Implementation:

The code uses “colonTumor.data” as default input. After data preprocessing and duplicated gene removing, it will ask the user to choose one method to determine the gene clubs. By default, the gene club (gene group)’s size is set as 20 and top 20 genes’ gene club are established. From these 20 gene groups, all top EPs are extracted and written into file “diseaseEP.data” and “normalEP.data”. The frequency of each top EP is also written into the corresponding files. The top 20 gene’s information is written into file topGenes.data. File “EP.data” is a log file which records all the top EPs gotten from border-differential code.

Instructions:

PC user:

A. Open C:\ prompt to the folder which contains both executable code and colonTumor.data file.

B. Execute the file “HDGG_For_PC”. After data preprocessing and duplicated gene removing, 4 methods can be chosen to get top gene’s gene club. Once a method is selected, the code runs. The screen shows each gene club’s club member and the top EPs are written into the file.

Unix user:

A. Open the executable file HDGG_For_Unix. The rest parts are the same as PC platform.

