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Outline

• Statistical proximity
• Similarity/dissimilarity measures
• Gene ontology
• Biological proximity
• Dependence analysis
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Statistical proximity
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Similarity/dissimilarity measures
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Gene ontology
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Gene ontology (a closer view)
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Biological proximity [1]
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G‐SESAME [2]
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Dependence analysis
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Dependence analysis (continued)
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Dependence analysis (continued)
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The BioSimmeasure [6]
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Results on BioSim

• For BP: 0.53

• For MF: 0.56

• For CC: 0.54
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Biological evaluation of clusters
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Conclusions

• More robust understanding of gene ontology

• More robust measure
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Thank you
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