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Supplementary Table S1. Sequences of primers used to prepare DIG-labeled probes to obtain full-length cDNAs of selected clones. All are given 5’ to 3’, and orientation is given as F (forward) or R (reverse).
	cDNA encoding apparent homologs to
	Primers

	FGT
	F: AGCTGCCTTATGGCCGACGCAT

R: GACGATTTCGTCTTCTCGTCCA

	Prx
	F: GAGCTCATCAAGCAGCTCAACA

R: TGGTCGCTATCTGCAGCGCCT

	DHD/SHD

	F: GAGTCGTAGTTGCTAACCGCACA

R: GGTGTTGCATCTGTATTTCCTTTCA

	GST


	F: GGGCTGAAGGCGGTGGAGAA

R: TGGGAGCAGCTTGGGCTT


Supplementary Table S2. Sequences of primers used for qRT-PCR analysis. All are given 5’ to 3’, and orientation is shown as F (forward) or R (reverse).
	cDNA encoding apparent homologs to1
	Primers

	PAL (AB472364)
	F: TCGATCGGGAAGCTCATGTT

R: CCTTGAAGCCATAGTCCAAGCT

	CHS (AB472365)
	F: TGCTACCAAGGCCATCAAAGA
R: TGGTGGTGCAGAAGACGAGAT

	DFR (AB472371)
	F: CAATGGAGTTCTGGGCATCA
R: TGGTTTGCATCGTAGACGCTTA

	FGT (AB435084)
	F: GCGCCGGCTAACGTAAAG
R: GGCTTCCCGGAGAATACATACC

	Prx (AB435081)
	F: CACCCTTCTGGACCTCGAGTT
R: CCTGGTCCCCGATGTAGTCAT

	DHD/SHD (AB472375)
	F: CTCCTGGGCAGCCAACTCTA
R: TTTGGTATCGGGCCCTATCTG

	GST (AB435082)
	F: TCGACTACGAGTTCCTAGAAGAGAAA
R: GTGAACCGGGTTGGATTTGA

	SCPL1 (AB195285)
	F: GTTCCGGTTTCTCTGCACTTG
R: CCCAGGTTTCCAGGACTGAA

	ANR (AB195284)
	F: TGCCCATGTGGAGGATGTTT
R: CAGCAAATGTACCGACCAGAAG

	ACTIN (AB473616)
	F: CATGGAGAAAATCTGGCATCATAC
R: GAAGCACTGGGTGCTCTTCTG


1Accession numbers of sequences that were used to design these primers are indicated in parentheses.

Supplementary Table S3. Peroxiredoxins used for the phylogentic analysis.
	Name
	Species
	Accession number
	Size (aa)
	Target P3

	1-Cys Prx
	
	
	
	

	DkPrx
	D. kaki
	AB4350811
	219
	-

	AtREHY
	A. thaliana
	At1G48130
	216
	-

	OsREHYA
	O. sativa
	Os07g444302
	220
	-

	OsREHYB
	O. sativa
	Os07g444402
	220
	-

	Pt1cysPrx
	P. trichocarpa
	BU8664941
	220
	-

	2-Cys Prx
	
	
	
	

	AtBAS1A
	A. thaliana
	At3g11630
	266
	C

	AtBAS1B
	A. thaliana
	At5g06290
	273
	C

	OsBAS1
	O. sativa
	Os02g334502
	261
	C

	Os04g33970
	O. sativa
	Os04g33970
	167
	-

	PtBAS1A
	P. trichocarpa
	DT5096771
	269
	C

	PtBAS1B
	P. trichocarpa
	DT4955401
	263
	C

	PrxQ
	
	
	
	

	AtPrxQ
	A. thaliana
	At3g26060
	216
	C

	OsPrxQ1
	O. sativa
	Os06g096102
	217
	C

	OsPrxQ2
	O. sativa
	Os06g096102
	265
	C

	PtPrxQ1
	P. trichocarpa
	CV2832651
	214
	C

	PtPrxQ2
	P. trichocarpa
	DT4974381
	214
	C

	Type II Prx (cytosolic)
	
	
	
	

	AtPrx2B
	A. thaliana
	At1g65980
	121
	-

	AtPrx2C
	A. thaliana
	At1g65970
	162
	-

	AtPrx2D
	A. thaliana
	At1g60740
	162
	-

	OsPrx2C
	O. sativa
	Os01g484202
	162
	-

	PtPrx2B
	P. trichocarpa
	DT5209981
	162
	-

	PtPrx2C
	P. trichocarpa
	DT5155571
	162
	-

	Type II Prx (plastidic)
	
	
	
	

	AtPrx2E
	A. thaliana
	At3g52960
	234
	C

	OsPrx2E1
	O. sativa
	Os06g420002
	232
	C

	OsPrx2E2
	O. sativa
	Os02g099402
	225
	C

	Os01g24740
	O. sativa
	Os01g247402
	106
	M

	PtPrx2E
	P. trichocarpa
	DT4932261
	218
	C

	Type II Prx (mitochondrial)
	
	
	
	

	AtPrx2F
	A. thaliana
	At3g06050
	201
	M

	OsPrx2F
	O. sativa
	Os01g161522
	198
	M

	PtPrx2F
	P. trichocarpa
	DV4635891
	203
	-


1From nucleotide sequence.

2From rice database (http://rice.plantbiology.msu.edu/).

3Predicted to be targeted to chloroplast (C) or mitochondrion (M) with high confidence, or not (-) by Target P (Emanuelsson et al. 2007).
Supplementary Table S4. Glycosyltransferases used for the phylogenetic analysis.
	Name
	Species
	Accession number
	Size
(aa)
	Group
	Function
	Reference

	
	
	
	
	
	Donor2
	Acceptor3
	

	AcA3GalT
	Aralia cordata
	BAD06514
	452
	F
	UDPGal
	quercetin 3-O-, pelargonidin 3-O-
	Nagashima et al. 2004

	BAF49311
	Lobelia erinus
	BAF49311
	457
	F
	unknown
	

	BpAGAT
	Bellis perennis
	BAD77944
	438
	A
	UDPGA
	cyanidin 3-O-Glc 2”-O-
cyanidin 3-O-6''-O-mGlc 2’’-O-
	Sawada et al. 2005

	Cm1,2RT  
	Citrus maxima
	AAL06646
	452
	A
	UDPRha
	naringenin 7-O-Glc 2”-O-
	Frydman et al. 2004

	CuLGT
	Citrus unshiu
	BAA93039
	511
	L
	UDPGlc
	limonoid (triterpene)
	Kita et al. 2000

	DkFGT
	Diospyros kaki
	AB4350841
	459
	F
	UDPGal
	quercetin 3-O-, cyanidin 3-O-
	This work

	GtAGT
	Gentiana triflora
	BAC54092
	482
	D
	UDPGlc
	delphinidin 3,5-di-O-Glc 3’-O-
	Fukuchi-Mizutani et al. 2003

	In3GGT
	Ipomoea nil
	BAD95883
	459
	A
	UDPGlc
	cyanidin 3-O-Glc 2”-O-
delphinidin 3-O-Glc 2”-O-
	Morita et al. 2005

	PhF3GalT
	Petunia x hybrida
	Q9SBQ8
	451
	F
	UDPGal
	kaempferol 3-O, quercetin 3-O-
	Miller et al. 1999

	PhRT
	Petunia x hybrida
	Q43716
	473
	A
	UDPRha
	delphinidin 3-O-Glc 6”-O-
	Kroon et al. 1994; Brugliera et al. 1994

	RhGT1
	Rosa hybrid cultivar
	Q4R1I9
	473
	E
	UDPGlc
	3-O- or 5-O-??
	Ogata et al. 2005

	UGT72L1
	Medicago truncatula
	ACC38470
	482
	E
	UDPGlc
	epicatechin 3-O-
	Pang et al. 2008

	UGT73B2
	Arabidopsis thaliana
	At4g34135
	483
	D
	
	
	

	UGT73C5
	Arabidopsis thaliana
	At2g36800
	495
	D
	UDPGlc
	brassinolide 23-O-, 
castasterone 23-O-
	Poppenberger et al. 2005

	UGT73C6
	Arabidopsis thaliana
	At2g36790
	495
	D
	UDPGlc
	kaempferol 3-O-Rha 7-O-
quercetin 3-O-Rha 7-O-
	Jones et al. 2003

	UGT75C1
	Arabidopsis thaliana
	At4g14090
	456
	L
	UDPGlc
	anthocyanin 5-O-
	Tohge et al. 2005

	UGT75D1
	Arabidopsis thaliana
	At4g15550
	474
	L
	
	
	

	UGT75L4
	Maclura pomifera
	ABL85474
	472
	L
	UDPGlc
	dihydrokaempferol 7-O- or 4’-O-
kaempferol 5-O-, 7-O-, 4’-O-
isoflavone 7-O-
	Tian et al. 2006

	UGT76C1
	Arabidopsis thaliana
	At5g05870
	475
	H
	UDPGlc
	cytokinin (dihydrozeatin, zeatin, benzyladenine, kinetin) 7-N-, 9-N-
	Hou et al. 2004

	UGT78D1
	Arabidopsis thaliana
	At1g30530
	453
	F
	UDPRha
	quercetin 3-O-, kaempferol 3-O-
	Jones et al. 2003

	UGT78D2
	Arabidopsis thaliana
	At5g17050
	460
	F
	UDPGlc
	cyanidin 3-O-, pelargonidin 3-O- delphinidin 3-O-, kaempferol 3-O-, quercetin 3-O-, myricetin 3-O-
	Tohge et al. 2005

	UGT78D3
	Arabidopsis thaliana
	At5g17030
	459
	F
	UDPAra
	quercetin
	Yonekura-Sakakibara et al. 2008

	UGT79B1
	Arabidopsis thaliana
	At5g54060
	468
	A
	unknown
	

	UGT82A1
	Arabidopsis thaliana
	At3g22250
	461
	N
	unknown
	

	UGT83A1
	Arabidopsis thaliana
	At3g02100
	464
	I
	unknown
	

	UGT85A1
	Arabidopsis thaliana
	At1g22400
	489
	G
	UDPGlc
	trans zeatin O-
	Hou et al. 2004

	UGT86A1
	Arabidopsis thaliana
	At2g36970
	490
	K
	unknown
	

	UGT87A1
	Arabidopsis thaliana
	At2g30150
	456
	J
	unknown
	

	UGT88A4
	Maclura pomifera
	ABL85471
	489
	E
	UDPGlc
	coumarin O-
	Tian et al. 2006

	UGT89B1
	Arabidopsis thaliana
	At1g73880
	473
	B
	UDPGlc
	benzoate O-
	Bowles et al. 2005

	UGT90A2
	Arabidopsis thaliana
	At1g10400
	467
	C
	unknown
	

	UGT92A1
	Arabidopsis thaliana
	At5g12890
	488
	M
	unknown
	

	Vm3GalT
	Vigna mungo
	BAA36972
	455
	F
	UDPGal
	kaempferol 3-O-
	Mato et al. 1998


1From nucleotide sequence.
2UDPAra, UDP arabinose; UDPGA, UDP glucuronic acid; UDPGal, UDP galactose; UDPGlc, UDP glucose; UDPRha, UDP rhamnose.
3mGlc, malonylglucose.
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