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SUPPLEMENTARY DATA 

Figure S1. Secondary structure prediction done with Network Protein Sequence Analysis 
Server (43); 
A: secondary structure prediction for GluRS: residues 181-205; For the amino acids 181-200 
there is a random coil region predicted and for 201-205 an extended strand; B: secondary 
structure prediction for MetRS: residues 141-210; Amino acids 160-172 are a random coil 
region, 173-175 an extended strand and 176-195 are again a random coil region. 
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Figure S2. Guinier plots of experimental scattering data;  
1: Pentameric complex MetRS:GluRS:Arc1p:tRNAs (grey); 2: Trimeric complex of 
MetRS:GluRS:Arc1p (turquoise); 3: GluRS:Arc1p (lilac); 4: MetRS:Arc1p complex (yellow); 5: 
GluRS (red); 6: MetRS (blue); 7: Arc1p (green). 
 
 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



3 

 

Figure S3. Ab initio Models; 
A: GluRS (red), B: MetRS (blue), C: Arc1p (green), D: trimeric complex and             E: 
pentameric complex 
The models were obtained by analyzing the SAXS data with the Program DAMMIN. Proteins 
are shown with densely packed beads. 
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SUPPLEMENTARY METHODS 

EMSA assay 

To analyze the binding of the tRNAs to the trimeric complex, the trimeric complex (MAG) was 
used in a 10 µM concentration (1 µl) in a total reaction volume of 20 µl. Each unlabeled tRNA 
was applied in a 1:1 molar ratio to the complex as the highest concentration (1.5 µl). The 

32
P 

labeled tRNAs were added in the same concentration steps (0.5-1.5 µl) as the unlabeled ones 
(Figure 3). The reactions were incubated on ice for 30 minutes and then loaded on a 6% 
native gel.  
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