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Supplementary Figure 1: The k-mer frequency of the CHA genome. The increased heterozygosity of the genome is 

validated by the tendency towards bimodal distribution of the k-mer frequency.  
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Supplementary Figure 2: The k-mer frequency of the JUZ genome. The increased heterozygosity of the genome is 

validated by the tendency towards bimodal distribution of the k-mer frequency.  
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Supplementary Figure 3: The k-mer frequency of the ADG1 genome. The increased heterozygosity of the genome is 
validated by the tendency towards bimodal distribution of the k-mer frequency. 
  



Kyriakidou	et	al.,	2020	Genome	assembly	of	six	polyploid	potato	genomes	

0 50 100 150 200

0.
0e

+0
0

5.
0e

+0
6

1.
0e

+0
7

1.
5e

+0
7

2.
0e

+0
7

2.
5e

+0
7

3.
0e

+0
7

K−mer frequency of the ADG2 genome

K−mer size

Fr
eq

ue
nc

y
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Supplementary Figure 4: The k-mer frequency of the ADG2 genome. The increased heterozygosity of the genome is 
validated by the tendency towards bimodal distribution of the k-mer frequency. 
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Supplementary Figure 5: The k-mer frequency of the TBR genome. The increased heterozygosity of the genome is 
validated by the tendency towards bimodal distribution of the k-mer frequency.  
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Supplementary Figure 6: The k-mer frequency of the CUR genome. The increased heterozygosity of the genome is 
validated by the tendency towards bimodal distribution of the k-mer frequency. 


