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2.1. In vivo homology 7|¥t°] DNA RXH
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domaing A|gste] thefet f=AlE =0t 3,4]. LCHRS &dlf ogeh A gt
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2.2. In vitro homology 7]8t2] DNA &

HEAQl jn vitro B9l Gibson assembly= overlapping sequences 7HX]+=
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polymeraseo]| 2|5]] XX FFAC= Taq ligaseo| 25l nicko] AF=HTH11]
(1™ 2a).
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