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1. Supplementary figure related to the population structure of Malus domestica and Danish, 

French and Romanian Malus sylvestris seedlings 

 
a) b) 

  

  
 

 

Figure S1. Population structure inferred with STRUCTURE for the Romanian (SYL_RO, N=13, one sample 

could not be genotyped), the French (SYL_FR, N=14), the Danish (SYL_DK, N=14) Malus sylvestris seedlings 

(green, light blue, yellow, orange colors) and the cultivated Malus domestica (dark blue) (DOM_NA, N = 14, and, 

REF_DOM, 40 reference M. domestica) for a) K=2 to K=8 and for b) K=9 to K=15. 
 

 

  



2. Supplementary tables related to the genetic diversity and genetic differentiation estimates of 

Malus domestica and Danish, French and Romanian Malus sylvestris seedlings 

 

 

Table S1. Genetic diversity estimates for the three Malus sylvestris populations (i.e. individuals assigned to the 

population with a cumulative membership coefficient of >0.9 to the clusters detected for a group of seedlings 

from the same geographic origin, i.e. DK, FR, RO) detected with STRUCTURE for K=14 (SYL_RO, N=11, 

SYL_DK, N=12, SYL_FR, N=11) and the cultivated Malus domestica (DOM_NA, N = 14, and, REF_DOM, 40 

reference M. domestica). *: 0.05<P-value<0.01; **: P-value<0.001 
 

Population Cluster N HO HE FIS 

DOM_NA 
8 clusters 

15 0.737 0.779 0.05 

REF_DOM 40 0.813 0.784 -0.04 

SYL_DK 
1 cluster  

(green) 

12  

(2 DK-FR hybrids removed) 
0.820 0.801 -0.03 

SYL_FR 

2 clusters  

(dark and light 

blue) 

7  

(6 samples removed: 3 crop-wild hybrids,  

and 4 FR-DK wild-wild hybrids) 
0.578 0.646 0.11** 

SYL_RO 

3 clusters 

(orange, red and 

yellow) 

11  

(2 samples removed: 1 crop-wild hybrids,  

and 1 RO-FR wild-wild hybrid) 

0.767 0.784 0.02 

 

 N=Number of individuals; HO: observed heterozygosity; HE: expected heterozygosity, FIS, inbreeding 

coefficient, bold values: P-values<0.001, cluster: cluster(s) detected and used to cumulate membership 

coefficients for K=14 and sort the crop-to-wild hybrids and wild-wild hybrids, total, N=5 individuals were 

removed from the initial dataset (ID).  

 

 

 

 

Table S2. Pairwise FST (lower diagonal) and Jost’s D (upper diagonal) among the three populations (i.e., cluster 

inferred with STRUCTURE including plants with a membership coefficient of up to 0.90 for the focal cluster, 

SYL_RO, N=11, SYL_DK, N=2, SYL_FR, N=7) and the cultivated Malus domestica (DOM_NA, N = 8, and, 

REF_DOM, 40 reference M. domestica). All values were significant. 

 

 DOM_NA REF_DOM SYL_DA SYL_FR SYL_RO 

DOM_NA 0.000 0.18 0.70 0.57 0.60 

REF_DOM 0.05 0.000 0.68 0.60 0.52 

SYL_DA 0.22 0.20 0.000 0.22 0.64 

SYL_FR 0.14 0.13 0.08 0.000 0.50 

SYL_RO 0.11 0.09 0.17 0.09 0.000 
 

 


