
A

B

Figure S3. Alternative subsampling methods find predictability even when known genetic 
interactions are sparse. (A) In edge-based subsampling, synthetic growth defect and lethality, 
and negative and positive genetic interacting gene pairs were withheld uniformly at random over 
three trials. (B) Considering the same genetic interactions as in (A), except that at each point, genes 
under a set interaction degree cutoff are removed.


