The four complexes pertaining to the ribosome tend to be removed from analysis in the literature [1,2]
because they have a relatively large number of member proteins (ranging from 32 to 79) yet have a
low fraction of essential proteins ranging from 4.55% to 15.19%. Due to the total number of proteins,
computational analysis can be largely affected by these four complexes. We still observe a large difference
in the correlation between essentiality and intracomplex interaction degree, as well as essentiality and all
interaction degree when the four ribosomal complexes are included (Figure S6 (a)). Including these four
complexes does not affect our finding much in the Direct network (Figure S6 (a) vs. Figure 2 (a)), but it
has a larger effect in the two other networks (Figures S6 (b) and (c) vs. Figures S4 (a) and S5 (a)). This
may be due to the fact that the other networks contain indirect interactions, and non-essential proteins
within large complexes can have a larger number of intracomplex interactions than essential proteins
within small complexes. In particular, if there are many indirect interactions, the large complexes may
have a higher chance to have many indirect intracomplex interactions than small complexes. Throughout
the main body of the paper, we removed these ribosomal complexes for the reported complexes, unless
otherwise noted.
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