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ABSTRACT

Genome analysis process requires several steps of various software analysis tools. We propose
WGAT(Web-based Genome Analysis Tool), which combines several tools for gene analysis and provides
a graphic user interface for users. Software tools related to gene analysis are based on Linux or Unix
oriented program, which is difficult to install and use for biologists. Furthermore, files generated from
gene analysis frequently require manual transformation for next step input file. Web~-based tools which
are recently developed process only one sequence at a time. So it needs many repetitive processes to
analyze large size data file. WGAT is developed to support Web-based genome analysis for easy use
as well as fast service for users. Whole genome data analysis can be done by running WGAT on Linux
server and giving sequence data files with various options. Therefore many steps of the analysis can
be done automatically by the system. Simulation shows that WGAT method gives 20 times faster analysis

when sequence segment is one thousand.
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