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Fig. S1: (a) Sequence alignment of PTR1 from Leishmania major (UniProtKB entry Q01782) and Trypanosoma brucei (UniProtKB 

entry O76290) using Clustal Omega (https://www.ebi.ac.uk/Tools/msa/clustalo/; Sievers et al., 2011). The figure was generated using 

ESPript 3.0 (https://espript.ibcp.fr/ESPript/ESPript/; Robert et al., 2014). The numbering system is based on LmPTR1 sequence. 

Residues conserved in both sequences are colored in white and highlighted in red, while similar residues are colored in red. Green 

triangular arrows indicate the residues of the catalytic triad. (b) Structural superposition between our LmPTR1 structure (green) and 

TbPTR1 structure (pink, PDB code 3BMC). The figure was generated using Pymol (PyMOL Molecular Graphics System, Version 

1.8 Schrödinger, LLC). 
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