
Supplementary file S1: Yeast crystal structure comparison.   

 

(A) 

PDB ID Reference Resolution eEF1A eEF1Bα Ligand 

1F60 [1] 1.67 Å A: 2-441 B: 1117-1206 - 

1G7C [2] 2.05 Å A: 4-443 B: 1117-1206 GDPnP 

1IJE [2] 2.4 Å A: 4-441 B: 1117-1206 GDP 

1IJF [2] 3.0 Å A: 2-441 B: 1117-1206 GDP-Mg2+ 

2B7B [3] 2.6 Å A: 2-441 B: 1117-1206 (K205A) GDP 

2B7C [3] 1.8 Å A: 5-441 B: 1117-1206 (K205A) - 

 

(B) 

 

 

 



(C) 

 

PDB ID 1F60 1G7C 1IJE 1IJF 2B7B 2B7C 

1F60  

 

     

1G7C 0.26 Å 

(438 aa) 

     

1IJE 0.27 Å 

(438 aa) 

0.18 Å 

(438 aa) 

    

1IJF 0.13 Å 

(440 aa) 

0.29 Å 

(438 aa) 

0.30 Å 

(438 aa) 

   

2B7B 0.29 Å 

(440 aa) 

0.33 Å 

(438 aa) 

0.31 Å 

(438 aa) 

0.32 Å 

(440 aa) 

  

2B7C 0.69 Å 

(437 aa) 

0.68 Å 

(437 aa) 

0.68 Å 

(437 aa) 

0.72 Å 

(437 aa) 

0.70 Å 

(437 aa) 

 

 

(A) Table depicting the six different yeast eEF1A crystal structures in the Protein Data 

Bank (PDB) [4], resolution, PDB chains and solved residue lengths, along with each of 

their corresponding interacting eEF1Bα proteins and ligands.  (B) MultiProt [5,6] 

structural superposition of all six eEF1A crystal structures highlights the structural 

conservation among them.  Each structure color-coded differently.  (C) Table depicting 

the pair-wise structural comparisons for all vs. all yeast crystal structures. The 

Combinatorial Extension [7] calculated Cα root mean square deviation (RMSD) is shown 

in Angstroms Å along with the structural alignment length between the two proteins.  The 

closeness of the structures is evident in this table.         
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