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GOMA: Web Utility for Direct Finding of Enriched Gene Ontology Terms from
Gene Expression Profile
Eriko Mizutani and Jun Sese
Graduate School of Humanities and Sciences, Ochanomizu University

Abstract: Microarrays have become popular devices used to elucidate changes of cell status. Currently, we validate
analyses of several or hundreds of samples using clustering and visualization. However, comparison is not an easy
task because knowledge of data analysis is required and hundreds of clusters might be produced. This study presents
GOMA, a web-based expression enrichment checking server using Gene Ontology. By putting sets of gene names and

expressions into the server, which GO categories’ genes are enriched can be verified immediately, and changes of cell

status can be detected. GOMA is available online at http://goma.sel.is.ocha.ac.jp/
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Rank | GO ID Term Name p-value Num Of Genes
1 GO:0004386 | helicase activity 9.56e-07 | 69
2 GO:0016740 | transferase activity 2.92e-06" | 520
3 GO:0016757 | transferase activity, transferring glycosyl groups 1.24e-04 | 81
4 GO:0004033 | aldo-keto reductase activity 1.74e-04 | 8
5 GO0:0003964 | RNA-directed DNA polymerase activity 2.10e-04 | 21
6 GO:0015077 | monovalent inorganic cation transmembrane transporter activity | 5.59e-04 | 48
7 G0:0003678 | DNA helicase activity 5.75e-04 | 25
8 GO:0016758 | transferase activity, transferring hexosyl groups 8.09e-04 | 64
9 GO0:0015078 | hydrogen ion transmembrane transporter activity 1.32e-03 | 43
10 GO0:0016884 | carbon-nitrogen ligase activity, with glutamine as amido-N-donor | 1.54e-03 | 8
*2 RAHEE (Molecular Function)

Rank | GO ID Term Name p-value Num Of Genes

1 GO0:0003735 | structural constituent of ribosome 3.22e-54 | 187

2 GO:0005198 | structural molecule activity 4.95e-47 | 288

3 GO0:0016491 | oxidoreductase activity 3.81e-22 | 215

4 GO:0005488 | binding 1.96e-15 | 842

5 G0:0003676 | nucleic acid binding 9.20e-14 | 407

6 GO:0008135 | translation factor activity, nucleic acid binding | 2.48e-13 | 42

7 GO:0003743 | translation initiation factor activity 4.09e-12 | 28

8 GO0:0045182 | translation regulator activity 3.43e-11 | 50

9 GO0:0034062 | RNA polymerase activity 5.34e-11 | 32

10 G0:0003899 | DNA-directed RNA polymerase activity 5.34e-11 | 32
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