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Genes encoding transcription factors involved in development and
differentiation are commonly methylated in multiple organ cancers. Disruption of the differentiated
state may be a common feature of DNA methylation alterations during carcinogenesis.

Gastric carcinoma-specific DNA hypermethylation was identified based on methylome analysis of
multiple organs. Our criteria may be useful for detecting the primary organ in cases of cancer of
unknown primary site. Specific DNA hypermethylation was not observed only in gastric carcinoma but
also in noncancerous gastric tissue. Specific DNA hypermethylation may not occur cancer-specific but
organ-specific, and not be a functional event but a surrogate marker for gastric tissue.
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