Simpute user guide
Simpute is a executable that can work on Windows XP/7/2003/2008 x86 or x64 systems. 

Input data
One file is required as inputs for Simpute, including the genotype dataset file. The example files include example_geno.txt. They are all tab-delimited text files and are described as follows:
Genotype dataset file: The file is named example_geno.txt in the example. The first column is the SNPs location. The next order columns are genotyptes and are indicated with other variables under study. The missing genotypes are typed as “NN”.
How to use the executables
Step1. Put Simpute.exe in the directory.

Step2. Open a command prompt window and set the working directory to the path of the program.

Step3. Type the command as

/usr/local/bin/time -v ./Simpute example_geno.txt example_out.txt 
The first one arguments is the input files described above. The last argument is: output file
Example: 
/usr/local/bin/time -v ./yjlin.pl example_geno.txt example_out.txt
Output files
Simpute creates one output file for segment with the name as example_out.txt. The output files is described as follows:
Example_out.txt: The files list the information of all the genotype. They are coded as 0 (homozygous for the wild type), 2 (heterozygote), and 1 (homozygous for mutants) in this study. The missing genotype are imputed in the output file.
