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Aberrant DNA methylation of cancer stem cell genes correlate with bladder
carcinogenesis

Chihara, Yoshitomo
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High throughput DNA methylation analysis from the urine, revealed that
aberrant DNA methylations of cancer stem cell genes were clearly classified between bladder cancer
patients ' (T), after resection of bladder cancer patients’ (F%, and healthy urines (H). In vitro
study using epigenetic control agents study, aberrant DNA methylation of these cancer stem cell
signal pathway genes significantly higher in higher malignant cancer cell line. However these
aberrant DNA methylation were not detected with urine sediments. Then, we selected several aberrant
DNA methylation loci from the analysis that showed quite significance between there groups. The
validation cohort analysis, a total of 239 urine samples (T: 65, F:134, N:40), revealed that
combined 5 genes aberrant DNA methylations could diagnose bladder cancer as 87.59% of sensitivity,
and 78.96% of specificity.
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