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Prediction Of Order and Disorder by machine LEarning
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POODLE is a series of programs to predict disorder regions* of proteins
based on amino acid sequences in high accuracy

*disorder region: a region that does not form a specific 3-D structure

Molecular interaction and disorder regions
Disorder regions are known to beinvolved in protein-protein interactions and modification
of proteins, and have been indicated to take part in signal transduction and regulation of
gene expression.*1

Application of disorder region prediction
If a protein has a long disorder region,
1. it may interfere with crystallization of the protein for X-ray analysis
2. It may prevent spectral assignment in NMR analysis
and will be a huge obstacle in structural genomics research. Therefore, predicting disorder
regions and modifying them in advance will make protein structure analysis much easier.
Many scientists have been trying to predict disorder regions accurately.

Development of POODLE
Computational Biology Research Center (CBRC) of National Institute of Advanced
Industrial Science and Technology (AIST) and PharmaDesign collaborated in development
of POODLE, a series of programs to predict disorder regions in proteins. POODLE is now
available in the Internet *".

*; Ward JJ et al. J.Mol.Biol. 2004 Mar 26;337(3):635-45
** http://mbs.cbrc.jp/poodle
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@uﬁ In-house version of POODLE-L will become
available in October 2006







