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found? Prof. Nosek - How to distinguish pervasive translation from false results, artifacts? 
Assoc. Prof. Egger - Does it make sense to examine archived samples - is the dynamics of 
PTM maintained there? Prof. Šebela - Have you seen other physiologically important PTM 
than these presented bere? Prof Fajkus - is there a way to analyse PTM in chromatin and 
chromosome subdomains? Audience - How do you discriminate among phosphorylation 
sites? Doc. Bryja - How much is left as unídentified from the whole peptide spectra after 
processing? What is the cu1Tent status of clinical proteomics? Are then any benchtop 
instruments for a simplified use? Is the labelling of samples sil1 necessary for quantitative 
proteomics? 

Conclusion 

The lecture delivered by Zbyněk Zdráhal, entitled Deciphering of proteome complexity and 
delivered as part of the professor appointment procedure, demonstrated sufficient scholarly 
qualifications and pedagogical capabilities expected of applicants participating in a professor 
appointment procedure in thc ficld of Genomics and Proteomics. 
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