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The dynamics for the transposition model are described by
a(t+1) = a(t) + a(t).[s/(1+s(a(t)+n(t))) + u.(exp(-n(t)) + a(t)/(a(t)+n(t)) - v] - m.a(t)
n(t+1) = n(t) + n(t).[s/(1+s(a(t)+n(t))) + u.(1-exp(-a(t))).a(t)/(a(t)+n(t)) - v] + m.a(t)

where a(t) is the number of active copies at generation t, n(t) is the number of inactive copies
at generation t, s is the deleterious effect of a TE insertion, u the transposition rate, v the

deletion rate, and m the mutation rate from an active to an inactive copy. The parameters used

in the figure are: u =0.015, v=0.001, s=-0.005, m=0.002, a(0) = 1, and n(0) = 0.

The prey-predator model is a discrete version of the Lotka-Volterra setting with density

dependence:
x(t+1) = x(t) + A x(t) - B x(t) y(t)

y(t+1) = y(®) + D x(0) y(t) - G y(t) + E y(t) y(t)

x(t) and y(t) correspond to the number of preys and predators at generation t, A is the growth
rate of preys in absence of predators, B is the predation rate, D is the growth rate of predators
per prey catch, G is the death rate of predators, and E is a density-dependence parameter of
predators. Parameters used in the figure are A=0.005, B=0.002, D=0.002, G=0.002, and E=-
0.003.



