
Name Definition Bottleneck Score
PSMD6 [GenBank:NP055629.1] proteasome (prosome, macropain) 26S subunit,

non-ATPase, 6 0.44

PSMA2 [GenBank:NP002778.1] proteasome alpha 2 subunit 0.25

PSMD10 [GenBank:NP002805.1] proteasome 26S non-ATPase subunit 10 isoform 1 0.15

DHX9 [GenBank:NP001348.2] DEAH (Asp-Glu-Ala-His) box polypeptide 9 0.08

CD4 [GenBank:NP000607.1] CD4 antigen precursor 0.07

CD82 [GenBank: NP002222.1] CD82 antigen isoform 1 0.07

IKBKE [GenBank:NP054721.1] IKK-related kinase epsilon 0.06

PTPRC [GenBank:NP002829.2] protein tyrosine phosphatase, receptor type,

C isoform 1 precursor 0.06

A2M [GenBank:NP000005.2] alpha-2-macroglobulin precursor 0.06

CCR5 [GenBank:NP000570.1] chemokine (C-C motif) receptor 5 0.05

Table 7:

Motif: A. B. C. D.
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A. B. C. D.
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Name: Three-node feedback loop Two-node feedback loop Co-regulation/signaling Clique

Table 8:

Additional Files
File 1

Protein interaction network of HIV proteins and HDFs. Intended to be opened in IGraph or any other

graph analysis software that supports GML files. (HIV-HDF.gml)

File 2

Protein interaction network of HDFs and non-HDF human proteins. Intended to be opened in IGraph or

any other graph analysis software that supports GML files. (HDF-human.gml)

File 3

Tables of all found significantly over-represented network motifs in the regulatory and signaling

sub-networks. Also included are tables of specific protein involvement and Gene Ontology analysis of the

motifs. (Motifs-full.pdf)

File 4

High resolution picture of the HIV-HDF network generated with Cytoscape, in spring embedded layout.

(HIV-HDF-spring-layout.pdf)
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