SODHO: Automatic Protein-Motif Extraction System
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Abstract

The partial sequences of amino acids, which appear in common with homologous proteins, are called
motifs. Motifs are extremely important in predicting the functions of proteins. Since 1990, Fujitsu has
been collaborating with NIG in developing a molecular evolutionary analysis software called SODHO for
automatically extracting the preservative profiles (sequence patterns) of the amino acids of homologous
proteins and generating motifs represented by regular expressions. Recently, we have been developing
SODHO to use the Hidden-Markov-Model to represent motifs, which enables SODHO to be used as a more
practical system. SODHO has been applied to the strange, new proteins obtained from full-length cDNA
projects and it has provided excellent results. In this paper, we discuss the structure of SODHO and the
latest results obtained by using it.
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Fig.1-Example of functional motif conserved among homologous protein.
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Fig.2-Procedure of predicting motifs.
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Fig.3-Extract the conservative region.
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Fig.4-Result of analysis of new motif by SOSUI.
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Fig.5-Result of clustering of HMMs.
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