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Development of DNA-free genome editing in fruit-bearing plants
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Genome editing technology is a technique to modify DNA within regions
specified by sgRNA sequence. The CRISPR/Cas9 induces site-specific DNA modification by nuclease
activity of Cas9 protein, although application of this system to plants is highly dependent on T-DNA

integration. In this study, we aimed to develop a method to edit the target site without
integrating T-DNA. We employed the transient expression of Cas9 nuclease/sgRNA in tomato via
Agrobacterium infection, followed by regeneration of culture medium devoid of antibiotics. We
succeeded to select the edited individuals in which DNA modifications were induced by CRISPR/Cas9 as
well as by Target-AID, while T-DNA was not incorporated in the plants. Thus, it was demonstrated
%hgﬁAt(ansieqt expression system worked well for obtaining the DNA-edited plants without harboring

- insertion.
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Genome editing in PDS genes of tomatoes by non-selection method and of Nicotiana benthamiana by
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