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Elucidation of potential sequences that can be unintentionally edited as a
result of genome editing

Yamashita, Takuma
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Recently, genome editing technology using the CRISPR-Cas9 is expected to be
used for therapeutic applications. However, off-target mutations caused by cleavage of sequences
similar to the target sequence are a safety concern. In this study, we evaluated the sequences that
can be cleaved by Cas9. The results showed that Cas9 can cleave sequences that contain mismatches of

up to a few bases with the target sequence and that the PAM sequence recognized by Cas9 is not a

canonical sequence.
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