Following are the instruction for the RNE program

 

1) the gxna program tool should be at c:\gxna\

2) in order to use the gxna we must work with locus link id's, so we need to do some preprocessing for the data.

    2.1) first of all extracting the genes from the Data using the follwing function:

          write_acc_num('microarray_data_file','Target_file');

example: >> write_acc_num('CTCL_AllSamples_forsvmKm.xls','CTCL_AllSamples_forsvmKm.out');

   2.2) convert the genes to locus id using  http://smd.stanford.edu/cgi-bin/source/sourceBatchSearch  and the output file from the previouse section

   2.3) create map file for the genes by useing the following function  and the output file from the previouse covertion site, Note that the output should be rce.map

         creat_map_file('sourceBatch958674_new.txt','rce.map');

3) run the program using the follwoing function

    an example of the command line:

     svmKmeansGeneSelection_v3('gxna_data.xls','',100,4,0.1,2,10,10,3,'','B_cell_pool_melanoma',0)

