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Construction and Application of a Large Scale
¢DNA Sequences Analysis System Based on Unix

FU Zhi yan, LU Yang, YE Lan ting, HE Zhiliang, XU An fong
(School of Life Sciences, Sun Yat sen( Zhongshan) University, Guangzhou 510275, China)

Abstract; With increasing huge amount of ¢cDNA sequences have been obtained since the human genome pwject, a pow-

erful system is urgently needed for data mining these ¢cDNA sequences. Based on unix/ linux operating system, phred/

phrap, stackpack and blast software have been used to construct a platform for batch analysis of ¢cDNA and EST se-

quences including base calling, vector and repeat sequence removing, sequence clustering, assembling, alternative

splicing analysis and sequence alignment. Our results demonstrated that this platform could accelerate data analysis for

laige scale EST sequencing and suggest some useful clues.

Key words: ¢cDNA analysis system; large scale DNA sequencing; unix/linux operating system; phred/ phrap software;
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