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Abstract: MicroRNA ( miRNA ) is a kind of small non-coding endogenous RNA molecules which is ~ 22nt in
length. As important regulatory factor of gene, miRNA inhibits the expression of its target mRNA , through a variety
of mechanism. Abnormality of miRNA expression and function is closely related with various human diseases.
Therefore, people has paid much attention to study the correlation between miRNA and human disease in recent
years, especially finding the miRNA genes. In past years, the range of studies about miRNA genes is limited,
which have a great limitation of finding new miRNA genes. The supplement of our catalogue of miRNA genes owe
much to the development of sophisticated computational tools, which produce many simple methods. However,
these still can’ t have a effectively influence on the supplement of the catalogue. In these article, we mainly intro-
duce the computational methods for miRNA gene finding in animals and plants, based on introducing the biogenesis
and function of miRNA , which will provide some valueable reference for the finding of the next generation of com-
putational methods.
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