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An Integrated Systems Biology Platform for Complete Proteogenomic Analysis.  

• Interactive boxes can be 

used to change ion 

assignments and other 

parameters. 

• We demonstrate the use of a complete platform for routine 

proteogenomic analysis, and highlight the potential for Galaxy-P 

as a solution for systems biology. At each step, we have used 

abundance of caution for selecting spectra, so that only 

meaningful results are analyzed and reported in the subsequent 

step. Using this platform, we identified 24, 28 and 38 potential 

novel peptides from three large datasets.  

• It is also noteworthy that these workflows are versatile such that 

appropriate modifications can lead to use in metaproteomics or 

other systems biology applications. 

• This complete, versatile, seamless and collaborative platform 

for systems-biology applications can be used for simultaneous 

proteogenomic and metaproteomic analysis using MS-based 

proteomics data.  
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