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Abstract. There are still many issues to be studied about the development of insects, especially complete
metamorphosis insects, which is a complex network of regulatory processes.miRNA is present in eukaryotic
cells and is a class of natural small regulatory RNA. Its size is 19—25 nucleotides. miRNAs play an
important role in post-transcriptional gene regulation, and they can control hundreds of gene targets and
regulate diverse biological processes. Here, we review recent developments of the roles of miRNAs in
embryogenesis, tissue differentiation and metamorphosis of complete metamorphosis insects, such as
drosophila, silkworm , aedes and anopheles, etc, in order to lay the foundation for profoundly reveal the
metamorphosis developmental mechanism of insects and discover new molecular targets for prevention and
control of insect pests.
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