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The field of lipidomics is attracting an increasing interest in the e ~N Fig. 1b: Lipid Species Annotation Annotation Quality Scoring which is typical in RP chromatography. This enables the evaluation
research community, as the understanding of the role of lipids = ] Isotope| | 2 cCs prediction For lipids annotated via lipid species annotation, accurate m/z, isotope and detection of outliers using regression models with dynamic
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Lipids were extracted from anonymized skin fibroblast cells | j\ A : The parameters for the lipid annotation can be personalized to match the Retention times as well as CCS-values are used for
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