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SpatialOMx® tissue analysis couples MALDI imaging with
in-depth 4D-Lipidomics

Results
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MALDI Imaging and Lipid Visualization

'Bruker Scientific LLC, Billerica, MA 01821, USA Data analysis was performed in SCiLS™ Lab 2023a and MetaboScape® 2023. Segmentation analysis showed two distinct
2Bruker Scientific LLC, San Jose, CA 95134, USA regions (yellow and blue), corresponding to the white and gray matter in the brain (Figure 2A and 2B below).
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extracting an entire brain section and different volumes of s _ _ . . . . i ,
the sample were injected to determine the LOD of the = An easy pipeline that was implemented where MALDI imaging spatially guided more in depth lipidomics
various lipid species. The samples were analyzed in experiments.

triplicates.

= |ntegration of data acquired from SCiLS™ and MetaboScape® allows for visualization of annotated compounds.

SpatialOMx combining MALDI Imaging and 4D-Omics on timsTOF fleX
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