Figures S3.1- S3.6 Graphical representation of the detected Fst outlier loci (loci being under natural
selection) assuming different hierarchical models for two Armillaria cepistipes populations:
A — ARLEQUIN and B — BAYESCAN.
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Figure S3.2 Loci: 24 SNPs
Populations: 1- Carpathian; 2- Alpine
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Figure S3.3

Loci: 17 SSRs

Carpathian population with two subopulations: 1- Beech; 2- Mixed/conifer

A B
FsT FsST
3
3
3 | . AC31
2 .
3 |
,,,,,,,,,,,,,,,,,,, E .
g | T T .
s o &
. S
g | — - Yo o 3 .
o ° S .o °
o o p= .
T T 2] - . ) .
T =
R - s - '
T T T T T —0.‘041 —0.642 —6.043 —0.‘044 —0.645
0.0 0.2 0.4 0.6 0.8
Heterozygosity log10(q value)
Figure S3.4  Loci: 17 SSRs
Alpine population with two subpopulations: 1- North; 2- South
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Figure S3.5

Loci: 24 SNPs
Carpathian population with two subopulations: 1- Beech; 2- Mixed/conifer
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Figure S3.6  Loci: 24 SNPs
Alpine population with two subpopulations: 1- North; 2- South
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