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domain occurances
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Supplementary Figure S3: Domain distributions and enrichment of identified Hpo
pathway proteins.

(A) Bait proteins and domains identified in the respective bait purification were
hierarchically clustered by an uncentered Pearson correlation algorithm. (B) Enrichment of
a subset of prominent domains compared to random protein networks of the same size.
270 proteins were sampled randomly 10,000 times from the canonical human Swiss-Prot
database (complete proteome dataset) and used to calculate the domain enrichment in the

presented AP-MS data.



