Technology Developments for Characterizing the Complex Protein Datasets of Microbial Communities
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complexes and mapping the proteome of both Ixation vs. photoheterotrophic and chemoheterotrophic vs. photoheterotrophic. 2D-LC-MS/MS technologies. palustris in the sample, ranging down to 0.2%. I Table 1b: proteins identified for each species in the LTQ Nitrogen Fixation experiment
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