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Summary  

We address methods for the join analysis of genome and proteomics data. An algorithm for photopeak 

detection has been adopted for the accurate positioning of the individual peaks of the isotopic 

distribution in mass spectra, previous to isotopic distribution fitting. The methods improved the 

efficiency for the a priori blind detection of low counting mass peaks, and are being implemented in 

the accurate analysis of MS/MS fragment ions by posteriori isotope peaks fitting. We derive a bias 

introduced in patient-only data when the analysis is restricted to somatic mutation and germline 

variant are filtered out. Redesign of models for the analysis of somatic data in cancer patients are 

required when the proportion of inherited alterations are moderate or large, to avoid the bias. 
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