FE IR ik 2 i

%ﬂ]&l%%ﬁf}ﬂ

Genome editing technology and application
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Genome-edited crops are = e

Genome-edited crops are

not regulated as GMOs,

as GMOs.
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3. CRISPR/Cas 4 fft (clustered regularly-

interspaced short palindromic repeats/
CRISPR associated sequence)
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2. CRISPR/Cas9 RiffEEBREREMTEE o (BRIZHR : Xiong et al. 2015)
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