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Fig. S1 Classification of the results of the annotation of the gene ontology (GO) terms of the faba bean 
transcripts. A) Biological process; B) molecular function and C) cell component. 
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Fig. S2 Faba bean gene-based SNP calling statistics. A)Number of genotypes per SNP; B) SNP types and C) 
number of polymorphisms. 
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Fig. S3 Two-point LOD score of the seed (left column), scaffold (middle column) and framework (right 
column) SNP markers used in the construction of the three faba bean individual genetic maps of the three 
recombinant populations presented in this study. A, D and G) Pop1; B, E and H) Pop2 and; C, F and I) 
Pop 3 



Fig. S4 Two-point genetic distance (cM) of the seed (left column), scaffold (middle column) and framework 
(right column) SNP markers used in the construction of the individual genetic maps of the three recombinant 
populations presented in this study. A, D and G) Pop1; B, E and H) Pop2 and; C, F and I) Pop 3 



Fig. S5 Two-point LOD score (left column) and genetic distance (cM) of the full individual genetic maps of 
the three recombinant populations presented in this study. A and D) Pop1; B and E) Pop2 and; C and F) Pop3 



0 
5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 
85 
90 
95 

100 

1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	2	2	2	2	2	2	2	2	2	2	2	2	2	2	2	2	2	2	2	2	3	3	3	3	3	3	3	3	3	3	3	3	3	3	3	4	4	4	4	4	4	4	4	4	4	4	4	4	5	5	5	5	5	5	5	5	5	5	6	6	6	6	6	6	6	6	6	6	6	6	6	6	6	

Pe
rc

en
ta

ge
 (%

) 

Linkage group 

Pe
rc

en
ta

ge
 (%

) 

Linkage group 

Pe
rc

en
ta

ge
 (%

) 

0 
5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 
85 
90 
95 

100 

1	 34
	

67
	

10
0	

13
3	

16
6	

19
9	

23
2	

26
5	

29
8	

33
1	

36
4	

39
7	

43
0	

46
3	

49
6	

52
9	

56
2	

59
5	

62
8	

66
1	

69
4	

72
7	

76
0	

79
3	

82
6	

85
9	

89
2	

92
5	

95
8	

99
1	

10
24
	

10
57
	

10
90
	

11
23
	

11
56
	

11
89
	

12
22
	

12
55
	

12
88
	

0 
5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 
85 
90 
95 

100 

1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	2	2	2	2	2	2	2	2	2	2	2	2	2	2	2	2	3	3	3	3	3	3	3	3	3	3	3	3	3	3	3	3	3	4	4	4	4	4	4	4	4	4	4	4	4	5	5	5	5	5	5	5	5	5	5	5	5	6	6	6	6	6	6	6	6	6	6	6	6	6	6	6	6	6	I II III IV V VI 

A) 

B) 

C) 
Linkage group 

I II III IV V VI 

I II III IV V VI 

Fig. S6 Allele frequency of the SNPs placed in the individual maps of the three faba bean recombinant 
populations presented in this study throughout the six linkage groups. A) Pop 1; B) Pop 2 and; C) Pop 3.  
Dotted lines indicate that the allele derives from the homozygous parent « NOVA GRADISKA » (A), 
« SILIAN » (B) or « QUASAR » (C);  solid lines indicate that the allele derives from the homozygous parent 
« HIVERNA » and dashed lines indicate heterozygosity 



Fig. S7 Comparison of the marker assignements by order between the individual maps of the threee 
populations and the consensus map 



Fig. S8 Order comparison of the marker assignments by linkage group between the faba bean consensus map 
reported in Webb et al.21 and the faba bean consensus map derived from the integration of the individual 
genetic linkage maps of the three recombinant populations presented in this study. Marker positions are 
normalized 


