
BA Genes in clusters enriched for:

Wainberg, et al. co-essential gene pairs
804 genes (29 clusters)

≥1 CORUM complex
165 genes (7 clusters)

STRING associations
134 genes (7 clusters)

BioPlex interactions
70 genes (3 clusters)

≥1 KEGG pathway
22 genes  (1 cluster)

≥2 annotation datasets
2,058 genes (87 clusters)

No annotation datasets
1,819 genes (88 clusters)
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CORUM complex correspondence with
interphase phenotype clustering

“Chaperonin TCP-1”

Cluster 212

Replogle et al.
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Replogle et al.
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C “40S ribosomal subunit, cytoplasmic”
Replogle et al.
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“60S ribosomal subunit, cytoplasmic”
Replogle et al.
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Bold red: established roles directly related to cluster designation 
Red: established roles in a related cellular process 
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Precision = Fraction of within-cluster
gene pairs that also 
co-occur in a CORUM 
complex

Recall = Fraction of CORUM 
within-complex gene 
pairs that also co-occur
in a cluster
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