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	Populations
	Individuals
	Rees

	Drosophila melanogaster
	

	ZI
	ZI91, ZI261, ZI268, ZI468
	(Pool et al. 2012)

	GU
	GU2, GU6, GU7, GU10
	

	KR
	KR4N, KR7, KR42, KR39
	

	RG
	RG2, RG10, RG15, RG19
	

	Schizophillum commune
	

	american
	A10, A13, A3, A4, A7, A8, B1, B3, B5, B6, Mi1, Fl
	(Baranova et al. 2015)

	russian
	K1, K3, K4, M1, M2, M3, M4, M5, M6, Mos, S1, S4
	


Table S 1. Genomic sequences used for the in silico RAD-seq experiments.
Polymorphism heterogeneity along the genome of Schizophyllum commune
To better understand to what extend selection might affect the RAD-seq bias in populations of S. commune, we assessed the heterogeneity in polymorphism along the genome. To do so, we measured the number of SNPs at all RAD loci and computed their distribution for all pairs of haploid individuals from the same population. We compared these distributions with theoretical Poisson distributions using a Kolmogorov-Smirnov test. This showed that polymorphism was significantly more heterogeneous than predicted by a Poisson distribution in S. commune genomes, both in American and Russian populations, as expected given that these are real genomes on which selection has acted. This result is illustrated in Figure S1 for 2 pairs of individuals chosen randomly within each population (A10 and A13, and K1 and K3). Similar results were obtained for 4 more pairs (not shown). 
Distributions of the genetic distances across loci were also compared between American and Russian populations. Kolmogorov-Smirnov tests show that these distributions are always significantly more heterogeneous in the Russian population, for the 25 comparisons computed (Figure S2 illustrates the comparison of pair A10-A13 with pair K1-K3). In contrast, comparisons between distributions based on pairs of individuals chosen within the same populations were often not significantly different (not shown). Thus, the polymorphism was generally more heterogeneous along the genome of specimens from the Russian populations.
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Figure S1. Distributions of genetic distances (number of SNPs between RAD tags) among two American S. commune individuals (A10 and A13) and 2 Russian individuals (K1 and K3). Blue: observed distribution of genetic distances; red: Poisson distribution, expected under a model of homogeneous polymorphism along the genome. Kolmogorov-Smirnov test, D = 0.2404, p-value < 2.2e-16 and D = 0.3881, p-value < 2.2e-16.
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Figure S 2. Distributions of genetic distances (number of SNPs between RAD) between 2 American S. commune individuals (A10 and A13) and 2 Russian individuals (K1 and K3). Kolmogorov-Smirnov test, D = 0.2916, p-value < 2.2e-16.
Examples of command lines for ms and seq-gen: 
ms 4 1000 -t  -T -I 2 2 2 (-n 2 1 -n 1 1 -ej t 2 1)>ms_output

tail -n +4 ms_output | grep -v // > treefile

seq-gen -mHKY -l 10000 -f 0.25 0.25 0.25 0.25 -t 1 -s <treefile
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