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The Development of RNA Motif Analysis

ZHAO Ying-jie, WANG Zheng-zhi

College of Mechatronics Engineering and Automation National University of Defense Technology, Changsha 410073, Hunan China

Abstract: RNA sequence motif have been found to play important roles in regulating gene expression. Because
RNA motif are characterized by both primary sequence and higher order structural constraints, identification of
RNA motif is more complicated than identification of DNA elements. During the last decade, many compu-
tational efforts have been made for RNA sequence analysis, including prediction of RNA structure, identifi-
cation of RNA elements that are similar to known RNA elements and discovery of common RNA motif based on
a group of functionally or evolutionally related genes. It’s reviewed that the major methods developed for RNA
sequence motif analysis in the above three areas.
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