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ABSTRACT

Circulating liver DNA detection is a technique for liver DNA detection. CpG methylation is notable
used for this technique. Therefore, the purpose of this study is to discover the specific CpG methylation
for liver DNA and design as a hepatoma marker. In this study, we use the methylation microarray data
collection for database creation. After selection the liver specific CpG (DSU: cg12620499) from 27,578
CpG position is suitable for this experiment. The result of the preliminary experiments shows the
difference between methylation value of liver and other fourteen organs. Interestingly methylation value of
serum DNA from hepatoma patient group is higher than healthy group with significant (P = 0.0002). In
summary, we expect this CpG can be used for screen and follow up in hepatoma patient. Furthermore,

our database prospect to useful not only in liver cell detection but also in the other clinical applications.
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