Figure S1: Lowess plot for the correlation of disease gene pairs predicted by LR and QPA. The plot shows the correlation of molecular interactions (transformed Likelihood ratios tLR; y axis) and quantitative phenotype associations (QPA, x axis) for 1,928 disease gene pairs predicted by both methods. While all 1,928 gene-pairs with both LR and QPA are used for the Lowess plot, the algorithm down weights outlier points with adjustment of LR ranges on the y axis.
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