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CRISPR/Cas9-mediated genomic editing in zebrafish
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Abstracts: The CRISPR/Cas9 system greatly accelerates the development of genomic engineering, and has been
widely applied in many model organisms to induce point mutation, DNA fragment deletion, and exogenous
sequence insertion. In this review, we briefly summarize the recent progresses of the generation of knockout and
knockin zebrafish.
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