Additional File 6. The combined analysis of copy number alterations (CNAs) and gene expressions. 1,515 genes showing different CNA frequencies between CRC subtypes, and 514 of them (34%) were expressed in these tumor tissues. Among these 514 genes, 271 of 514 genes (52%) show differential expressions between CRC MSS and MSI-H subtypes (two sample t-test with p-value<0.05).
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