N
N

N

HAL

open science

Global analysis of lipids by SFC-HRMS (Q-Tof): an
analytical and data processing challenge

Cyrielle Clément, Julia Soullier, Axel Dablanc, Pauline Le Faouder, Justine
Bertrand-Michel

» To cite this version:

Cyrielle Clément, Julia Soullier, Axel Dablanc, Pauline Le Faouder, Justine Bertrand-Michel. Global
analysis of lipids by SFC-HRMS (Q-Tof): an analytical and data processing challenge. Epilipidnet,

May 2024, Dresden (GERMANY), Germany. hal-04700421

HAL Id: hal-04700421
https://hal.science/hal-04700421v1

Submitted on 17 Sep 2024

HAL is a multi-disciplinary open access
archive for the deposit and dissemination of sci-
entific research documents, whether they are pub-
lished or not. The documents may come from
teaching and research institutions in France or
abroad, or from public or private research centers.

L’archive ouverte pluridisciplinaire HAL, est
destinée au dépot et a la diffusion de documents
scientifiques de niveau recherche, publiés ou non,
émanant des établissements d’enseignement et de
recherche francais ou étrangers, des laboratoires
publics ou privés.


https://hal.science/hal-04700421v1
https://hal.archives-ouvertes.fr

Global analysis of lipids by SFC-HRMS (Q-Tof) : an analytical
and data processing challenge
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A Analytical challenge

Optimal lipid extraction Global processing method

Presence of isomeric and isobaric
species

High diversity of peak width and
retention time

Objectives Optimal analytical method

« Polar and unpolar lipids * Large scale of concentration

* Only one internal standard per
sub-classes

 Have a complete lipidomic profiling
* Perform relative quantification of
lipid subspecies

* Adducts diversity
* Analysis in positive and
negative ionisation mode
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MZmine 3 o0 Use of Data Connect (Waters) instead of MSConvert
@ Meets our data reprocessing criteria , , , ,
®@ Not user friend|y - takes a lot of time o More precise separation of ISOtOpIC masses
@ Adaptable to different methods (targeted, :
_ ® Needs help of an IT .
€@ Fast processing speed o Work in untargeted method
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