
                       

Mass Spectrometry 

How to read your mass spectrometry result 



The xlsm file is structured in 4 tabs: 

 

 Main:   containing the list of all identified proteins 

 

 Coverage Details showing the detailed sequence coverage of each identified protein 

 

 PSM Details  containing the list of all identified peptide spectrum matches (PSMs) 

 

 GO Terms   Gene Onthology analysis 

 

 

 

 

 

 

 

 

 

 

 

  



 tab1 Main:  containing the list of all identified proteins 

and their according accession number, description, molecular weight and precursor area 
 
 
 
  



 tab1 Main:  containing the list of all identified proteins 

and their according accession number, gene name, description, molecular weight, 
sequence coverage, number of peptides, number of PSMs and precursor area 

 
 
 
  



 

 tab2 Coverage details: showing the detailed sequence coverage of each protein 
covered regions are highlighted in green 
modified amino acids are highlighted in red 

  



 tab3 PSM Details containing the list of all identified PSMs (peptide spectrum matches)  

and their related values  
  



 tab3 PSM Details containing the list of all identified PSMs (peptide spectrum matches)  

and their related values 
 
  



 

 tab4 GO terms  Gene Onthology analysis 

 
  



future plans:  tab 5  Quality Control plots 

 


