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Fig 1 Relationship between the main database and sub -databases of Eucaryote Intron ( EID)
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Development of Eucaryote Intron Dtabase ( EID)

HE Miao, LIJi dong, ZHANG Shang hong
(School of Life Sciences, Sun Yat sen University, Guangzhou 510275, China)

Abstract: Base on downloading the data of sequences fiom GenBank, a database of Eucaiyote Intron was developed,

which includes a main base and several sub databases. The sub-atabases were made up of karyon intron database,

orgarelle intron database, and the intron databases of plants, invertebrates, primates, wdents, and other vertebrate. The
methods of data fetching and filtering fiom GenBank were studied. The file formats of DNA ¥ID, Protein ¥ID, Header -
EDD and the structure of the main database had been introduced. Some of the skills of EID development process were
presented. Also the querying methods and some of the amlysis tools had been provided. The goal of this pwoject is
developing a bioinformatics platform for Eucaryote Intron function, evolution and origination study.
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