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OMICS ANALYSIS TO INVESTIGATE ROLES OF MICRORNAS IN CANCER
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To investigate the local effect of mMiRNA in cancer, we analyzed gene
and miRNA expressions in hepatocellular carcinoma (HCC) and surrounding non-tumor
tissues. We calculated the Pearson correlation coefficients between miRNAs neighboring
genes and compared the coefficients in the tumor and non-tumor tissues. This analysis was
repeated for intronic and intergenic miRNAs. Finally, the correlation coefficients between
miRNAs and their target genes were compared in the tumor and non-tumor tissues. The
results suggested that in HCC, more miRNAs correlated with neighboring genes positively
and that the correlation coefficients between the intronic miRNAs and their host genes
were higher in HCC. The correlation analysis between miRNAs and their targets suggested
that there was no significant difference between the correlation coefficients in the tumor
and non-tumor tissues.
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10 k -0.064 | 0.233 <0.01
20 k -0.037 | 0.185 <0.01
40 k -0.033 | 0.226 <0.01
100 k | -0.010 | 0.160 <0.01
200k | 0.015 | 0.178 <0.01
400k | 0.023 | 0.174 <0.01
1M 0.021 | 0.171 <0.01
2M 0.008 | 0.146 <0.01
4 M 0.008 | 0.110 <0.01
10M | -0.006 | 0.104 <0.01
20M 0.008 | 0.114 <0.01
40 M 0.019 | 0.093 N.S.
100 M | 0.013 | 0.066 N.S.
200M | 0.019 | 0.058 N.S.
400 M | 0.017 | 0.050 N.S.
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