Development of the Biodiversity Information Service Model through the Analysis of Genbank
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Bioinformatics is a newly born research field by combining the biology and the information technology. Bioinformatics can be simply explained that biology lab moves to computer environment. High performance computers and highly efficient information technology methodologies are required to conduct the researches in Bioinformatics where large amount of gene information processing is required. In order to keep up with this trend, KISTI (Korea Institute of Science and Technology Information) has built the Center for Computational Biology and Bioinformatics web site (http://www.ccbb.re.kr) based on the cyber-infrastructure owned by KISTI and provides the system to the researchers in Korea. The CCBB provides the data bases such as Genbank and PDB, and analysis tools such as Blast, Fasta, and ClustalW.
Genbank is a gene information database provided by the NCBI (National Center for Biotechnology Information) under National Institute of Health in USA. The volume of the data in Genbank is increasing rapidly along with the development of the life science, and it is most widely used system by the researchers in the field of Bioinformatics around the world. KISTI maintains up-to-date database by downloading the latest version from the NCBI FTP site periodically, and provides the database to the life science researchers in Korea using of the locally developed Bio-KRISTAL search engine. 
This paper analyzes the status of the registered biodiversity information such as gene sequences in the Genbank and develops the system to connect with the KBIF (KISTI Biodiversity Information Facility). For this purpose, 1) the Genbank release 163 (Dec 2007, about 84,112,248 sequences) was downloaded from the NCBI FTP site, 2) only the organism information was extracted from the source fields in the Genbank database, 3) the status of the biodiversity information registered in the Genbank was analyzed, 4) and a prototype system that can provide the service by connecting the database of KBIF (Korea Biodiversity Information Facility) that is built and serviced by KISTI and the biodiversity information from the Genbank was developed. 
