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FIG. S9.  Integration between DNA copy variation and miRNA expression during the transition SN12C-LM
We integrated the DNA copy number variation data with the miRNA expression profiling based on the overlap of 
the genomic positions of corresponding probes or regions. DNA copy number analysis wasdone using Gain and 
Loss Analysis of DNA (GLAD) segmentation algorithm, which calls the significant gain and loss regions in the 
genome.  The integration of the statistically differentiated miRNAs with thesecopy number regions was done 
based on their genomic location overlap. 


