[bookmark: _GoBack]Additional file 1: Table S1. WRKY family genes in 36 plantae species
	Name of species
	English name
	Familia
	Classification
	WRKY TFs
	Group I
	Group II
	Group III
	Unclassified
	Reference

	Ananas comosus
	Pineapple
	Bromeliaceae
	Monocot
	54
	12
	34
	8
	
	[1]

	Arabidopsis thaliana
	Thale Cress
	Brassicaceae
	Dicot
	74
	13
	45
	14
	2
	[2]

	Brassica rapa
	Chinese Cabbage
	Brassicaceae
	Dicot
	145
	31
	25
	89
	
	[3]

	Capsicum annuum
	Pepper
	Solanaceae
	Dicot
	71
	16
	41
	10
	4
	[4]

	Carica papaya
	Papaya
	Caricaceae
	Dicot
	52
	6
	32
	7
	7
	[5]

	Chlamydomonas reinhardtii
	Chlamydomonas
	Chlamydomonadaceae
	Chlorophytes
	1
	1
	
	
	
	[6]

	Citrus sinensis
	Sweet orange
	Rutaceae
	Dicot
	77
	36
	35
	6
	
	[7]

	Cucumis sativus
	Cucumber
	Cucurbitaceae
	Dicot
	55
	10
	39
	6
	
	[8]

	Cyanidioschyzon merolae
	Red alga
	Cyanidiaceae
	Rhodophytes
	0
	
	
	
	
	[9]

	Eucalyptus grandis
	Eucalyptus
	Myrtaceae
	Dicot
	79
	17
	50
	12
	
	[10]

	Fragaria vesca
	Wild Strawberry
	Rosaceae
	Dicot
	59
	10
	36
	10
	3
	[11]

	Glycine max
	Soybean
	Fabaceae
	Dicot
	174
	32
	120
	22
	
	[12]

	Gossypium raimondii
	Cotton
	Malvaceae
	Dicot
	112
	20
	78
	14
	
	[13]

	Hordeum vulgare
	Barley
	Poaceae
	Monocot
	45
	8
	24
	13
	
	[14]

	Klebsormidium flaccidum
	Charophytic algae
	Klebsormidiaceae
	Chlorophytes
	2
	1
	1
	
	
	[15]

	Linum usitatissimum
	Flax
	Linaceae
	Dicot
	101
	30
	56
	15
	
	[16]

	Malus domestica
	Apple
	Rosaceae
	Dicot
	127
	23
	77
	14
	13
	[17]

	Manihot esculenta
	Cassava
	Euphorbiaceae
	Dicot
	85
	17
	56
	12
	
	[18]

	Medicago truncatula
	Barrel medic
	Fabaceae
	Dicot
	98
	16
	57
	18
	7
	[19]

	Musa acuminata
	Apple bananas
	Musaceae
	Monocot
	147
	24
	106
	16
	1
	[20]

	Oryza nivara
	Wild rice
	Poaceae
	Monocot
	97
	13
	51
	28
	5
	[21]

	Oryza sativa
	Cultivated rice
	Poaceae
	Monocot
	125
	
	
	
	
	[22]

	Ostreococcus lucimarinus
	Tetraselmis
	Mamiellaceae
	Chlorophytes
	2
	1
	1
	
	
	[15]

	Ostreococcus tauri
	Microalgae
	Bathycoccaceae
	Chlorophytes
	3
	1
	2
	
	
	[15]

	Phyllostachys edulis
	Moso bamboo
	Poaceae
	Monocot
	121
	20
	75
	26
	
	[23]

	Physcomitrella patens
	Mosses
	Funariaceae
	Bryophyte
	38
	3
	29
	5
	1
	[24]

	Pinus monticola
	Western White Pine
	Pinaceae
	Gymnosperm
	83
	2
	81
	
	
	[24]

	Populus trichocarpa
	Western poplar
	Salicaceae
	Dicot
	104
	50
	44
	10
	
	[25]

	Ricinus communis
	Castor bean
	Euphorbiaceae
	Dicot
	58
	11
	37
	10
	
	[26]

	Selaginella moellendorffii
	Herba Selaginellae
	Selaginellaceae
	Lycophytes
	19
	4
	13
	2
	
	[27]

	Solanum tuberosum
	Potato
	Solanaceae
	Dicot
	79
	13
	52
	14
	
	[28]

	Theobroma cacao
	Cocoa
	Malvaceae
	Dicot
	61
	10
	40
	8
	3
	[29]

	Triticum aestivum
	Wheat
	Poaceae
	Monocot
	171
	31
	94
	46
	
	[30]

	Vitis vinifera
	Grape
	Vitaceae
	Dicot
	59
	12
	41
	6
	
	[31]

	Volvox carteri
	Volvox
	Volvocaceae
	Chlorophytes
	2
	1
	1
	
	
	[27]

	Zea mays
	Corn
	Poaceae
	Monocot
	119
	20
	69
	29
	1
	[32]
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