RNAAustering based on common s



. 85

. 83

(supervised

Matt hews

l ear ni



RNA clustering based on common structur e e ements

Student Mei-HuaWang Advisor YuhJyh Hu

Institute of Computer and Information Science
National Chiao Tung University

Hsinchu, Taiwan, Republic of China

ABSTRACT

In this study, we introduce a novel topic about RNA clustering. For a set of unaligned
RNA sequences, smultaneously cluster ithe related RNASs together and predict the
common structure element of .each group. Correlated RNAs must contain some
common features, and we choose the common structure element as the clustering
basis. Our method is an iterative clustering procedure. At first we apply supervised
learning to predict a common structure 'element, and then identify the homologous
RNASs using this signature. After separating out those RNAs covered by this structure
element, repeat the overall procedure. Finaly, we can know the number of the clusters,
all members and the common structure element of each cluster. Our system can
correctly predict the highly conserved structure elements, the Matthews correlation
coefficient is up to 0.85. Although it is senditive to the structures in non-motif region,
it can identify most of the members and has a 0.83 recall. The results suggest that
structure element consensus level and the sequence similarity in nontmotif region are

two important factors in RNA clustering and common structure elements prediction.
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