Protocol S13. Analysis on chaperone complexes and their association with epistatic
interactions

To examine how many chaperone-containing protein complexes are enriched genetically with
maximum number of other chaperones, we computed the probability mass function of the
hypergeometric distribution for 18 protein complexes, encompassing 16 chaperone proteins,

compiled from EcoCyc [1] and Hu et al [2] using the following equation:
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Where: x = number of chaperone proteins interacting with a complex; n = number of chaperone

PX=x)=h(x;nMN) =

proteins present in all protein complexes; M = total verified chaperone proteins in E. coli, and N
= total number proteins in E. coli. Based on this analysis, 18 chaperone protein complexes tend
to be enriched significantly (p-value < 0.05) for Gls with chaperone proteins, which was

subsequently used to generate the distribution plot.

To assess the overlap of non-chaperone interactors among the 21 chaperone containing protein

complexes, the following Jaccard Index equation was employed:

_ (interactors of complex A n interactors of complex B)

Jaccard Index =

(interactors of complex A U interactors of complex B)
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