[bookmark: _Hlk35597261]Supplementary Table S1. MYB proteins used in the phylogenetic study
	Accession number
	Species
	Accession number
	Species
	Accession number
	Species

	MH510313
	Pleurotus ostreatus
	MH510315
	Pleurotus ostreatus
	MH510326
	Pleurotus ostreatus

	MH510321
	Pleurotus ostreatus
	MH510309
	Pleurotus ostreatus
	MH510323
	Pleurotus ostreatus

	MH510316
	Pleurotus ostreatus
	MH510308
	Pleurotus ostreatus
	MH510317
	Pleurotus ostreatus

	MH510319
	Pleurotus ostreatus
	MH510314
	Pleurotus ostreatus
	MH510324
	Pleurotus ostreatus

	MH510327
	Pleurotus ostreatus
	MH510322
	Pleurotus ostreatus
	MH510318
	Pleurotus ostreatus

	MH510310
	Pleurotus ostreatus
	MH510325
	Pleurotus ostreatus
	MH510320
	Pleurotus ostreatus

	MH510312
	Pleurotus ostreatus
	MH510311
	Pleurotus ostreatus
	KXG21588.1
	Sorghum bicolor

	EAW10221.1
	Aspergillus clavatus
	EUC62021.1
	Rhizoctonia solani
	KXH25897.1
	Colletotrichum salicis

	EAW25371.1
	Aspergillus fischeri
	EXF80140.1
	Colletotrichum fioriniae
	KXN82675.1
	Leucoagaricus sp.

	ABN67829.2
	Scheffersomyces stipitis
	KDN69128.1
	Colletotrichum sublineola
	KXN83638.1
	Leucoagaricus sp.

	XP_001901281.1
	Brugia malayi
	KEH41857.1
	Medicago truncatula
	KXX78556.1
	Madurella mycetomatis

	EEB06858.1
	Schizosaccharomyces japonicus
	KEP53092.1
	Rhizoctonia solani
	KXX81397.1
	Madurella mycetomatis

	EED15261.1
	Talaromyces stipitatus
	XP_008649480.1
	Zea mays
	KYQ41466.1
	Hypsizygus marmoreus

	EED53852.1
	Aspergillus flavus
	KFX41982.1
	Talaromyces marneffei
	KYQ45774.1
	Hypsizygus marmoreus

	EER24168.1
	Coccidioides posadasii
	CEF96818.1
	Ostreococcus tauri
	KZL71301.1
	Colletotrichum tofieldiae

	CBF70441.1
	Aspergillus nidulans
	KGQ84339.1
	Candida albicans
	OAA75458.1
	Cordyceps confragosa

	EFA74690.1
	Heterostelium album
	KGQ86225.1
	Candida albicans
	OBZ65830.1
	Grifola frondosa

	EFQ30686.1
	Colletotrichum graminicola
	KGQ88588.1
	Candida albicans
	OBZ70249.1
	Grifola frondosa

	EGG13494.1
	Cavenderia fasciculata
	KGR05094.1
	Candida albicans
	OBZ79994.1
	Grifola frondosa

	CCD56252.1
	Botrytis cinerea
	KGR06487.1
	Candida albicans
	OEL35965.1
	Dichanthelium oligosanthes

	AEV91160.1
	Triticum aestivum
	KHJ39960.1
	Trichuris suis
	OGM47090.1
	Aspergillus bombycis

	EKD21697.1
	Marssonina brunnea
	XP_011081986.1
	Sesamum indicum
	CZT45444.1
	Rhynchosporium secalis

	ELR13667.1
	Acanthamoeba castellanii
	KIH59320.1
	Ancylostoma duodenale
	OJD37353.1
	Diplodia corticola

	ELU38782.1
	Rhizoctonia solani
	CED83835.1
	Xanthophyllomyces dendrorhous
	OJT09598.1
	Trametes pubescens

	ELU43958.1
	Rhizoctonia solani
	CDZ97617.1
	Xanthophyllomyces dendrorhous
	OKY67416.1
	Phlebia centrifuga

	EMR64234.1
	Eutypa lata
	CDZ98477.1
	Xanthophyllomyces dendrorhous
	OKY68124.1
	Phlebia centrifuga

	EOD46023.1
	Neofusicoccum parvum
	KNG84124.1
	Aspergillus nomius
	OLL23066.1
	Neolecta irregularis

	XP_004960645.1
	Setaria italica
	KNZ77566.1
	Termitomyces sp.
	GAV86755.1
	Cephalotus follicularis

	EPX70666.1
	Schizosaccharomyces octosporus
	KNZ79637.1
	Termitomyces sp.
	GAV73735.1
	Cephalotus follicularis

	EPY51827.1
	Schizosaccharomyces cryophilus
	KOC08701.1
	Aspergillus flavus
	GAV59866.1
	Cephalotus follicularis

	ESK89543.1
	Moniliophthora roreri
	CUA70257.1
	Rhizoctonia solani
	GAV57001.1
	Cephalotus follicularis

	ESK95523.1
	Moniliophthora roreri
	KVH91680.1
	Cynara cardunculus
	OMJ19888.1
	Smittium culicis

	GAV99335.1
	Lentinula edodes
	AQK84939.1
	Zea mays
	XP_020093195.1
	Ananas comosus

	OQU98109.1
	Cladophialophora immunda
	OTG10250.1
	Helianthus annuus
	XP_021613484.1
	Manihot esculenta

	SLM36928.1
	Umbilicaria pustulata
	OVA12594.1
	Macleaya cordata
	PBP23513.1
	Diplocarpon rosae

	OTA04419.1
	Trichoderma parareesei
	OVA18483.1
	Macleaya cordata
	XP_022750340.1
	Durio zibethinus

	OPB38518.1
	Trichoderma guizhouense
	OPB42296.1
	Trichoderma guizhouense
	OPB43485.1
	Trichoderma guizhouense

	AQK84928.1
	Zea mays
	AQK84941.1
	Zea mays
	XP_020093199.1
	Ananas comosus

	AQK84929.1
	Zea mays
	AQK91548.1
	Zea mays
	OON17689.1
	Opisthorchis viverrini

	AQK84933.1
	Zea mays
	XP_020103058.1
	Ananas comosus
	XP_020174664.1
	Aegilops tauschii

	XP_020524755.1
	Amborella trichopoda
	PIB00133.1
	Cercospora beticola
	GAW07194.1
	Lentinula edodes

	ETN76391.1
	Necator americanus
	
	
	
	





Supplementary Table S2. Information of MYB genes identified in five Ganoderma species
	Name
	pI
	kDa
	Protein
length
	Gene 
GC content
	Promoter
GC content
	Predicted
location
	MYB
type
	Exon
number
	Intron
number
	GC-AG
intron

	GaMYB01
	5.66
	73.78
	671
	58.58
	59.70
	nucleus
	3R
	11
	10
	

	GaMYB02
	7.77
	70.47
	647
	57.51
	55.10
	nucleus
	1R
	5
	4
	

	GaMYB03
	6.19
	58.33
	518
	58.00
	52.25
	cytosol
	1R
	6
	5
	

	GaMYB04
	5.76
	98.89
	911
	62.98
	55.45
	nucleus
	2R
	3
	2
	

	GaMYB05
	9.46
	42.12
	392
	67.26
	60.45
	nucleus
	1R
	4
	3
	

	GaMYB06
	9.14
	74.73
	687
	58.48
	54.50
	nucleus
	2R
	7
	6
	

	GaMYB07
	6.1
	171.13
	1597
	61.79
	53.70
	nucleus
	1R
	9
	8
	

	GaMYB08
	8.24
	70.30
	651
	61.81
	57.90
	nucleus
	1R
	8
	7
	

	GaMYB09
	8.75
	56.20
	510
	59.69
	57.35
	nucleus
	1R
	8
	7
	

	GaMYB10
	4.88
	149.04
	1348
	64.20
	55.65
	nucleus
	2R
	5
	4
	

	GaMYB11
	9.52
	47.51
	440
	66.21
	59.55
	cytosol
	1R
	5
	4
	

	GaMYB12
	11.01
	152.29
	1372
	63.75
	56.70
	nucleus
	1R
	9
	8
	

	GbMYB01
	6.15
	134.40
	1228
	57.72
	53.60
	nucleus
	1R
	10
	9
	

	GbMYB02
	6.16
	94.02
	846
	57.22
	53.65
	nucleus
	2R
	8
	7
	

	GbMYB03
	9.05
	35.56
	328
	58.56
	55.95
	nucleus
	1R
	7
	6
	

	GbMYB04
	4.9
	149.34
	1354
	64.70
	54.10
	nucleus
	2R
	6
	5
	

	GbMYB05
	9.58
	65.18
	594
	57.20
	54.95
	mitochondria
	1R
	7
	6
	

	GbMYB06
	9.94
	36.68
	343
	55.87
	53.80
	nucleus
	1R
	5
	4
	

	GbMYB07
	10.27
	72.34
	657
	62.36
	53.55
	nucleus
	1R
	12
	11
	

	GbMYB08
	5.01
	36.91
	337
	50.59
	46.95
	nucleus
	1R
	5
	4
	

	GbMYB09
	7.57
	21.85
	208
	58.69
	63.35
	mitochondria
	1R
	5
	4
	

	GbMYB10
	8.62
	68.52
	637
	58.67
	55.20
	nucleus
	2R
	8
	7
	

	GbMYB11
	8.75
	99.82
	913
	62.40
	53.60
	nucleus
	2R
	3
	2
	

	GbMYB12
	9.58
	31.59
	292
	56.20
	57.05
	mitochondria
	1R
	5
	4
	

	GbMYB13
	7.71
	32.99
	302
	57.10
	57.25
	cytosol
	1R
	4
	3
	

	GbMYB14
	5.78
	63.80
	582
	61.18
	55.60
	mitochondria
	2R
	4
	3
	

	GbMYB15
	6.23
	114.69
	1039
	55.35
	52.45
	mitochondria
	1R
	14
	13
	

	GbMYB16
	6.53
	171.92
	1594
	59.48
	54.70
	nucleus
	1R
	12
	11
	

	GbMYB17
	8.69
	69.87
	646
	61.98
	56.95
	nucleus
	1R
	10
	9
	

	GbMYB18
	9.74
	40.42
	345
	57.03
	57.35
	nucleus
	1R
	7
	6
	

	GbMYB19
	5.33
	49.03
	451
	56.27
	59.20
	nucleus
	1R
	5
	4
	

	GbMYB20
	4.59
	21.42
	192
	50.78
	50.55
	cytosol
	1R
	3
	2
	

	GbMYB21
	9.15
	58.04
	527
	57.42
	57.95
	nucleus
	2R
	10
	9
	

	GbMYB22
	6.48
	39.94
	370
	52.02
	34.35
	nucleus
	1R
	4
	3
	

	GbMYB23
	8.55
	62.52
	553
	60.47
	54.65
	nucleus
	1R
	10
	9
	

	GlMYB01
	9.18
	27.60
	255
	58.46
	61.95
	nucleus
	1R
	4
	3
	

	GlMYB02
	7.96
	70.71
	655
	58.01
	55.65
	nucleus
	2R
	7
	6
	

	GlMYB03
	6.04
	57.36
	511
	57.81
	53.20
	cytosol
	1R
	7
	6
	

	GlMYB04
	9.09
	68.75
	629
	57.81
	54.45
	mitochondria
	1R
	5
	4
	

	GlMYB05
	6.89
	77.56
	719
	62.41
	57.45
	nucleus
	1R
	8
	7
	+

	GlMYB06
	9.05
	56.55
	509
	60.01
	57.55
	cytosol
	1R
	8
	7
	+

	GlMYB07
	6.28
	75.04
	689
	59.32
	58.65
	nucleus
	3R
	9
	8
	+

	GlMYB08
	5.35
	150.17
	1371
	59.01
	57.40
	nucleus
	1R
	10
	9
	+

	GlMYB09
	5.93
	171.23
	1595
	61.07
	54.80
	nucleus
	1R
	8
	7
	+

	GlMYB10
	8.63
	46.48
	429
	64.96
	53.55
	mitochondria
	1R
	4
	3
	

	GlMYB11
	4.86
	149.88
	1378
	66.04
	56.95
	nucleus
	2R
	5
	4
	

	GlMYB12
	5.84
	99.78
	919
	63.41
	54.95
	nucleus
	2R
	3
	2
	

	GsMYB01
	6.23
	76.95
	707
	57.30
	58.55
	nucleus
	4R
	9
	8
	+

	GsMYB02
	9.22
	56.50
	508
	58.15
	57.15
	nucleus
	1R
	8
	7
	+

	GsMYB03
	8.2
	76.65
	711
	61.05
	56.75
	nucleus
	1R
	8
	7
	+

	GsMYB04
	4.96
	147.70
	1341
	64.28
	54.25
	nucleus
	2R
	5
	4
	

	GsMYB05
	6.02
	63.82
	585
	55.52
	55.10
	nucleus
	1R
	4
	3
	

	GsMYB06
	6.04
	56.15
	500
	56.82
	52.60
	cytosol
	1R
	6
	5
	

	GsMYB07
	7.01
	70.61
	656
	57.79
	54.45
	nucleus
	2R
	7
	6
	

	GsMYB08
	9.11
	41.95
	385
	66.49
	56.35
	nucleus
	1R
	4
	3
	

	GsMYB09
	4.76
	30.88
	290
	54.47
	50.50
	cytosol
	1R
	4
	3
	

	GsMYB10
	5.45
	31.18
	285
	54.78
	47.15
	nucleus
	1R
	4
	3
	

	GsMYB11
	5.82
	98.37
	907
	62.96
	55.15
	nucleus
	2R
	3
	2
	

	GsMYB12
	5.26
	147.87
	1353
	57.85
	55.15
	nucleus
	1R
	10
	9
	+

	GsMYB13
	5.85
	170.77
	1593
	60.64
	53.70
	nucleus
	2R
	8
	7
	+

	GtMYB01
	6.42
	60.60
	541
	58.00
	52.50
	cytosol
	1R
	5
	4
	

	GtMYB02
	8.8
	56.32
	510
	60.21
	58.15
	cytosol
	1R
	6
	5
	

	GtMYB03
	6.58
	81.86
	754
	60.57
	56.00
	nucleus
	1R
	8
	7
	

	GtMYB04
	8.36
	70.71
	656
	57.33
	55.25
	nucleus
	2R
	7
	6
	

	GtMYB05
	8.74
	132.26
	1202
	57.74
	54.55
	nucleus
	2R
	11
	10
	

	GtMYB06
	6.32
	64.16
	592
	57.39
	54.20
	nucleus
	1R
	4
	3
	

	GtMYB07
	5.8
	37.86
	345
	57.51
	57.30
	nucleus
	1R
	4
	3
	

	GtMYB08
	8.73
	40.56
	380
	55.29
	42.05
	nucleus
	1R
	4
	3
	

	GtMYB09
	8.04
	42.55
	390
	52.60
	48.90
	mitochondria
	1R
	4
	3
	

	GtMYB10
	7.61
	29.70
	281
	56.03
	50.55
	cytosol
	1R
	4
	3
	

	GtMYB11
	8.89
	42.70
	391
	54.51
	53.45
	nucleus
	1R
	4
	3
	

	GtMYB12
	5.33
	150.78
	1378
	58.45
	59.70
	nucleus
	1R
	9
	8
	

	GtMYB13
	6.21
	74.79
	685
	58.99
	63.40
	nucleus
	4R
	9
	8
	

	GtMYB14
	5.84
	91.13
	837
	63.40
	-
	nucleus
	2R
	3
	2
	

	GtMYB15
	7.78
	42.83
	389
	63.76
	55.07
	nucleus
	1R
	4
	3
	


The symbol “+” and “-” represent existence and nonexistence, respectively.


Supplementary Table S3. Orthologous groups identified by OrthoMCL
	Orthologous groups
	MYB genes of Ganoderma species

	OG01
	GbMYB11
	GbMYB14
	GaMYB04
	GlMYB12
	GsMYB11
	GtMYB14

	OG02
	GaMYB05
	GaMYB11
	GsMYB08
	GtMYB15
	GlMYB10
	

	OG03
	GtMYB07
	GtMYB09
	GtMYB11
	GtMYB10
	GlMYB01
	

	OG04
	GaMYB02
	GsMYB05
	GlMYB04
	GtMYB06
	GbMYB05
	

	OG05
	GaMYB03
	GlMYB03
	GsMYB06
	GtMYB01
	GbMYB15
	

	OG06
	GaMYB06
	GsMYB07
	GtMYB04
	GlMYB02
	GbMYB10
	

	OG07
	GaMYB09
	GsMYB02
	GlMYB06
	GtMYB02
	GbMYB18
	

	OG08
	GaMYB08
	GsMYB03
	GlMYB05
	GtMYB03
	GbMYB17
	

	OG09
	GaMYB01
	GtMYB13
	GsMYB01
	GlMYB07
	GbMYB21
	

	OG10
	GbMYB19
	GbMYB22
	GbMYB20
	GbMYB08
	
	

	OG11
	GbMYB12
	GbMYB13
	GbMYB03
	GsMYB10
	
	

	OG12
	GaMYB10
	GsMYB04
	GbMYB04
	GlMYB11
	
	

	OG13
	GaMYB07
	GlMYB09
	GsMYB13
	GbMYB16
	
	

	OG14
	GbMYB01
	GsMYB12
	GtMYB12
	GlMYB08
	
	

	OG15
	GbMYB06
	GtMYB08
	GbMYB09
	GsMYB09
	
	

	OG16
	GbMYB02
	GtMYB05
	
	
	
	





Supplementary Table S4. Distribution of intron lengths
	Name
	Intron order
	Length (bp)
	Name
	Intron order
	Length (bp)
	Name
	Intron order
	Length (bp)
	Name
	Intron order
	Length (bp)

	GaMYB01
	1
	8
	GbMYB06
	4
	57
	GbMYB23
	9
	86
	GsMYB07
	4
	68

	GaMYB01
	2
	26
	GbMYB07
	1
	52
	GlMYB01
	1
	58
	GsMYB07
	5
	53

	GaMYB01
	3
	63
	GbMYB07
	2
	74
	GlMYB01
	2
	54
	GsMYB07
	6
	52

	GaMYB01
	4
	49
	GbMYB07
	3
	58
	GlMYB01
	3
	68
	GsMYB08
	1
	52

	GaMYB01
	5
	59
	GbMYB07
	4
	70
	GlMYB02
	1
	101
	GsMYB08
	2
	67

	GaMYB01
	6
	47
	GbMYB07
	5
	285
	GlMYB02
	2
	110
	GsMYB08
	3
	70

	GaMYB01
	7
	51
	GbMYB07
	6
	89
	GlMYB02
	3
	77
	GsMYB09
	1
	107

	GaMYB01
	8
	61
	GbMYB07
	7
	88
	GlMYB02
	4
	68
	GsMYB09
	2
	60

	GaMYB01
	9
	48
	GbMYB07
	8
	124
	GlMYB02
	5
	54
	GsMYB09
	3
	113

	GaMYB01
	10
	61
	GbMYB07
	9
	164
	GlMYB02
	6
	52
	GsMYB10
	1
	87

	GaMYB02
	1
	7
	GbMYB07
	10
	95
	GlMYB03
	1
	62
	GsMYB10
	2
	58

	GaMYB02
	2
	55
	GbMYB07
	11
	103
	GlMYB03
	2
	78
	GsMYB10
	3
	57

	GaMYB02
	3
	50
	GbMYB08
	1
	48
	GlMYB03
	3
	154
	GsMYB11
	1
	72

	GaMYB02
	4
	53
	GbMYB08
	2
	88
	GlMYB03
	4
	51
	GsMYB11
	2
	104

	GaMYB03
	1
	50
	GbMYB08
	3
	51
	GlMYB03
	5
	55
	GsMYB12
	1
	51

	GaMYB03
	2
	55
	GbMYB08
	4
	43
	GlMYB03
	6
	56
	GsMYB12
	2
	68

	GaMYB03
	3
	51
	GbMYB09
	1
	50
	GlMYB04
	1
	52
	GsMYB12
	3
	57

	GaMYB03
	4
	152
	GbMYB09
	2
	71
	GlMYB04
	2
	53
	GsMYB12
	4
	67

	GaMYB03
	5
	92
	GbMYB09
	3
	60
	GlMYB04
	3
	54
	GsMYB12
	5
	57

	GaMYB04
	1
	69
	GbMYB09
	4
	99
	GlMYB04
	4
	53
	GsMYB12
	6
	53

	GaMYB04
	2
	104
	GbMYB10
	1
	52
	GlMYB05
	1
	64
	GsMYB12
	7
	58

	GaMYB05
	1
	52
	GbMYB10
	2
	51
	GlMYB05
	2
	62
	GsMYB12
	8
	70

	GaMYB05
	2
	59
	GbMYB10
	3
	52
	GlMYB05
	3
	68
	GsMYB12
	9
	56

	GaMYB05
	3
	70
	GbMYB10
	4
	67
	GlMYB05
	4
	50
	GsMYB13
	1
	60

	GaMYB06
	1
	52
	GbMYB10
	5
	77
	GlMYB05
	5
	54
	GsMYB13
	2
	51

	GaMYB06
	2
	53
	GbMYB10
	6
	109
	GlMYB05
	6
	50
	GsMYB13
	3
	55

	GaMYB06
	3
	68
	GbMYB10
	7
	101
	GlMYB05
	7
	55
	GsMYB13
	4
	51

	GaMYB06
	4
	13
	GbMYB11
	1
	72
	GlMYB06
	1
	70
	GsMYB13
	5
	73

	GaMYB06
	5
	79
	GbMYB11
	2
	104
	GlMYB06
	2
	52
	GsMYB13
	6
	61

	GaMYB06
	6
	102
	GbMYB12
	1
	57
	GlMYB06
	3
	55
	GsMYB13
	7
	71

	GaMYB07
	1
	60
	GbMYB12
	2
	59
	GlMYB06
	4
	52
	GtMYB01
	1
	59

	GaMYB07
	2
	51
	GbMYB12
	3
	118
	GlMYB06
	5
	59
	GtMYB01
	2
	56

	GaMYB07
	3
	54
	GbMYB12
	4
	52
	GlMYB06
	6
	57
	GtMYB01
	3
	51

	GaMYB07
	4
	33
	GbMYB13
	1
	55
	GlMYB06
	7
	66
	GtMYB01
	4
	147

	GaMYB07
	5
	65
	GbMYB13
	2
	59
	GlMYB07
	1
	63
	GtMYB02
	1
	46

	GaMYB07
	6
	71
	GbMYB13
	3
	57
	GlMYB07
	2
	62
	GtMYB02
	2
	52

	GaMYB07
	7
	14
	GbMYB14
	1
	46
	GlMYB07
	3
	60
	GtMYB02
	3
	57

	GaMYB07
	8
	64
	GbMYB14
	2
	104
	GlMYB07
	4
	52
	GtMYB02
	4
	52

	GaMYB08
	1
	10
	GbMYB14
	3
	72
	GlMYB07
	5
	52
	GtMYB02
	5
	96

	GaMYB08
	2
	71
	GbMYB15
	1
	59
	GlMYB07
	6
	54
	GtMYB03
	1
	51

	GaMYB08
	3
	56
	GbMYB15
	2
	55
	GlMYB07
	7
	50
	GtMYB03
	2
	51

	GaMYB08
	4
	52
	GbMYB15
	3
	48
	GlMYB07
	8
	56
	GtMYB03
	3
	54

	GaMYB08
	5
	62
	GbMYB15
	4
	154
	GlMYB08
	1
	53
	GtMYB03
	4
	59

	GaMYB08
	6
	58
	GbMYB15
	5
	92
	GlMYB08
	2
	61
	GtMYB03
	5
	52

	GaMYB08
	7
	50
	GbMYB15
	6
	61
	GlMYB08
	3
	57
	GtMYB03
	6
	57

	GaMYB09
	1
	94
	GbMYB15
	7
	227
	GlMYB08
	4
	62
	GtMYB03
	7
	64

	GaMYB09
	2
	52
	GbMYB15
	8
	44
	GlMYB08
	5
	60
	GtMYB04
	1
	52

	GaMYB09
	3
	57
	GbMYB15
	9
	51
	GlMYB08
	6
	52
	GtMYB04
	2
	52

	GaMYB09
	4
	52
	GbMYB15
	10
	63
	GlMYB08
	7
	54
	GtMYB04
	3
	68

	GaMYB09
	5
	55
	GbMYB15
	11
	46
	GlMYB08
	8
	67
	GtMYB04
	4
	77

	GaMYB09
	6
	22
	GbMYB15
	12
	49
	GlMYB08
	9
	57
	GtMYB04
	5
	109

	GaMYB09
	7
	66
	GbMYB15
	13
	52
	GlMYB09
	1
	60
	GtMYB04
	6
	100

	GaMYB10
	1
	54
	GbMYB16
	1
	60
	GlMYB09
	2
	51
	GtMYB05
	1
	61

	GaMYB10
	2
	66
	GbMYB16
	2
	51
	GlMYB09
	3
	59
	GtMYB05
	2
	56

	GaMYB10
	3
	647
	GbMYB16
	3
	46
	GlMYB09
	4
	51
	GtMYB05
	3
	56

	GaMYB10
	4
	70
	GbMYB16
	4
	48
	GlMYB09
	5
	66
	GtMYB05
	4
	59

	GaMYB11
	1
	70
	GbMYB16
	5
	71
	GlMYB09
	6
	61
	GtMYB05
	5
	57

	GaMYB11
	2
	59
	GbMYB16
	6
	51
	GlMYB09
	7
	62
	GtMYB05
	6
	53

	GaMYB11
	3
	52
	GbMYB16
	7
	49
	GlMYB10
	1
	80
	GtMYB05
	7
	50

	GaMYB11
	4
	71
	GbMYB16
	8
	58
	GlMYB10
	2
	61
	GtMYB05
	8
	280

	GaMYB12
	1
	54
	GbMYB16
	9
	65
	GlMYB10
	3
	53
	GtMYB05
	9
	50

	GaMYB12
	2
	66
	GbMYB16
	10
	62
	GlMYB11
	1
	54
	GtMYB05
	10
	52

	GaMYB12
	3
	182
	GbMYB16
	11
	65
	GlMYB11
	2
	80
	GtMYB06
	1
	52

	GaMYB12
	4
	217
	GbMYB17
	1
	83
	GlMYB11
	3
	944
	GtMYB06
	2
	54

	GaMYB12
	5
	84
	GbMYB17
	2
	33
	GlMYB11
	4
	62
	GtMYB06
	3
	56

	GaMYB12
	6
	70
	GbMYB17
	3
	56
	GlMYB12
	1
	106
	GtMYB07
	1
	81

	GaMYB12
	7
	62
	GbMYB17
	4
	53
	GlMYB12
	2
	71
	GtMYB07
	2
	51

	GaMYB12
	8
	84
	GbMYB17
	5
	62
	GsMYB01
	1
	53
	GtMYB07
	3
	53

	GbMYB01
	1
	58
	GbMYB17
	6
	11
	GsMYB01
	2
	48
	GtMYB08
	1
	55

	GbMYB01
	2
	53
	GbMYB17
	7
	58
	GsMYB01
	3
	56
	GtMYB08
	2
	51

	GbMYB01
	3
	58
	GbMYB17
	8
	52
	GsMYB01
	4
	51
	GtMYB08
	3
	52

	GbMYB01
	4
	61
	GbMYB17
	9
	53
	GsMYB01
	5
	53
	GtMYB09
	1
	71

	GbMYB01
	5
	64
	GbMYB18
	1
	58
	GsMYB01
	6
	62
	GtMYB09
	2
	62

	GbMYB01
	6
	51
	GbMYB18
	2
	70
	GsMYB01
	7
	62
	GtMYB09
	3
	103

	GbMYB01
	7
	115
	GbMYB18
	3
	57
	GsMYB01
	8
	64
	GtMYB10
	1
	71

	GbMYB01
	8
	52
	GbMYB18
	4
	57
	GsMYB02
	1
	66
	GtMYB10
	2
	62

	GbMYB01
	9
	76
	GbMYB18
	5
	51
	GsMYB02
	2
	58
	GtMYB10
	3
	58

	GbMYB02
	1
	63
	GbMYB18
	6
	68
	GsMYB02
	3
	60
	GtMYB11
	1
	71

	GbMYB02
	2
	56
	GbMYB19
	1
	97
	GsMYB02
	4
	52
	GtMYB11
	2
	74

	GbMYB02
	3
	54
	GbMYB19
	2
	52
	GsMYB02
	5
	57
	GtMYB11
	3
	58

	GbMYB02
	4
	55
	GbMYB19
	3
	54
	GsMYB02
	6
	52
	GtMYB12
	1
	51

	GbMYB02
	5
	52
	GbMYB19
	4
	50
	GsMYB02
	7
	68
	GtMYB12
	2
	61

	GbMYB02
	6
	53
	GbMYB20
	1
	52
	GsMYB03
	1
	57
	GtMYB12
	3
	58

	GbMYB02
	7
	63
	GbMYB20
	2
	55
	GsMYB03
	2
	51
	GtMYB12
	4
	58

	GbMYB03
	1
	60
	GbMYB21
	1
	65
	GsMYB03
	3
	58
	GtMYB12
	5
	52

	GbMYB03
	2
	60
	GbMYB21
	2
	63
	GsMYB03
	4
	62
	GtMYB12
	6
	54

	GbMYB03
	3
	68
	GbMYB21
	3
	97
	GsMYB03
	5
	53
	GtMYB12
	7
	67

	GbMYB03
	4
	52
	GbMYB21
	4
	59
	GsMYB03
	6
	56
	GtMYB12
	8
	57

	GbMYB03
	5
	50
	GbMYB21
	5
	54
	GsMYB03
	7
	65
	GtMYB13
	1
	58

	GbMYB03
	6
	98
	GbMYB21
	6
	51
	GsMYB04
	1
	77
	GtMYB13
	2
	62

	GbMYB04
	1
	74
	GbMYB21
	7
	56
	GsMYB04
	2
	1058
	GtMYB13
	3
	57

	GbMYB04
	2
	921
	GbMYB21
	8
	48
	GsMYB04
	3
	106
	GtMYB13
	4
	53

	GbMYB04
	3
	49
	GbMYB21
	9
	51
	GsMYB04
	4
	54
	GtMYB13
	5
	52

	GbMYB04
	4
	97
	GbMYB22
	1
	41
	GsMYB05
	1
	53
	GtMYB13
	6
	56

	GbMYB04
	5
	52
	GbMYB22
	2
	53
	GsMYB05
	2
	53
	GtMYB13
	7
	63

	GbMYB05
	1
	53
	GbMYB22
	3
	50
	GsMYB05
	3
	54
	GtMYB13
	8
	54

	GbMYB05
	2
	55
	GbMYB23
	1
	90
	GsMYB06
	1
	59
	GtMYB14
	1
	63

	GbMYB05
	3
	47
	GbMYB23
	2
	51
	GsMYB06
	2
	66
	GtMYB14
	2
	104

	GbMYB05
	4
	61
	GbMYB23
	3
	57
	GsMYB06
	3
	49
	GtMYB15
	1
	57

	GbMYB05
	5
	104
	GbMYB23
	4
	77
	GsMYB06
	4
	144
	GtMYB15
	2
	56

	GbMYB05
	6
	55
	GbMYB23
	5
	72
	GsMYB06
	5
	92
	GtMYB15
	3
	51

	GbMYB06
	1
	84
	GbMYB23
	6
	149
	GsMYB07
	1
	101
	
	
	

	GbMYB06
	2
	49
	GbMYB23
	7
	58
	GsMYB07
	2
	109
	
	
	

	GbMYB06
	3
	86
	GbMYB23
	8
	144
	GsMYB07
	3
	77
	
	
	





[bookmark: _Hlk35597528]Supplementary Table S5. Length of MYB domains
	Name
	Domain length (bp)
	Name
	Domain length (bp)
	Name
	Domain length (bp)
	Name
	Domain length (bp)
	Name
	Domain length (bp)

	GaMYB01
	62
	GbMYB04
	61
	GbMYB21
	62
	GsMYB01
	49
	GtMYB02
	80

	GaMYB01
	45
	GbMYB04
	56
	GbMYB21
	45
	GsMYB01
	44
	GtMYB03
	61

	GaMYB01
	49
	GbMYB05
	78
	GbMYB22
	101
	GsMYB01
	44
	GtMYB04
	44

	GaMYB02
	81
	GbMYB06
	90
	GbMYB23
	37
	GsMYB01
	46
	GtMYB04
	60

	GaMYB03
	64
	GbMYB07
	50
	GlMYB01
	93
	GsMYB02
	80
	GtMYB05
	226

	GaMYB04
	48
	GbMYB08
	75
	GlMYB02
	44
	GsMYB03
	61
	GtMYB05
	61

	GaMYB04
	50
	GbMYB09
	88
	GlMYB02
	57
	GsMYB04
	61
	GtMYB06
	81

	GaMYB05
	50
	GbMYB10
	44
	GlMYB03
	64
	GsMYB04
	56
	GtMYB07
	93

	GaMYB06
	53
	GbMYB10
	57
	GlMYB04
	81
	GsMYB05
	81
	GtMYB08
	93

	GaMYB06
	44
	GbMYB11
	50
	GlMYB05
	61
	GsMYB06
	64
	GtMYB09
	92

	GaMYB07
	42
	GbMYB11
	48
	GlMYB06
	80
	GsMYB07
	44
	GtMYB10
	92

	GaMYB08
	61
	GbMYB12
	97
	GlMYB07
	62
	GsMYB07
	60
	GtMYB11
	92

	GaMYB09
	80
	GbMYB13
	97
	GlMYB07
	49
	GsMYB08
	50
	GtMYB12
	54

	GaMYB10
	60
	GbMYB14
	50
	GlMYB07
	45
	GsMYB09
	84
	GtMYB13
	44

	GaMYB10
	56
	GbMYB14
	48
	GlMYB08
	54
	GsMYB10
	94
	GtMYB13
	45

	GaMYB11
	50
	GbMYB15
	64
	GlMYB09
	43
	GsMYB11
	50
	GtMYB13
	46

	GaMYB12
	60
	GbMYB16
	42
	GlMYB10
	50
	GsMYB11
	48
	GtMYB13
	47

	GbMYB01
	54
	GbMYB17
	44
	GlMYB11
	56
	GsMYB12
	54
	GtMYB14
	50

	GbMYB02
	226
	GbMYB18
	80
	GlMYB11
	60
	GsMYB13
	43
	GtMYB14
	52

	GbMYB02
	61
	GbMYB19
	97
	GlMYB12
	50
	GsMYB13
	42
	GtMYB15
	50

	GbMYB03
	97
	GbMYB20
	55
	GlMYB12
	48
	GtMYB01
	64
	
	



Supplementary Table S6. PfamScan results of 75 MYB genes in Ganoderma species
	Gene name
	Alignment
start
	Alignment
end
	Envelope
start
	Envelope end
	Hmm acc
	Hmm name
	Type
	Hmm start
	Hmm end
	Hmm length
	Bit score
	E-value
	Significance
	Clan

	GaMYB04
	123
	172
	123
	173
	PF00249.30
	Myb_DNA-binding
	Domain
	1
	45
	47
	36.9
	3.00E-09
	1
	CL0123

	GaMYB04
	211
	258
	211
	260
	PF00249.30
	Myb_DNA-binding
	Domain
	1
	44
	47
	25.2
	1.40E-05
	1
	CL0123

	GaMYB05
	325
	374
	325
	375
	PF00249.30
	Myb_DNA-binding
	Domain
	1
	45
	47
	28.4
	1.40E-06
	1
	CL0123

	GaMYB12
	6
	65
	5
	74
	PF08914.10
	Myb_DNA-bind_2
	Domain
	2
	55
	65
	34.1
	2.30E-08
	1
	CL0123

	GaMYB11
	373
	422
	373
	423
	PF00249.30
	Myb_DNA-binding
	Domain
	1
	45
	47
	28.1
	1.70E-06
	1
	CL0123

	GaMYB02
	502
	582
	502
	586
	PF15963.4
	Myb_DNA-bind_7
	Domain
	1
	81
	88
	76.3
	1.20E-21
	1
	CL0123

	GaMYB03
	202
	265
	201
	272
	PF08914.10
	Myb_DNA-bind_2
	Domain
	2
	56
	65
	35.6
	7.60E-09
	1
	CL0123

	GaMYB06
	8
	51
	7
	54
	PF00249.30
	Myb_DNA-binding
	Domain
	2
	43
	47
	51.2
	1.00E-13
	1
	CL0123

	GaMYB06
	63
	115
	63
	116
	PF13921.5
	Myb_DNA-bind_6
	Domain
	1
	53
	60
	49.1
	4.90E-13
	1
	CL0123

	GaMYB10
	6
	65
	5
	74
	PF08914.10
	Myb_DNA-bind_2
	Domain
	2
	55
	65
	34.1
	2.20E-08
	1
	CL0123

	GaMYB10
	118
	173
	117
	181
	PF08914.10
	Myb_DNA-bind_2
	Domain
	2
	56
	65
	27.5
	2.60E-06
	1
	CL0123

	GaMYB09
	100
	179
	100
	179
	PF16282.4
	SANT_DAMP1_like
	Domain
	1
	80
	80
	107.6
	2.70E-31
	1
	CL0123

	GaMYB08
	470
	530
	470
	530
	PF13921.5
	Myb_DNA-bind_6
	Domain
	1
	60
	60
	52.3
	5.10E-14
	1
	CL0123

	GaMYB01
	158
	206
	125
	207
	PF13921.5
	Myb_DNA-bind_6
	Domain
	17
	59
	60
	25.3
	1.40E-05
	1
	CL0123

	GaMYB01
	249
	310
	249
	310
	PF13921.5
	Myb_DNA-bind_6
	Domain
	1
	60
	60
	46.3
	3.70E-12
	1
	CL0123

	GaMYB01
	350
	394
	350
	397
	PF00249.30
	Myb_DNA-binding
	Domain
	1
	43
	47
	46.3
	3.50E-12
	1
	CL0123

	GaMYB07
	1077
	1118
	1076
	1120
	PF00249.30
	Myb_DNA-binding
	Domain
	3
	44
	47
	26.8
	4.50E-06
	1
	CL0123

	GbMYB01
	212
	257
	210
	260
	PF07529.12
	HSA
	Domain
	9
	54
	71
	50.1
	2.50E-13
	1
	No_clan

	GbMYB01
	639
	692
	639
	707
	PF13921.5
	Myb_DNA-bind_6
	Domain
	1
	45
	60
	37.3
	2.40E-09
	1
	CL0123

	GbMYB10
	8
	51
	7
	54
	PF00249.30
	Myb_DNA-binding
	Domain
	2
	43
	47
	52.6
	3.90E-14
	1
	CL0123

	GbMYB10
	63
	119
	63
	119
	PF13921.5
	Myb_DNA-bind_6
	Domain
	1
	57
	60
	53.5
	2.10E-14
	1
	CL0123

	GbMYB02
	11
	71
	11
	71
	PF13921.5
	Myb_DNA-bind_6
	Domain
	1
	60
	60
	46.5
	3.20E-12
	1
	CL0123

	GbMYB02
	422
	647
	422
	651
	PF11831.7
	Myb_Cef
	Family
	1
	234
	238
	211.5
	1.30E-62
	1
	No_clan

	GbMYB04
	9
	69
	8
	77
	PF08914.10
	Myb_DNA-bind_2
	Domain
	2
	56
	65
	30.8
	2.50E-07
	1
	CL0123

	GbMYB04
	113
	168
	112
	176
	PF08914.10
	Myb_DNA-bind_2
	Domain
	2
	56
	65
	38.3
	1.10E-09
	1
	CL0123

	GbMYB22
	38
	138
	38
	139
	PF12776.6
	Myb_DNA-bind_3
	Domain
	1
	95
	96
	26.9
	7.10E-06
	1
	CL0123

	GbMYB06
	46
	135
	45
	136
	PF12776.6
	Myb_DNA-bind_3
	Domain
	2
	91
	96
	46.3
	6.40E-12
	1
	CL0123

	GbMYB14
	62
	111
	62
	112
	PF00249.30
	Myb_DNA-binding
	Domain
	1
	45
	47
	37.7
	1.70E-09
	1
	CL0123

	GbMYB14
	150
	197
	150
	199
	PF00249.30
	Myb_DNA-binding
	Domain
	1
	44
	47
	26
	7.90E-06
	1
	CL0123

	GbMYB09
	9
	96
	9
	98
	PF12776.6
	Myb_DNA-bind_3
	Domain
	1
	94
	96
	36.8
	5.90E-09
	1
	CL0123

	GbMYB16
	1078
	1119
	1077
	1121
	PF00249.30
	Myb_DNA-binding
	Domain
	3
	44
	47
	24.6
	2.10E-05
	1
	CL0123

	GbMYB15
	81
	214
	79
	216
	PF01565.22
	FAD_binding_4
	Domain
	4
	136
	139
	116.6
	6.50E-34
	1
	CL0077

	GbMYB15
	254
	511
	253
	513
	PF02913.18
	FAD-oxidase_C
	Domain
	2
	247
	250
	181
	3.10E-53
	1
	CL0277

	GbMYB15
	722
	785
	721
	793
	PF08914.10
	Myb_DNA-bind_2
	Domain
	2
	56
	65
	32.6
	6.60E-08
	1
	CL0123

	GbMYB18
	109
	188
	109
	188
	PF16282.4
	SANT_DAMP1_like
	Domain
	1
	80
	80
	107.6
	2.60E-31
	1
	CL0123

	GbMYB20
	11
	65
	2
	66
	PF12776.6
	Myb_DNA-bind_3
	Domain
	43
	95
	96
	27.6
	4.30E-06
	1
	CL0123

	GbMYB19
	94
	190
	94
	191
	PF12776.6
	Myb_DNA-bind_3
	Domain
	1
	95
	96
	40.1
	5.40E-10
	1
	CL0123

	GbMYB12
	10
	106
	8
	106
	PF12776.6
	Myb_DNA-bind_3
	Domain
	3
	96
	96
	53.6
	3.40E-14
	1
	CL0123

	GbMYB13
	10
	106
	8
	106
	PF12776.6
	Myb_DNA-bind_3
	Domain
	3
	96
	96
	53.5
	3.60E-14
	1
	CL0123

	GbMYB21
	218
	279
	218
	279
	PF13921.5
	Myb_DNA-bind_6
	Domain
	1
	60
	60
	47.3
	1.80E-12
	1
	CL0123

	GbMYB21
	319
	363
	319
	366
	PF00249.30
	Myb_DNA-binding
	Domain
	1
	43
	47
	45.6
	6.00E-12
	1
	CL0123

	GbMYB23
	94
	130
	94
	132
	PF00249.30
	Myb_DNA-binding
	Domain
	9
	44
	47
	31.9
	1.10E-07
	1
	CL0123

	GbMYB11
	123
	172
	123
	173
	PF00249.30
	Myb_DNA-binding
	Domain
	1
	45
	47
	36.9
	3.00E-09
	1
	CL0123

	GbMYB11
	211
	258
	211
	260
	PF00249.30
	Myb_DNA-binding
	Domain
	1
	44
	47
	25.2
	1.40E-05
	1
	CL0123

	GbMYB05
	452
	529
	450
	533
	PF15963.4
	Myb_DNA-bind_7
	Domain
	4
	81
	88
	72.6
	1.90E-20
	1
	CL0123

	GbMYB08
	35
	109
	25
	109
	PF12776.6
	Myb_DNA-bind_3
	Domain
	26
	96
	96
	25.4
	2.10E-05
	1
	CL0123

	GbMYB17
	464
	507
	464
	515
	PF13921.5
	Myb_DNA-bind_6
	Domain
	1
	45
	60
	44.3
	1.60E-11
	1
	CL0123

	GbMYB07
	388
	437
	388
	438
	PF00249.30
	Myb_DNA-binding
	Domain
	1
	45
	47
	27.4
	2.80E-06
	1
	CL0123

	GbMYB03
	10
	106
	8
	106
	PF12776.6
	Myb_DNA-bind_3
	Domain
	3
	96
	96
	53.5
	3.60E-14
	1
	CL0123

	GlMYB12
	129
	178
	129
	179
	PF00249.30
	Myb_DNA-binding
	Domain
	1
	45
	47
	36.1
	5.50E-09
	1
	CL0123

	GlMYB12
	217
	264
	217
	266
	PF00249.30
	Myb_DNA-binding
	Domain
	1
	44
	47
	25.2
	1.40E-05
	1
	CL0123

	GlMYB11
	10
	69
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Supplementary Figure S1. Protein sequence alignment between GaMYB10 and GaMYB12. Green represents identical amino acids.
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Supplementary Figure S2. Protein sequence alignment between GaMYB05 and GaMYB11. Green represents identical amino acids.
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[bookmark: _GoBack]Supplementary Figure S3. Protein sequence alignment among GtMYB07, GtMYB10, GtMYB11 and GtMYB09. Green represents identical amino acids.
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Supplementary Figure S4. Phylogenetic relationships of MYB genes among Ganoderma species and other organisms.
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Supplementary Figure S5. Sequence logos of MYB domains in different subgroups. 1-15 represent subgroups which is consistent with Figure 2. The spaced tryptophans/tyrosines are labeled with red asterisks.
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Supplementary Figure S6. Co-expression modules in G. lucidum. Turquoise module includes GlMYB07; blue module includes GlMYB03, GlMYB05, GlMYB06, GlMYB08, GlMYB09, GlMYB10, GlMYB11 and GlMYB12; tan module includes GlMYB04, salmon module includes GlMYB01 and GlMYB02.
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