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Abstract 
In this thesis a novel method was created to examine strong driver mutations in the context of the 

immune system hypothesis, which links cancer development to the immune system. 

This was done by creating an expectation based on a linear regression on the mutational burden of 

patients combined with a gene weight. The expectation was found for a general dataset and 17 cancer-

specific datasets. The expectation was tested with a 𝜒2-goodness-of-fit test. The alone-factor was also 

defined as the inverse of the mutational burden for a tumour sample and was used to filter potentially 

strong oncogenes from the results of the test. 

The results of the 𝜒2-goodness-of-fit test found many significant genes. Of those, some were selected 

to be examined further based on how often they were found to be significant, how different they were 

from the expected, and them also having a high alone factor. These genes included TP53, KRAS, 

EGFR and PIK3CA, which were all known to be associated with cancer and identified as either 

tumour suppressor genes and/or oncogenes. 

The genes found using this new method, combined with the alone-factor, had strong driver 

mutations. This supports that the method is able to identify strong driver mutations.  
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