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Motivation

The Gene Ontology (GO) provides a structure for comparing genes/proteins on the functional level.

Several measures have been used for this type of comparison (semantic similarity).
The tools available for the community are few and limited in application.

Abstract

We have developed ProtelnOn, an integrated web tool for computing GO based protein semantic Data base
similarity.

It implements eight distinct similarity measures, none of which were previously available online,
including the novel simGIC measure developed in the context of this tool.

In addition to computing protein and GO term semantic similarity, ProteInOn combines protein
interaction and annotation data, allowing the user to find proteins that interact with, or GO
terms represented in a set of input proteins. The results of these queries can then be used as
input for semantic similarity calculations (or other queries) providing a structure to answer more
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complex questions.
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