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Development and diffusion of backbone databases for genomics

Hideaki Sugawara
Center for Information Biology and DNA Data Bank of Japan (DDBJ)

National Institute of Genetics

The International Nucleotide Sequence Databases (INSD) is the archive of all the sequence data in the
public domain and also provides data services to research communities. What kinds of services are required
by the user, then? Quality and coverage of the data are essential to the services. To improve the quality of
annotation, we proposed the development of Open Annotation SYStem (OASYS) and expansion of Genes
TO Proteins (GTOP) database. We applied OASYS and GTOP to the reevaluation of the annotation of
microbial complete genome sequences and identified new ORFs. From the view point of the coverage, we
explored gene expression data that is closely related with gene sequences. We have developed MicroArray
Gene expression DataBase (MADB) and Bio-Simulated Database (BSD) to capture, evaluate, store,
diffuse and analyze the gene expression data. Each system and their aggregation are now searchable at

http://www.jst-bird.nig.ac.jp/.
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