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An Experiment is made up of a definitions for a sample reference, and
known components: . . . L
Component peaks P - | | | | We have designed a versatile, functional program for the quantitation of
» PPM ranges and specified multiplets define each species by its area simple mixture components by NMR. The user can use a flexible
> If target multiplets are not correctly found then an error message can equation editor to have access to integrations from one or more 1D or

Reference pedi@aidiattern Recognition be shown 2D spectra, and thereby design an analysis. Multiplets can be
i automatically checked and the analysis adjusted manually. Reporting
Component multiplets can be can be fully customized.
recognized using conventional The equation editor flexibly specifies calculation of a concentration

The software is applicable to a wide range of real-world mixtures such
as foods, neutraceuticals, etc.

methods, or with a novel pattern
recognition algorithm.

» A mixture reference can be used to derive a CCF, which can then be
used to determine other component concentrations
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