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Abstract: According to the bidirectional development of the protoscolex (PSC) of Echinococcus
granulosus ,the study was conducted to screen the specifical genes of E. granulosus PSC develop-

ment between a larval cyst and adult worm. The subtractive PCR products of the SSH library of
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E. granulosus PSC-adult (AW) and E. granulosus PSC-cyst (CW) were connected to the pGEM-
T easy vector,and were cloned and sequenced. Totally, 280 and 200 clones were obtained from
PSC-CW and PSC-AM libraries, respectively, with the length of fragments 200 to 1000 bp. The
clones were sequenced. Sequence alignment analysis showed that these sequences belong to 16 and
10 gene clusters representing 16 and 10 unique genes from PSC-CM and PSC-AW libraries respec-
tively. As the genes are specifically or differentially expressed during the development of PSC to
either adult worm or cyst, they are important for the parasite development and differentiation,
thus can be candidates for drug and vaccine development.
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Fig.3 PCR analysis of the PSC-AW SSH library
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Fig.4 The analysis of the clone of the PSC-CW SSH li-
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Fig. 5 The analysis of the clone of the PSC-CW SSH li-
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Fig. 6 The analysis of the clone of the PSC-CW SSH li-
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Fig.8 The analysis of the clone of the PSC-AW SSH li-
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Fig.9 The analysis of the clone of the PSC-AW SSH li-
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