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A Review of RNA Secondary Structure Prediction Algorithms

Z0U Quan ,3JO Mao-zu ,ZHANG Tao-teo
(Schod o Computer Sdience and Techndlogy , Harbin Ingtitute d Techndlogy , Harbin, Hellongjiang 150001, China)

Abdract: RNA secondary structure prediction is one of the most important fields in computational molecular biology. The
method to predict RNA secondary structure is introduced ,including the mathematic models, main agorithms and softwares. Then
seven main softwares are tested and compared detailedly with some groups of tRNA and RNase P. It showed that Fold performed
better than others when severa homologous RNA sequences were predicted. At last some vital aspects that may be conducted in the

future investigations are discussed.
Key words: RNA secondary structure prediction; minimum free energy ; comparative sequence analysis method; pseudoknot
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