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ABSTRACT

Protein structure is highly related to its function and comparing protein structure is very important to identify structural motif, family
angd their function. In this paper., we construct an integrated database system which has all the protein structure data and their literature.
The structure queries from the weh interface are compared with the target structures in database, and the results are shown to the user

for future analysis.

To constructs this system, we analyze the Flat-File of Protein Data Bank, ~

new formatted data. T

easily. In our siructure comparison system, the structure of

I'hen we select the necessary siructure data and store as a

[he literature data related (o these structures are stored in a relational database to query the any kinds of data

matched pattern and RMSD valure are caleulated, then they are showed to the

user with their relational documentation data. This system provides the more quick comparison and nice analyzing environment.
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