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Objective: To give a presentation of about 40-90 minutes at the end of the week covering the key aspects of 
proteomics.   
 
The questions and contents below are meant as motivators and need not be followed,     
 
The Big Questions Are: 
 

• What are the key classes of data (OMICS)? 
• What is the inherent variation in proteomics? 
• What was the first proteomics investigation? 
• Which omics classes are often combined in analysis? 
• What are the largest proteomics studies to data? 
• Which models are used to analyze data?  
• How quantitative can proteomics be?  
• Are there examples of pQTLs? 
• How can you use proteomics to elucidate function?  
• Are there examples of clear disease associations?  
• What are the dimensions of data? 
• What are the methodological differences between metabonomics and proteomics?  
 

Recommended literature is only meant to get you started. You might very well be able to find papers more suited 
for your purpose.   
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Haoudi et al. (2007) Bioinformatics and data mining in proteomics  Exp. Rev. Proteo. 33.3.333-43. 
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