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Abstract

Genome editing is a site-directed modification
technology for gene targeting and a powerful
tool to edit the target DNA by site-specific
DNA knockout or knockin. Genome editing
has achieved a considerable success from
lower microbes to human in the past years
and may play a very important role in tumor
staging, precision medicine as well as prognosis
evaluation in gastrointestinal cancers. This
review discusses the mechanisms of different
genome-editing strategies and describes each of
the common nuclease-based platforms, including
transcription activator-like effector nucleases,
zinc finger nucleases and the CRISPR/Cas9
system. We also summarize the progress made
in applying genome editing to the research of
gastrointestinal cancers.
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