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Bioinformatics Procedure of Large-scale GO Annotation

HUANG Zi-xia, KE Cai-huan,CHEN Jun*

(College of Oceanography and Environmental Science, Xiamen University, Xiamen 361005, China)

Abstract : With the fast development of next-generation sequencing technologies,a large number of biological data will provide tre-
mendous sequence resources to biologists in gene exploitation. An important task on data mining is to annotate genes with functions,
and the most important method is Gene Ontology (GO) annotation. This research formed the procedure of large-scale GO annotation
pipeline for EST sequences, utilizing bioinformatics methodologies and software tools. This procedure encompasses different software
like BLAST,B2g4pipe and Wego,together with Swissprot, Interpro or Nr protein databases. Users can put EST sequences with FAS-
TA format through this system and ultimately gain visualized GO distribution statistics diagrams, which demonstrate the situations of
the genes involved in different processes. In order to test and verify the preciseness of LSGAP, the EST sequences of eastern oyster
published in 2007 were gone through this pipeline,and the results demonstrated that LSGAP procedure was quite accurate and effi-
cient. Compared with other GO annotation software such as Blast2go (Graphical User Interface) and GoBlast, LSGAP procedure has
many advantages:running BLAST software locally, without downloading many GO relative databases and consuming less time. All of

the results demonstrated that LSGAP is an efficient tool for researchers to do data mining.

Key words: LSGAP; GO annotation; gene function; bioinformatics



