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Construction and Application of Sequence Analysis Platform Based on Genomics
of Schistosoma japonicum

LIU Wen- sheng*, HU Fei? LU Zzhi- yue?, ZHENG Huan- gin? , YUAN Heng- xin!, WU Zhong- dac?
(1. Department of Biomedical Engineering, 2. Department of Parasitology, Zhongshan School of Medicine, SUN Yat- sen
University, Guangzhou 510080, China )

Abstract: Objective To construct a sequence analysis platform for the sequences of Schistosoma japonicum
based on genome. Methods Based on workstation and Linux operation system, using public resources of Schistosoma
japonicum or related data, collecting some related bioinformatics tools for sequences analysis, and integrating
organically some resources by programming at the mean time. Results A platform was constructed successfully.
Founded on this platform, we have developed the in silico EST elongating system of Schistosoma japonicum,
homological full - cDNA sequence retrieval system based on EST database of Schistosoma japonicum, and auto
sequence annotation system et al. Conclusion This system can not only complete routine jobs of sequences analysis,
but also complete in silico EST elongating, homological full- cDNA sequence retrieval and auto sequence annotation
successfully. It is proven that the sequence analysis platform is available for utilizing to analyze the sequence data
in high- throughput, rapidly, conveniently and efficiently, and subsequently, and help throwing new light on vaccine
candidates and drug targets for Schistosomiasis japonica.
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Table 1 Main databases used in the local sequence analysis platform
Databases Version or update time Sources Number
Schistosoma japonicum cDNA 2006.08.20 http://Ammw.ncbi.nlm.nih.gov/ 9,771
Schistosoma japonicum protein 2006.09.20 http://mmw.ncbi.nlm.nih.gov/ 9,934
Schistosoma japonicum EST 2006.09.20 http://mmwv.ncbi.nlm.nih.gov/ 97,526
Schistosoma japonicum genome sequence 2006.07.08 ftp:/Nlifecenter.sgst.cn/pub/sjr_release2/ 2,916,497
nr 2006.08.16 ftp:// ftp.nchi.nih.gov/blast/db/ 3,879,234
nt 2006.08.16 ftp:// ftp.nchi.nih.gov/blast/db/ 4,309,818
uniprot 2006.09.25 ftp:// ftp.expasy.org/databases/uniprot/ 3,429,309
RepeatMasker Libraries Ver.11.05 E- MAIL: jola@girinst.org /
GQo® 2006.09.25 http://mmwv.godatabase.org/dev 99,714
InterPro 13.0 ftp://tp.ebi.ac.uk/pub/databases/interpro/iprscan/ /

nr : non- redundant protein database ; nt : non- redundant nucleotide database ; uniprot : universal protein resource; GO: The
gene ontology
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