3.5

O  Kernel Density Estimator
mmm Normal fit
3 Rayleigh fit 1
25 ]
2
‘D
C
3 2 ]
)
=
©
2
1.5 ]
1 |
0.5 ]
ol e, !
0 0.2 0.4 0.6 0.8 1 1.2 1.4

Mutual information (bits)

Figure S4. Estimating the distribution of mutual information.

The distribution of mutual information for both genes of a potential regulatory interaction is used to estimate the
significance of mutual information. The distribution of mutual information for one gene lexA illustrates different
types of fit. Normal fit, while not the best approximation to the empirical distribution, penalizes the distal
network neighborhood.



