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KEY FI N D I N G Optimization of data processing steps improves coverage and accuracy of lipidomics analysis.

INTRODUCTION WORKFLOW OPTIMIZATION EXAMPLES OF QUALITATIVE AND SEMIQUANTITATIVE
DATA REPORTING
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- Further optimization is still required to achieve a fully (or mostly) automated lipidomics platform
- Refining acquisition and filtering parameters to improve identifications
- Expansion of the approval database to identify more non-fragmenting lipids
- Complementing the LMSD with additional molecular species
- Refinement and expansion of fragmentation rules
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