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A multi-tRNA synthetase complex consists of nine synthetases and 3

auxiliary proteins. Among the syhtnetases, glutamyl-prolyl-tRNA synthetase
(EPRS) is known to have a repeated motif that is involved in protein-protein,
and protein-nucleic acid interactions. The repeated motif is 208 amino acids long
and contains three repeated motifs of 57 amino acids. A repeated motif is known
to interact with both tRNA synthetase and tRNA. The solution structure of
motif-1 solved by NMR spectroscopy shows that it consists of two helices
linked by a tight turn. The overall fold is similar to RNA binding domain of
ROP and ribosomal binding protein S15. The surface potential generated by a
program GRASP indicates that motif-1 is two-faced, one face is positively
charged and the other is hydrophobic. The tRNA binding site mapped by
chemical shift perturbation resides in the hydrophobic side of protein. And the
tRNA  binding site appears to be overlapped with the binding site of
isoleucyl-tRNA synthetase motif.




