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Development of muli?Iex, large-scale, and high-resolution genome editing
technology using multi-class CRISPR system
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In this study, we conducted the development of the effector accumulation
platform and the demonstration of its usefulness in Class 1 CRISPR system, and the optimization of
gene knock-in using CRISPR-Cas3 system. In addition, in Class 2 CRISPR system, we demonstrated gene
knock-in using Casl2a, the enhancement of gene knock-in efficiency compared to the conventional
method by expanding the LoAD system that was established as a technology for the efficiency
improvement of genome editing, and simultaneous control of transcriptional regulation and DNA
cleavage (CRISPRaic; activation, interference, and cleavage). Based on these achievements, we
succeeded in the expansion of the functionality of Class 1 and Class 2 CRISPR systems.
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