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Fig. S1. Genome size estimation using Jellyfish with the distribution of the number 

of distinct kmers (kmer = 17) with the given multiplicity values. 
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Fig. S2. Lep-MAP3 linkage map (male) of the 10B-58 F2 mapping 

population derived from crosses between 10B-620 and 10B-503. The 

numbers of mapped loci and bins were 17,873 and 1,358, respectively.  
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Fig. S3. Hi-C contact maps for the 36 pseudomolecules created by Juicebox. A) 36 

pseudomolecules (chromosome-level scaffolds) created by Proximo Hi-C. Juicebox was 

used for creating the map. B) 36 pseudomolecules of Egra_v1.0. Hi-C was mapped onto 

the pseudomolecules by juicer.
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Fig. S4. Merqury copy number spectrum plots for the assembled genome, Egra_v1 (including 36 chr and unplaced scaffolds). 

The red, blue, green, purple and orange plots represent kmer multiplicities peaks with x1, x2, x3, x4 and x >4 copy sequences

in Egra_v1, respectively.  The gray plot represents kmers identified only on paired end reads of the sequenced line, 10B-620.
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Fig. S5. Graphical view of syntenic relationships between E. grandiflorum and G. dahurica. 
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C. Canephora v1 O. pumila Opu_r1.4
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Fig. S6. Graphical view of syntenic relationships between E. grandiflorum and C. canephora (left) or O. pumila (right).

36
35
34
33
32
31
30
29
28
27
26
25
24
23
22
21
20
19
18
17
16
15
14
13
12
11
10

9

8

7

6

5

4

3

2

1



B
a
se

 v
a
ri

a
n

ts
 d

e
n

si
ty

 (
v
a
ri

a
n

ts
 /

 k
b

)

0

4

0.002

0.2

1

2

1   2   3   4  5   6   7 8 9 10 11 12 13 1415 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36

Chromosome number

4.5

4.0

3.5

3.0

2.5

2.0

1.5

1.0

0.5

0

Mb

Fig. S7. Base variants density on the Eustoma genome. The variants were identified with nine Eustoma varieties, and the 

density (variants /kb) was calculated in each 500kb windows. 



Fig. S8. A phylogenetic tree of nine Eustoma varieties based on 254,205 variants. 


