[bookmark: OLE_LINK3][bookmark: OLE_LINK4]Supporting materials for the sample size affect the effectiveness and efficiency of our method


[bookmark: _GoBack]As for p (sample size) << n (variable number), we regarded it a central problem in gene regulatory network study though our method is built for network assessment rather than network reconstruction. In the light of your comment, we implemented our method to a network with 100 nodes and we generated 20 gene expression dataset with different sample size from 4 to 20 (The results are shown in our figure PDFs). We found the p-values with fewer samples are not stable in the 20 runs for each sample size. 

