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The active regulator in the FliA-FlgM module is free FliA, that is, FliA not bound to FlgM. The
active concentration of FliA can be computed from the total concentration of FliA using Eq. 2 in the
main text, given a value for the equilibrium constant K and possibly the half-lives of FliA and FlgM,
estimated by fitting the model to the tar data. This has been done for all situations considered here: (i)
replacing protein concentrations by promoter activities; (ii) replacing protein concentrations by promoter
activities, while taking into account global physiological effects; (iii) computing protein concentrations
for the reference half-lives of FliA and FlgM, while taking into account global physiological effects; (iv)
computing protein concentrations for optimized half-lives of FliA and FlgM, while taking into account
global physiological effects. The results are shown in Figures 1-4 in this text. Notice that in some of the
experimental conditions, FliA is only partially active when protein concentrations instead of promoter
activities are used.

aThis text contains supplementary information for the paper “Inference of quantitative models of bacterial promoters
from time-series reporter gene data”.
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Figure 1. Free and total concentration of FliA when using promoter activities. The concentration of
free FliA (solid line, green) is computed by means of Eq. 2 of the main text, for the optimal fit shown in
Figure 5 in the main text. The shaded regions represent the confidence intervals of total FliA and correspond
to the mean of the promoter activities for 6 replicates ± twice the standard error of the mean. The threshold
parameter θ is shown as a dashed green line.
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Figure 2. Free and total concentration of FliA when using promoter activities and including global
physiological effects. The concentration of free FliA (solid line, green) is computed by means of Eq. 2 of
the main text, for the optimal fit shown in Figure 8 in the main text. The shaded regions represent the
confidence intervals of total FliA and correspond to the mean of the promoter activities for 6 replicates ±
twice the standard error of the mean. The threshold parameter θ is shown as a dashed green line.
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Figure 3. Free and total concentration of FliA when using reconstructed protein concentrations for
the measured reference half-lives, and including global physiological effects. The concentration of free
FliA (solid line, green) is computed by means of Eq. 2 of the main text, for the optimal fit shown in
Figure 10 in the main text. The shaded regions represent the confidence intervals of total FliA and
correspond to the mean of the reconstructed protein concentrations for 6 replicates ± twice the standard
error of the mean. The threshold parameter θ is shown as a dashed green line.
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Figure 4. Free and total concentration of FliA when using reconstructed protein concentrations for
physiologically-realistic half-lives estimated from the data, and including global physiological effects
for tar regulation function. The concentration of free FliA (solid line, green) is computed by means of
Eq. 2 of the main text, for the optimal fit shown in Figure 12 in the main text. The shaded regions represent
the confidence intervals of total FliA and correspond to the mean of the reconstructed protein concentrations
for 6 replicates ± twice the standard error of the mean. The threshold parameter θ is shown as a dashed
green line.
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