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Figure S1. List of synthesized peptides covering the entire sequence of aspartyl protease (C7BVX5) from 
Angiostrongilus cantonensis. (F3, F4, F5, F11, F12, F13 positive controls and F9, F17 negative controls. 
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Figure S2. Identity of the A. cantonensis aspartyl protease (C78VXS) used in our study with major other 
proteins deposited in data bank. 

 

  
 

Figure S3. Hydropathycyty (A) and amino acid accessibility (B) of aminoácids of the A. cantonensis aspartyl 
protease. 
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Figure S4. Cross-reactivity of the six-presenilin nematode proteins deposited in the database with a higher degree 
of identity (45–80%) with A. cantonensis. BLAST was carried out in the UniProt (Universal Protein) database of the 
EBI (European Bioinformatics Institute), using the C7BVX5 protein from the organism “Angiostrongylus cantonensis” 
as input. (1) C7BVX5 (Angiostrongylus cantonensis); (2) A0A0D8XWV7 (Dictyocaulus viviparous); (3) A0A0K0DB71 
(Angiostrongylus cantonensis); (4) A0A016U204 (Ancylostoma ceylanicum); (5) A0A0 16TZZ8 (A. ceylanicum); (6) 
A0A0R3PEK8 (A. costaricensis); (7) G0N7M3 (Caenorhabditis brenneri). 
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Figure S5. Multiple sequence alignment for functional prediction of AgPS. 

 


