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Figure XX. Comparison of metrics
The precision of each metric is plotted as a function of the number of gene pairs.  Precision was measured as the number of true positives divided by the total number of gene pairs.  Gene pairs were restricted to those where both genes have phenotype data and either share a Kegg category (true positives) or do not share any Kegg category (true negatives.)  Results for up to the top 40,000 gene pairs are shown for each metric, which roughly corresponds to the total number of restricted gene pairs with uncentered pearson correlations of 0.5 or higher.
