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[Abstract] Objective To clone and biologically analyze the tetraspanin 2 (TSP2) gene from Echinococcus granulosus.

Methods The cDNA sequence of TSP1 was obtained from an online search of the E. granulosus genome database on
the WormBas ParaSite website, and specific primers were designed. The total RNA of E. granulosus protoscoleces was
extracted, and the TSP2 gene was amplified with RT-PCR using this template. The PCR product was cloned into a
pMD19-T vector for sequencing and bioinformatic analysis. The relative expression of TSP2 mRNA in protoscoleces,
cysts walls, and adults was analyzed using SYBR Green I qRT-PCR. Results The cloned TSP2 gene sequence had
100% similarity to the transmembrane protein EGR  05083. 1 of E. granulosus according to WormBas ParaSite. The
fulk-length ¢cDNA of TSP2 is 621 nucleotides, encoding 206 amino acids of the TSP2 protein. Its theoretical isoelectric
point is 7. 33, and its instability index is 47. 50. Its aliphatic index was 109. 71, and its average hydrophilicity and hydro-
phobicity was 0. 987, indicating that the protein is a hydrophobic soluble protein. The protein encoded by TSP2 contains
four transmembrane regions and four dominant B epitopes, and it belongs to the transmembrane protein family. The pro-
tein has 3 open reading frames. qRT-PCR indicated that the TSP2 gene was transcribed in protoscoleces, cyst walls, and
adult E. granulosus, and differences in the level of transcription were not significant (P>>0. 05). Conclusion The pro-
tein encoded by the TSP2 gene of E. granulosus contains dominant B epitopes. The finding lays the foundation for the
development of a recombinant immunodiagnostic antigen and subunit vaccine against hydatid disease.
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