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Figure S1: Identification of large gaps between angular coordinates in the hPIN. Proteins were sorted increasingly by
their inferred angular coordinates 8 and the difference between 6; and 6;,; was estimated. The peaks in the plot corre-
spond to gap sizes in the angular dimension and uncover the presence of similarity-based clusters. The gap size g =
0.011344 was chosen because it gives clusters with a minimum of 10 members.

Figure S2: Identification of large gaps between angular coordinates in the hyperbolic disc of HTT interactors. Proteins
were sorted increasingly by their inferred angular coordinate 0 and the difference between 0; and 6;,; was estimated. The
gap size g = 0.059198 was chosen. The peaks in the plot correspond to gap sizes in the angular dimension and uncover
the presence of angular similarity-based clusters.

Table S1: Hyperbolic coordinates of each protein of the hPIN. Columns indicate protein identifiers (UniprotKB, Sym-
bol), coordinates (r, theta) and cluster number.

Table S2: HTT interactors in the hPIN (HttPIN). Columns indicate protein identifiers (UniprotKB, Symbol), coordinates
(r, theta) and cluster number. Clusters were recomputed using only the HttPIN (see text for details).

Table S3. Paralog pairs of the HttPIN. Columns indicate identifiers and cluster of the first protein (Interactor UniprotKB,
Interactor Symbol, Cluster interactor) and of the second protein (Paralog UniprotKB, Paralog Symbol, Cluster paralog).
The order of the proteins in the pairs is arbitrary.

Table S4: Paralog pairs of the HttPIN in different clusters and their effect on HD. Columns indicate identifiers, cluster,
effect and references of effect on HD of the first protein (Interactor UniprotKB, Interactor Symbol, Cluster interactor, Role
interactor, References role interactor) and of the second protein (Paralog UniprotKB, Paralog Symbol, Cluster paralog,
Role paralog, References role paralog). The order of the proteins in the pairs is arbitrary.



