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Molecular diagnosis and carcinogenetic risk evaluation for lung
cancer using methylation-specific DNA microarray

ENDO MAKOTO

90420067

DNA
DNA 4 CpG RUNX3

We devloped a fiber-type DNA microarray on which methylated sequence probes were mounted, and
quantitatively analyzed DNA methylation rates (MRs) of 4 cancer-related genes of CpG island using it. In
recurrent group rates of methylated RUNX3 was significantly higher than survivor. Analysis of DNA
methylation status using DNA microarray could be a promising method for risk assessment in the

recurrence of lung cancer.
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