1. Please submit your SNPs (rs numbers) along with p-values  to Versatile Gene-based Association Study (VEGAS) software tool online at:

http://gump.qimr.edu.au/VEGAS/

VEGAS assigns SNPs to genes and calculates a gene-based p-value.

2. Submit your output from VEGAS to the following perl script
NIMMI_weightedZscore.pl
The above Perl script requires “ranksOfGenesInBiogridNetworks.txt” file, so put the Perl script and the text file in the same folder. 

Your results will be generated within 2-3seconds!

