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Identification of methylated DNA-binding RNA aptamer and development of high sensiti
ve DNA methylation detection system

YOSHIDA, Wataru
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The research project aimed to identify RNA aptamer that specifically recognizes me
thylated DNA and develop high sensitive detection system for DNA methylation on target gene. To identify t
he aptamer, in vitro selection was performed against methylated duplex DNA. After 5th round selection, the
RNA library was enriched. By sequencing analysis of the enriched RNA library, four kinds of sequence were
identified in the library. The RNAs were synthesized and then bindin? assay against methylated DNA was pe
rformed. As the results, the RNAs bound to both of the methylated duplex DNA and unmethylated duplex DNA w
ith 10 nM Kd. Therefore, it is expected that DNA methylation-binding RNA aptamer might be obtained by impr
oving the binding specificity of the identified RNA aptamer and it might contribute for development of the
high sensitive DNA methylation detection system.
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