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Abstract: The FunCat vocabulary starts with general terms describing biological categories, 
such as metabolism, transcription or development and becomes increasingly more specific, 
with entries such as amino acid biosynthesis, mRNA-capping or gastrulation. In this way, the 
FunCat vocabulary covers the biological processes involving a protein, the protein's 
molecular functions (such as kinase or protease) and the protein localization from the 
subcellular to the organ level. 
More than 1100 specifications in 26 categories and up to six different levels enable the 
description of prokaryotes, unicellular eukaryotes, plants and animals. 
The FunCat has gradually been extended to described biology from the cellular to the 
systemic level, covering the complete Phenotype of an organism, from Development to 
Physiology. 
Grouping genes into meaningful categories using the multidimensional annotation scheme 
of the FunCat enables automatic clustering and data mining across diverse datasets as well as 
transfer and integration of information between different bioinformatics applications. 
Much information about genes has been gathered describing not their normal biological 
function but the effects they cause if mutated. As we do not want to mix those informations 
we have created separate Phenotype catalogues to describe the pathology caused by 
mutations in annotated genes. 


