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Figure S4: Changing degradation rates changes response times but does not allow autoregulation to
escape under-dominance. The figure shows results for the response time of autoregulating genes, to
return to 90% of their equilibrium. (left) Percentage change in the response time of a heterozygote
compared to the resident homozygote. These are shown for different protein degradation rates
coefficients, γp =

1
3600 (black), γp =

1
36000 (red) and γp =

1
360 (blue). Mutations become deleterious

in the heterozygote when pmax/K > 1. (right) Percentage change in the response time of a mutant
homozygote compared to the resident homozygote. Mutations become deleterious in the mutant
homozygote when pmax/K is about 10. The graphs show the results of stochastic simulations
(see Materials and Methods) for parameter values typical for transcription factors, kr = 0.01s−1,
kp = 0.17s−1, kl = 0.001s−1 and γr = 1

120s
−1. The resident homozygote has binding strength

pmax/K (as indicated by the x-axis), mutations are of size � = 2.


