
Example Mascot search result from a sample
analyzed by LC-MS/MS using the Thermo 
Scientific LTQ Ion trap mass spectrometer

For additional questions or assistance with 
the interpretation of your results, please 

contact a PMF staff member:
http://www.pmf.colostate.edu/contact_us.html
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Mascot Peptide Summary Report
Version and size of database 

used in the search

List of proteins identified and 
their accession #s

Location and name of raw data file



Mascot Peptide Summary Report

Score Histogram and identity threshold
Individual peptide identifications must have

a score > 46 to be “statistically significant” based
On the Mascot scoring algorithm using a threshold of

p<0.5

For simplicity, the report will be set to show
only peptides with an ion score greater than the 

significance threshold (this value will NOT always be 
46 and is largely 

dependent on the size of the data file and the size of 
the database searched.



Mascot Peptide Summary Report

Mass error between 
experimental and 

theoretical peptide mass

Next is a list of each identified protein and information 
about all of the peptides identified

Ion score in () indicates 
lower scoring redundant 
matches for the same 

peptide



Protein View will be included for top 1-3 proteins 
(depending on the complexity of the sample)

Sequence coverage map of identified protein.  Red 
amino acids correspond to those that were 

matched to experimental data



General Rule:

You need to identify at least 2 unique peptides
(repeat detection of the same peptide doesn’t 

count!) to confidently identify a protein.  


