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Fig.T: On the left, the SCILS lab software is shown. The attribute editor offers the possibility to name regions of interest as Target and the points for LCM teac
Teachmarks. Those elements can then be exported and load into the SCIiLS Region Mapper which is shown on the right side. The export button allows a direct ex

Leica and Zeiss LCM instrumentation.
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PEN slides gave slightly more protein groups, albeit less consistent results.

Entire SpatialOMx workflow could be successtully performed independent on slide type.

Non stained samples resulted in highest amount of protein groups for PEN and IntelliSlides.

Specifically for IntelliSlides; Peptide Imaging prior to protein identification has a positive effect.

tiIssue section

= The SpatialOMx workflow allows the
combination of MALDI Imaging and in
depth 4DProteomics experiments on one
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