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Experimental Design

 Aliquoted 65 ug of Promega MS Compatible Intact Yeast Protein
Extract™ per sample

* Spiked triplicates of each sample condition- blank trypsin, calcium,
cobalt, copper, zinc

* Performed digestion on S-trap™ micro filters - added sub-
stoichiometric metal ratios to trypsin- 1% catalyst loading

* Ran Pierce™ fluorometric peptide quant assay to assess peptide
recoveries
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Conclusions and Discussion

* Peptide recoveries low overall but metal-doped samples were
consistently slightly lower in all conditions- will increase catalyst
loading

* Paramagnetic species quench fluorescence- maybe residual free
metal ions?

* S-trap ™ micro variability- should run experiment on S-trap ™
plates



Future Work

* Optimize assay conditions- protein input, enzyme-substrate ratio,
metal stoichiometry, modified trypsin, etc.

* Mass spectrometry experiments to assess peptide and protein IDs

* Post-optimization, experiment with complex proteomes- human,
mouse, etc.
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