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Figure S1. Procedure of extracting candidate positive set. Figure S1 illustrates this procedure with an example. Q1-Q3 are phenotypes associated with a query disease class (e.g. Cancer). Similar phenotypes, denoted by P1-P5, are identified using the Phenotype similarity network based on their similarity with the query disease phenotypes.  For example, Q1 and P1, Q2 and P2, and Q3 and P5 are highly similar phenotypes (thicker lines represent higher similarity) based on the phenotype similarity network that we have constructed earlier. The known disease genes (denoted here by g1-g5) associated with P1-P5 are then used to form the set of candidate positive genes.
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