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XENOBIOTICS SCREENING

Pesticides

Plastifiers

Metabolite

Flavonoids

HAAs

absolute
quantification

LC-MS or GC-MS analysis of xenobiotics and/or their metabolites
following their extraction from biological matrices.

Relative quantification by HRMS and identification by MS/MS.
Absolute quantification by LC-tQMS in the particular case of
HAAs in meat.
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STATISTICS

* PCA
* PLS-DA

Multivariate analysis

* Repeated measures
(A-SCA, AMOPLS)

Univariate analysis
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Single block analysis
Individual analysis of each metabolomics data
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with a metabolic signature factor prediction

Multi-block analysis
Combination of different analytical metabolomics data to adjust
predictive models thanks to a deeper metabolic coverage

ko : DIABLO (mixOmics)
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The axiom core facility develop and apply analytical
chemistry methods by NMR and MS, for analysis of
metabolome, xenobiotics and their metabolites, and
exposome in toxicology, human and animal health.

Our resources include 17 scientists, 1 NMR, 6 mass
spectrometers and 1 robot for sample preparation

LC-HRMS (QToF)

MALDI-LC-IM-HRMS
(TIMS-QToF)

Sample preparation robot

Spectrometer images : BioRender



