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Development of screening method using large deletion in Marchantia polymorpha

Sugano, Shigeo
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Genome editing vectors for large deletion in Marchantia polymorpha were
constructed. Using these vectors, the transformants harboring the 4.5 kbp deletion were obtained at
the rate of 25% of the T1 transformants. The vectors were deposited and the research paper about the

efficient genome editing in M. polymorpha was open at preprint server. In addition, we implemented
the software that can automatically design gRNAs for all the gene, including sex chromosomes, in M.
polymorpha. The presentation about the software was done at the international meeting.
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