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Efficient suppression of random DNA integration

Adachi, Noritaka

4,800,000

DNA 0 DNA DNA
DNA
DNA 0

DNA
DNA 0

In this research pro{ect, we have conducted a functional analysis of DNA
polymerase theta, an essential protein for alternative end-joining-mediated DNA double-strand break
repair. Additionally, using a cell-based screening method, we have screened compounds that inhibit
human DNA polymerase theta. Our study will help develop a unique system to suppress DNA polymerase
theta-mediated random integration, which will lead to human cell gene targeting with high
efficiency.
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