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Development of genome editing technology of mitochondrial DNA
in Saccharomyces cerevisiae
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2. BEFOMYT 7 LIEFRE Y AT LT MTS ZHINE 8, X HICgRNA R E AT 2% 2 & T,
HIWOEHMRE LTS T L 23 TE 29D [mito-base editor| > AT L EREEL 72,




