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PROPOSITIONS 

Belonging to the PhD thesis 

Mining high dimensional transcriptomic data to unravel the  

causes and consequences of genomic instability in cancers 
  
 

1. Patients with diffuse large B cell lymphoma, ovarian cancer, TNBC, and colorectal 
carcinoma show high levels of oncogene-induced replication stress. (This thesis) 

 
2. Transcriptional adaptation to copy number alteration (TACNA) profiling provides 

insight into how changes in copy number numbers can stimulate tumor progression 
via effects on gene expression. (This thesis) 

 
3. The effects of copy number alterations on the expression of immune-related genes in 

tumors are more strongly buffered than those of proliferative genes. (This thesis) 
 

4. A neuronal transcriptomic footprint is associated with poor survival of patients with 
high-grade serous ovarian cancer who are treated with platinum-based 
chemotherapy. (This thesis) 

 
5. The majority of genes participate in most biological processes, albeit to a small degree. 

(This thesis) 
 

6. Copy number alterations and tumor mutational load can help identify patients who 
may respond to immunotherapy. (Davoli et al., Science 2017) 

 
7. Replication stress and the resulting genomic instability are prominent early driving 

forces of cancer development. (Bester et al., Cell 2011) 
 

8. Reanalysis of large-scale publicly available data can already answer many unsolved 
problems better than analysing small-scale new data. 

 
9. In the middle of every difficulty lies opportunity. (Albert Einstein) 

 
10. The temptation to form premature theories upon insufficient data is the bane of our 

profession. (Sherlock Holmes ~ Arthur Conan Doyle) 
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