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Sample:

Sample: 1pl Lactosyl C12 ceramide 2.5uM in EtOH/CHCIl; 50/50 (v/v)
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Support: Indium tin oxide coated glass slide (ITO) Sprayer Sublimation

Matrix: 2,5-Dihydroxybenzoic acid (2,5-DHB) saturated in acetonitrile width at half height: ~0,08 Da width at half height: ~0,05 Da Ints ] AR 17 g AR iR
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Evolution of the TIC shot by shot (left) and over time (right)
for an acquisition summing 400 laser shots.

Acquisition method:

- Calibration: red phosphorus Raster width: 25 um
- Laser power: 60% Scan range: 25um x 25um
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Isotopic distribution of Lactosyl C12 ceramide, sodium adduct (m/z =
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Optimizing experimental conditions providing
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