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Abstract 

The amount of molecular biology and medical data is humongous and increasing at a very high rate. There is a huge need 

for methods and techniques for analysis and knowledge extraction from such huge data repositories. Findings and 

discoveries in this domain are very beneficial to human genomic structure and for understanding of functional 

associations between diseases and genes at the genomic and proteomic levels. This presentation will demonstrate some 

methods and techniques for exploring and modeling the relationships among genes, proteins, and diseases using the Gene 

Ontology.  

http://search.cpan.org/~btmcinnes/UMLS-Similarity0.17/lib/UMLS/Similarity/nam.pm

