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Motivation FISCAS

Why single-cell with MALDI-MSI? Fluorescence Integrated Single Cell Analysis Script

 Tool to generate single cell data based on MSI and
fluorescence images

 Saves measurement and work time by generation of
measurement Regions of Interest (mROI) and

. compiling single cell spectra in an automated fashion

 Cell populations are heterogeneous
 Bulk analysis methods are not
capable of representing distributions
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* Apply FISCAS workflow to THP-1 cells during differentiation
 Sampling points after 24 h, 48 h, 72 h
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