“Pretty pictures and more —
turning a mass spec into a
(chemical) microscope.”

Eric B. Monroe, PhD
Thursday, April 30, 2009
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what Is an image?




what Is an image?







from lons come iImages
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simplify with spatial resolution




simplify with spatial resolution
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Targeted...

That's interesting. What is that and what is it doing there?

Broad...

| want to see lots of things. What is in this? How are they distributed?




targeted - SIMS meets Aplysia
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single neuron chemical imaging
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single neuron chemical imaging
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identifying vitamin E
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vitamin E Is present throughout
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vitamin E actively localized
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going smaller — a single rat neuron
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so what else can it do? broad scale...
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prep for MALDI MS imaging

sacrifice, rapid dissection,
flash freezing

sectioning on
cryomicrotome
(typically not embedded)

EtOH wash (remove lipids, salts) .
Coat with MALDI matrix Goal: maximal MS signals with

minimal analyte redistribution



prep for MALDI MS imaging
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profiling a tissue section
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high resolution profiling - imaging
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identifying signals
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Monroe, Proteomics, 8, 2008, 3746-3754.

lon Images — identified by MS/MS
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but still some unknowns...

.. and many Others 0% relative intensity  100%
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