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1. Active Perl

Install Active Perl v5.6.1 or higher on your workstation and include “<install-dir>\Perl\bin“ in the PATH environment variable

You get Active Perl here:

http://aspn.activestate.com/ASPN/Downloads/ActivePerl/
http://www.activestate.com/Products/ActivePerl/

2. Perl Scripts and Batches

Copy all *.bat and *.pl files from the bat-folder to c:\bat and include “C:\bat” in the PATH environment variable. If your installation folder is not C:\bat, then you have to edit all *.bat files and substitute the string ‘c:\bat’ with the ‘path’ of your installation folder. 

3. Allegro, Genehunter, Gnuplot, GRR, HaploPainter, Mega2, Merlin, PedCheck and Simwalk2

Install Allegro, Genehunter, Gnuplot, GRR, HaploPainter, Merlin, Mega2, PedCheck and Simwalk2 and on your computer e.g. in “C:\bin” and include c:\bin to the PATH environment variable

· For the Windows version of Genehunter (gh2.exe or gh.exe) you have to install also “cygwin1.dll” (if your executables are compiled with the cygwin32 compiler) 

· Copy or rename the Windows executable of Gnuplot “wgnupl32.exe” to “gnuplot.exe”

· Download the newest versions of Merlin, Mega2, PedCheck, GRR , HaploPainter and Simwalk2 from their HOMEPAGE and follow installation notes.

      You get the programs here:

      List of Genetic Analysis Software:
http://linkage.rockefeller.edu/soft/

      Allegro


email: allegro@decode.is
      Genehunter

http://www.fhcrc.org/labs/kruglyak/Downloads/index.html


      Gnuplot


http://www.gnuplot.info/

      GRR and Merlin

http://www.sph.umich.edu/csg/abecasis/index.html
      HaploPainter

http://haplopainter.sourceforge.net/html/ManualIndex.htm

      Mega2, Simwalk2

http://watson.hgen.pitt.edu/register/


      and Pedcheck





4. SNP annotation files 

Copy the SNP annotation files (genetic maps, allele frequency files) to a directory of your choice e.g. to “C:\genetics\affy” (default).

There are 2 commercial versions of the chip

1. Xba131
Mapping 10K


11560 (10555) SNPs

2. Xba142
Mapping 10K version 2
10204 SNPs

To combine the genotype data with the genetic map and allele frequency information, the SNP names should have the same format in all files. 

Files:

For the Mapping 10K Xba131 we use the tsc-number.

Xba131_freqA_afam.txt


# allele frequency file for African American

Xba131_freqA_asian.txt


# allele frequency file for Asian

Xba131_freqA_cauc.txt


# allele frequency file for Caucasian

Xba131_map_decode_27-08-2004.txt
# SNPs integrated in the deCode map

Xba131_map_marshf_27-08-2004.txt
# SNPs integrated in the Marshfield map

Xba131_map_slm1_27-08-2004.txt
# SNPs integrated in the SLM1 map

For the Mapping 10Kv2 Xba142 we use the Affymetrix SNP ID.

Xba142_freqA_afam.txt


# allele frequency file for African American

Xba142_freqA_asian.txt


# allele frequency file for Asian

Xba142_freqA_cauc.txt


# allele frequency file for Caucasian

Xba142_map_decode_31-08-2004.txt
# SNPs integrated in the deCode map

Xba142_map_marshf_31-08-2004.txt
# SNPs integrated in the Marshfield map

Xba142_map_slm1_31-08-2004.txt
# SNPs integrated in the SLM1 map

These files were created from the data, which is available via the GDAS3.0 button “NetAffx”. I modified and sorted them with Excel. The X-chromosome is now chromosome 23. I assume that the SNP map creation was based on the physical positions of  NCBI build 34.3. In some cases I noticed, that two SNPs had the same genetic position, but different physical location. Therefore I added two older files with a better integration of SNPs in the decode map.

Xba131_map_decode_11-05-2004.txt

Xba142_EA_map_decode_10660_24-04-2004.txt

All files for the early access chips EA10K and EA10Kv2 can be requested from the author by email: fruesch@mdc-berlin.de
