©
2013 2015

DNA

Stool DNA testing for detection of colorectal tumors

SUEHIRO, Yutaka
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As TWIST1 methylation is specific to colorectal tumors, detection of TWIST1
methylation from stool samples might be useful for colorectal tumor screening. However, because the
content of human DNA in stool is very small, it is very difficult to detect TWIST1 methylation by
conventional bisulfite-based methylation assays. Therefore, we developed a new methylation assay without
bisulfite treatment.
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Sequence (5'-3') Sequence (5'-3')

TWISTI TGTGTAGAAGTTGTTGTTATTG CRAAAAAAACTATCCTAACC
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