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Figure S1. Analysis of the predicted tertiary structure for the rapamycin-
binding domain (RBD) of both TOR-like amoebic proteins. Respective 
Ramachandran plots and 3D-structure superpositions (template colored in 
blue, RBD of the human mTOR): EhFRAP (A and B) and EhTOR2 (C and D). 
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Figure S2. Analysis of the predicted tertiary structure for the kinase domain (PIKKc) of 
both TOR-like amoebic proteins. Respective Ramachandran plots and 3D-structure 
superpositions (template colored in blue, PIKKc of the human mTOR): EhFRAP (A and B) 
and EhTOR2 (C and D). 

 

Table S1. Comparison of rapamycin-interacting residues of human 

mTOR in contrast to those predicted for the amoebic homologs. 

mTOR EhFRAP EhTOR2 

L2031 I2018 L1857 

NR E2019 E1858 

S2035 S2022 S1861 

NR NP K1862 

Y2038 NP NP 

F2039 Y2026 Y1865 

NR NP V1866 

T2098 A2091 E1929 

W2101 W2094 W1932 

D2102 E2095 E1933 

Y2105 S2098 F1936 

F2108 Y2101 Y1939 
NR, not reported. NP, not predicted. 


