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Analysis and Cloning of Proteinase Cathepsin L1 Gene
Coding Sequence of Schistosoma japonicum

LEI Zhi-gang, MENG Jin-xiu, HE Ai, LI Zhuo-ya, Y1 Bing, ZHAN Xi-mei
( Department of Parusitology, Zhongshang Medical College, Sun Yat-Sen University, Guangzhou 510080)

[Abstract] Objective To analyze the full coding sequence of proteinase cathepsin L1 (SiCL1) of Schistosomu japoni-
cum , and clone it into the eukaryotic expression vector pcDNA3. Methods Total RNA was isolated from adult worms of
5. japonicum , the sequence of SiCL1 gene 5'-end was attained by performing averse nested PCR, and the sequence of §CL1
gene 5'-end was determined by sequencing after being cloned into T vector. The coding region gene of §JCL1 was amplified by
PCR, and the fragment from PCR was cloned into eukaryotic expression vector pcDINA3 via BamHI and Xhol sites. The re-
sulting construct was determined by PCR, restriction analysis and sequencing. Results A 320 bp sequence of SjCL1 gene 5’
end of Schistosoma japonicum was obtained by using averse nested PCR. After combined with the reported segment of SCL1
gene, an integral coding sequence was obtained. The coding region of §JCL1 gene was specifically amplified by PCR, with a size
of about 1 kb. The expression plasmid pcDNA-SJCL1 contained the amplified fragment, which is validated by PCR, restrietion

analysis and sequencing. Conclusion The eukaryotic expression plasmid containing the coding sequence of SCLL gene was

constructed.
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Fig. 1 Amplilied fragment of 5 terminus of SjCL1 gene by
averse nested PCR 1 ADNA/EwRI + Hind Il marker 2  Blank
contral 3 PCR product of 5 terminus  Fig. 2 PCR amplification
of SJCL1 gene in 1.2% agarose gel electrophoresis 1 ADNA/EcoRI
+ Hind 1T marker 2 PCR products using (DNA, from S, juponi-
cum as template  Fig, 3 Identification of vector pcDNA-SJCL1 by
PCR and restriction analysis 1 ADNA/EcoRI + Hind I1T marker 2

pcDNA-SCL1 digested with BamHI and Xhol 3 PCR products
using pcDNA-sjCL1 DNA as template
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ooding region of SjCIL1 gene
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