
Legends for supplemental figures 
 
Figure S1. A portion of the unbiased electron density of the Fo map. This map was 
calculated from the phases of PHENIX modification without structural model 
information and contoured at 1 sigma. The sticks represent the structure after 
refinement.   

 
 



Figure S2. Multiple alignment of kinetoplastid PDECs and human PDE4D2 using the 
MAFFT algorithm. Grey boxes, α-helices H1 - H16 (human PDE4D2 numbering); 
red, the metal binding residues (His372, His409, Asp410, and Asp521 of TcrPDEC1); 
green, residues in inactive PDECs; open and closed circles, residues in the parasite 
pocket of TcrPDEC1; closed residues, gatekeepers Gly559 and Ser569. 

 
 
 



 
Figure S3. Stereo view of the electron density for inhibitor wyq16. (A) The (Fo – Fc) 
map that was calculated from the structure with omission of the inhibitor and 
contoured at 2.0 sigmas. (B) The (2Fo – Fc) map that was calculated after the 
structure refinement and contoured at 1.0 sigma. 
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