
Table S1  Frequency distribution, descriptive statistics, genetic variation of BN and PN under three different environments
	Trait
	E
	Parent
	
	Soja CSSLP3

	
	
	NN1138-2
	N24852
	
	Mid-point
	Mean±SD
	Range
	GCV
(%)
	h2
(%)

	BN
	
	
	
	
	<2.0
	2.2
	2.6
	3.0
	3.4
	3.8
	4.2
	4.6
	5.0
	5.4
	5.8
	6.2
	>6.4
	
	
	
	

	
	E1
	3.08±0.52
	10.22±0.75
	
	2
	1
	3
	2
	19
	29
	20
	34
	23
	12
	5
	3
	5
	4.40±0.07
	0.50-6.67
	17.31
	68.10

	
	E2
	3.83±0.38
	10.70±0.91
	
	0
	0
	0
	3
	8
	20
	29
	38
	25
	15
	14
	3
	3
	4.63±0.06
	2.92-6.50
	13.5
	72.82

	
	E3
	4.08±0.35
	10.74±0.65
	
	0
	0
	0
	2
	4
	21
	29
	41
	29
	18
	8
	2
	5
	4.69±0.06
	2.92-7.42
	13.21
	75.66

	PN
	
	
	
	
	<35
	38
	44
	50
	56
	62
	68
	74
	80
	86
	92
	98
	104
	
	
	
	

	
	E1
	38.67±3.50
	177.25±7.24
	
	5
	21
	35
	27
	24
	18
	14
	10
	2
	2
	0
	0
	0
	53.09±16.93
	28.67-91.50
	22.38
	91.98

	
	E2
	48.40±3.22
	161.67±8.65
	
	0
	4
	25
	52
	40
	24
	8
	5
	0
	0
	0
	0
	0
	53.80±10.83
	38.33-74.73
	12.87
	82.24

	
	E3
	69.92±2.92
	196.24±10.24
	
	0
	0
	0
	1
	7
	15
	30
	35
	28
	13
	12
	7
	10
	77.67±20.54
	52.17-138.75
	17.24
	95.47


BN: number of branches per plant, PN: number of pods per plant, G: Genotype across different environments, E: environment, h2: Broad-sense heritability, GCV: Coefficient of genetic variation, E1: Jiangpu 2010, E2: Jiangpu 2011, E3: Fengyang2011.
Table S2  QTL/segments for BN and PN detected in the SojaCSSP3
	Trait
	Environment
	QTL
	Chr.(LG)
	Segment
	Position (cM)
	LOD score
	PVE (%)
	AD

	BN
	E1
	qBn1-1
	1 (D1a)
	Sat_160
	104.28
	5.58
	3.95
	0.75

	
	
	qBn2-1
	2 (D1b)
	Satt274
	116.35
	3.27
	0.53
	0.31

	
	
	qBn4-1
	4 (C1)
	Satt565
	0.00
	3.95
	1.65
	0.43

	
	
	qBn6-1
	6 (C2)
	Satt643
	94.65
	4.38
	1.95
	0.36

	
	E2
	qBn1-1
	1 (D1a)
	Sat_160
	104.28
	4.18
	0.99
	0.31

	
	
	qBn2-1
	2 (D1b)
	Satt274
	116.35
	3.56
	3.45
	0.56

	
	
	qBn6-2
	6 (C2)
	Satt316
	127.67
	5.68
	2.32
	0.53

	
	
	qBn10-1
	10 (O)
	Satt243
	119.5
	5.27
	2.53
	0.67

	
	
	qBn14-1
	14 (B2)
	Satt318
	70.12
	3.8
	4.52
	0.73

	
	E3
	qBn1-1
	1 (D1a)
	Sat_160
	104.28
	4.78
	0.56
	0.23

	
	
	qBn2-1
	2 (D1b)
	Satt274
	116.35
	3.79
	1.46
	0.41

	
	
	qBn9-1
	9 (K)
	Satt337
	47.38
	3.78
	3.08
	0.59

	
	
	qBn10-1
	10 (O)
	Satt243
	119.5
	5.54
	2.19
	0.70

	
	
	qBn14-1
	14 (B2)
	Satt318
	70.12
	4.02
	1.17
	0.37

	PN
	E1
	qPn1-1
	1 (D1a)
	Satt531-Satt320
	40.87-46.80
	16.31
	0.72
	3.26

	
	
	qPn4-1
	4 (C1)
	Satt646
	70.52
	9.52
	3.13
	9.52

	
	
	qPn12-1
	12 (H)
	Satt434
	105.74
	8.28
	3.18
	7.34

	
	
	qPn14-1
	14 (B2)
	Satt318
	70.12
	14.1
	1.09
	3.27

	
	
	qPn16-1
	16 (J)
	Sat_339
	27.97
	9.71
	1.85
	3.15

	
	E2
	qPn10-1
	10 (O)
	Satt243
	119.5
	6.5
	1.58
	2.87

	
	
	qPn12-1
	12 (H)
	Satt434
	105.74
	6.86
	4.61
	7.35

	
	
	qPn13-1
	13 (F)
	Satt335
	77.7
	9.18
	3.78
	4.14

	
	
	qPn14-1
	14 (B2)
	Satt318
	70.12
	12.25
	1.64
	3.34

	
	E3
	qPn2-1
	2 (D1b)
	Satt274
	116.35
	10.17
	0.5
	6.53

	
	
	qPn10-1
	10 (O)
	Satt243
	119.5
	9.06
	2.02
	18.25

	
	
	qPn12-1
	12 (H)
	Satt434
	105.74
	6.48
	1.56
	8.12

	
	
	qPn14-1
	14 (B2)
	Satt318
	70.12
	10.88
	0.72
	4.96

	
	
	qPn16-1
	16 (J)
	Satt686
	40.5
	8.01
	0.92
	5.11


BN: number of branches per plant, PN: number of pods per plant, Chr.: Chromosome, LG: linkage group, Position: position of the QTL in the linkage group based on the consensus map (Song QJ, 2004), LOD score: logarithm of the odd score, PVE: phenotypic variance explained by the QTL, AD: additive effect of allele from G. soja.
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