Supplemental Figure Legends
Supplemental Figure 1: Structural validation of eIF4A1s domain of human (PDB ID: 5ZC9). Panels A and B are the Ramachandran plot and Errat score graph, respectively. 

Supplemental Figure 2: Structural validation of eIF4A1s domain of P. falciparum (A and B), L. donovani (C and D) and T. brucei (E and F). Panels A, C and E are the Ramachandran plot and panel B, D and F are Errat score graphs.  

Supplemental Figure 3: Sequence conservation of Homo sapiens eIF4G1 and Saccharomyces cerevisiae TIF4631 as determined by Clustal Omega. Conserved amino acids involved in eIF4G-eIF4A1 association are marked in red. Partially conserved amino acids are marked in green. Non-conserved amino acid residues are marked in blue.
Supplemental Figure 4: Sequence conservation of Homo sapiens eIF4A1 and Saccharomyces cerevisiae TIF1 as determined by Clustal Omega. Conserved amino acids involved in eIF4G-eIF4A1 association are marked in red. Partially conserved amino acids are marked in green. Non-conserved amino acid residues are marked in blue.
Supplemental Figure 5: Sequence conservation of Homo sapiens eIF4A1, Saccharomyces cerevisiae TIF1 and Plasmodium eIF4A1 as determined by Clustal Omega. Conserved amino acids involved in eIF4G-eIF4A1 association are marked in red. Partially conserved amino acids are marked in green. Non-conserved amino acid residues are marked in blue.
Supplemental Figure 6: Sequence conservation of Homo sapiens eIF4G1, Saccharomyces cerevisiae TIF4631 and Plasmodium eIF4G1 as determined by Clustal Omega. Conserved amino acids involved in eIF4G-eIF4A1 association are marked in red. Partially conserved amino acids are marked in green. Non-conserved amino acid residues are marked in blue.
Supplemental Figure 7: Sequence conservation of Homo sapiens eIF4A1, Saccharomyces cerevisiae TIF1 and trypanosomatid eIF4A1s as determined by Clustal Omega. Conserved amino acids involved in eIF4G-eIF4A1 association are marked in red. Partially conserved amino acids are marked in green. Non-conserved amino acid residues are marked in blue.
Supplemental Figure 8: Sequence conservation of Homo sapiens eIF4G1, Saccharomyces cerevisiae TIF4631 and trypanosomatid eIF4G1s as determined by Clustal Omega. Conserved amino acids involved in eIF4G-eIF4A1 association are marked in red. Partially conserved amino acids are marked in green. Non-conserved amino acid residues are marked in blue.
Supplemental Figure 9: Sequence conservation of Homo sapiens eIF4G1, Saccharomyces cerevisiae TIF4631 and trypanosomatid eIF4G2s as determined by Clustal Omega. Conserved amino acids involved in eIF4G-eIF4A1 association are marked in red. Partially conserved amino acids are marked in green. Non-conserved amino acid residues are marked in blue.
Supplemental Figure 10: Sequence conservation of Homo sapiens eIF4G1, Saccharomyces cerevisiae TIF4631 and trypanosomatid eIF4G3s as determined by Clustal Omega. Conserved amino acids involved in eIF4G-eIF4A1 association are marked in red. Partially conserved amino acids are marked in green. Non-conserved amino acid residues are marked in blue.
Supplemental Figure 11: Sequence conservation of Homo sapiens eIF4G1, Saccharomyces cerevisiae TIF4631 and trypanosomatid eIF4G4s as determined by Clustal Omega. Conserved amino acids involved in eIF4G-eIF4A1 association are marked in red. Partially conserved amino acids are marked in green. Non-conserved amino acid residues are marked in blue.
Supplemental Figure 12: Sequence conservation of Homo sapiens eIF4G1, Saccharomyces cerevisiae TIF4631 and trypanosomatid eIF4G5s as determined by Clustal Omega. Conserved amino acids involved in eIF4G-eIF4A1 association are marked in red. Partially conserved amino acids are marked in green. Non-conserved amino acid residues are marked in blue.
