Detailed Methods for Complex Homogeneity

The phenotype profile of each member of a complex was represented as a vector, with each element assigned a “1” if the deletion strain did not grow on that particular condition, or a “0” if it did. The phenotype similarity between two members of the same complex was measured as the cosine of the angle between these phenotype vectors calculated according to the formula:   
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The average of these values for all pairwise combination is the phenotype similarity score, which ranges from 0 (no phenotypes in common) to 1 (identical phenotype profiles for all members). For comparison, the same calculations were repeated for 1000 randomly generated sets of complexes. The random sets preserved the overall structure of the experimental set, keeping constant the total number of complexes, subunits per complex, and the number of conditions showing no growth for each subunit. However, the identities of the conditions were permuted for all subunits over all complexes, thus generating random phenotype profiles. Differences between the experiment and randomly generated distributions were compared using the Kolmogorov-Smirnov test for goodness-of-fit.
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