	Additional file 5 Top 10 hub nodes (genes) scored by each of the 12 methods from three gene modules most related to plant dry matter

	Module
	Hubgene
	Gene name
	Betweenness
	BottleNeck
	Closeness
	ClusteringCoefficient
	Degree
	DMNC
	EcCentricity
	EPC 
	MCC
	MNC
	Radiality
	Stress

	MElightsteel Blue 1
	HG1
	TIR-NBS-LRR
	117.61 
	4
	19
	0
	11
	0
	0.32 
	15.22 
	28
	9
	4.35
	390

	
	HG2
	TIR-NBS-LRR
	0
	0
	0
	0.50 
	0
	0
	0
	0
	0
	0
	0
	0

	
	HG3
	PIF1 helicase
	0
	3
	16.83 
	0.33 
	7
	0.33 
	0.32 
	13.74 
	15
	6
	4.18 
	0

	
	HG4
	NCR
	0
	0
	16.08 
	0.38 
	7
	0.45 
	0
	13.92 
	18
	5
	0
	0

	
	HG5
	Unknown
	78.62 
	4
	0
	0
	0
	0
	0.32 
	0
	0
	0
	0
	162

	
	HG6
	Unknown
	62.56 
	3
	0
	0.4
	0
	0.39 
	0
	0
	15
	5
	0
	160

	
	HG7
	Unknown
	0
	0
	0
	0
	0
	0.31 
	0
	0
	0
	0
	0
	0

	
	HG8
	ubiquitin C
	0
	0
	0
	1
	0
	0.31 
	0
	0
	0
	0
	0
	0

	
	HG9
	Unknown
	58.01 
	4
	0
	0
	0
	0.31 
	0
	0
	0
	0
	0
	166

	
	HG10
	At3g27390-like
	70.89 
	2
	17.5
	0.33 
	9
	0.35 
	0.32 
	14.27 
	29
	8
	4.18 
	228

	
	HG11
	H+-ATPase
	0
	0
	0
	0.4
	0
	0.39 
	0.32 
	13.04 
	15
	0
	4.07 
	0

	
	HG12
	Unknown
	68.5
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	142

	
	HG13
	Unknown
	0
	4
	0
	0
	0
	0
	0.32 
	0
	0
	0
	0
	0

	
	HG14
	Unknown
	111.34 
	3
	17.42 
	0
	9
	0
	0 
	12.98 
	13
	6
	4.14 
	260

	
	HG15
	Unknown
	0
	0
	0
	0.5
	0
	0
	0.32 
	0
	0
	0
	0
	0

	
	HG16
	Unknown
	0
	0
	16.5
	0.43 
	7
	0.33 
	0.32 
	13.92 
	18
	7
	4.11 
	0

	
	HG17
	Unknown
	120.72 
	4
	18.67 
	0
	10
	0
	0.32 
	15.03 
	21
	9
	4.35
	336

	
	HG18
	Unknown
	0
	0
	16.67 
	0
	8
	0
	0
	14.07 
	16
	8
	4.04 
	138

	
	HG19
	Unknown
	74.68 
	3
	16.25
	0
	7
	0
	0
	0
	0
	0
	4.04 
	204

	
	HG20
	Late nodulin
	0
	0
	0
	0.67 
	0
	0.31 
	0
	0
	0
	0
	0
	0

	
	HG21
	Actin
	42.16 
	0
	16.33 
	0
	7
	0
	0.32 
	13.6 
	0
	6
	4.07 
	0

	MEfloralwhite 
	HG1
	Unknown
	95
	6
	9.92 
	0
	6
	0
	0
	4.705
	6
	0
	2.00 
	220

	
	HG2
	Transposon
	219
	18
	13.5
	0
	11
	0
	0.16 
	6.009
	11
	0
	2.35 
	368

	
	HG3
	Unknown
	0
	1
	7.75
	0
	1
	0
	0.12 
	0
	1
	1
	1.89 
	0

	
	HG4
	Unknown
	0
	0
	0
	0
	0
	0
	0
	0
	0
	1
	0
	0

	
	HG5
	Unknown
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	
	HG6
	TMEM
	26.67 
	0
	9.17 
	0
	2
	0
	0.16 
	3.996
	2
	0
	2.12 
	80

	
	HG7
	Unknown
	0
	0
	0
	0
	0
	0
	0
	3.062
	0
	0
	0
	0

	
	HG8
	26S proteasome regulatory
	2
	3
	0
	0
	2
	0
	0
	0
	2
	0
	0
	2

	
	HG9
	HSP70
	0
	0
	7.75
	0
	0
	0
	0.12 
	3.077
	0
	1
	1.89 
	0

	
	HG10
	Unknown
	0
	1
	7.75
	0
	0
	0
	0.12 
	3.112
	0
	1
	1.89 
	0

	
	HG11
	Unknown
	0
	0
	0
	0
	0
	0
	0
	0
	0
	1
	0
	0

	
	HG12
	RPL35
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	
	HG13
	NB-ARC
	0
	1
	0
	0
	1
	0
	0
	0
	1
	1
	0
	0

	
	HG14
	MTR_0029s0140
	32
	2
	8.42 
	0
	2
	0
	0
	3.429
	2
	0
	1.95 
	48

	
	HG15
	MTR_2g081490
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	
	HG16
	ZMYM3
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	
	HG17
	SMYD4
	0
	0
	0
	0
	0
	0
	0
	3.064
	0
	0
	0
	0

	
	HG18
	Unknown
	0
	1
	0
	0
	1
	0
	0
	0
	1
	1
	0
	0

	
	HG19
	Unknown
	0
	0
	7.75
	0
	0
	0
	0.12 
	0
	0
	1
	1.89 
	0

	
	HG20
	BHLH122
	0
	0
	0
	0
	0
	0
	0.12 
	0
	0
	1
	0
	0

	
	HG21
	TMV resistance protein N
	58.67 
	2
	9.83 
	0
	3
	0
	0.16 
	4.274
	3
	0
	2.17 
	116

	
	HG22
	SEC14
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	
	HG23
	Unknown
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	
	HG24
	Unknown
	0
	0
	0
	0
	0
	0
	0.12 
	0
	0
	1
	0
	0

	
	HG25
	Unknown
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	
	HG26
	TMEM
	26.67 
	5
	9.17 
	0
	2
	0
	0.16 
	4.048
	2
	0
	2.12 
	80

	MEcoral 1
	HG1
	Thioredoxin s1
	0 
	5
	0 
	0 
	0
	0 
	0
	0 
	0
	13
	3.66 
	0

	
	HG2
	Thionin
	0 
	0
	0 
	0 
	0
	0 
	0
	38.37 
	0
	0
	0 
	0

	
	HG3
	Polygalacturonase
	1709.93 
	18
	81.08 
	0 
	34
	0 
	0
	44.36 
	50
	12
	0 
	27892

	
	HG4
	OPT
	0 
	9
	0 
	0 
	0
	0 
	0
	0 
	0
	0
	0 
	0

	
	HG5
	NCR_76
	2993.54 
	14
	87.08 
	0 
	43
	0 
	0
	45.56 
	49
	0
	3.62 
	47494

	
	HG6
	NCR_67
	1904.68 
	5
	82.00 
	0 
	36
	0 
	0
	45.89 
	41
	0
	0 
	36756

	
	HG7
	NCR_56
	1924.45 
	0
	81.08 
	0 
	35
	0 
	0
	44.74 
	58
	11
	0 
	34318

	
	HG8
	NCR_49
	1102.00 
	0
	0 
	0 
	28
	0 
	0.23 
	41.14 
	0
	0
	0 
	22948

	
	HG9
	NCR_38
	0.00 
	10
	79.75 
	0 
	19
	0 
	0.23 
	39.31 
	33
	12
	3.64 
	0

	
	HG10
	NCR_33
	1245.50 
	0
	81.17 
	0 
	23
	0 
	0.31 
	41.22 
	41
	14
	3.65 
	11626

	
	HG11
	NCR_29
	0 
	17
	79.92 
	0 
	0
	0 
	0 
	0 
	0
	0
	3.66 
	12110

	
	HG12
	NCR_28
	0 
	0
	78.83 
	0 
	0
	0 
	0.31 
	0 
	36
	14
	3.65 
	0

	
	HG13
	MtN26
	0 
	0
	0 
	0 
	0
	0.31 
	0 
	0 
	0
	0
	0 
	0

	
	HG14
	late nodulin
	0 
	0
	0 
	1.00 
	0
	0.31 
	0 
	0 
	0
	0
	0 
	0

	
	HG15
	RALF
	0 
	0
	0 
	0 
	0
	0 
	0.23 
	0 
	0
	0
	0 
	0

	
	HG16
	PTK
	0 
	0
	0 
	0 
	0
	0 
	0.23 
	0 
	0
	0
	0 
	0

	
	HG17
	NCR_21
	0 
	0
	0 
	0.24 
	0
	0 
	0 
	0 
	0
	0
	0 
	0

	
	HG18
	MtN29
	0 
	0
	0 
	0.50 
	0
	0 
	0 
	0 
	0
	0
	0 
	0

	
	HG19
	NCR121
	0 
	0
	0 
	0.31 
	0
	0 
	0 
	0 
	0
	0
	0 
	0

	
	HG20
	ANKRD
	0 
	0
	0 
	0 
	0
	0 
	0 
	0 
	0
	10
	3.61 
	0

	
	HG21
	NCR_16
	0 
	0
	0 
	0.50 
	0
	0 
	0 
	0 
	0
	0
	0 
	0

	
	HG22
	H+-ATPase
	0 
	0
	0 
	0 
	0
	0.31 
	0.31 
	0 
	0
	0
	0 
	0

	
	HG23
	Unknown
	0 
	0
	0 
	0 
	0
	0.31 
	0.23 
	0 
	0
	0
	0 
	0

	
	HG24
	Defensin
	0 
	0
	0 
	0 
	0
	0.31 
	0 
	0 
	0
	0
	3.63 
	10720

	
	HG25
	MtN11/16/17
	0 
	0
	0 
	0 
	0
	0.31 
	0 
	0 
	0
	0
	0 
	0

	
	HG26
	GDSL
	0 
	0
	0 
	0 
	0
	0 
	0.23 
	0 
	0
	0
	0 
	0

	
	HG27
	ERF003
	0 
	0
	0 
	0.67 
	0
	0.31 
	0 
	0 
	0
	0
	0 
	0

	
	HG28
	ENOD12A
	0 
	0
	0 
	0.30 
	0
	0 
	0 
	0 
	0
	0
	0 
	0

	
	HG29
	MtN21
	0 
	0
	0 
	0.33 
	0
	0 
	0 
	0 
	0
	0
	0 
	0

	
	HG30
	apyrase
	0 
	0
	0 
	0 
	0
	0.31 
	0 
	0 
	0
	0
	0 
	0

	
	HG31
	NCR
	0 
	0
	0 
	0.36 
	0
	0 
	0 
	0 
	0
	0
	0 
	0

	
	HG32
	NCR
	0 
	0
	0 
	1.00 
	0
	0.31 
	0 
	0 
	0
	0
	0 
	0

	
	HG33
	NCR
	0 
	0
	0 
	0 
	0
	0.31 
	0 
	0 
	0
	0
	0 
	0

	
	HG34
	FRS5_37
	1021.19 
	0
	0 
	0 
	0
	0 
	0 
	0 
	0
	0
	3.60 
	0

	
	HG35
	FK506-binding
	3028.82 
	12
	80.50 
	0 
	34
	0 
	0.31 
	41.45 
	45
	0
	0 
	43164

	
	HG36
	Defensin
	1376.12 
	10
	0.0 
	0 
	20
	0 
	0
	0 
	35
	13
	0 
	0

	
	HG37
	BnaAnng41820D
	7151.57 
	89
	102.42 
	0 
	67
	0 
	0
	49.70 
	114
	29
	3.89 
	97372

	
	HG38
	ATF
	0 
	0
	0 
	0 
	0
	0 
	0
	0 
	0
	11
	0 
	0

	Note: The hub genes were detected by using CytoHubba in Cytoscape 3.6.1. "0" indicates that this gene was not ranked in the top 10 of the corresponding methods. 



