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ABSTRACT

The Integration of biological databases is critically important because of the interconnectedness of biological research. But it’s
not easy to integrate these databases for the different formats and designers in heterogeneous environments. So initial design is
indispensable to integrate heterogeneous databases. In this paper, after we performed conceptual modeling on a popular nucleotide
database, GenBank and a protein database, Swiss-Prot and integrated them by considering cross-reference. we also propose the
integration system architecture called Bio-Gateway System, which can help users query closely linked information between two
biological databases within one system differently from existing systems as well as query easily on condition that user knows fine
conditions for less effort.
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Table 1. GenBank data fields

(I:‘::;i contents
Locus short mnemonic name
Definition | concise description
Accession | unique, unchanging code
Version compound identifier
keyword short phases describing gene products
source common name of organism
organism formal scientific name of organism
reference citations for all articles
authors list of authors
medline medline unique identifier
pubmed pubmed unique identifier
remark the relevance of citation
comment cross-reference
features table containing information
origin specification of sequence location within
genome sequence data
(blanks) sequence data
Il entry termination symbot
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D identification
AC accession number
DT data
DE description
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(O organism species
oG organelle

organism classification
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reference position

RC reference comment
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RL reference location

DR database cross reference
FT features
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