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Tissue samples were prepared by vapor-depositing 1,5-Diamino- Figure 1. MS images of mouse pancreas: TIC, representative lipids with acceptable matching criteria, and optical image. 'I:\ifj1ure§.A(I§p) Seflected ann]?:atipnT I§h_c()jwing c()jbtservedta?rc]l theo(;etlicf;al isotope ptatt_erns. (l?.zpe:fl_'iglst) Plot of intensity for
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using a Shimadzu iMLayer™ sublimation unit. Then tissues were Results

analyzed by MALDI MS imaging using a Shimadzu IMScope QT™, | | | o ow s me : The isotope model, based on typical lipid composition and shown in
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newly developed tool on mouse pancreas data.
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