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How to get a complete view on effects of a diet, a drug or an 
ingredient  
 
In this study (1), two different diets are compared for their effects on gut microbial 
metabolism through stool samples analysis. A now classic workflow (2) of 
metaproteomics and bioinformatics has been applied as metaproteomic analysis of the 
bacterial proteomes in the microbial community provides a more direct measure of 
functional status associated with gut bacterial activity and metabolism by globally 
characterizing proteins and corresponding microbial species.  
The study shows that the interrogation of the metaproteome at a functional level reflects 
metabolic shifts of mucin- and fiber-degrading enzymes in the microbial response to a 
dietary intervention. 
As already well described for skin microbiota (3), unlike metagenomics (all of the genes 
and genomes in the microbial community), which measures the functional potential of 
the microbial community, metaproteomic signatures provide a direct measure of the 
microbial activity of the microbial community.  
Clearly, the microbiota metabolism is not driven by a set of discrete linear pathways but a 
web of interconnected reactions facilitated by a network of enzymes that connect 
multiple molecules across multiple pathways.(4) 
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With Phylogene, you can characterize and understand the effects and 
mode of action as well. 
 

High-resolution nano LC-MS/MS quantitative metaproteomics 
and HolXplore™ data processing: The efficient tool for 
discovery, 
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Bacterial 16s rDNA and fungal ITS sequencing with OTU-
based estimation to investigate microbial communities 
diversity and determine taxonomic composition.  
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