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Supplementary Figure S1. Detailed flowchart outlining the overall analysis pipeline. 
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Supplementary Figure S2. The distribution of prioritization scores for the 186 scored chokepoints that were 

identified among T. muris, A. ceylanicum and one other Clade III or IVa nematode species. 
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Supplementary Figure S3. Binding model of inactive Torin2 (pink) and active Omipalisib (cyan) to mTOR. 
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Supplementary Figure S4. Phylogenetic relationship of PDE genes in hookworm (Ac, A. ceylanicum; Ad, 

A. duodenale; Na, N. americanus),  whipworm (Tm, T. muris), C. elegans (Ce), and hosts human (Hs) and mouse 

(Mm). The cluster names are based on the human homologs, which may not necessarily be same as the worm 

homologs (e.g. PDE6 in worms are more closely related to Hs8, than Hs6). Tm2.1 and Tm2.2 are two candidate 

PDE2 paralogs in T. muris. 
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Supplementary Tables 

 

Supplementary Table S1. All identified chokepoint enzymes for each of the 17 species inclued in the analysis 

and the corresponding genes. 

 

Supplementary Table S2. The 50 nematode chokepoint enzymes with hits to available human/mouse homolog 

structures on PDB. 

 

Supplementary Table S3.  PDB hits to the nematode chokepoint enzymes. 

 

Supplementary Table S4. Whole worm phenotypic assay results of the in vitro screening of various 

commercially available compounds on multiple nematode worms. 

 

Supplementary Table S5. Late larval stage and Adult stage expression in A. ceylanicum and T. muris of genes 

corresponding to the putative chokepoint targets  of compounds that showed severe phenotypes. 

 

Supplementary Table S6. Additional high priority chokepoints in pathways of interest.  

 

 
 
 
 

 


