
Intelligent workflows for automated analysis of mass
spectrometry-based proteomics data
Güler, A.T.

Citation
Güler, A. T. (2022, April 7). Intelligent workflows for automated analysis of
mass spectrometry-based proteomics data. Retrieved from
https://hdl.handle.net/1887/3281870
 
Version: Publisher's Version

License:
Licence agreement concerning inclusion of doctoral
thesis in the Institutional Repository of the University
of Leiden

Downloaded from: https://hdl.handle.net/1887/3281870
 
Note: To cite this publication please use the final published version (if
applicable).

https://hdl.handle.net/1887/license:5
https://hdl.handle.net/1887/license:5
https://hdl.handle.net/1887/license:5
https://hdl.handle.net/1887/3281870


 

 

 

 

1CHAPTER 1



 

 

 

Chapter 1 

General Introduction 



Proteins – the building blocks of life 

“
”



’s 

Figure 1.1.

1



Mass spectrometry-based proteomics 
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“data” in a different domain
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Scientific workflows  
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Scope of the thesis 

the user’s needs.
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