Supplemental table IV. Genes showing delayed downregulation by shade under phyB control. Global changes in gene expression in response to simulated vegetative shade were analysed in wild type (WT), phytochrome B mutant (phyB) and phytochrome A phytochrome B double mutant  (phyAB) seedlings.  Seven day old white-light grown seedlings were transferred to either one hour white light (1WL), one hour white + far red light (1FR), 24 hour white light (24WL) or 24 hour white + far red light (24FR). Transcripts matching predicted patterns of expression for genes showing delayed downregulation by shade under the control of phyB with a p-value of <0.01 are listed. Pattern fitting is described in the Materials and Methods. Probe set refers to the nomenclature used for the 8k Affymetrix chip. Expression values have been globally-scaled as described in the Materials and Methods.
	
	
	Expression level
	

	Probe Set
	p value
	WT 1WL
	WT 1FR
	WT 24WL
	WT 24FR
	phyB 1WL
	phyB 1FR
	phyB 24WL
	phyB 24FR
	phyAB 1WL
	phyAB 1FR
	phyAB 24WL
	phyAB 24FR
	Identifier
	Description

	16082_s_at
	0.00000
	375
	348
	345
	211
	172
	160
	229
	200
	186
	204
	152
	188
	At2g29450
	glutathione transferase

	18953_at
	0.00003
	156
	165
	127
	60
	25
	67
	36
	67
	38
	48
	42
	91
	At1g21400
	alpha keto-acid dehydrogenase

	18688_s_at
	0.00006
	704
	733
	782
	503
	581
	559
	602
	526
	533
	508
	451
	459
	At4g15560
	CLA1

	12984_at
	0.00012
	148
	117
	138
	93
	82
	74
	91
	74
	72
	70
	45
	81
	At3g54830
	vesicular transporter

	13189_s_at
	0.00013
	508
	680
	524
	305
	310
	326
	283
	367
	259
	258
	312
	424
	At1g45145
	thioredoxin

	15524_at
	0.00013
	22
	18
	18
	12
	8
	10
	5
	11
	9
	12
	12
	11
	At1g26930
	unknown protein

	17552_s_at
	0.00016
	456
	396
	317
	193
	197
	239
	178
	212
	235
	230
	218
	292
	At4g03510
	E3 ubiquitin ligase, RMA1

	14737_s_at
	0.00025
	2788
	2926
	3243
	2131
	2156
	2178
	2173
	2551
	2172
	2116
	1645
	2008
	At2g13360
	alanine-glyoxylate aminotransferase

	12998_at
	0.00033
	102
	103
	87
	48
	33
	45
	33
	66
	41
	50
	39
	77
	At3g47800
	aldose 1-epimerase - like

	18275_at
	0.00053
	95
	83
	88
	55
	44
	59
	65
	61
	69
	56
	47
	73
	At1g27090
	unknown protein

	20558_at
	0.00057
	370
	318
	446
	286
	76
	110
	147
	215
	74
	103
	49
	153
	At4g36850
	putative protein

	12935_s_at
	0.00065
	66
	54
	64
	25
	48
	33
	37
	27
	44
	37
	44
	30
	At3g16650
	PP1/PP2A phosphatases regulator

	18601_s_at
	0.00079
	621
	549
	577
	331
	362
	430
	332
	502
	331
	431
	342
	459
	At2g45170
	microtubule-associated protein

	12522_at
	0.00122
	24
	36
	24
	14
	18
	19
	15
	16
	18
	12
	17
	20
	At4g39780
	AP2 domain transcription factor RAP2

	13304_at
	0.00157
	23
	13
	17
	11
	12
	12
	9
	9
	7
	9
	9
	6
	At1g24330
	hypothetical protein

	12505_s_at
	0.00166
	29
	64
	68
	20
	17
	17
	29
	27
	28
	29
	13
	14
	At2g47890
	CONSTANS B-box zinc finger

	18666_s_at
	0.00197
	920
	1078
	1303
	704
	705
	825
	673
	694
	775
	975
	593
	722
	At2g20260
	photosystem I reaction center subunit

	16573_s_at
	0.00204
	144
	106
	128
	86
	80
	90
	70
	111
	82
	101
	79
	72
	At3g11170
	omega-3 fatty acid desaturase

	15591_s_at
	0.00221
	148
	167
	184
	102
	82
	100
	128
	101
	87
	114
	75
	151
	At5g18170
	glutamate dehydrogenase

	13585_at
	0.00259
	35
	71
	46
	26
	19
	36
	28
	21
	26
	24
	21
	29
	At2g34170
	unknown protein

	13426_at
	0.00263
	65
	83
	58
	37
	26
	44
	41
	38
	47
	42
	41
	61
	At2g41190
	expressed protein

	14638_s_at
	0.00286
	518
	417
	267
	181
	143
	170
	168
	185
	126
	161
	176
	357
	At3g49120
	Peroxidase

	20232_s_at
	0.00380
	19
	16
	15
	8
	5
	11
	8
	14
	5
	5
	5
	13
	At4g23130
	serine threonine kinase

	19840_s_at
	0.00410
	186
	227
	198
	119
	73
	130
	111
	156
	87
	91
	91
	192
	At1g30720
	FAD-linked oxidoreductase

	14506_at
	0.00411
	17
	13
	16
	9
	11
	14
	7
	12
	8
	8
	10
	7
	At2g29740
	flavonol 3-O-glucosyltransferase

	19877_at
	0.00521
	30
	32
	26
	16
	5
	11
	16
	18
	10
	16
	11
	29
	At3g48390
	apoptosis gene MA3

	17112_s_at
	0.00532
	393
	378
	425
	264
	326
	346
	343
	353
	369
	311
	318
	289
	At4g36810
	geranylgeranyl pyrophosphate synthase

	15389_at
	0.00648
	136
	140
	62
	31
	29
	39
	15
	17
	47
	52
	73
	92
	At2g22860
	unknown protein

	14063_at
	0.00656
	253
	235
	252
	164
	183
	180
	243
	207
	190
	161
	178
	130
	At2g40490
	uroporphyrinogen decarboxylase

	15685_s_at
	0.00672
	397
	429
	360
	204
	318
	280
	314
	240
	362
	307
	325
	251
	At2g43360
	biotin synthase

	18051_r_at
	0.00715
	117
	95
	113
	73
	91
	73
	94
	64
	57
	58
	61
	97
	At3g50820
	photosystem II oxygen-evolving complex

	19266_at
	0.00729
	35
	41
	40
	24
	31
	32
	26
	38
	26
	32
	25
	27
	At1g47580
	selenium-binding

	15183_s_at
	0.00812
	87
	62
	118
	43
	61
	51
	57
	69
	61
	58
	49
	65
	At1g64860
	plastid RNA polymerase sigma-subunit

	15133_s_at
	0.00838
	4015
	5013
	5288
	3493
	3877
	3482
	4559
	2888
	3467
	2933
	2504
	2443
	At3g61470
	light-harvesting chlorophyll a/b binding 


