
Contrasting different similarity measures (Yeasts only)
A: Maximum Information Content B: Average Information Content
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C: Maximum Lin Similarity D: Average Lin Similarity
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E: Maryland-Bridge Similarity F: Schlicker-like Similarity
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G: Exact Schlicker Similarity
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Supplementary Figure 3: Different measures of GO term similarity among various types of homologs. The six figures
are A) maximum sim , B) average sim , C) maximum sim and D) average sim , E) Maryland-bridge term
overlap measure, F) sim (giving same weight to annotation) and G) sim as originally defined in [Schlicker
et. al (2006) A new measure for functional similarity of gene products based on Gene Ontology. BMC Bioinformatics 7]
(giving same weight to each gene product). All similarities are measured from the YEAST/SCHPO comparison with GO
annotations backed by experimental evidence without common authors.


