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Table S1. Estimated value of interbreeding rate (g) between Neanderthals and modern humans estimated
with an Approximate Bayesian Computation approach. Three different estimations are presented with
different levels of tolerance. The tolerance level represents the proportion of retained simulation closest to
the observed introgression of 2% from Neanderthal into modern humans. The total number of simulations
is 400,000. The estimated value of interbreeding is presented with the mode and a 95% confidence interval
(C.L).

Tolerance 1% Tolerance 2% Tolerance 5%
Mode 95% C.I. Mode 95% C.I. Mode 95% C.I.
0.0084 [0.0044-0.0130] 0.0082 [0.0044-0.0131] 0.007 [0.0049-0.0128]
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Figure S1. Spatial pattern of relative introgression after a biological invasions and hybridization. Two
taxa were simulated, with an interbreeding rate of 5% (g = 0:05). The relative introgression rep-
resents the proportion of difference among demes of the simulated area, with 0 value representing
the minimum introgression (%) and 100 the maximum introgression (%). This value is computed as
(xi min(x))=(max(x) min(x)), where x; is the value of introgression in each deme, while min(x) and
max(x) are the minimum and maximum introgression in the whole area, respectively. The different
colours denote the amount of relative introgression in each simulated area, so absolute values may differ
among graphs. Three scenarios of biological invasion (see Figure 1) and five demographic sub-scenarios
(see Table 1) were simulated. The demographic parameters of sub-senarios for taxon 1 and taxon 2 are
also presented (taxon 1 j taxon 2). Taxon 1 is considered to be local under the “whole area" and “restricted
area" scenarios but invasive under the “two invasions" scenario. Taxon 2 is always considered an invasive

taxon. The values of introgression are averaged over 10,000 simulations.









