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BRIC, as a public bioinformatics center in South Korea, has been performing several activities for promoting
research power of Korean biologist. As a starting point of bioinformatics, we have constructed the Korean se-
quence database, GeneNuri, to manage genetic resource in Korea. We have introduced object-oriented concept to
express complex hierarchical data structures and to combine data set and application software tightly. We also
developed web-based sequence submission system, Gene-In. It provides user-friendly interface and has auto-
matic annotation such as verifying misspelling, sequence length, and correct translation. Gene-In also provides
independent submission too] for users who want to submit large number of sequence, such as multi EST sets.

Another project for bioinformatics service is to develop the system for sequence meta-search engine. It inter-
acts with several biological databases, such as GenBank, BLOCK and PDB and performs automatic search by
user's choice. The searched results are automatically combined and provided to users. Another function of meta-
search engine is scheduling. Often biologists want to search their sequence periodically to the updated database.
To satisfy this request, meta-search engine performs search periodically. When search is done, meta-search engi-
ne compares the previous one with the new results and can provide users for only updated result.

For functional genomics, we are preparing an intelligent database management system. Object concepts will
be applied to database for complex hierarchy. In addition to data storage, application programs for sequence
analysis will be tightly linked to database. For database management system, we will introduce the concept of
ruleDB, which will contain the information for the most optimal search condition and automatic annotation for
functional prediction. The ruleDB will be constructed by machine-learning technologies.



