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Chapter 5 

Metadata–driven Calibration of Mass 
Spectrometry Data  
Arzu Tugce Guler1, Magnus Palmblad1 



Abstract 



–

Introduction 

–

Organization (HUPO) Proteomics Standards Initiative’s controlled vocabulary for 
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Methods 



–

Figure 5.1. 
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 Orbitrap                                         (1) 

     FTICR                                   (2) 

     TOF                                                       (3) 

where A, B, and C are the calibration coefficients; f is the frequency; t is the time. 

is chosen according to the ‘mass analyzer type’ or ‘instrument 
type’ parameters. Normally, t

It is possible that the ‘mass 
analyzer type’ is missing, or sometimes even i

‘ ’ is given corre If the ‘mass analyzer type’ 
the ‘instrument type’

dren of ‘instrument type’ and ‘ ass analyzer type’ 
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Figure 5.2. 

t the instrument model is stated as “LTQ Orbitrap 
Elite”, then we use the function for Orbitrap
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Results  
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Discussion and conclusions 
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