Table S1. 

	Species
	Number of TF
	Number of TF families
	Number of genes
	% of total genes
	Reference

	Amaranthus hypochondriacus
	1259
	56
	23,847
	5.2
	PLAZA project

	Aquilegia coerulea
	2095
	58
	29,550
	7.0
	Filiault et al. 2018

	Actinidia chinensis
	2296
	58
	39,040
	5.9
	PLAZA project

	Artemisia annua
	625
	49
	63 226
	1.0
	Shen et al. 2018

	Capsicum annuum
	1665
	58
	35,884
	4.6
	PLAZA project

	Catharanthus roseus 
	2405
	55
	33,829
	7.1
	She et al. 2019

	Coffea canephora
	1256
	57
	25,574
	4.9
	PLAZA project

	Daucus carota
	1906
	56
	32,113
	5.9
	PLAZA project

	Dorcoceras hygrometricum
	1342
	56
	48,040
	2.8
	NCBI

	Genlisea aurea
	966
	57
	17,755
	5.4
	Leushkin et al. 2013

	Helianthus annuus
	288
	46
	57,237
	0.5
	NCBI

	Ipomoea trifida
	2069
	57
	32,301
	6.4
	NCBI

	Lactuca sativa
	1036
	55
	38,910
	2.7
	Phytozome

	Mimulus guttatus
	2016
	57
	28,140
	7.2
	Phytozome

	Nicotiana benthamiana
	3206
	57
	53,411
	6.0
	Kourelis et al. 2019

	Nicotiana sylvestris
	2807
	57
	33,816
	8.3
	Sierro et al. 2013

	Nicotiana tabacum
	5176
	57
	61,780
	8.4
	Sugiyama et al. 2005

	Nicotiana tomentosiformis
	2898
	58
	30,887
	9.4
	NCBI

	Ocimum tenuiflorum
	1723
	56
	36,768
	4.7
	Upadhyay et al. 2015

	Petunia axillaris
	1999
	57
	32,928
	6.1
	Bombarely et al. 2016

	Petunia inflata
	2099
	57
	36,697
	5.7
	Bombarely et al. 2016

	Salvia miltiorrhiza
	1621
	56
	32,483
	5.0
	Song et al. 2020

	Sesamum indicum
	2326
	58
	27,148
	8.6
	Wang et al. 2014

	Solanum lycopersicum
	1845
	58
	34,725
	5.3
	PLAZA project

	Solanum melongena
	1586
	57
	85,446
	1.9
	Hirakawa et al. 2014

	Solanum pennellii
	1971
	58
	26,874
	7.3
	NCBI

	Solanum pimpinellifolium
	1770
	58
	25,970
	6.8
	Rozali et al. 2018

	Solanum tuberosum
	2405
	56
	39,028
	6.2
	PLAZA project

	Utricularia gibba
	1672
	55
	25,930
	6.4
	PLAZA project

	Beta vulgaris
	1163
	57
	26,920
	4.3
	PLAZA project

	Dianthus caryophyllus
	1318
	57
	43 266
	3.0
	Yagi et al. 2013

	Arachis duranensis
	1828
	58
	34,553	
	5.3
	NCBI

	Arachis hypogaea
	799
	52
	41,840
	1.9
	PLAZA project

	Arachis ipaensis
	1946
	57
	37,716
	5.2
	NCBI

	Cajanus cajan
	1886
	56
	48,680
	3.9
	PLAZA project

	Cannabis sativa
	1225
	56
	30,074
	4.1
	van Bakel et al. 2011

	Castanea mollissima
	1499
	57
	36,479
	4.1
	Xing et al. 2019

	Cicer arietinum
	2235
	58
	23,550
	9.5
	PLAZA project

	Citrullus lanatus
	1355
	58
	23,440
	5.8
	PLAZA project

	Cucumis melo
	1537
	58
	27,427
	5.6
	PLAZA project

	Cucumis sativus
	1931
	57
	21,503
	9.0
	PLAZA project

	Fragaria vesca
	1485
	58
	32,831
	4.5
	PLAZA project

	Fragaria x ananassa
	1250
	58
	30,703
	4.1
	Edger et al. 2019

	Glycine max
	6150
	57
	56,044
	11.0
	PLAZA project

	Glycine soja
	3193
	56
	47,201
	6.8
	NCBI

	Humulus lupulus
	1324
	56
	41,228
	3.2
	Natsume et al. 2014

	Jatropha curcas
	1467
	57
	19,420
	7.6
	NCBI

	Juglans regia
	1591
	54
	32 498
	4.9
	Martínez‐García et al. 2016

	Linum usitatissimum
	2481
	57
	43,471
	5.7
	Phytozome

	Lotus japonicus
	2056
	56
	30,799
	6.7
	Sato et al. 2008

	Malus domestica
	3119
	58
	57,386
	5.4
	Velasco et al. 2010

	Manihot esculenta
	2676
	57
	33,033
	8.1
	Phytozome

	Medicago truncatula
	2741
	57
	50,894
	5.4
	PLAZA project

	Morus notabilis
	1289
	58
	21,636
	4.7
	NCBI

	Phaseolus vulgaris
	2177
	58
	27,433
	7.9
	Phytozome

	Populus euphratica
	2382
	58
	30,684
	7.8
	NCBI

	Populus trichocarpa
	4287
	58
	42,950
	10.0
	PLAZA project

	Prunus mume
	1893
	58
	23,946
	7.9
	NCBI

	Prunus persica
	2780
	58
	26,873
	10.3
	PLAZA project

	Pyrus bretschneideri
	2353
	57
	42,812
	5.5
	PLAZA project

	Ricinus communis
	1299
	57
	31,221
	4.2
	PLAZA project

	Salix purpurea
	4412
	58
	37,865
	11.7
	Phytozome

	Trifolium pratense
	2065
	46
	39,948
	5.2
	PLAZA project

	Vigna angularis
	2233
	56
	34,183
	6.5
	Kang et al. 2015

	Vigna radiata
	1539
	56
	22,368
	6.9
	PLAZA project

	Vigna unguiculata
	488
	48
	29,773
	1.6
	Phytozome

	Ziziphus jujuba
	2152
	58
	29,293
	7.3
	PLAZA project

	Kalanchoe laxiflora
	2926
	71
	50,461
	5.8
	Phytozome

	Aethionema arabicum
	1371
	58
	23,160
	5.9
	Fernandez-Pozo et al. 2021

	Arabidopsis halleri
	1586
	57
	25,008
	6.3
	Phytozome

	Arabidopsis lyrata
	1759
	58
	31,073
	5.7
	PLAZA project

	Arabidopsis thaliana
	2296
	58
	35,386
	6.5
	TAIR10

	Arabis alpina
	1215
	56
	21,609
	5.6
	Willing et al. 2015

	Azadirachta indica
	1900
	58
	~20,000
	9.5
	Krishnan et al. 2012

	Boechera stricta
	1907
	58
	27,416
	7.0
	Phytozome

	Brassica napus
	5985
	58
	101,040
	5.9
	Chalhoub et al. 2014

	Brassica oleracea
	4272
	58
	59,220
	7.2
	PLAZA project

	Brassica rapa
	4127
	58
	40,492
	10.2
	PLAZA project

	Camelina sativa
	5405
	58
	81,485
	6.6
	NCBI

	Capsella grandiflora
	1784
	58
	24,805
	7.2
	Phytozome

	Capsella rubella
	1898
	58
	26,521
	7.2
	PLAZA project

	Carica papaya
	1379
	58
	28,629
	4.8
	Ming et al. 2008

	Citrus clementina
	1905
	58
	24,533
	7.8
	PLAZA project

	Citrus sinensis
	2255
	58
	25,376
	8.9
	Phytozome

	Eucalyptus camaldulensis
	1937
	56
	77,121
	2.5
	Hirakawa et al. 2011

	Eucalyptus grandis
	2163
	56
	36,349
	6.0
	PLAZA project

	Eutrema salsugineum
	1892
	58
	26,351
	7.2
	Phytozome

	Gossypium arboreum
	2532
	58
	34,410
	7.4
	NCBI

	Gossypium hirsutum
	5022
	58
	66,577
	7.5
	Phytozome

	Gossypium raimondii
	4894
	58
	37,505
	13.0
	PLAZA project

	Raphanus raphanistrum
	2734
	58
	32,670
	8.4
	Moghe et al. 2014

	Raphanus sativus
	3010
	58
	61,572
	4.9
	Kitashiba et al. 2014

	Sisymbrium irio
	1710
	58
	28,917
	5.9
	Haudry et al. 2013

	Tarenaya hassleriana
	3311
	88
	27,396
	12.1
	PLAZA project

	Thellungiella parvula
	1672
	58
	28,457
	5.9
	Wu 2012

	Theobroma cacao
	2224
	58
	29,232
	7.6
	PLAZA project

	Nelumbo nucifera
	1476
	57
	26,685
	5.5
	PLAZA project

	Spinacia oleracea
	1082
	57
	25,495
	4.2
	Xu et al. 2017

	Vitis vinifera
	1276
	58
	26,346
	4.8
	PLAZA project

	Aegilops tauschii
	1439
	55
	39,622
	3.6
	Luo et al. 2017

	Ananas comosus
	1277
	57
	27,024
	4.7
	Phytozome

	Brachypodium distachyon
	2898
	56
	34,310
	8.4
	Phytozome

	Brachypodium stacei
	2121
	56
	29,898
	7.1
	Phytozome

	Dichanthelium oligosanthes
	1657
	54
	30,153
	5.5
	Studer, 2016

	Elaeis guineensis
	2910
	57
	34,800
	8.4
	Singh et al. 2013

	Eragrostis tef
	2090
	55
	38,000
	5.5
	Phytozome

	Hordeum vulgare
	2620
	56
	39,734
	6.6
	Phytozome

	Leersia perrieri
	2024
	55
	29,078
	7.0
	EnsemblPlants

	Musa acuminata
	2896
	57
	36,528
	7.9
	Phytozome

	Oropetium thomaeum
	1290
	54
	28,446
	4.5
	Phytozome

	Oryza barthii
	1775
	55
	34,575
	5.1
	ENA, Oryza Genome Evolution Project

	Oryza brachyantha
	1444
	56
	32,038
	4.5
	Chen et al. 2013

	Oryza glaberrima
	1579
	56
	33,164
	4.8
	ENA, Oryza Genome Evolution Project

	Oryza glumaepatula
	2029
	55
	33,069
	6.1
	Szareski et al. 2018

	Oryza longistaminata
	1223
	54
	34,389
	3.6
	Reuscher et al. 2018

	Oryza meridionalis
	1949
	56
	21,169
	9.2
	Brozynska  M 2016

	Oryza nivara
	2147
	56
	36,313
	5.9
	ENA, Oryza Genome Evolution Project

	Oryza punctata
	2019
	56
	31,762
	6.4
	ENA, Oryza Genome Evolution Project

	Oryza rufipogon
	2032
	55
	37,071
	5.5
	Huang et al. 2012

	Oryza sativa subsp. indica
	1891
	56
	37,344
	5.1
	UniProt

	Oryza sativa subsp. japonica
	2408
	56
	42,189
	5.7
	PLAZA project

	Panicum hallii
	2528
	56
	37,232
	6.8
	Phytozome

	Panicum virgatum
	5702
	56
	98,007
	5.8
	Phytozome

	Phalaenopsis equestris
	1420
	57
	29,431
	4.8
	Cai et al. 2014

	Phoenix dactylifera
	1426
	56
	28,800
	5.0
	Al-Dous et al. 2011

	Phyllostachys heterocycla
	1768
	54
	31,987
	5.5
	Peng et al. 2013

	Saccharum officinarum
	672
	48
	
	
	Phytozome

	Setaria italica
	2410
	56
	34,584
	7.0
	Phytozome

	Setaria viridis
	2765
	56
	38,334
	7.2
	Phytozome

	Sorghum bicolor
	2654
	56
	34,129
	7.8
	Phytozome

	Spirodela polyrhiza
	1046
	57
	19,623
	5.3
	Phytozome

	Triticum aestivum
	3606
	56
	99,386
	3.6
	Phytozome

	Triticum urartu
	1238
	52
	41,507
	3.0
	Ling et al. 2018

	Zea mays
	3308
	56
	39,498
	8.4
	PLAZA project

	Zostera marina
	1271
	56
	20,450
	6.2
	Olsen et al. 2016

	Zoysia japonica
	2299
	53
	59,271
	3.9
	Tanaka et al. 2016

	Zoysia matrella
	3955
	54
	95,079
	4.2
	Tanaka et al. 2016

	Zoysia pacifica
	2604
	55
	65,252
	4.0
	Tanaka et al. 2016

	Picea abies
	1107
	54
	66,632
	1.7
	PLAZA project

	Pinus taeda
	442
	47
	9,024
	4.9
	Stevens et al. 2016

	Pseudotsuga menziesii
	1915
	54
	54,830
	3.5
	Neale et al. 2017
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