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One dimensional proton (1H) NMR spectra of
biological mixtures (i.e. serum, plasma, CSF, urine)

can easily be analyzed using Chenomx’s NMR Suite.
The Profiler module, coupled with a sophisticated and

The Human Metabolome Database

flexible multi-frequency compound library database, HMDB raw Bruker/ Spectra information Metabolite card
allows for spectral deconvolution, identification and Varian spectra (xml)
guantification of single metabolites.
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databases. An automated approach combining
Chenomx’s existing algorithms and technologies has
been developed and tested on the Human Metabolome
Database (www.hmdb.ca). Focusing strictly on spectra
acquired in water, about 335 new compound signatures
were added, effectively doubling the size of available
compounds in Chenomx’s library.
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673 HMDB reference compounds’ imported into a separate Chenomx
library and available for identification and quantification in Profiler
(~ 325 were already present in the Chenomx proprietary library)

tAvailable to Chenomx users upon request
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