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Abstract: Genome editing technology is an important tool to operate site-specific modification at the biological
genomic level. Recently, the advances of zinc finger nucleases (ZFNs), transcription activitor-like effector nucleases
(TALENS) and clustered regularly interspaced short palindromic repeats/CRISPR associated protein (CRISPR/Cas)
system provide the effective methods to gene functional analysis. The basic working principle of these three genome
editing techniques is to generate mutagenesis at targeted sites through making double-strand break and followed by
inducing genome endogenous repair mechanisms. In this review, we describe the development trend of three

genome editing techniques and introduce the applications of these techniques and explore the future development
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prospect of insects’ genes functional analysis.
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