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Figure S1. Expanded version of 2D interdependency plots in Fig 3C(A) and 3D(B) shows proteins
with functional association to either complex. A. Expanded version of 3C. Green list corresponds to
proteins (histones) in green circle cluster. B. Expanded version of 3D. Names were slightly moved to

avoid overlap.

Figure S2. 2D interdependency plot between the Constitutive Centomere-Associated Network

(CCAN, X axis, squares) and the ribosomal protein group (Y axis, triangles).

Table S1. nanoRF proteomics results table. Grey columns: the training factors used

for each complex’s nanoRF where ‘T’= member of a complex, ‘F’= hitchhiker, and ‘?'=

unknown, proteins that are uncalled as any specific class. Orange Columns: the SILAC ratio columns
used from the mitotic chromosome proteomics experiments, b) Colourless columns: each RF scores
for each complex. Red-coloured entries are proteins that surpass each RF’s cutoff score—i.e. they are
significantly associated with the complex.

Table S2. Information about protein complexes and associations. Relevant information about the

complex composition and statistics (MCC, AUC, RF cutoffs, hypergeometric tests).
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