
TABLE III: Another set of parameters (different from those in Table I) for which our model fit all

the mutant strains data well.

m 0 1 2 3 4

E1m0(AB
1m0) 0.511(0.38) 0.117(0.47) -0.310(0.58) -7.10(1.0) -22.4(1.0)

E1m1(AB
1m1) 15.1(0.0) 1.39(0.2) 0.939(0.28) 0.535(0.37) 0.53(0.37)

E2m0(AB
2m0) ∞ – -0.771(0.68) – -0.913(0.71)

E2m1(AB
2m1) – – 14.1(0.0) – 7.68(0.0)

K1m 7.06× 107 103 49.0 0.118 8.16

K2m ∞ – 1.91× 1011 – 2.84× 108

Cqq′ q′ = 1 q′ = 2

q = 1 -0.0349 -5.26

q = 2 -7.0 -0.00066
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FIG. 3: Fitting of our model to the response data for all the mutant strains reported in the

experiments by Sourjik and Berg [7]. The horizontal axis is the MeAsp concentration. The lines are

the results of our model with the parameters given in Table III. The symbols are the experimental

data rescaled to its absolute value according to the activity at [L] = 0 provided in [7]. For the

cheRcheB mutants, the Tsr receptors are in m = 2 methylation state and Tar receptors are in

m = 0 (M), m = 1 (♦), m = 2 (¤) or m = 3 (O) methylation state respectively. The cheR(×10)

and cheB mutants are represented by (H) and (◦).
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