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Development of fully automated NMR data analysis assisted by Al
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Compared to other methods such as X-ray crystallography and cryo-electron
microscopy, the NMR method relies heavily on experience and manual analysis. We have succeeded in
the world"s first attempt to incorporate Al technology for further advancement, and has released a
system that enables highly quick and accurate analysis even by beginners of NMR study. We published
our result to a inter national journal as the first analysis tool equipped with a function that can
perform noise removal with high accuracy using Al. In addition, by using a non-linear sampling
method of multidimensional NMR spectra, the measurement time was reduced to 25%, and a total of 18
new NMR structure were determined by automated analysis, 12 of which took only a few days from
measurement to completion of structural analysis and data verification, and two of which were fully
automated. We are planning to publish all these strategy and automated system.
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NMR Tool Box
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