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Detailed classifications, control vocabulary and organized terminology are widely used in 
different areas of science and technology. Their relatively recent introduction in molecular 
biology has been crucial for the progress in the analysis of genonics and proteomics massive 
experiments. Unfortunately the construction of the ontologies, including terminology, 
classification and entity relations requires considerable effort including the analysis of 
massive amount of literature. I will introduce here our recent efforts for automatic generation 
of classifications of gene-product functions using bibliographic information.  
The initial results show a good correspondence of the classification structures with the ones 
constructed by human experts. The analysis of a large structure built for yeast gene-products, 
and the detailed inspection of various examples, show encouraging properties. In particular, 
the comparison with the well accepted GO ontology points to various situations in which the 
automatically derived classification can be useful for assisting human  experts in the 
annotation of ontologies.  
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