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Establishment of new genome editing technology with higher versatility and
practicality in trees.
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To develop ?enome editing technology in broad-leaved trees other than
Populus species, Eucalyptus camaldulensis phytoene desaturase genes were mutated using the
CRISPR/Cas9 system. To remove exogenous genes from the genome-edited sugi trees made with the
CRISPER/Cas9 system, they were crossed with non-transgenic trees. F1 hybrid trees were obtained,
some of which did not have the exogenous genes such as the kanamycin-resistant gene. The F1 trees
were crossed each other and then the F2 seeds were generated. To modify two loci in the sugi genome
simultaneously, we made the required CRISPR/Cas9 vectors and introduced them into sugi cells.
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CRISPR/Cas9-mediated disruption of CJACOS5 confers no-pollen formation on sugi trees 2023
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