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Analysis of a unique lysosomal targeting machinery in the enteric protozoan
parasite Entamoeba histolytica
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We examined the role of cysteine protease binding protein family (CPBF),
Entamoeba unique lysosomal hydrolase receptor, and their involvement in the pathogenesis of
Entamoeba histolytica, the causative agent of amebiasis. We established small RNA mediated gene
silencing strains of all the eleven CPBFs and evaluated invasion efficiency using Matrigel matrix.
As a result, CPBF2-silenced strain showed significant reduction in Matrigel invasion. CPBF2 is a
receptor of solo a -amylase, however, there was no relation between o -amylase activity, a -amylase
molecules and Matrigel invasion. On the other hand, CPBF2-silenced strain showed significant defect
in cell motility. These results suggest that the deficiency in Matrigel invasion was caused by the
reduced cell motility of CPBF2-silenced strain, independent of its role as a lysosomal hydrolase
receptor. We found a novel role of lysosomal hydrolase receptor in the regulation of E. histolytica
cell motility.
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