Table S1 Genotyping-by-sequencing statistics
	Process
	Sum

	
	#973109
	#973116

	Number of total reads
	698,076,320
	727,703,068

	Total length of reads (bp)
	105,409,524,320
	109,883,163,268

	Number of de-multiplexed reads
	684,566,618
	715,551,854

	Total length of de-multiplexed reads(bp)
	103,369,559,318
	108,048,329,954

	Number of trimmed reads
	629,718,268
	660,395,486

	Total length of trimmed reads (bp)
	68,622,365,080
	75,944,776,603

	Number of mapped reads
	587, 492,927
	622, 599,718







Table S2 Features of the component linkage map constructed from the F2 population (#973109) of Chajogi 107-1 × Namcheon
	Linkage Group
	Total number of markers
	Genetic distance (cM)
	Marker interval (cM)

	LG01
	167
	201.407
	1.21

	LG02
	135
	115.902
	0.86

	LG03
	205
	158.716
	0.77

	LG04
	55
	116.722
	2.12

	LG05
	233
	174.137
	0.75

	LG06
	173
	113.203
	0.65

	LG07
	160
	159.096
	0.99

	LG08
	277
	220.513
	0.80

	LG09
	92
	104.353
	1.13

	LG10
	76
	88.76
	1.17

	LG11
	36
	81.579
	2.27

	LG12
	203
	218.712
	1.08

	LG13
	91
	100.001
	1.10

	LG14
	75
	99.363
	1.32

	LG15
	25
	47.942
	1.92

	LG16
	323
	133.54
	0.41

	Sum.
	2,326 
	2133.946
	0.92




Table S3 Features of the component linkage map constructed from the F2 population (#973116) of Pureunchajogi 115-2 × Namcheon
	Linkage Group
	Total number of markers
	Genetic distance (cM)
	Marker interval (cM)

	LG01
	171
	149.287
	0.87

	LG02
	105
	85.918
	0.82

	LG03
	49
	60.424
	1.23

	LG04
	45
	63.169
	1.40

	LG05
	36
	41.998
	1.17

	LG06
	240
	133.663
	0.56

	LG07
	161
	118.836
	0.74

	LG08
	67
	103.91
	1.55

	LG09
	151
	118.715
	0.79

	LG10
	30
	40.865
	1.36

	LG11
	131
	115.3
	0.88

	LG12
	102
	122.016
	1.20

	LG13
	105
	91.879
	0.88

	LG14
	97
	114.702
	1.18

	LG15
	176
	138.386
	0.79

	LG16
	244
	114.524
	0.47

	LG17
	89
	114.032
	1.28

	LG18
	86
	78.997
	0.92

	LG19
	182
	167.005
	0.92

	LG20
	91
	110.747
	1.22

	LG21
	96
	84.943
	0.88

	Sum.
	2,454 
	2169.316
	1.00



