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Figure S1. Prediction of the three-dimensional model of peritrophin-like protein from C. 

rogercresseyi. In parentheses, it shows the secondary conformations percentages in the 

sequences (-helix/ -sheet). A. Cr_Per1, B. Cr_Per3, C. Cr_Per4, D. Cr_Per7. 

Figure S2. Schematic representation of Cr_Per5 gene organization. The brown boxes 

represent the coding sequences, the salmon box represents the intron whose sequence is 

amplified. The orange hexagons represent the ChBD2 domains of the protein and the purple 

oval a region of low complexity. 
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