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Proportion of prioritized genes

in the silver standard set
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Figure S1. Summary of prioritizing genes for A. Mendelian and B. mouse model genes separately by trait.
We determined the proportion of prioritized genes in the gold standard set (y-axis) and proportion of correctly identified gold standard genes

among all prioritized genes (x-axis) for each gene prioritization methods utilizing the gold-standard (A) and silver-standard (B) gene sets. We

calculated the overall proportions and separately by trait.






