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DOS command:
qmard.exe <array_data_fn> <mask_flag> <topo_flag> <q> <task_file> <outputfn>
Example:

qmard.exe ./calcium.txt 0 3 0.01 ./cal_job.txt cal_rlt.txt

Parameters: 
1.  Microarray data file <array_data_fn>: we require that your microarray data to be organized as the following format (all items separated by tab delineator “\t”):
	
	Column_1
	Column_2
	………
	Column_m

	Gene_1
	L11
	L12
	
	L1m

	Gene_2
	L21
	L22
	
	L2m

	
	
	
	
	

	Gene_n
	Ln1
	Ln2
	
	Lnm


Note that column names and gene names are necessary. Importantly, these should not be duplicated gene names. We also assume that the expression of each gene is a log2 transformed ratio.
2. Mask flag <mask_flag>: we discussed in the paper that some times people are interested in the “up-regulated” or “down-regulated” genes only. To implement this, we use this flag. Set this value to 2 if you want to mask the repressed genes (we do a 2x transformation of your original data). Set it to 3 if you want to mask the induced genes (we do a 2-x transformation of your original data). Set it to 0 if your do not want to mask anything.

3. Neighborhood flag <topo_flag>: if you want to use distal neighbors only, set this value as 1. 2 is for proximal neighbors.  3 is for two-end neighbors.

4. q <q>: a number >0 and <1. see the paper for detail. We recommend you set it between 0.005 and 0.01
5. Job description file <task_file>: This file is originally designed to do permutation tests and we keep it here.  Here every row is a permutation of number 1 through m. The column names “T” means treatment and “C” means control. Thus, in this file you can permute the treatment and control labels as you want. Note that row names should not be duplicated (all items separated by tab delineator “\t”).
	
	T
	T
	…
	T
	C
	C
	C
	C

	Job_1
	1
	2
	…
	k
	k+1
	k+2
	……
	m

	…
	..
	..
	…
	…
	…
	…
	…
	…

	Job_i
	i1
	i2
	…
	ik
	ik+1
	ik+2
	……
	im


6. outputfn <outputfn>: the out put file name.
