SNAP Proxy
SCAN:SNP&CNV

1. function savePath=getTargetSNP(pathname,filename,workPath)
%this funciton get the SNPs for analysis from a .xls file and save the data in the work data folder (~/work data/)

2. The SNP_data.mat in work data folder save the brain cloud SNP data under name SNPData; columns of SNPData are samples, rows are SNPs; Also saved variables include SNPName, subjID, and SNPMAF.

3. function getMAF()
% This funciton using the brain cloud data set to acquire the Minor allele
% frequency (MAF) of each SNP

4. function creatTargetSNPData(pathname,filename,workPath)
% This function using the user-provided SNPs and database SNP data to
% create the target SNP data

5. function getCorr_SNP_expression(workPath)
% This function calculate the correlation coefficients between the target
% SNP data and expression data

6. function analyzeCorr(workPath,pThresh,qThresh)
%analysis the corr results and pick up the good SNPs and the corresponding
%expressions

7. function performPermutation(workPath,nRun)
%This function performs permutation for the selected SNPs

8. function generateReport(workPath)
%this function generate the report for the whole eQTL analysis 



Other useful source files:
1. gene_Chromosom_Pos.txt and Gene_Chromosom_Pos.mat: saves the position of genes on chromosomes
2. SNP_Gene_Map.mat: saves the SNP corresponded gene names
3. expression_Gene_Map.mat: saves the expression probe corresponded gene names
4. SNP_Chromosom_Pos.txt: save the position of SNPs on chromosomes
5. SNP_Chromosom_Pos_BC.mat save the position of SNPs on chromosomes
