Tables and captions

Table 1 - Nuclear microsatellite markers used in this study. 
	Locus
	bp
	Na
	Ne
	fna
	He
	F

	FS1-15
	69–131
	22
	7.3
	0.068
	0.89
	0.02

	FS3-04
	192–207
	4
	1.9
	0.002
	0.47
	0.02

	FCM5
	260–346
	23
	9.1
	0.147
	0.93
	0.03

	FS1-03
	68–120
	21
	5.0
	0.147
	0.82
	0.01

	FS1-11
	92–126
	12
	4.4
	0.166
	0.81
	0.07

	FS4-46
	170–311
	24
	6.8
	0.109
	0.90
	0.05


Base pairs (bp), numbers of alleles (Na), effective numbers of alleles (Ne), frequency of null allele (ƒna), expected heterozygosity (He) and fixation index (F)

Table 2 - POWSIM power simulation results for the 6 microsatellite loci indicating proportion of statistical significance (p<0.05) to detect population structure among Fagus sylvatica locations. t = generations to drift before sampling.
	t
	Fst
	Power probability

	0
	0
	0.051

	50
	0.03
	1


Table 3 – Values of A) membership probabilities calculated in GeneClass2 and B) membership probabilities (Standard Deviation) obtained by AssignPop via Monte Carlo assignment, trained using all loci and a set of individuals from source populations.
	A)
	VDS
	SNV
	SIM
	SSB

	VDSt
	42
	16
	11
	31

	SNVt
	34
	8
	27
	31

	SIMt
	11
	2
	72
	15

	SSBt
	16
	5
	30
	49

	
	
	
	
	

	B)
	
	
	
	

	VDSt
	0.48 (0.11)
	0.22 (0.11)
	0.15 (0.12)
	0.15 (0.11)

	SNVt
	0.24 (0.13)
	0.28 (0.13)
	0.26 (0.14)
	0.22 (0.12)

	SIMt
	0.18 (0.10)
	0.09 (0.10)
	0.54 (0.12)
	0.19 (0.13)

	SSBt
	0.18 (0.15)
	0.09 (0.09)
	0.27 (0.18)
	0.46 (0.19)
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