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Advances in the cross species regulation of miRNA
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Abstract: As a kind of non-coding RNA, miRNA plays a key role in the regulation of miscellaneous biological
processes, such as cell proliferation, differentiation, apoptosis, immune response and tumorigenesis. Researches
show that some kinds of miRNAs not only target their own genes, but also regulate other species’ genes. In this
review, we first described the interaction between parasites, mutualist and their hosts, summarized the cross species
regulation of floristic miRNAs, and further elaborated on the current controversial areas of research and future
research directions.
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DCL: Dicer-like; AGO: Argonaute; nt: nucleotide; Exp5: Exportin5; IR: inverted repeat; siRNAs: small interfering RNAs
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