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Search for novel biomarkers to predict treatment sensitivity in colorectal
cancer
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CpG sites associated with 355 genes with altered methylation status between

normal colonic mucosa and tumor tissue in the HMCC group were extracted. When comparing the HMCC and
LMCC groups for the extracted CpG sites in a dataset of 139 cases, 62 genes containing regions that
were specifically methylated only in the HMCC group were extracted. Alterations in gene expression
due to changes in methylation status in some of these genes may be responsible for the difference in
the sensitivity of anti-EGFR antibodies. Using a data set of 139 cases, we have looked for genes
with significantly different expression statuses in 62 genes between the HMCC and LMCC groups, but
did not identify any genes that were significantly different between the two groups.
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