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We developed a systemn that extracts information from genetie sequences. The analysis of genetic seruences is
an important technology for the research of cancer, AIDS and on, One of the important genetic information
to be extracted is motif information. With motif information we can infer the funetion of genetie sequences
whentified n e prerimenls. Th sysloem we dcvelupr_-r_'l extracts geoctne information like motif based on & rule
biase method. The information in the rule base was extracted from biologists. The system also has a biological
knowledge base that i described in dednctive ohject-oriented database langoage QUTXOTE. Tn this paper the

structure of onr system and effectiveness of the language in the system are described.
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