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5.2

Enhanced Executive Summary

In performing protein secondary structure prediction procedures, biologists
need to use variety types of sequence data from multiple biological repositories which
are available publicly in the Internet. A lot of researches have been done in minimizing
the numbers of repositories needed for the prediction procedures. However, due to the
size complexity and numbers of repositories used has created a major challenge in
integrating all different data into one repository or database. This challenge is known as
syntactic heterogeneity problem. The aim of this research is to overcome the problem
by transforming all the different data form variety of databases such as Prosite, Blast,
Print and PDB into flat file format and other format into relational form using XML and
asp dot net. From studies that have been conducted, XML approach is considered as a
better choice for biological data integration. And this research has reveals that query
made from relational database incorporating XML schema gives better query
performance after integrating the variety data into one repository or relational database
using metadata framework. As a result, this research showed some tool can search
different data and different sizes of protein secondary structure data stored in the

relational database and the result can be retrieved faster and reliable.
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