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Table 1
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phred: Brent Ewing:

phred-dist- acd. tar. Z bge@ u. washington. edu
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phd2fasta acd dist. tar. Z bge@ u. washington. edu
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distrib. tar. Z phg@ u. washington. edu
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Source and functions of Phred/ Phrap/ Consed software package
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Construction and Application of a Large scale DNA Sequence
Analysis System Based on PC/ Linux’

ZHANG Cheng-Gang, OUYANG Shu Guang, ZHANG Shac-Wen, QU Xiang-Hu, YU Yong Tao,
ZHOU Gang-Qiao. WU SongFeng. HE FurChu™
( Department of Genomics and Proteomics, Beijing Institute of Radiation Medicine, Beijing 100850, China).

Abstract More and more DNA sequences have been obtained since the start-up of human genome project.
Powerful system is badly needed for data mining on these DNA sequences. Based on a personal computer and
Linux operating system, the Phred/ Phrap/ Consed software and Blast software were used to construct a platform
for batch analysis of the sequences, including identifying raw DNA sequence from chromatogram file, vector
sequence removing, contig analysis ( sequence assembly), repeat sequence identifying and sequence similarity
analysis. Result demonstrated that this robust platform could accelerate data analysis for largescale DNA

sequencing.

Key words personal computer, Linux operating system, Phred/Phrap/ Consed software, Blast software,

bioinformatics, large scale DNA sequencing
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