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Construction and Application of Protein Sequence
Analysis System Based on PC Linux

QUN Shu fian, DENG Bai huang, DENG Ri giang, YANG Yan zhen, WU Wen yan
(School of Life Sciences //State Key Lab for Biocontrol, Sun Yatsen University, Guangzhou 510275, China)

Abstract: This paper introduces how to set up a bioinformatics wotk station, based on linux operating system on x86 PC,
that can analyze protein sequences with some usual biosoftwares (BLAST, PHYLIB, EMBOSS, etc. ) automatically in
laige— scale. Isoelectric point, hydwpathy, secondary structure and many other pwperties of protein sequence can be
predicted by such a system, and the output data can be published as web pages via web sewer. In comparison with
traditional mode of sequence analysis, the system makes analytical process efficiently and publishes results with much
lower price. lis application will accelerate analysis and utilization to large number of pwtein data.
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