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Untargeted 4D-metabolomics in animal tissues’ authenticity assessment, exploiting RP- & HILIC-HRMS analytical platforms incorporated
with Trapped lon Mobility Mass Spectrometry
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Spectrometry (HRMS) expanded the number of detected analytes and provided a clear and comprehensive metabolite coverage.

Through the untargeted approach implemented, a significant number of features has been extracted, allowing the full evaluation of animal muscle tissues global profile. Data have been projected into a four-dimensional data space bounded by accurate mass, retention time,
intensity and ion mobility. Compounds of different chemical classes have been successfully annotated using in-house developed databases, while potential isomers have been revealed, differentiated by their mobilities, (CCS values).

Furthermore, the combination of both RP and HILIC -TIMS-HRMS analytical platforms combined with the downstream multivariate analyses have revealed important biomarkers, of different polarity and/or hydrophobicity. Data were primarily evaluated through principal component
analysis (PCA) in order to investigate potential clustering of animal muscle tissues, with the supervised chemometric technique of partial least squares discriminant analysis (PLS-DA) to follow.
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