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Figure 8. (A) TG species in 2D representation
(m/z, IM). (B) Quantitation results.
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Figure 9. (A) Phosphatidylcholine (PC) and
ether-linked phosphatidyilcholine (PC-O) are
separated in 2D. (B) Overall PC lipid species
profile.
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Conclusions

¢ Q-cIM-MS/MS acquisitions produces
MS/MS spectra that resolve complex
Isomeric and isobaric overlaps

« Multidimensional peak detection was
performed as part of the data processing
pipeline used for both method creation
and lipid annotation.

* The presented workflow establishes a
framework that can be extended to larger
sample cohorts

« Atotal of 166 lipids from eight classes
were quantified using positive-ion shotgun
lipidomics in a proof-of-principle
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 Integration of Q-cIM-MS/MS in positive
and negative ion modes

* Increased Q-cIM-MS/MS coverage via
inclusion lists

« Automated generation of 2D feature lists

« LipidXplorer updates for multidimensional
MasterScan generation and lipid
identification
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