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References for species for which genome size and percentage of TE are known, cited in 
figure 1: 

Chlamydomonas  reinhardtii [1], Arabidopsis thaliana [2], Oryza sativa [3], Vitis vinifera 
[4], Populus trichocarpa [5], Sorghum bicolor [6], Zea mays [7], Entamoeba histolytica [8], 
Homo sapiens [9], Mus musculus [10], Gallus gallus [11], Fugu rubripes [12], 
Branchiostoma  floridae [13], Drosophila melanogaster, Drosophila ananassae [14], 
Anopheles gambiae [15], Caenorhabditis elegans [16], Saccharomyces cerevisiae [17], 
Nectria haematococca [18], Fusarium  graminearum [19], Tuber melanosporum [20], 
Sulfolobus solfataricus, Sulfolobus acidocaldarius [21], Methanothermobacter 
thermautotrophicus, Halobacterium salinarium, Pyrococcus furiosus [22], Bordetella 
bronchoseptica, Bordetella pertussis [23], Gluconacetobacter diazotrophicus [24], 
Prochlorococcus sp. [25], Frankia sp.  EAN [26], Treponema pallidum [27], Clostridium 
difficile [28], Streptococcus uberis [29], Trypanosoma cruzii [30], Trichomonas vaginalis 
[31], Phytophthora infestans [32], Theileria parva [33], Plasmodium  falciparum [34] 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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(t) + D x(t) 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. 

 


