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Sequence Similarity vs. Structural Similarity
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RmotifDB

A RNA Structural Motif Database - a web-
based database of RNA structural motifs

AContains structur al I
and 30 UTRs of human
MRNASs were obtained from manually
curated sources, scientists submission
and data mining methods

A Structural motifs in RmotifDB are linked
with Gene Ontology and PubMed entries
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Motif Mining Methods

A RSMatch and Radar
A Histogram-Based Method
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RSmatch (BMC Bioinformatics, 2005)

Alignment of two RNA secondary structures where the local matches
found by RSmatch are in green.
RSmatch is a dynamic programming algorithm with O(mn) time.



