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摘要 
  目的 建立日本血吸虫表达序列标签(SjEST)序列自动分析系统,筛选新基因、分析其表达谱。  方

法 建立本地化日本血吸虫专业数据库,整合序列同源性比较软件(BLAST)及片段整合分析软件(PHRAP),
运用生物信息学策略编写程序控制EST自动延伸。建立本地化蛋白库,对延伸结果进行蛋白库同源性分析。

实现对成批数据大规模自动分析 ,筛选出可能的新基因全长cDNA序列 ,并进行基因表达谱分析。 结果 

延伸系统规则有效,延伸结果序列与原始序列高度同源。对552条EST进行自动分析,487条得到不同程度

的延长,其中有104条EST原始序列检索无同源性 ,但经过延伸后获得高度同源性的联配序列信息。根据延

伸结果尝试分析基因表达谱,筛选出27个可能新基因。 结论 建立了本地化的有效的SjEST序列自动分
析系统。该系统为新基因的筛选及基因表达谱的分析提供了重要的参考信息。 
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The in Silico Elongation and Analysis of the EST from 
Schistosoma japonicum 
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Abstract
 Objective To construct a platform for in silico elongation and batch analysis of 
Schistosoma japonicum(Sj) ESTs, acquire the potential novel genes and research the 
expression profile of the genes. Methods On the basis of Linux operating system and 
local ESTs database of Sj, the BLAST and PHRAP softwares were used to construct a 
program to achieve the elongation of ESTs. Stand alone BLAST search against the nr 
database helped analyze the elongated sequence. After finishing the batch analysis 
script, the platform was used to research the Sj gene expression profile and acquire 
the potential novel genes. Results The platform showed satisfactory efficiency and 
fidelity. 487 elongated sequences obtained from 552 and 307 elongated sequences 
showed high homology within the nr database downloaded from NCBI. Furthermore, 
104 elongated sequences displayed significant homology but showed no homology 
before elongated. 27 potential novel genes were filtered out. Conclusion An effective 
platform for Sj ESTs data mining was accomplished and further information on the 
potential novel genes was acquired.
Key words   Schistosoma japonicum   Expressed sequence tags (EST)   In silico
elongation   Sequence analysis   Computational biology
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