Enhanced Protein Extraction for Microbial (Meta)Proteomics of Defined Laboratory and Environmental Samples
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EXPERIMENTAL APPROACH spore-forming bacteria found in the 1 Protein p! was using Trypsin, by peptide clean up and solvent exchange. Figure 8: Image of deep sea Magnetococeus sp. MC-1 i i S
soil. (Image source: JGI) 1 Peptides were analyzed via 12-step LC-MS/MS using LTQ XL mass spectrometer. methane seep. Acidobacterium sp. MPSACTX9 Translation elongation factor Tu
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and solvent exchange 1 Under each electron acceptor amended growth conditions, Figure 7: Distribution of proteome based on functional category of identified proteins Pratomycete sproasa I Sediments sampled from the three methane seep sites show many common microbes
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