Table S1 List of significant QTLs detected for the structural axe module, the root module and the lateral root module. Portion of the QTLs detected can be annotated to candidate gene regions.

	Module
	QTL
	Marker
	Linkage

group
	Genetic

Distance (cM)
	Gene
	Module
	QTL
	Marker
	Linkage

group
	Genetic

Distance

(cM)
	Gene

	MAM
	1
	lm_ll_11234
	lg12
	46.97
	-
	RM
	59
	lm_ll_12992
	lg18
	22.32
	-

	MAM
	2
	lm_ll_12411
	lg8
	162.1
	-
	RM
	60
	nn_np_11092
	lg7
	261.68
	TAA1

	MAM
	3
	nn_np_6193
	lg11
	57.65
	-
	RM
	61
	lm_ll_11763
	lg11
	30.09
	loc105112383

	MAM
	4
	lm_ll_9584
	lg12
	35.42
	-
	RM
	62
	lm_ll_4606
	lg19
	52.09
	-

	MAM
	5
	lm_ll_8329
	lg6
	36.4
	integrase
	RM
	63
	nn_np_8541
	lg8
	8.35
	-

	MAM
	6
	lm_ll_6712
	lg12
	32.12
	-
	RM
	64
	lm_ll_7615
	lg4
	49.78
	-

	MAM
	7
	lm_ll_9877
	lg12
	34.58
	-
	RM
	65
	lm_ll_9022
	lg2
	41.92
	at3g62890

	MAM
	8
	lm_ll_10657
	lg12
	37.28
	eIF4G1
	RM
	66
	lm_ll_10911
	lg7
	157.62
	-

	MAM
	9
	nn_np_10742
	lg11
	40.54
	-
	RM
	67
	lm_ll_9134
	lg18
	19.08
	-

	MAM
	10
	lm_ll_11678
	lg12
	35.65
	glutamate receptor
	RM
	68
	lm_ll_12479
	lg18
	26.35
	-

	MAM
	11
	lm_ll_7592
	lg8
	157.47
	-
	RM
	69
	lm_ll_11964
	lg18
	9.2
	-

	MAM
	12
	lm_ll_11550
	lg12
	39.3
	-
	RM
	70
	lm_ll_10779
	lg15
	120.82
	-

	MAM
	13
	lm_ll_8004
	lg12
	36.81
	-
	RM
	71
	lm_ll_11680
	lg18
	8.29
	-

	MAM
	14
	lm_ll_2498
	lg8
	158.96
	-
	RM
	72
	nn_np_3291
	lg11
	63
	-

	MAM
	15
	nn_np_7345
	lg4
	116.05
	-
	RM
	73
	lm_ll_5031
	lg2
	130.14
	-

	MAM
	16
	lm_ll_10856
	lg12
	44.77
	-
	RM
	74
	lm_ll_11138
	lg18
	7.05
	-

	MAM
	17
	lm_ll_6003
	lg12
	46.97
	-
	RM
	75
	nn_np_10818
	lg9
	156.36
	POPTR_0009s08370g

	MAM
	18
	nn_np_3788
	lg11
	39.82
	-
	RM
	76
	lm_ll_10918
	lg11
	10.25
	loc103942804

	MAM
	19
	lm_ll_6295
	lg12
	34.71
	-
	RM
	77
	hk_hk_1971
	lg4
	90.54
	-

	MAM
	20
	nn_np_2371
	lg11
	18.46
	loc103942804
	RM
	78
	hk_hk_1322
	lg16
	165.77
	-

	MAM
	21
	lm_ll_6860
	lg8
	161.53
	PRMT2
	RM
	79
	hk_hk_2022
	lg13
	229.22
	-

	MAM
	22
	nn_np_10065
	lg11
	19.8
	-
	RM
	80
	hk_hk_2101
	lg2
	41.92
	-

	MAM
	23
	lm_ll_2982
	lg4
	145.03
	-
	RM
	81
	hk_hk_3143
	lg9
	91.76
	-

	MAM
	24
	lm_ll_12358
	lg8
	162.29
	-
	RM
	82
	hk_hk_2421
	lg13
	182.13
	at2g41820

	MAM
	25
	nn_np_5908
	lg5
	130.52
	-
	RM
	83
	hk_hk_3211
	lg9
	90.72
	loc103942804

	MAM
	26
	hk_hk_2654
	lg12
	2.04
	-
	RM
	84
	hk_hk_1066
	lg5
	130.54
	-

	MAM
	27
	hk_hk_2504
	lg12
	2.04
	-
	RM
	85
	hk_hk_1107
	lg1
	517.05
	-

	MAM
	28
	hk_hk_3265
	lg6
	41.07
	-
	RM
	86
	hk_hk_2712
	lg9
	93.35
	-

	MAM
	29
	hk_hk_940
	lg11
	42.26
	-
	RM
	87
	hk_hk_468
	lg18
	134.74
	-

	MAM
	30
	hk_hk_1721
	lg1
	369.17
	-
	RM
	88
	hk_hk_2490
	lg2
	302.41
	-

	MAM
	31
	hk_hk_946
	lg7
	113.77
	-
	RM
	89
	hk_hk_983
	lg7
	113.77
	-

	MAM
	32
	hk_hk_2759
	lg7
	120.02
	-
	RM
	90
	hk_hk_2771
	lg4
	158.55
	integrase

	MAM
	33
	hk_hk_2629
	lg10
	166.34
	loc105139127
	RM
	91
	hk_hk_3270
	lg9
	155.3
	-

	MAM
	34
	hk_hk_3154
	lg12
	12.55
	-
	RM
	92
	hk_hk_3330
	lg12
	195.15
	WAK2

	MAM
	35
	hk_hk_2131
	lg4
	131.04
	-
	RM
	93
	hk_hk_2102
	lg5
	97.26
	loc105137444

	MAM
	36
	hk_hk_3257
	lg1
	114.65
	-
	RM
	94
	hk_hk_2945
	lg4
	165.87
	-

	MAM
	37
	hk_hk_1357
	lg12
	12.5
	-
	RM
	95
	hk_hk_1168
	lg11
	176.03
	-

	MAM
	38
	hk_hk_3037
	lg5
	124.77
	-
	RM
	96
	hk_hk_2055
	lg6
	0
	-

	MAM
	39
	hk_hk_3255
	lg17
	138.05
	-
	RM
	97
	hk_hk_2968
	lg1
	167.01
	at5g06860

	MAM
	40
	hk_hk_899
	lg8
	160.31
	-
	RM
	98
	hk_hk_159
	lg9
	93.69
	-

	MAM
	41
	hk_hk_2261
	lg12
	175.64
	-
	LRM
	99
	lm_ll_9747
	lg12
	31.91
	-

	MAM
	42
	hk_hk_2931
	lg1
	368.78
	-
	LRM
	100
	lm_ll_8106
	lg17
	0.43
	-

	MAM
	43
	hk_hk_1439
	lg7
	113.77
	-
	LRM
	101
	lm_ll_12267
	lg17
	2.37
	-

	MAM
	44
	hk_hk_1057
	lg4
	166
	-
	LRM
	102
	lm_ll_11710
	lg17
	4.27
	-

	MAM
	45
	hk_hk_682
	lg12
	2.04
	TMN8
	LRM
	103
	lm_ll_8687
	lg17
	2.8
	-

	MAM
	46
	hk_hk_1796
	lg4
	164.95
	integrase
	LRM
	104
	nn_np_9479
	lg13
	105.42
	-

	RM
	47
	nn_np_7983
	lg17
	5.48
	F24J7.70
	LRM
	105
	lm_ll_10991
	lg17
	12.12
	-

	RM
	48
	lm_ll_9058
	lg2
	3.03
	-
	LRM
	106
	lm_ll_11245
	lg17
	11.33
	-

	RM
	49
	nn_np_6663
	lg16
	139.58
	-
	LRM
	107
	lm_ll_5051
	lg17
	18.49
	-

	RM
	50
	lm_ll_7030
	lg5
	225.36
	-
	LRM
	108
	lm_ll_6356
	lg17
	39.16
	-

	RM
	51
	nn_np_3283
	lg1
	275.89
	-
	LRM
	109
	lm_ll_8941
	lg17
	14.42
	-

	RM
	52
	nn_np_2593
	lg5
	65.69
	SYD
	LRM
	110
	nn_np_1336
	lg5
	251.38
	-

	RM
	53
	nn_np_9112
	lg16
	40.4
	-
	LRM
	111
	hk_hk_2650
	lg17
	4.27
	-

	RM
	54
	lm_ll_5253
	lg14
	85.19
	-
	LRM
	112
	hk_hk_1962
	lg14
	73.24
	-

	RM
	55
	lm_ll_6936
	lg18
	8.06
	-
	LRM
	113
	hk_hk_2611
	lg1
	329.34
	-

	RM
	56
	lm_ll_11485
	lg18
	11.73
	-
	LRM
	114
	hk_hk_1588
	lg11
	145.79
	-

	RM
	57
	lm_ll_10692
	lg18
	7.96
	-
	LRM
	115
	hk_hk_1751
	lg13
	163.9
	-

	RM
	58
	lm_ll_6978
	lg12
	130.19
	POPTR_0019s01030g


	
	
	
	
	
	


MAM, the main axe module; RM, the root module; LRM, the lateral root module. 
