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Development of fully-automated system for NMR structural analysis of higher
molecular weight proteins
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In this research, we have developed a system for determining the NMR
structure of higher molecular weight proteins by making use of 950 MHz NMR equipment and fully
automated structure calculation software. Specifically, the utilizitation of fully automated NMR
structural determination system MagRO, amino acid selective labeling technology, and methyl

group-selective deuterium labeling has enabled the structural analysis of protein-protein and
protein-drug complexes.
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