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Analysis of epigenetic alterations in tumor stromal cells and application in
cancer diagnosis and treatment.
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Genetic alterations accumulate in crypt epithelial cells during colorectal
carcinogenesis. We focused on the role of stromal tissue surrounding tumor epithelial cells. Crypt
and stromal compartments were isolated from both normal and tumor tissues surgically resected from 2

patients with colorectal cancer, and global DNA methylation profiles were compared among these
tissues. Different DNA methylation profile between normal and tumor crypts reveled certain genes
responsible for colorectal cancer. Interestingly, there were few, but significant numbers of genes
that showed different DNA methylation status between normal and tumor stroma. This suggests that
alterations of not only epithelial cells, but also stromal cells, play important roles in colorectal
carcinogenesis through an epigenetic mechanism.
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