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e | Context ] N

Untargeted metabolomics offers biomedical researchers a powerful tool for assessing human phenotypes through the comparative measurement of
metabolome in various biological samples. However, current non-targeted metabolomics methods based on UHPLC-HRMS are often time-consuming and may

lack sufficient robustness for successful large-scale cohort analysis (>1000 samples). To address this challenge and analyze a cohort of 6000 human plasma

\somples (PEPR ProPsy project), we are developing an untargeted metabolomics method with significantly reduced chromatographic separation time. /
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The composition of mobile phases has a significant
impact on the number of detected metabolites.
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A dual HPLC system for parallel saomple analysis,
enabling us to reduce the analysis time for a sample
in positive and negative ionization mode to 24 min.
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| Conclusion ]

2 2 Current non-targeted metabolomics methods based on UHPLC-HRMS may not be

8 3 sufficiently high-throughput or robust enough for successful large-scale metabolomics.
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. s This emerging method is capable of detecting coverage for 90% of our 1000-compounds
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2 5 library in 38 minutes per sample, thanks to the use of 1 single column type with two
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Size of each list

iInjections per sample for ionization detection in positive and negative modes.

Additionally, We are currently implementing an analytical method using a dual HPLC
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' ‘ system that allows parallel sample analysis, thereby theoretically reducing the time to
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~24 minutes per sample — one-third of the time currently required - while ensuring

The gain of 19% overall for the two
adequate robustness. acquisitions showed the interest of
using this new method.




