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in 4-Level Layer based on Hybrid Databases

Ryum-Duck Oh *

O ot
4 9

l

= S A= vlolH A WAE B2 AAEd tekies AR i F4o] AE doleuols e

AL
A4 ey opleh, @ dolelol 2o the B4R Heleho] s2e) AR 9T AT E7E ATk
2 eRolel 4% A R9E 4% dolel ACLE 9% 47K B dololE TR 2 4E dole] 22 719)
Qo] THE 78 S-S A3k vlole] 2 ol B el B A Edste] soluel = Y Hold
2UE PRRAAT 54 AHgAe] S Aol 87 BASH A AE olElulolzs ) AUlAE e Hol
B 2s2 P PRE G50 B RN B dololE o 1 dold Az Holx FRE B 9
o Vet A A48 Aslel A BY3} sYTEE FIBRGT

Abstract

A biological data acquisition based on web has emerged as a powerful tool for allowing scientists

to interactively view entries form different databases, and to navigate from one database to

another molecular-biology database links. In this paper, the biological conceptual model is

constructed hybrid biological data model to represent interesting entities in the data sources to
applying navigation rule property for each biological data source based on four biological data
integrating layers to control biological data. When some user’s requests for application service are
occurred, we can get the data from database and data source via web service. In this paper, we
propose a query processing model and execution structure based on integrating data layers that

can search information on biological data sources.
» Keyword : Biological DB, Query processing, Data Integrating layers, Meta Rule,
Navigation
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