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Importance of Genome Editing
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Genome editing is the best way to introduce minor changes into the
genomes of citrus cultivars with commercial importance.
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Technology for Genome Editing
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CRISPR (Clustered Regularly Interspaced Short Palindromic
Repeats)/Cas9 (CRISPR-associated protein 9) technology needs
only two components, Cas9 nuclease and guide RNA (gRNA).

Difficulty and Break Through in

Genome Editing of Trifoliate Orange
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Detection of Mutations: CAPS and Amplicon-seq
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CAPS = Nearly Quantitative

>10,000 fragments at once
Quantitative/Qualitative

Nearly Clonal Propagation of
Genome-Edited Trifoliate Orange Shoots
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Genome editing of the MAR1 Gene conferred
Antibiotics Resistance to Trifoliate Orange
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