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Analysis of unique lysosomal soluble grot@in transporting receptor family proteins
in enteric protozoan parasite Entamoeba histolytica
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Lysosomal soluble proteins are targeted to endosomes and lysosomes by specific
receptors. The enteric protozoan parasite Entamoeba histolytica has a novel class of lysosomal targeting
receptors, named the cysteine protease binding protein family (CPBF). Among 11 CPBFs, CPBFl is a solo
receptor for cysteine proteases and other 6 CPBFs recognize glycolytic enzymes, i.e. amylases,

B -hexosaminidases, and lysozymes. It was shown by bioinformatics analysis and phylogenetic
reconstruction that each CPBF contains six prepeptidase carboxyl-terminal domains, and the domain
configuration is evolutionarily conserved among CPBFs. Taken together, CPBFs with unique and conserved
domain organisation have a remarkable ligand heterogeneity toward cysteine protease and carbohydrate
degradation enzymes. These findings add new insights into the unique molecular event in enteric protozoan
pathogen E. histolytica.
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Identified CPBF ligands

CPBF rotein name AmoebaDB accession #
EHI_168240
EHI_033710
1 EHI_050570

UniProtKB/Swiss-Prot: Q01957.1
EHI_151440
a-amylase EHI_152880
a-amylase family protein EHI_023360
y-amylase EHI_044370
B-N-acetylhexosaminidase EHI_012010
7 B-N-acetylhexosaminidase, beta subunit EHI_007330
pore-forming peptide ameobapore B precursor EHI_194540
-hexosaminidase alpha-subunit N/A

8 EHI_199110
EHI_096570

a-amylase EHI_153100/EHI_119580
10 a-amylase family protein EHI_023360
B-amylase EHI_192590
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