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Automated NMR signal assignment with self-learning system efficently using database
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NMR analysis provides not only structural information of macromolecules but also t
he important information about ligand interaction and dynamics which are related to drug design. In this p
roject, a system including programs which automate NMR signal assignments. The performance that are expect
ed from beginning of the project has been achieved a practical automated sequence specific assignments of
backbone NMR signals. During this project, a quantitative assessment of consistency between NMR structure
and assigned chemical shifts, and a method for automated identification of ordered region in NMR structure
ensemble were published in the international journals. The programs developed in this Eroject have been i
mplemented in an integrate platform for NMR analysis and its demo version can be available from the web-si
te on the institute for protein research in University Osaka.
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http://bmrbdep.protein.osaka-u.ac.jp/en
/nmrtoolbox/
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