Additional Table 1.  Expressed sequence tags (ESTs) sequenced in Angiosperm orders and families. Data was taken from GenBank in October 2007

	References
	Classification
	Common Name
	# ESTs

	Eudicotyledons
	
	
	

	
	Brassicales
	
	2,171,356

	
	Brassicaceae 
	Mustard family
	2,171,289

	
	Arabidopsis thaliana
	
	1,279,945

	
	Brassica rapa
	
	180,611

	
	Brassica napus
	
	567,240

	
	Brassica oleracea 
	
	59,736

	
	
	
	

	
	Fabales
	
	983,221

	
	Fabaceae
	Pea family
	983,221

	Unpublished
	Glycine max 
	Soybean
	392,337

	Unpublished
	Arachis hypogaea 
	Peanut
	54,913

	[1]
	Arachis stenosperma
	Wild peanut
	6,264

	[2]
	Phaseolus vulgaris
	Bean
	22,847

	[3]
	Trifolium repens
	White clover
	46

	
	
	
	

	
	Solanales
	
	862,318

	
	Convolvulaceae 
	Morning glory family
	83,157

	
	Ipomoea batatas
	Sweet potato
	19,468

	
	Ipomoea nil
	Japanese morning glory
	62,282

	
	Solanaceae 
	Nightshade family
	779,161

	
	Nicotiana benthamiana
	
	41,440

	
	Nicotiana tabacum
	Common tobacco
	157,600

	[4]
	Petunia x hybrida
	Garden petunia
	14,017

	
	Capsicum annuum
	
	31,090

	[5]
	Solanum lycopersicum
	Tomato
	258,408

	[6]
	Solanum tuberosum
	Potato
	227,375

	
	
	
	

	
	Asterales
	
	805,678

	
	Asteraceae 
	Daisy family
	804,808

	
	Helianthus annuus
	Common sunflower
	94,111

	[7]
	Centaurea maculosa
	
	44,925

	[8]
	Stevia rebaudiana
	
	5,548

	
	
	
	

	
	Malpighiales
	
	555,226

	
	Euphorbiaceae
	Spurge family
	157,522

	[9]
	Ricinus communis
	Castor bean
	53,402

	
	Euphorbia esula
	Leafy spurge
	47,543

	[10]
	Manihot esculenta
	Cassava
	36,120

	
	Salicaceae
	Willow family
	369,657

	[11, 12]
	Populus
	Poplars
	369,237

	
	
	
	

	
	Rosales
	
	391,529

	
	Rosaceae
	Rose family
	380,936

	Unpublished
	Prunus persica
	Peach
	70,972

	[13]
	Malus x domestica
	Apple
	255,103

	
	
	
	

	
	Vitales
	
	363,377

	
	Vitaceae
	Grape family
	363,377

	[14-16]
	Vitis vinifera
	Wine grape
	336,365

	
	
	
	

	
	Malvales
	
	289,106

	
	Malvaceae
	Mallow family
	289,080

	
	Gossypium hirsutum
	Upland cotton
	177,182

	
	Gossypium raimondii
	
	63,577

	
	
	
	

	
	Sapindales
	
	225,497

	
	Rutaceae
	Rue family
	225,364

	
	Citrus sinensis
	
	94,738

	
	Citrus clementina
	
	62,250

	
	
	
	

	
	Ranunculales
	
	94,358

	
	Ranunculaceae
	Buttercup family
	85,076

	
	Aquilegia formosa x A. pubescens
	
	85,039

	[17]
	Eschscholzia californica
	California poppy
	9,083

	
	
	
	

	
	Lamiales
	
	90,982

	
	Lamiaceae
	Mint family
	35,835

	[18]
	Stenogyne rugosa
	
	666

	
	Ocimum basilicum
	Sweet basil
	23,260

	
	Plantaginaceae
	Speedwell family
	25,313

	
	Antirrhinum majus
	Snapdragon
	25,310

	
	
	
	

	
	Caryophyllales
	
	88,295

	
	Aizoaceae
	Iceplant family
	27,385

	
	Mesembryanthemum crystallinum
	Common iceplant
	27,348

	
	Amaranthaceae
	Amaranth family
	29,479

	
	Beta vulgaris
	Beet
	26,745

	
	
	
	

	
	Gentianales
	
	76,279

	
	Rubiaceae
	Madder family
	67,233

	
	Coffea canephora
	Robusta coffee
	55,692

	
	
	
	

	
	Fagales
	
	26,082

	
	Juglandaceae 
	Walnut family
	17,994

	
	Juglans hindsii x Juglans regia
	
	12794

	
	
	
	

	
	Myrtales
	
	15,740

	
	Myrtaceae
	
	15,731

	
	Eucalyptus
	
	15,240

	
	
	
	

	
	Ericales
	
	11,413

	
	Ericaceae
	
	6,375

	
	Theaceae
	
	2293

	[19]
	Camellia sinensis
	Tea
	2,277

	
	
	
	

	Liliopsida (monocotyledons)
	
	
	

	
	Poales
	
	4,667,627

	
	Poaceae
	Grass family
	4,661,977

	[20]
	Zea mays
	Corn
	1,271,325

	Various
	Oryza sativa
	Rice
	1,211,418

	[21]
	Triticum aestivum
	Bread wheat
	1,049,881

	[22]
	Hordeum vulgare 
	Barley
	461,874

	[23]
	Saccharum
	Sugar cane
	255,964

	[24]
	Sorghum bicolor
	Sorghum
	204,308

	Unpublished
	Sorghum propinquum 
	
	20,881

	[25]
	Secale cereale
	Rye
	9,293

	[26]
	Pennisetum glaucum 
	
	2,848

	[27]
	Lolium perenne
	Ryegrass
	1,492

	
	
	
	

	
	Asparagales
	
	59,310

	
	Alliaceae
	
	20,201

	[28]
	Allium cepa 
	Onion
	20,159
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