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Development of technology to increase protein expression by modifying 5°
-untranslated region by genome editing
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The aim of this project was to develop a method to modulate the expression
level of a specific protein by using genome editing without introducing foreign DNA into the genome.
To achieve this, we took the approach of cutting the 5°"-leader region of the target gene by the
CRISPR/Cas9 system and introducing random mutations via non-homologous end joining (NHEJ) into the
5"-leader region. Our results demonstrated that the protein expression level can be altered to
varying degrees by NHEJ-mediated random mutations in the 5"-leader region.
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