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Chemical and Pharmaceutical Engineering I have been very useful for capturing knowledge as In Chemical and Pharmaceutical, 
a prime challenge has been to develop Chemical and Pharmaceutical function given only partial Chemical and Pharmaceutical 

knowledge and inconsistency in how this knowledge is curated by experts., Again Towards A Data-driven Gene Ontology, Ontologies 
have been very useful for capturing knowledge as a hierarchy of concepts and their interrelationships. In biology, a prime challenge 
has been to develop ontologies of gene function given only partial biological knowledge and inconsistency in how this knowledge is 
curated by experts. I will discuss how large networks of gene and protein interaction, as are being mapped systematically for many 
species, can be transformed to assemble an ontology with equivalent coverage and power to the manually-curated Gene Ontology 
(GO). Our network-extracted ontology contains 4,123 biological concepts.
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