
Motif Nreal Nrand ± SD Pvalue Zscore Description

Regulatory

A1

+ +

15 7 ± 4 0.0134 2.21 positive feedback

A2

−−

8 3 ± 2 0.0183 2.09 positive feedback

A3

+ +

200 163 ± 13 2.5 · 10
−3

2.80 positive co-regulation

A4

− −

115 51 ± 10 1.6 · 10
−10

6.29 negative co-regulation

A5

±

± 4 1 ± 1 1.7 · 10
−05

4.14 feed-back loop

Signaling

B1

+ +

167 78 ± 11 1.1 · 10
−16

8.19 co-activation

B2

−

− 22 15 ± 3 0.0139 2.20 positive feed-back loop (activation)

B3

− −

72 36 ± 10 1.7 · 10
−4

3.59 co-inhibition clique

B4

+ +

324 131 ± 27 4.5 · 10
−13

7.14 activation clique

B5

− −

175 74 ± 17 1.4 · 10
−09

5.95 inhibition clique

Table 9: Significantly over-represented network motifs in HIV-host protein interaction network. Black nodes

are HIV proteins and white nodes are human proteins. Interactions can either be activations/up-regulations

(+), inhibitions/down-regulations (−), signaling/regulation (±), or both (arrow without sign). Nreal is the

number of specific motifs found. Nrand ± SD is the average number and standard deviation of the motif

found in one thousand randomized networks. Pvalue is the probability that Nreal or more motifs are found

in the randomized networks. Zscore is the number of standard deviations Nrand differs from Nreal. Network

motifs were classified as significant when Pvalue < 0.02 and Zscore > 2.
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