
“How to read my .xlsm 

mass spec result” 

 

 
 

                                                                                                                                                                                   Please also visit our online compilation of FAQs 

                                                                                                                                                                                  http://cores.imp.ac.at/protein-chemistry/faqs/ 

 

 

  



The xlsm file is structured in 6 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 
 

� Quality Control  containing quality control graphs 
 

� Analysis Summary containing parameters used for database search 
 
 
 
 

 
 

 

 



� 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 

 

  



� tab 5  Quality Control plots: 
 

- mass deviation - missed cleavages   - methionine oxidation 

- ID rate  - identified spectra  - ID speed - search space    - correlation plots

 
  



� tab 6  Analysis summary 

 

containing parameters used for database search 
useful for materials & methods section of a manuscript 

 

 

 

 

 

 

 

 

 

 

 

 

 

  



We also would like to draw attention to our online compilation of FAQs, 

which has proven helpful in better understanding of the mass spec result: 
 

http://cores.imp.ac.at/protein-chemistry/faqs/ 

 

 


