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[bookmark: _GoBack]a) Detection of outliers. Histogram of microarray data showing the presence of outliers after detection by using the beta weight function. Samples with weight index < 0.2 were considered as outliers. b) Summary of the permutation analysis for 78 CRC samples to identify differentially expressed genes. One hundred training and test set were generated and further analyzed using 3 statistical methods: SAM, LIMMA and t-test to calculate the p-value for each gene. 
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