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SUMMARY ALGORITHMIC MODEL ADDITIONAL FEATURES AND
EDIT DISTANCE DEVELOPMENT

The edit distance algorithm is the following problem: The database of RNA secondary structures
- given

» two RNA secondary structures,

 a set of allowed edit operations and

UQAM

RNASTtrAT is a web server dedicated to the comparison of
sets of RNA secondary structures. This server offers tools to
align pairs of RNA secondary structures and to search for
structural homologs in a database of RNA secondary
structures (based on the RFAM). The alignment and search
are based on an edit distance algorithm that considers a
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Tools for the vizualisation of secondary structures and . an alignment of minimum cost between the two
structures alignments are also available. o —
Up to date RNA StrAT |s.the only server offering all these RNAStrAT uses the edit distance model defined in [Jiang et
features (general RNA edit model, RFAM database search, .

. al. 2002] that comports:
rendering) together.
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 base pairs operations such as insertion/deletion, e —
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Figure 3. Edit operations.

SEARCH FOR STRUCTURAL This model was introduced by [Jiang et al., 2002].
Computing the distance is an NP-hard problem, but several
HOMOLOGS less general version of this problem can be solved exactly
and are used in widely in RNA secondary strcutures
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Figure 7. Structure online rendering (base on Vienna RNA Package): the
rendering form (on the left) enables the user to display structures in
various ways (on the right) and browse the structure (middle).
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