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Gene Ontology: 
Set of terms and their relations + 
Association of individual genes to terms 
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•  Gene Ontology resource is an important and 
most used bridge between the world of 
biology and the world of bioinformatics/
mathematical modeling 

•  Question: how adequate cell death modalities 
are represented in GO (needed for all data 
analysis in APO-SYS)?  



Gene Ontology resource for cell death 

FADD, FASL, TNF,  
RIPK1, TMEM123 



Gene Ontology resource for cell death 



Gene Ontology resource 

•  Some limitations of GO: 
– Disease associated functions is out of the 

scope of GO 
– Molecular interactions are out of the scope 

of GO 
– Environment and expression are out of the 

scope of GO 
– GO only considers subsumption (is_a) and 

partonomic inclusion (part_of) 



Cell Cycle Ontology (CCO)  
(FP6 project DIAMONDS) 

http://www.cellcycleontology.org 



From Antezana et al., 2009 



Protégé software 



Conclusion (questions) 

•  Improve Gene Ontology ‘cell death’ branch 
using expertise from APO-SYS project? 

•  Develop ‘APO-SYS approved’ Ontology for 
genes and processes easily exploitable? 

•  Cell Cycle Ontology project from FP6 as a 
template? 

•  Using APO-SYS Intranet site for flexible and 
rapid collaborative effort? 


