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1. DNA database of Japan(DDBJ)
DDBJ, National Institute of Genetics
http://www.ddbj.nig.ac.jp
2. EMBL(European Molecular Biology Laboratory)
database
European Bioinformatics Institute
http://www.ebi.ac.uk
3. GenBank
National Center for Biotechnology Information
http://www.ncbi.nlm.nih.gov//
4. Genome Sequence Database
National Center for Genome Resources
http://www.ncgr.org/gsdb
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