4D-Lipidomics investigation of in C. elegans
daf-2 mutants related to ageing and longevity
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The small nematode Caenorhabdtis elegans is
one of the premier biomedical model
organisms and employed in different aspects -
of basic and applied science such as ageing
and longevity research. The C. elegans daf-2

mutant investigated in this study encodes for , b JJMW
the insulin-like growth factor 1 (IGF-1) D
receptor. DAF-2 is part of the first metabolic

Fig. 5 Deviation of CCS values measured on a timsTOF Pro
versus CCS values from the public CCS Compendium
Characteristi repository [6]
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