Supplemental information
Genomic data analysis
The genomic data for E. granulosus were analyzed with a Python script to confirm the feasibility of AHA labeling because only proteins that contain at least one non-terminal methionine residue can be labeled. There are 10,445 annotated proteins in the genomic database available from GeneDB [1]. Of these, 94.5% have Met residues other than the initial Met. There were 11,319 protein sequences predicted from the CHGCS genomic database [2], with 94.9% of them containing Met residues other than the N-terminal Met. From the GeneDB database, we also quantified the percentage of predicted proteins that contained Met residues other than the N-terminal Met for Echinococcus multilocularis (95.5%), Schistosoma mansoni (94.1%) and Taenia solium (94.4%). These findings are comparable to that of mammals, with at least 94% [3], but just a little lower than that of Danio rerio (97.97%) [4].
PSCs cultivation 
PSCs were incubated in different conditions which could stimulate the development of the strobilar stage of E. granulosus and enable AHA incorporation. The modifications introduced in the protocol previously described by Smyth [5], apparently did not change the strobilation induction. In this way, even after decreasing the concentration of fetal bovine serum and removal of yeast extract (both potential source of Met) and Met from the strobilation medium, it remained a satisfactory trigger for morphological changes. Calcareous corpuscles became less dense (48h) and excretory canals (120h) and posterior excretory bladder (168h) became clear, both changes being consistent with the described by Smyth strobilar development (S1 Fig). In each experiment, an aliquot was maintained in culture to confirm these morphological alterations. No changes were observed in the PSCs viability in the presence of AHA, thus demonstrating the non-toxicity of AHA to E. granulosus PSCs.

Dot blot assay
[bookmark: _GoBack]For dot blot (S2 Fig), we used the Click-iT Biotin Protein Analysis Detection Kit (Invitrogen) to label AHA-containing NSPs with biotin alkyne. 10 µg of biotin-labeled proteins were manually applied to a PVDF membrane (Hybond-P, GE Healthcare) following the manufactures’ instructions. The biotin-labeled AHA-containing NSPs were then detected using streptavidin-horseradish peroxidase (diluted 1:10,000 v/v) and ECL detection reagent (ECL protein biotinylation module, GE Healthcare) and imaged in a VersaDoc imaging system (Bio-Rad).  The amount of biotinylated NSP was estimated with the software ImageJ by comparing the intensity of the sample dots with the biotinylated Bovine Serum Albumin (Sigma) standard dots.
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