all columns with captions ending on “.GType”: these contain the SNP genotype scores. Any other columns may be present or not, they will be ignored.
Note that only the individuals occurring in both the pedigree and the GenomeStudio file will be exported, and also only the markers occurring in both the map and the GenomeStudio file. In both cases the spelling must match exactly (upper / lower case significant). If there are mismatches between the GenomeStudio file and the pedigree or map a warning message will appear and a file GenomeStudioConvert.log will be written in which the non-matching individuals and/or markers are listed.
Also the name of the output file (the Pedimap data file) must be given. Any existing file of this name will be overwritten without warning!
[bookmark: _GoBack]Note that in the three input files spaces and semicolons (“;”) should be avoided within the marker names, chromosome names, individual names and column captions; they may result in abortion of the conversion, in an unreadable Pedimap file or they may cause problems in further processing with FlexQTL.
The conversion program takes all two-letter scores (which can be either AA/AB/BB or two-letter combinations of A, C, G and T) and splits them into two separate letters. Scores “--“ and “NC” are converted to two “-“ scores. It is also possible to use numbers instead of letters as allele identifiers (see below).
The GenomeStudioConvert software consists of two parts: GenomeStudioConvert.r and a Windows batch file (GenomeStudioConvert.bat). The batch file needs to have the correct location of the Rscript.exe file on your system; this is part of the R installation. This location should be entered in the second line of the batch file.
The two files GenomeStudioConvert.r and GenomeStudioConvert.bat should be in the same folder. In this folder, open a DOS window and issue the command line
GenomeStudioConvert <mapfile> <pedigreefile> <GenomeStudio file> <Pedimap file>
For example: 
GenomeStudioConvert mymap.txt mypedigree.txt FullDataTable.txt myPedimapfile.ped
If all is well you will see some lines indicating the start of R and the specified file names and after a few minutes “ready” is printed and the prompt reappears (a set of 4000 SNPs and 120 individuals may take 5 minutes on an ordinary 2010 pc). The resulting Pedimap data file can be imported by Pedimap.
There is a second form of the command line where a fifth parameter (0 or 1) can be specified. If 1, the marker scores are converted to numbers (useful because FlexQTL needs numbers as allele identifiers) . The conversion is simple: 
if the GenomeStudio file contains AA/AB/BB scores: A->41, B->42
if it contains A/C/G/T combinations: A->51, C->52, G->53, T->54
