	Supplementary Table S1. Primers used for RT-qPCR.

	Primer name
	Sequence (5'-3')

	UBQ7-F
	GAAGGCTTCCACCTGACCAAC

	UBQ7-R
	CTTGACCTTCTTCTTCTTGTGCTTG

	RT-856-F
	GCAAAGAAGCTGAAGGAGAAGG

	RT-856-R
	TTCAAGGTGGTGGCGAATCA

	RT-749-F
	ACCAACTTGATTCCGCCCTT

	RT-749-R
	GCTGATGGGCCATTTCCTTC

	RT-744-F
	GCACCAACTTGATTCTGCCC

	RT-744-R
	TTGTTGTGGCTGATGGGTCA

	
	

	
	

	
	

	
	

	
	

	
	

	
	

	
	

	
	

	
	

	
	

	
	





	Supplementary Table S2. Characteristics of AGL8 genes in four cotton species.

	species
	Gene Name
	Gene ID
	Protein Length(aa)
	Molecular Weight (kDa)
	Isoelectric Point
	Predicted Subcellular location
	Chr
	location 

	G. hirsutum
	NA
	GH_D07G0744
	249
	29.163
	9.674
	Nucleus
	D07
	 7897874-7913158

	
	NA
	GH_D03G1119
	231
	27.137
	9.434
	Nucleus
	D03
	39047435-39051638

	
	NA
	GH_A08G1050
	175
	20.303
	5.591
	Nucleus
	A08
	49160381-49162824

	
	TDR4
	GH_A08G0929
	139
	16.035
	10.766
	Nucleus
	A08
	28761160-28764136

	
	NA
	GH_A07G0749
	241
	28.085
	9.765
	Nucleus
	A07
	8917068-8934154

	
	NA
	GH_A03G0856
	231
	27.186
	9.175
	Nucleus
	A03
	19277108-19283060

	G. barbadense
	NA
	GB_A03G0851
	231
	27.186
	9.18 
	Nucleus
	A03
	18791449-18796529

	
	NA
	GB_A07G0731
	241
	28.085
	9.77 
	Nucleus
	A07
	9044288-9062838

	
	TDR4
	GB_A08G0973
	139
	16.035
	10.77 
	Nucleus
	A08
	27667246-27670222

	
	NA
	GB_A08G1110
	179
	20.628
	6.33 
	Nucleus
	A08
	46922288-46924731

	
	NA
	GB_D03G1138
	231
	27.137
	9.43 
	Nucleus
	D03
	39044234-39049452

	
	NA
	GB_D07G0736
	249
	29.163
	9.67 
	Nucleus
	D07
	8069059-8086969

	G. arboreum
	NA
	Ga01G1912
	231
	27.23
	9.416
	Nucleus
	Chr01
	92432293-92438203

	
	NA
	Ga07G0784
	241
	28.058
	9.765
	Nucleus
	Chr07
	9380906-9398476

	
	NA
	Ga12G2356
	67
	8.189
	8.458
	None
	Chr12
	88772470-88773737

	G. raimondii
	NA
	Gorai.001G075800
	249
	29.163
	9.674
	Nucleus
	Chr01
	7788073-7806421

	
	TDR4
	Gorai.001G090000
	239
	27.299
	10.444
	Nucleus
	Chr01
	9815475-9820934

	
	NA
	Gorai.003G103000
	229
	26.926
	9.642
	Nucleus
	Chr03
	31563696-31569649





	Supplementary Table S3. AGL8 amino acid identity values in Gossypium.

	
	
	 Species
	G. hirsutum
	G. barbadense
	G.arboreum
	G. raimondii

	
	
	 Chromosome
	D07
	D03
	A08
	A08
	A07
	A03
	A03
	A07
	A08
	A08
	D03
	D07
	Chr01
	Chr07
	Chr12
	Chr01
	Chr01
	Chr03

	Species
	 Chromosome
	 Gene 
	GH_D07G0744
	GH_D03G1119
	GH_A08G1050
	GH_A08G0929
	GH_A07G0749
	GH_A03G0856
	GB_A03G0851
	GB_A07G0731
	GB_A08G0973
	GB_A08G1110
	GB_D03G1138
	GB_D07G0736
	Ga01G1912
	Ga07G0784
	Ga12G2356
	Gorai.001G075800
	Gorai.001G090000
	Gorai.003G103000

	G. hirsutum
	D07
	GH_D07G0744
	-
	92.77 
	71.08 
	56.63 
	97.59 
	92.77 
	92.77 
	97.59 
	56.63 
	72.29 
	92.77 
	100.00 
	92.77 
	97.59 
	27.71 
	100.00 
	96.39 
	92.77 

	
	D03
	GH_D03G1119
	92.77 
	-
	76.62 
	61.04 
	95.06 
	100.00 
	100.00 
	95.06 
	61.04 
	77.92 
	100.00 
	92.77 
	100.00 
	95.06 
	29.87 
	92.77 
	96.25 
	100.00 

	
	A08
	GH_A08G1050
	71.08 
	76.62 
	-
	79.66 
	72.84 
	76.62 
	76.62 
	72.84 
	79.66 
	98.33 
	76.62 
	71.08 
	76.62 
	72.84 
	38.98 
	71.08 
	73.75 
	76.62 

	
	A08
	GH_A08G0929
	56.63 
	61.04 
	79.66 
	-
	58.02 
	61.04 
	61.04 
	58.02 
	100.00 
	78.33 
	61.04 
	56.63 
	61.04 
	58.02 
	48.94 
	56.63 
	58.75 
	61.04 

	
	A07
	GH_A07G0749
	97.59 
	95.06 
	72.84 
	58.02 
	-
	95.06 
	95.06 
	100.00 
	58.02 
	74.07 
	95.06 
	97.59 
	95.06 
	100.00 
	28.40 
	97.59 
	98.77 
	95.06 

	
	A03
	GH_A03G0856
	92.77 
	100.00 
	76.62 
	61.04 
	95.06 
	-
	100.00 
	95.06 
	61.04 
	77.92 
	100.00 
	92.77 
	100.00 
	95.06 
	29.87 
	92.77 
	96.25 
	100.00 

	G. barbadense
	A03
	GB_A03G0851
	92.77 
	100.00 
	76.62 
	61.04 
	95.06 
	100.00 
	-
	95.06 
	61.04 
	77.92 
	100.00 
	92.77 
	100.00 
	95.06 
	29.87 
	92.77 
	96.25 
	100.00 

	
	A07
	GB_A07G0731
	97.59 
	95.06 
	72.84 
	58.02 
	100.00 
	95.06 
	95.06 
	-
	58.02 
	74.07 
	95.06 
	97.59 
	95.06 
	100.00 
	28.40 
	97.59 
	98.77 
	95.06 

	
	A08
	GB_A08G0973
	56.63 
	61.04 
	79.66 
	100.00 
	58.02 
	61.04 
	61.04 
	58.02 
	-
	78.33 
	61.04 
	56.63 
	61.04 
	58.02 
	48.94 
	56.63 
	58.75 
	61.04 

	
	A08
	GB_A08G1110
	72.29 
	77.92 
	98.33 
	78.33 
	74.07 
	77.92 
	77.92 
	74.07 
	78.33 
	-
	77.92 
	72.29 
	77.92 
	74.07 
	38.33 
	72.29 
	75.00 
	77.92 

	
	D03
	GB_D03G1138
	92.77 
	100.00 
	76.62 
	61.04 
	95.06 
	100.00 
	100.00 
	95.06 
	61.04 
	77.92 
	-
	92.77 
	100.00 
	95.06 
	29.87 
	92.77 
	96.25 
	100.00 

	
	D07
	GB_D07G0736
	100.00 
	92.77 
	71.08 
	56.63 
	97.59 
	92.77 
	92.77 
	97.59 
	56.63 
	72.29 
	92.77 
	-
	92.77 
	97.59 
	27.71 
	100.00 
	96.39 
	92.77 

	G.arboreum
	Chr01
	Ga01G1912
	92.77 
	100.00 
	76.62 
	61.04 
	95.06 
	100.00 
	100.00 
	95.06 
	61.04 
	77.92 
	100.00 
	92.77 
	-
	95.06 
	29.87 
	92.77 
	96.25 
	100.00 

	
	Chr07
	Ga07G0784
	97.59 
	95.06 
	72.84 
	58.02 
	100.00 
	95.06 
	95.06 
	100.00 
	58.02 
	74.07 
	95.06 
	97.59 
	95.06 
	-
	28.40 
	97.59 
	98.77 
	95.06 

	
	Chr12
	Ga12G2356
	27.71 
	29.87 
	38.98 
	48.94 
	28.40 
	29.87 
	29.87 
	28.40 
	48.94 
	38.33 
	29.87 
	27.71 
	29.87 
	28.40 
	-
	27.71 
	28.75 
	29.87 

	G. raimondii
	Chr01
	Gorai.001G075800
	100.00 
	92.77 
	71.08 
	56.63 
	97.59 
	92.77 
	92.77 
	97.59 
	56.63 
	72.29 
	92.77 
	100.00 
	92.77 
	97.59 
	27.71 
	-
	96.39 
	92.77 

	
	Chr01
	Gorai.001G090000
	96.39 
	96.25 
	73.75 
	58.75 
	98.77 
	96.25 
	96.25 
	98.77 
	58.75 
	75.00 
	96.25 
	96.39 
	96.25 
	98.77 
	28.75 
	96.39 
	-
	96.25 

	
	Chr03
	Gorai.003G103000
	92.77 
	100.00 
	76.62 
	61.04 
	95.06 
	100.00 
	100.00 
	95.06 
	61.04 
	77.92 
	100.00 
	92.77 
	100.00 
	95.06 
	29.87 
	92.77 
	96.25 
	-





	Supplementary Table S4. Identity of AGL8 protein sequence with other plant protein sequence.

	Gene ID
	Description
	Gene Name
	Species
	Amino acid identity (%)

	GH_D07G0744
	Agamous-like MADS-box protein AGL8 homolog
	NA
	Gossypium hirsutum
	96.4

	GH_D03G1119
	Agamous-like MADS-box protein AGL8 homolog
	NA
	Gossypium hirsutum
	95.1

	GH_A08G1050
	Agamous-like MADS-box protein AGL8 homolog
	NA
	Gossypium hirsutum
	72.8

	GH_A08G0929
	Agamous-like MADS-box protein AGL8 homolog
	TDR4
	Gossypium hirsutum
	58

	GH_A07G0749
	Agamous-like MADS-box protein AGL8 homolog
	NA
	Gossypium hirsutum
	98.8

	GH_A03G0856
	Agamous-like MADS-box protein AGL8 homolog
	NA
	Gossypium hirsutum
	95

	GB_A03G0851
	Agamous-like MADS-box protein AGL8 homolog
	NA
	Gossypium barbadense
	95.1

	GB_A07G0731
	Agamous-like MADS-box protein AGL8 homolog
	NA
	Gossypium barbadense
	98.8

	GB_A08G0973
	Agamous-like MADS-box protein AGL8 homolog
	TDR4
	Gossypium barbadense
	58

	GB_A08G1110
	Agamous-like MADS-box protein AGL8 homolog
	NA
	Gossypium barbadense
	74.1

	GB_D03G1138
	Agamous-like MADS-box protein AGL8 homolog
	NA
	Gossypium barbadense
	95.1

	GB_D07G0736
	Agamous-like MADS-box protein AGL8 homolog
	NA
	Gossypium barbadense
	96.4

	Gorai.001G075800
	Agamous-like MADS-box protein AGL8 homolog 
	NA
	Gossypium raimondii
	96.4

	Gorai.001G090000
	Agamous-like MADS-box protein AGL8 homolog
	TDR4
	Gossypium raimondii
	97.5

	Gorai.003G103000
	Agamous-like MADS-box protein AGL8 homolog
	NA
	Gossypium raimondii
	95

	Ga01G1912
	Agamous-like MADS-box protein AGL8 homolog 
	NA
	Gossypium arboreum
	95

	Ga07G0784
	Agamous-like MADS-box protein AGL8 homolog 
	NA
	Gossypium arboreum
	98.8

	Ga12G2356
	Agamous-like MADS-box protein AGL8 homolog 
	NA
	Gossypium arboreum
	28.4

	Os07t0605200
	APETALA1 (AP1)/ FRUITFULL (FUL)-like MADS box transcription factor, Specification of inflorescence meristem identity
	MADS18, OsMADS18, MADS2, OsMADS2, MADS28, OsMADS28, FDRMADS7, OsMADS18/28
	Oryza sativa
	95.2

	Os03t0752800
	APETALA1 (AP1)/ FRUITFULL (FUL)-like MADS box transcription factor, Specification of inflorescence meristem identity
	MADS14, OsMADS14, FDRMADS6, RMADS211, AGL10, RAP1B
	Oryza sativa
	96.3

	Os07t0108900
	APETALA1 (AP1)/ FRUITFULL (FUL)-like MADS box transcription factor, Specification of inflorescence meristem identity, sexual reproduction
	DEP, FDRMADS3, MADS15, OsMADS15, RAP1A, RMADS215
	Oryza sativa
	87.8

	TraesCS2A02G261200
	MADS-box transcription factor
	FUL2-2A/BM8-2A/TaAP1-3-2A
	wheat
	86.8

	TraesCS2B02G281000
	MADS-box transcription factor
	FUL2-2B/BM8-2B/TaAP1-3-2B
	wheat
	85.9

	TraesCS2D02G262700
	MADS-box transcription factor
	FUL2-2D/BM8-2D/TaAP1-3-2D
	wheat
	86.8

	TraesCS2A02G174300
	MADS box transcription factor
	FUL3-2A/BM3-2A/TaAP1-2-2A
	wheat
	80.2

	TraesCS2B02G200800
	MADS-box transcription factor
	FUL3-2B/BM3-2B/TaAP1-2-2B
	wheat
	88.8

	TraesCS2D02G181400
	MADS-box transcription factor
	FUL3-2D/BM3-2D/TaAP1-2-2D
	wheat
	80.2

	Zm00001eb375760
	Agamous-like MADS-box AGL8-like protein
	mads61;MADS-transcription factor 60
	Zea mays ssp. mays
	54.3

	Zm00001eb327040
	Agamous-like MADS-box protein AGL8 
	mads67;MADS-transcription factor 67
	Zea mays ssp. mays
	95.2

	Zm00001eb057540
	Agamous-like MADS-box protein AGL8
	zmm4;Zea mays MADS4
	Zea mays ssp. mays
	96.3

	Glyma.04g159300
	Fruitfull gene b
	FULb
	Glycine max
	97.6

	Glyma.06g205800
	agamous-like MADS-box protein AGL8 homolog; Agamous 8-Like gene b; Fruitfull gene a
	AP1A;AGL8b;FULa
	Glycine max
	97.6

	Glyma.17g081200
	Agamous 8-Like gene a
	AGL8a
	Glycine max
	97.5

	Glyma.05g018800
	MADS-box protein FULc
	FULC
	Glycine max
	97.6

	Glyma.08g250800
	Apetella 1 gene c
	AP1c
	Glycine max
	95.1

	Glyma.13g052100
	Agamous 8-Like gene c
	AGL8c
	Glycine max
	96.3

	Glyma.19g034600
	Agamous 8-Like gene d
	AGL8d
	Glycine max
	97.6

	Glyma.18g273600
	MADS-box protein Dt2
	DT2
	Glycine max
	91.8

	BPChr04G05314
	MADS BOX PROTEIN; SUBFAMILY NOT NAMED
	NA
	Betula platyphylla
	97.6

	BPChr07G09967
	AGAMOUS-LIKE MADS-BOX PROTEIN AGL8-RELATED
	NA
	Betula platyphylla
	72.7

	BPChr08G11263
	AGAMOUS-LIKE MADS-BOX PROTEIN AGL8-RELATED
	NA
	Betula platyphylla
	95.1

	Caril.03G075500
	MADS BOX PROTEIN // AGAMOUS-LIKE MADS-BOX PROTEIN AGL8-RELATED
	NA
	Carya illinoinensis
	91.8

	Caril.05G124100
	AGAMOUS-LIKE MADS-BOX PROTEIN AGL8-RELATED
	NA
	Carya illinoinensis
	91.8

	Caril.06G094200
	MADS BOX PROTEIN // AGAMOUS-LIKE MADS-BOX PROTEIN AGL8-RELATED
	NA
	Carya illinoinensis
	96.3

	Hyque.13G087200
	AGAMOUS-LIKE MADS-BOX PROTEIN AGL8-RELATED
	NA
	Hydrangea quercifolia
	94.1

	Hyque.08G067500
	AGAMOUS-LIKE MADS-BOX PROTEIN AGL8-RELATED
	NA
	Hydrangea quercifolia
	95.1

	Thecc.02G325800
	K-box region and MADS-box transcription factor family protein (73%T)
	NA
	Theobroma cacao
	98.8

	Thecc.04G105900
	Agamous-like MADS-box protein AGL8 (60%P)
	NA
	Theobroma cacao
	97.5

	AT5G60910
	MADS box gene negatively regulated by APETALA1
	AGAMOUS-LIKE 8, AGL8, FRUITFULL, FUL
	Arabidopsis
	100





	Supplementary Table S5. Analysis and distribution of conserved structural domains of AGL8 genes.

	Query
	Hit type
	PSSM-ID
	From
	To
	E-Value
	Accession
	Short name
	Superfamily

	GB_A03G0851
	specific
	238165
	2
	74
	3.52E-41
	cd00265
	MADS_MEF2_like
	cl00109

	GB_A03G0851
	superfamily
	444697
	2
	74
	3.52E-41
	cl00109
	MADS superfamily
	 - 

	GB_A03G0851
	non-specific
	238165
	2
	74
	3.52E-41
	cd00265
	MADS_MEF2_like
	cl00109

	GB_A03G0851
	specific
	197721
	2
	59
	3.67E-33
	smart00432
	MADS
	cl00109

	GB_A03G0851
	non-specific
	197721
	2
	59
	3.67E-33
	smart00432
	MADS
	cl00109

	GB_A03G0851
	non-specific
	238067
	2
	60
	1.70E-31
	cd00120
	MADS
	cl00109

	GB_A03G0851
	non-specific
	238067
	2
	60
	1.70E-31
	cd00120
	MADS
	cl00109

	GB_A03G0851
	non-specific
	238166
	2
	72
	2.07E-27
	cd00266
	MADS_SRF_like
	cl00109

	GB_A03G0851
	non-specific
	238166
	2
	72
	2.07E-27
	cd00266
	MADS_SRF_like
	cl00109

	GB_A03G0851
	specific
	426286
	83
	167
	2.29E-26
	pfam01486
	K-box
	cl03234

	GB_A03G0851
	superfamily
	426286
	83
	167
	2.29E-26
	cl03234
	K-box superfamily
	 - 

	GB_A03G0851
	non-specific
	426286
	83
	167
	2.29E-26
	pfam01486
	K-box
	cl03234

	GB_A03G0851
	specific
	425604
	11
	57
	3.61E-26
	pfam00319
	SRF-TF
	cl00109

	GB_A03G0851
	non-specific
	425604
	11
	57
	3.61E-26
	pfam00319
	SRF-TF
	cl00109

	GB_A03G0851
	non-specific
	227400
	1
	61
	1.73E-09
	COG5068
	ARG80
	cl34888

	GB_A03G0851
	superfamily
	227400
	1
	61
	1.73E-09
	cl34888
	ARG80 superfamily
	 - 

	GB_A03G0851
	non-specific
	227400
	1
	61
	1.73E-09
	COG5068
	ARG80
	cl34888

	GH_A03G0856
	specific
	238165
	2
	74
	3.52E-41
	cd00265
	MADS_MEF2_like
	cl00109

	GH_A03G0856
	superfamily
	444697
	2
	74
	3.52E-41
	cl00109
	MADS superfamily
	 - 

	GH_A03G0856
	non-specific
	238165
	2
	74
	3.52E-41
	cd00265
	MADS_MEF2_like
	cl00109

	GH_A03G0856
	specific
	197721
	2
	59
	3.67E-33
	smart00432
	MADS
	cl00109

	GH_A03G0856
	non-specific
	197721
	2
	59
	3.67E-33
	smart00432
	MADS
	cl00109

	GH_A03G0856
	non-specific
	238067
	2
	60
	1.70E-31
	cd00120
	MADS
	cl00109

	GH_A03G0856
	non-specific
	238067
	2
	60
	1.70E-31
	cd00120
	MADS
	cl00109

	GH_A03G0856
	non-specific
	238166
	2
	72
	2.07E-27
	cd00266
	MADS_SRF_like
	cl00109

	GH_A03G0856
	non-specific
	238166
	2
	72
	2.07E-27
	cd00266
	MADS_SRF_like
	cl00109

	GH_A03G0856
	specific
	426286
	83
	167
	2.29E-26
	pfam01486
	K-box
	cl03234

	GH_A03G0856
	superfamily
	426286
	83
	167
	2.29E-26
	cl03234
	K-box superfamily
	 - 

	GH_A03G0856
	non-specific
	426286
	83
	167
	2.29E-26
	pfam01486
	K-box
	cl03234

	GH_A03G0856
	specific
	425604
	11
	57
	3.61E-26
	pfam00319
	SRF-TF
	cl00109

	GH_A03G0856
	non-specific
	425604
	11
	57
	3.61E-26
	pfam00319
	SRF-TF
	cl00109

	GH_A03G0856
	non-specific
	227400
	1
	61
	1.73E-09
	COG5068
	ARG80
	cl34888

	GH_A03G0856
	superfamily
	227400
	1
	61
	1.73E-09
	cl34888
	ARG80 superfamily
	 - 

	GH_A03G0856
	non-specific
	227400
	1
	61
	1.73E-09
	COG5068
	ARG80
	cl34888

	Ga01G1912
	specific
	238165
	2
	74
	5.49E-41
	cd00265
	MADS_MEF2_like
	cl00109

	Ga01G1912
	superfamily
	444697
	2
	74
	5.49E-41
	cl00109
	MADS superfamily
	 - 

	Ga01G1912
	specific
	197721
	2
	59
	6.72E-33
	smart00432
	MADS
	cl00109

	Ga01G1912
	non-specific
	238067
	2
	60
	3.11E-31
	cd00120
	MADS
	cl00109

	Ga01G1912
	non-specific
	238166
	2
	72
	3.25E-27
	cd00266
	MADS_SRF_like
	cl00109

	Ga01G1912
	specific
	425604
	11
	57
	5.09E-26
	pfam00319
	SRF-TF
	cl00109

	Ga01G1912
	specific
	426286
	83
	167
	9.05E-26
	pfam01486
	K-box
	cl03234

	Ga01G1912
	superfamily
	426286
	83
	167
	9.05E-26
	cl03234
	K-box superfamily
	 - 

	Ga01G1912
	non-specific
	227400
	1
	61
	1.35E-09
	COG5068
	ARG80
	cl34888

	Ga01G1912
	superfamily
	227400
	1
	61
	1.35E-09
	cl34888
	ARG80 superfamily
	 - 

	Gorai.003G103000
	specific
	238165
	2
	75
	5.94E-41
	cd00265
	MADS_MEF2_like
	cl00109

	Gorai.003G103000
	superfamily
	444697
	2
	75
	5.94E-41
	cl00109
	MADS superfamily
	 - 

	Gorai.003G103000
	specific
	197721
	2
	59
	1.37E-33
	smart00432
	MADS
	cl00109

	Gorai.003G103000
	non-specific
	238067
	2
	60
	6.84E-32
	cd00120
	MADS
	cl00109

	Gorai.003G103000
	non-specific
	238166
	2
	74
	1.38E-28
	cd00266
	MADS_SRF_like
	cl00109

	Gorai.003G103000
	specific
	425604
	11
	57
	7.62E-27
	pfam00319
	SRF-TF
	cl00109

	Gorai.003G103000
	specific
	426286
	83
	167
	1.26E-26
	pfam01486
	K-box
	cl03234

	Gorai.003G103000
	superfamily
	426286
	83
	167
	1.26E-26
	cl03234
	K-box superfamily
	 - 

	Gorai.003G103000
	non-specific
	227400
	1
	61
	1.97E-10
	COG5068
	ARG80
	cl34888

	Gorai.003G103000
	superfamily
	227400
	1
	61
	1.97E-10
	cl34888
	ARG80 superfamily
	 - 

	GB_D03G1138
	specific
	238165
	2
	75
	5.61E-41
	cd00265
	MADS_MEF2_like
	cl00109

	GB_D03G1138
	superfamily
	444697
	2
	75
	5.61E-41
	cl00109
	MADS superfamily
	 - 

	GB_D03G1138
	non-specific
	238165
	2
	75
	5.61E-41
	cd00265
	MADS_MEF2_like
	cl00109

	GB_D03G1138
	specific
	197721
	2
	59
	2.80E-33
	smart00432
	MADS
	cl00109

	GB_D03G1138
	non-specific
	197721
	2
	59
	2.80E-33
	smart00432
	MADS
	cl00109

	GB_D03G1138
	non-specific
	238067
	2
	60
	1.16E-31
	cd00120
	MADS
	cl00109

	GB_D03G1138
	non-specific
	238067
	2
	60
	1.16E-31
	cd00120
	MADS
	cl00109

	GB_D03G1138
	non-specific
	238166
	2
	74
	4.08E-28
	cd00266
	MADS_SRF_like
	cl00109

	GB_D03G1138
	non-specific
	238166
	2
	74
	4.08E-28
	cd00266
	MADS_SRF_like
	cl00109

	GB_D03G1138
	specific
	426286
	83
	167
	1.19E-26
	pfam01486
	K-box
	cl03234

	GB_D03G1138
	superfamily
	426286
	83
	167
	1.19E-26
	cl03234
	K-box superfamily
	 - 

	GB_D03G1138
	non-specific
	426286
	83
	167
	1.19E-26
	pfam01486
	K-box
	cl03234

	GB_D03G1138
	specific
	425604
	11
	57
	2.32E-26
	pfam00319
	SRF-TF
	cl00109

	GB_D03G1138
	non-specific
	425604
	11
	57
	2.32E-26
	pfam00319
	SRF-TF
	cl00109

	GB_D03G1138
	non-specific
	227400
	1
	61
	2.25E-09
	COG5068
	ARG80
	cl34888

	GB_D03G1138
	superfamily
	227400
	1
	61
	2.25E-09
	cl34888
	ARG80 superfamily
	 - 

	GB_D03G1138
	non-specific
	227400
	1
	61
	2.25E-09
	COG5068
	ARG80
	cl34888

	GH_D03G1119
	specific
	238165
	2
	75
	5.61E-41
	cd00265
	MADS_MEF2_like
	cl00109

	GH_D03G1119
	superfamily
	444697
	2
	75
	5.61E-41
	cl00109
	MADS superfamily
	 - 

	GH_D03G1119
	non-specific
	238165
	2
	75
	5.61E-41
	cd00265
	MADS_MEF2_like
	cl00109

	GH_D03G1119
	specific
	197721
	2
	59
	2.80E-33
	smart00432
	MADS
	cl00109

	GH_D03G1119
	non-specific
	197721
	2
	59
	2.80E-33
	smart00432
	MADS
	cl00109

	GH_D03G1119
	non-specific
	238067
	2
	60
	1.16E-31
	cd00120
	MADS
	cl00109

	GH_D03G1119
	non-specific
	238067
	2
	60
	1.16E-31
	cd00120
	MADS
	cl00109

	GH_D03G1119
	non-specific
	238166
	2
	74
	4.08E-28
	cd00266
	MADS_SRF_like
	cl00109

	GH_D03G1119
	non-specific
	238166
	2
	74
	4.08E-28
	cd00266
	MADS_SRF_like
	cl00109

	GH_D03G1119
	specific
	426286
	83
	167
	1.19E-26
	pfam01486
	K-box
	cl03234

	GH_D03G1119
	superfamily
	426286
	83
	167
	1.19E-26
	cl03234
	K-box superfamily
	 - 

	GH_D03G1119
	non-specific
	426286
	83
	167
	1.19E-26
	pfam01486
	K-box
	cl03234

	GH_D03G1119
	specific
	425604
	11
	57
	2.32E-26
	pfam00319
	SRF-TF
	cl00109

	GH_D03G1119
	non-specific
	425604
	11
	57
	2.32E-26
	pfam00319
	SRF-TF
	cl00109

	GH_D03G1119
	non-specific
	227400
	1
	61
	2.25E-09
	COG5068
	ARG80
	cl34888

	GH_D03G1119
	superfamily
	227400
	1
	61
	2.25E-09
	cl34888
	ARG80 superfamily
	 - 

	GH_D03G1119
	non-specific
	227400
	1
	61
	2.25E-09
	COG5068
	ARG80
	cl34888

	Ga12G2356
	non-specific
	426712
	53
	65
	0.00773434
	pfam02309
	AUX_IAA
	cl03528

	Ga12G2356
	superfamily
	426712
	53
	65
	0.00773434
	cl03528
	AUX_IAA superfamily
	 - 

	GB_A08G0973
	specific
	426286
	58
	135
	6.37E-26
	pfam01486
	K-box
	cl03234

	GB_A08G0973
	superfamily
	426286
	58
	135
	6.37E-26
	cl03234
	K-box superfamily
	 - 

	GB_A08G0973
	non-specific
	426286
	58
	135
	6.37E-26
	pfam01486
	K-box
	cl03234

	GH_A08G0929
	specific
	426286
	58
	135
	6.37E-26
	pfam01486
	K-box
	cl03234

	GH_A08G0929
	superfamily
	426286
	58
	135
	6.37E-26
	cl03234
	K-box superfamily
	 - 

	GH_A08G0929
	non-specific
	426286
	58
	135
	6.37E-26
	pfam01486
	K-box
	cl03234

	GB_A08G1110
	specific
	426286
	125
	178
	6.46E-16
	pfam01486
	K-box
	cl03234

	GB_A08G1110
	superfamily
	426286
	125
	178
	6.46E-16
	cl03234
	K-box superfamily
	 - 

	GH_A08G1050
	specific
	426286
	121
	174
	2.25E-15
	pfam01486
	K-box
	cl03234

	GH_A08G1050
	superfamily
	426286
	121
	174
	2.25E-15
	cl03234
	K-box superfamily
	 - 

	GB_A07G0731
	specific
	238165
	2
	79
	5.00E-43
	cd00265
	MADS_MEF2_like
	cl00109

	GB_A07G0731
	superfamily
	444697
	2
	79
	5.00E-43
	cl00109
	MADS superfamily
	 - 

	GB_A07G0731
	non-specific
	238165
	2
	79
	5.00E-43
	cd00265
	MADS_MEF2_like
	cl00109

	GB_A07G0731
	specific
	197721
	2
	60
	6.44E-34
	smart00432
	MADS
	cl00109

	GB_A07G0731
	non-specific
	197721
	2
	60
	6.44E-34
	smart00432
	MADS
	cl00109

	GB_A07G0731
	non-specific
	238067
	2
	59
	3.93E-32
	cd00120
	MADS
	cl00109

	GB_A07G0731
	non-specific
	238067
	2
	59
	3.93E-32
	cd00120
	MADS
	cl00109

	GB_A07G0731
	specific
	426286
	90
	168
	2.02E-30
	pfam01486
	K-box
	cl03234

	GB_A07G0731
	superfamily
	426286
	90
	168
	2.02E-30
	cl03234
	K-box superfamily
	 - 

	GB_A07G0731
	non-specific
	426286
	90
	168
	2.02E-30
	pfam01486
	K-box
	cl03234

	GB_A07G0731
	specific
	425604
	11
	57
	3.49E-27
	pfam00319
	SRF-TF
	cl00109

	GB_A07G0731
	non-specific
	425604
	11
	57
	3.49E-27
	pfam00319
	SRF-TF
	cl00109

	GB_A07G0731
	non-specific
	238166
	2
	72
	4.47E-27
	cd00266
	MADS_SRF_like
	cl00109

	GB_A07G0731
	non-specific
	238166
	2
	72
	4.47E-27
	cd00266
	MADS_SRF_like
	cl00109

	GB_A07G0731
	non-specific
	227400
	1
	59
	1.41E-07
	COG5068
	ARG80
	cl34888

	GB_A07G0731
	superfamily
	227400
	1
	59
	1.41E-07
	cl34888
	ARG80 superfamily
	 - 

	GB_A07G0731
	non-specific
	227400
	1
	59
	1.41E-07
	COG5068
	ARG80
	cl34888

	GH_A07G0749
	specific
	238165
	2
	79
	5.00E-43
	cd00265
	MADS_MEF2_like
	cl00109

	GH_A07G0749
	superfamily
	444697
	2
	79
	5.00E-43
	cl00109
	MADS superfamily
	 - 

	GH_A07G0749
	non-specific
	238165
	2
	79
	5.00E-43
	cd00265
	MADS_MEF2_like
	cl00109

	GH_A07G0749
	specific
	197721
	2
	60
	6.44E-34
	smart00432
	MADS
	cl00109

	GH_A07G0749
	non-specific
	197721
	2
	60
	6.44E-34
	smart00432
	MADS
	cl00109

	GH_A07G0749
	non-specific
	238067
	2
	59
	3.93E-32
	cd00120
	MADS
	cl00109

	GH_A07G0749
	non-specific
	238067
	2
	59
	3.93E-32
	cd00120
	MADS
	cl00109

	GH_A07G0749
	specific
	426286
	90
	168
	2.02E-30
	pfam01486
	K-box
	cl03234

	GH_A07G0749
	superfamily
	426286
	90
	168
	2.02E-30
	cl03234
	K-box superfamily
	 - 

	GH_A07G0749
	non-specific
	426286
	90
	168
	2.02E-30
	pfam01486
	K-box
	cl03234

	GH_A07G0749
	specific
	425604
	11
	57
	3.49E-27
	pfam00319
	SRF-TF
	cl00109

	GH_A07G0749
	non-specific
	425604
	11
	57
	3.49E-27
	pfam00319
	SRF-TF
	cl00109

	GH_A07G0749
	non-specific
	238166
	2
	72
	4.47E-27
	cd00266
	MADS_SRF_like
	cl00109

	GH_A07G0749
	non-specific
	238166
	2
	72
	4.47E-27
	cd00266
	MADS_SRF_like
	cl00109

	GH_A07G0749
	non-specific
	227400
	1
	59
	1.41E-07
	COG5068
	ARG80
	cl34888

	GH_A07G0749
	superfamily
	227400
	1
	59
	1.41E-07
	cl34888
	ARG80 superfamily
	 - 

	GH_A07G0749
	non-specific
	227400
	1
	59
	1.41E-07
	COG5068
	ARG80
	cl34888

	Ga07G0784
	specific
	238165
	2
	79
	4.11E-43
	cd00265
	MADS_MEF2_like
	cl00109

	Ga07G0784
	superfamily
	444697
	2
	79
	4.11E-43
	cl00109
	MADS superfamily
	 - 

	Ga07G0784
	specific
	197721
	2
	60
	6.24E-34
	smart00432
	MADS
	cl00109

	Ga07G0784
	non-specific
	238067
	2
	59
	4.06E-32
	cd00120
	MADS
	cl00109

	Ga07G0784
	specific
	426286
	90
	168
	3.21E-30
	pfam01486
	K-box
	cl03234

	Ga07G0784
	superfamily
	426286
	90
	168
	3.21E-30
	cl03234
	K-box superfamily
	 - 

	Ga07G0784
	specific
	425604
	11
	57
	3.41E-27
	pfam00319
	SRF-TF
	cl00109

	Ga07G0784
	non-specific
	238166
	2
	72
	4.10E-27
	cd00266
	MADS_SRF_like
	cl00109

	Ga07G0784
	non-specific
	227400
	1
	59
	1.21E-07
	COG5068
	ARG80
	cl34888

	Ga07G0784
	superfamily
	227400
	1
	59
	1.21E-07
	cl34888
	ARG80 superfamily
	 - 

	GB_D07G0736
	specific
	238165
	2
	79
	1.49E-42
	cd00265
	MADS_MEF2_like
	cl00109

	GB_D07G0736
	superfamily
	444697
	2
	79
	1.49E-42
	cl00109
	MADS superfamily
	 - 

	GB_D07G0736
	non-specific
	238165
	2
	79
	1.49E-42
	cd00265
	MADS_MEF2_like
	cl00109

	GB_D07G0736
	non-specific
	238165
	2
	79
	1.49E-42
	cd00265
	MADS_MEF2_like
	cl00109

	GB_D07G0736
	specific
	197721
	2
	60
	8.48E-34
	smart00432
	MADS
	cl00109

	GB_D07G0736
	non-specific
	197721
	2
	60
	8.48E-34
	smart00432
	MADS
	cl00109

	GB_D07G0736
	non-specific
	197721
	2
	60
	8.48E-34
	smart00432
	MADS
	cl00109

	GB_D07G0736
	non-specific
	238067
	2
	59
	5.37E-32
	cd00120
	MADS
	cl00109

	GB_D07G0736
	non-specific
	238067
	2
	59
	5.37E-32
	cd00120
	MADS
	cl00109

	GB_D07G0736
	non-specific
	238067
	2
	59
	5.37E-32
	cd00120
	MADS
	cl00109

	GB_D07G0736
	specific
	426286
	90
	168
	2.32E-30
	pfam01486
	K-box
	cl03234

	GB_D07G0736
	superfamily
	426286
	90
	168
	2.32E-30
	cl03234
	K-box superfamily
	 - 

	GB_D07G0736
	non-specific
	426286
	90
	168
	2.32E-30
	pfam01486
	K-box
	cl03234

	GB_D07G0736
	non-specific
	426286
	90
	168
	2.32E-30
	pfam01486
	K-box
	cl03234

	GB_D07G0736
	non-specific
	238166
	2
	72
	4.49E-27
	cd00266
	MADS_SRF_like
	cl00109

	GB_D07G0736
	non-specific
	238166
	2
	72
	4.49E-27
	cd00266
	MADS_SRF_like
	cl00109

	GB_D07G0736
	non-specific
	238166
	2
	72
	4.49E-27
	cd00266
	MADS_SRF_like
	cl00109

	GB_D07G0736
	specific
	425604
	11
	57
	5.04E-27
	pfam00319
	SRF-TF
	cl00109

	GB_D07G0736
	non-specific
	425604
	11
	57
	5.04E-27
	pfam00319
	SRF-TF
	cl00109

	GB_D07G0736
	non-specific
	425604
	11
	57
	5.04E-27
	pfam00319
	SRF-TF
	cl00109

	GB_D07G0736
	non-specific
	227400
	1
	59
	6.13E-08
	COG5068
	ARG80
	cl34888

	GB_D07G0736
	superfamily
	227400
	1
	59
	6.13E-08
	cl34888
	ARG80 superfamily
	 - 

	GB_D07G0736
	non-specific
	227400
	1
	59
	6.13E-08
	COG5068
	ARG80
	cl34888

	GB_D07G0736
	non-specific
	227400
	1
	59
	6.13E-08
	COG5068
	ARG80
	cl34888

	GH_D07G0744
	specific
	238165
	2
	79
	1.49E-42
	cd00265
	MADS_MEF2_like
	cl00109

	GH_D07G0744
	superfamily
	444697
	2
	79
	1.49E-42
	cl00109
	MADS superfamily
	 - 

	GH_D07G0744
	non-specific
	238165
	2
	79
	1.49E-42
	cd00265
	MADS_MEF2_like
	cl00109

	GH_D07G0744
	non-specific
	238165
	2
	79
	1.49E-42
	cd00265
	MADS_MEF2_like
	cl00109

	GH_D07G0744
	specific
	197721
	2
	60
	8.48E-34
	smart00432
	MADS
	cl00109

	GH_D07G0744
	non-specific
	197721
	2
	60
	8.48E-34
	smart00432
	MADS
	cl00109

	GH_D07G0744
	non-specific
	197721
	2
	60
	8.48E-34
	smart00432
	MADS
	cl00109

	GH_D07G0744
	non-specific
	238067
	2
	59
	5.37E-32
	cd00120
	MADS
	cl00109

	GH_D07G0744
	non-specific
	238067
	2
	59
	5.37E-32
	cd00120
	MADS
	cl00109

	GH_D07G0744
	non-specific
	238067
	2
	59
	5.37E-32
	cd00120
	MADS
	cl00109

	GH_D07G0744
	specific
	426286
	90
	168
	2.32E-30
	pfam01486
	K-box
	cl03234

	GH_D07G0744
	superfamily
	426286
	90
	168
	2.32E-30
	cl03234
	K-box superfamily
	 - 

	GH_D07G0744
	non-specific
	426286
	90
	168
	2.32E-30
	pfam01486
	K-box
	cl03234

	GH_D07G0744
	non-specific
	426286
	90
	168
	2.32E-30
	pfam01486
	K-box
	cl03234

	GH_D07G0744
	non-specific
	238166
	2
	72
	4.49E-27
	cd00266
	MADS_SRF_like
	cl00109

	GH_D07G0744
	non-specific
	238166
	2
	72
	4.49E-27
	cd00266
	MADS_SRF_like
	cl00109

	GH_D07G0744
	non-specific
	238166
	2
	72
	4.49E-27
	cd00266
	MADS_SRF_like
	cl00109

	GH_D07G0744
	specific
	425604
	11
	57
	5.04E-27
	pfam00319
	SRF-TF
	cl00109

	GH_D07G0744
	non-specific
	425604
	11
	57
	5.04E-27
	pfam00319
	SRF-TF
	cl00109

	GH_D07G0744
	non-specific
	425604
	11
	57
	5.04E-27
	pfam00319
	SRF-TF
	cl00109

	GH_D07G0744
	non-specific
	227400
	1
	59
	6.13E-08
	COG5068
	ARG80
	cl34888

	GH_D07G0744
	superfamily
	227400
	1
	59
	6.13E-08
	cl34888
	ARG80 superfamily
	 - 

	GH_D07G0744
	non-specific
	227400
	1
	59
	6.13E-08
	COG5068
	ARG80
	cl34888

	GH_D07G0744
	non-specific
	227400
	1
	59
	6.13E-08
	COG5068
	ARG80
	cl34888

	Gorai.001G075800
	specific
	238165
	2
	79
	1.49E-42
	cd00265
	MADS_MEF2_like
	cl00109

	Gorai.001G075800
	superfamily
	444697
	2
	79
	1.49E-42
	cl00109
	MADS superfamily
	 - 

	Gorai.001G075800
	non-specific
	238165
	2
	79
	1.49E-42
	cd00265
	MADS_MEF2_like
	cl00109

	Gorai.001G075800
	non-specific
	238165
	2
	79
	1.49E-42
	cd00265
	MADS_MEF2_like
	cl00109

	Gorai.001G075800
	specific
	197721
	2
	60
	8.48E-34
	smart00432
	MADS
	cl00109

	Gorai.001G075800
	non-specific
	197721
	2
	60
	8.48E-34
	smart00432
	MADS
	cl00109

	Gorai.001G075800
	non-specific
	197721
	2
	60
	8.48E-34
	smart00432
	MADS
	cl00109

	Gorai.001G075800
	non-specific
	238067
	2
	59
	5.37E-32
	cd00120
	MADS
	cl00109

	Gorai.001G075800
	non-specific
	238067
	2
	59
	5.37E-32
	cd00120
	MADS
	cl00109

	Gorai.001G075800
	non-specific
	238067
	2
	59
	5.37E-32
	cd00120
	MADS
	cl00109

	Gorai.001G075800
	specific
	426286
	90
	168
	2.32E-30
	pfam01486
	K-box
	cl03234

	Gorai.001G075800
	superfamily
	426286
	90
	168
	2.32E-30
	cl03234
	K-box superfamily
	 - 

	Gorai.001G075800
	non-specific
	426286
	90
	168
	2.32E-30
	pfam01486
	K-box
	cl03234

	Gorai.001G075800
	non-specific
	426286
	90
	168
	2.32E-30
	pfam01486
	K-box
	cl03234

	Gorai.001G075800
	non-specific
	238166
	2
	72
	4.49E-27
	cd00266
	MADS_SRF_like
	cl00109

	Gorai.001G075800
	non-specific
	238166
	2
	72
	4.49E-27
	cd00266
	MADS_SRF_like
	cl00109

	Gorai.001G075800
	non-specific
	238166
	2
	72
	4.49E-27
	cd00266
	MADS_SRF_like
	cl00109

	Gorai.001G075800
	specific
	425604
	11
	57
	5.04E-27
	pfam00319
	SRF-TF
	cl00109

	Gorai.001G075800
	non-specific
	425604
	11
	57
	5.04E-27
	pfam00319
	SRF-TF
	cl00109

	Gorai.001G075800
	non-specific
	425604
	11
	57
	5.04E-27
	pfam00319
	SRF-TF
	cl00109

	Gorai.001G075800
	non-specific
	227400
	1
	59
	6.13E-08
	COG5068
	ARG80
	cl34888

	Gorai.001G075800
	superfamily
	227400
	1
	59
	6.13E-08
	cl34888
	ARG80 superfamily
	 - 

	Gorai.001G075800
	non-specific
	227400
	1
	59
	6.13E-08
	COG5068
	ARG80
	cl34888

	Gorai.001G075800
	non-specific
	227400
	1
	59
	6.13E-08
	COG5068
	ARG80
	cl34888

	Gorai.001G090000
	specific
	238165
	2
	71
	1.00E-40
	cd00265
	MADS_MEF2_like
	cl00109

	Gorai.001G090000
	superfamily
	444697
	2
	71
	1.00E-40
	cl00109
	MADS superfamily
	 - 

	Gorai.001G090000
	specific
	197721
	2
	60
	1.47E-31
	smart00432
	MADS
	cl00109

	Gorai.001G090000
	non-specific
	238067
	2
	59
	2.90E-30
	cd00120
	MADS
	cl00109

	Gorai.001G090000
	specific
	426286
	78
	168
	2.00E-28
	pfam01486
	K-box
	cl03234

	Gorai.001G090000
	superfamily
	426286
	78
	168
	2.00E-28
	cl03234
	K-box superfamily
	 - 

	Gorai.001G090000
	non-specific
	238166
	2
	73
	2.33E-27
	cd00266
	MADS_SRF_like
	cl00109

	Gorai.001G090000
	specific
	425604
	11
	57
	4.13E-26
	pfam00319
	SRF-TF
	cl00109

	Gorai.001G090000
	non-specific
	227400
	1
	209
	2.59E-09
	COG5068
	ARG80
	cl34888

	Gorai.001G090000
	superfamily
	227400
	1
	209
	2.59E-09
	cl34888
	ARG80 superfamily
	 - 





	Supplementary Table S6. Analysis and distribution of conserved motifs in AGL8 proteins of Gossypium.

	species
	Motif
	Width
	E-value
	Best possible match

	Gossypium
	1
	50
	2.5E-517
	KINRQVTFSKRRSGLLKKAHEISVLCDA[EQ]VAL[IM]VFS[ST]KGKLFEY[SA][ST][DE]SCM

	
	2
	41
	7.9E-431
	E[IR]Q[LC]A[AT][DN]E[IN][EQ][QR][NT]G[NS]WT[WL]EHAKLKARME[TV]LQRN[LQ]RHY[EM]GED[IL]

	
	3
	50
	1.8E-458
	SLRELQNLE[HQ]QLDSALK[RH]IRS[RK]KNQLM[FVL]ESISELQKKDK[AE]LQEQNN[IV]LAK

	
	4
	41
	4.50E-252
	[AT]H[QW][PQ][LQ][NQ]NNCQDSSSML[LP][PQ][LP][LN][IQ]S[LS]N[GIT][RS][DE][KT][ENY][ED][AN][RE][ST][NT][GN][RS][EG][EV][GL][NL]P

	
	5
	11
	6.60E-92
	[IV]LERY[ES][RA][YP]S[YV][AT]

	
	6
	11
	1.40E-91
	MGRGRVQLKRI

	
	7
	21
	1.20E-73
	S[AP]AQHRNSNVLLPPWMIPRIE

	
	8
	8
	1.20E-23
	K[VL]KEKEK[ET]

	
	9
	8
	6.50E-17
	WMIRHHLE

	
	10
	11
	5.30E-10
	[MT]PSSD[KR]PTRER





	Supplementary Table S7. Cis-regulatory elements in the promoter regions of GhAGL8s.

	Gene Name
	Cis-element Name
	Cis-element Sequences
	Cis-element Description

	GH_A03G0856
	ARE
	AAACCA
	cis-acting regulatory element essential for the anaerobic induction

	GH_A03G0856
	CGTCA-motif
	CGTCA
	cis-acting regulatory element involved in the MeJA-responsiveness

	GH_A03G0856
	TC-rich repeats
	GTTTTCTTAC
	cis-acting element involved in defense and stress responsiveness

	GH_A03G0856
	TATC-box
	TATCCCA
	cis-acting element involved in gibberellin-responsiveness

	GH_A03G0856
	TGACG-motif
	TGACG
	cis-acting regulatory element involved in the MeJA-responsiveness

	GH_A07G0749
	TGACG-motif
	TGACG
	cis-acting regulatory element involved in the MeJA-responsiveness

	GH_A07G0749
	ARE
	AAACCA
	cis-acting regulatory element essential for the anaerobic induction

	GH_A07G0749
	TCA-element
	CCATCTTTTT
	cis-acting element involved in salicylic acid responsiveness

	GH_A07G0749
	CGTCA-motif
	CGTCA
	cis-acting regulatory element involved in the MeJA-responsiveness

	GH_A08G0929
	P-box
	CCTTTTG
	gibberellin-responsive element

	GH_A08G0929
	TGACG-motif
	TGACG
	cis-acting regulatory element involved in the MeJA-responsiveness

	GH_A08G0929
	TCA-element
	TCAGAAGAGG
	cis-acting element involved in salicylic acid responsiveness

	GH_A08G0929
	ARE
	AAACCA
	cis-acting regulatory element essential for the anaerobic induction

	GH_A08G0929
	CGTCA-motif
	CGTCA
	cis-acting regulatory element involved in the MeJA-responsiveness

	GH_A08G1050
	CGTCA-motif
	CGTCA
	cis-acting regulatory element involved in the MeJA-responsiveness

	GH_A08G1050
	ARE
	AAACCA
	cis-acting regulatory element essential for the anaerobic induction

	GH_A08G1050
	P-box
	CCTTTTG
	gibberellin-responsive element

	GH_A08G1050
	TGACG-motif
	TGACG
	cis-acting regulatory element involved in the MeJA-responsiveness

	GH_A08G1050
	TGA-element
	AACGAC
	auxin-responsive element

	GH_D03G1119
	GC-motif
	CCCCCG
	enhancer-like element involved in anoxic specific inducibility

	GH_D03G1119
	TC-rich repeats
	GTTTTCTTAC
	cis-acting element involved in defense and stress responsiveness

	GH_D03G1119
	ARE
	AAACCA
	cis-acting regulatory element essential for the anaerobic induction

	GH_D03G1119
	MBS
	CAACTG
	MYB binding site involved in drought-inducibility

	GH_D07G0744
	TGACG-motif
	TGACG
	cis-acting regulatory element involved in the MeJA-responsiveness

	GH_D07G0744
	TGA-element
	AACGAC
	auxin-responsive element

	GH_D07G0744
	CGTCA-motif
	CGTCA
	cis-acting regulatory element involved in the MeJA-responsiveness

	GH_D07G0744
	ARE
	AAACCA
	cis-acting regulatory element essential for the anaerobic induction

	GH_D07G0744
	TCA-element
	CCATCTTTTT
	cis-acting element involved in salicylic acid responsiveness





	Supplementary Table S8. Number of cis-acting elements of GhAGL8s statistics.

	Gossypium hirsutum

	
	GH_D03G1119
	GH_A03G0856
	GH_A07G0749
	GH_D07G0744
	GH_A08G0929
	GH_A08G1050

	salicylic acid responsiveness
	0
	0
	1
	2
	1
	0

	MeJA-responsiveness
	0
	2
	2
	2
	2
	4

	gibberellin-responsive element
	0
	1
	0
	0
	2
	2

	auxin responsiveness
	0
	0
	0
	1
	0
	1

	anaerobic induction
	1
	3
	3
	2
	4
	1

	defense and stress responsiveness
	1
	1
	0
	0
	0
	0

	 drought-inducibility
	1
	0
	0
	0
	0
	0



