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Introduction The sCLIPS mixture analysis is able to analyze multiple co-eluting labeled or unlabeled metabolites in the same spectral window. For unlabeled GIn and Glu (below 2" right-most graph), the labeled species automatically
came back with essentially zero concentrations. For labeled sample (below far right), the total GIn:Glu ratio compared very well with that from the unlabeled sample by summing variously labeled and unlabeled species,

lending confidence to the approach employed.
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