Table S1. Overview of the resequencing data of Bre and Wut. 
	Cultivars
	Bre
	Wut

	Raw reads
	141086812
	107772750

	Raw base (G)
	12.7
	9.7

	GC (%)
	40.6
	36.0

	Mapped reads
	82518168
	72661968

	Mapped percentage (%)
	58.5
	67.4

	Mapped Bases (G)
	7.4
	6.5

	Mapped depth
	26.2
	23.0

	Coverage (%)
	85.4
	87.2


Table S2. Total numbers of SNPs in Bre and Wut, compared with the reference genome (Ref).
	Genomes
	Raw SNPs
	High-quality SNPs

	Wut vs. Ref
	1541990
	922951

	Bre vs. Ref
	1201810
	700316

	Wu vs. Bre
	
	1049563a

	Shared in Wut and Bre
	
	286852


a Raw SNPs include false positive SNPs. 
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Figure S1. Distribution of SNPs in 10-kb intervals along 10 chromosomes of Bre and Wut. Red: Bre vs. Ref. Blue: Wut vs. Ref. Green: Bre vs. Wut.
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Figure S2. Sequencing depth and number of SNPs per 1 kb in RILs















































































































































































