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Figure S1. Functional modules identification and statistics. (A) Functional module numbers and node coverages distribution based on the changing k value. (B) The ratio of functional modules with GSEA annotation based on the changing k value. (C) Functional module number and node coverage. (D) Functional module annotation statistics.
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Figure S2. Number of differential expressed genes in different transcriptomes, including (A) CRR073297-CRR073320 (Tissue of Stem, Leaf, Juvenile bud, Third green, Second white, Silver flowering, Gold flowering and Tawny withering samples, each sample has three repetition), (B) CNS0095592-CNS0095615 (Diploid and tetraploid of Slightly white alabastrum, Whole white alabastrum, Silvery flower, Golden flower Samples with three repetition), (C) SRR8316895-SRR8316908 (Five development stages of Juvenile bud, Third green stage, Complete white, Silver flowering and Gold flowering, these sample has three repetition), SRR6706286-SRR6706288 (control, 20% light intensity and 50% light intensity) and expressed genes (TPM>0) in nine tissue (D) SRR3591705-SRR3591713 (Tissue of youngest leaf, Second leaf, Mature leaf, Shoot apex, Stem, White floral bud, White flower, Green floral bud and Yellow flower, these samples are without repetition).
Supplementary Tables
Table S1. Transcriptome samples and mapping rate.
	Sample
	LibararyLayout
	Description
	concordant
	overall

	CRR073297
	Paired
	Stem 1
	64.11%
	78.19%

	CRR073298
	Paired
	Stem 2
	67.32%
	80.56%

	CRR073299
	Paired
	Stem 3
	61.62%
	74.58%

	CRR073300
	Paired
	Leaf 1
	64.22%
	77.66%

	CRR073301
	Paired
	Leaf 2
	64.00%
	77.49%

	CRR073302
	Paired
	Leaf 3
	63.61%
	76.44%

	CRR073303
	Paired
	Juvenile bud 1
	65.16%
	77.89%

	CRR073304
	Paired
	Juvenile bud 2
	66.59%
	78.63%

	CRR073305
	Paired
	Juvenile bud 3
	66.56%
	78.82%

	CRR073306
	Paired
	Third green 1
	62.25%
	74.61%

	CRR073307
	Paired
	Third green 2
	64.08%
	76.04%

	CRR073308
	Paired
	Third green 3
	65.49%
	77.69%

	CRR073309
	Paired
	Second white 1
	57.46%
	72.78%

	CRR073310
	Paired
	Second white 2
	57.64%
	72.78%

	CRR073311
	Paired
	Second white 3
	61.79%
	77.16%

	CRR073312
	Paired
	Silver flowering 1
	55.85%
	71.01%

	CRR073313
	Paired
	Silver flowering 2
	54.84%
	70.59%

	CRR073314
	Paired
	Silver flowering 3
	58.05%
	72.53%

	CRR073315
	Paired
	Gold flowering 1
	58.70%
	74.04%

	CRR073316
	Paired
	Gold flowering 2
	57.31%
	73.73%

	CRR073317
	Paired
	Gold flowering 3
	54.54%
	68.86%

	CRR073318
	Paired
	Tawny withering 1
	58.09%
	73.24%

	CRR073319
	Paired
	Tawny withering 2
	55.73%
	71.14%

	CRR073320
	Paired
	Tawny withering 3
	59.72%
	74.52%

	CNS0095592
	Paired
	Slightly white alabastrum(diploid) 1
	82.61%
	90.08%

	CNS0095593
	Paired
	Slightly white alabastrum(diploid) 2
	82.23%
	89.56%

	CNS0095594
	Paired
	Slightly white alabastrum(diploid) 3
	82.16%
	90.01%

	CNS0095595
	Paired
	Whole white alabastrum(diploid) 2
	82.19%
	89.14%

	CNS0095596
	Paired
	Whole white alabastrum(diploid) 3
	82.65%
	89.78%

	CNS0095597
	Paired
	Whole white alabastrum(diploid) 4
	82.68%
	90.49%

	CNS0095598
	Paired
	Silvery flower (diploied) 1
	82.09%
	89.75%

	CNS0095599
	Paired
	Silvery flower (diploied) 2
	80.03%
	88.24%

	CNS0095600
	Paired
	Silvery flower (diploied) 3
	77.05%
	88.83%

	CNS0095601
	Paired
	Golden flower (diploid) 1
	82.27%
	89.65%

	CNS0095602
	Paired
	Golden flower (diploid) 2
	78.58%
	90.41%

	CNS0095603
	Paired
	Golden flower (diploid) 3
	81.31%
	91.28%

	CNS0095604
	Paired
	Slightly white alabastrum(tetraploid) 1
	80.28%
	88.77%

	CNS0095605
	Paired
	Slightly white alabastrum(tetraploid) 2
	81.74%
	89.51%

	CNS0095606
	Paired
	Slightly white alabastrum(tetraploid) 3
	85.13%
	91.04%

	CNS0095607
	Paired
	Whole white alabastrum(tetraploid) 1
	81.60%
	88.87%

	CNS0095608
	Paired
	Whole white alabastrum(tetraploid) 2
	80.23%
	88.31%

	CNS0095609
	Paired
	Whole white alabastrum(tetraploid) 3
	84.66%
	90.84%

	CNS0095610
	Paired
	Silvery flower (diploied) 1
	83.64%
	89.53%

	CNS0095611
	Paired
	Silvery flower (diploied) 2
	77.16%
	89.09%

	CNS0095612
	Paired
	Silvery flower (diploied) 3
	80.13%
	89.49%

	CNS0095613
	Paired
	Golden flower (tetraploid) 1
	81.52%
	87.10%

	CNS0095614
	Paired
	Golden flower (tetraploid) 2
	83.87%
	89.72%

	CNS0095615
	Paired
	Golden flower (tetraploid) 3
	79.06%
	89.19%

	SRR3591705
	Paired
	youngest leaf
	87.15%
	92.39%

	SRR3591706
	Paired
	second leaf
	87.36%
	92.63%

	SRR3591707
	Paired
	mature leaf
	86.14%
	91.38%

	SRR3591708
	Paired
	Shoot apex
	87.41%
	92.57%

	SRR3591709
	Paired
	Stem
	84.49%
	89.87%

	SRR3591710
	Paired
	White floral bud
	86.64%
	92.29%

	SRR3591711
	Paired
	White flower
	87.05%
	92.49%

	SRR3591712
	Paired
	Green floral bud
	87.27%
	92.48%

	SRR3591713
	Paired
	Yellow flower
	86.47%
	92.21%

	SRR6706286
	Paired
	Control
	91.91%
	94.90%

	SRR6706287
	Paired
	Light intensity 50%
	91.76%
	95.24%

	SRR6706288
	Paired
	Light intensity 20%
	91.98%
	95.42%

	SRR8316894
	Paired
	Third green stage
	90.21%
	97.17%

	SRR8316895
	Paired
	Juvenile bud stage
	85.73%
	95.33%

	SRR8316896
	Paired
	Juvenile bud stage
	87.60%
	95.20%

	SRR8316897
	Paired
	Juvenile bud stage
	86.04%
	94.81%

	SRR8316898
	Paired
	Complete white stage
	83.94%
	94.52%

	SRR8316899
	Paired
	Complete white stage
	83.05%
	93.11%

	SRR8316900
	Paired
	Third green stage
	89.44%
	95.19%

	SRR8316901
	Paired
	Third green stage
	87.88%
	94.99%

	SRR8316902
	Paired
	Silver flowering stage
	85.34%
	95.54%

	SRR8316903
	Paired
	Complete white stage
	88.43%
	95.50%

	SRR8316904
	Paired
	Silver flowering stage
	79.11%
	94.28%

	SRR8316905
	Paired
	Silver flowering stage
	90.69%
	97.08%

	SRR8316906
	Paired
	Gold flowering stage
	80.12%
	88.78%

	SRR8316907
	Paired
	Gold flowering stage
	81.26%
	88.85%

	SRR8316908
	Paired
	Gold flowering stage
	81.19%
	89.38%

	ERR2040699
	Paired
	Unknown
	89.91%
	94.41%

	SRR6374683
	Paired
	Unknown
	0.8974
	0.932


Table S2. Key enzyme genes involved in the synthesis of chlorogenic acid and luteolin.
	Geneid
	Enzyme

	GWHGAAZE005007
	PAL

	GWHGAAZE005036
	PAL

	GWHGAAZE005646
	PAL

	GWHGAAZE009095
	PAL

	GWHGAAZE013189
	PAL

	GWHGAAZE000986
	4CL

	GWHGAAZE017595
	4CL

	GWHGAAZE023064
	4CL

	GWHGAAZE023533
	4CL

	GWHGAAZE030719
	4CL

	GWHGAAZE007948
	HCT

	GWHGAAZE007969
	HCT

	GWHGAAZE007971
	HCT

	GWHGAAZE007975
	HCT

	GWHGAAZE007982
	HCT

	GWHGAAZE013689
	HCT

	GWHGAAZE023007
	HCT

	GWHGAAZE024606
	HCT

	GWHGAAZE024615
	HCT

	GWHGAAZE024616
	HCT

	GWHGAAZE024618
	HCT

	GWHGAAZE030841
	HCT

	GWHGAAZE032163
	HCT

	GWHGAAZE014609
	CCoAMT

	GWHGAAZE015322
	CCoAMT

	GWHGAAZE015323
	CCoAMT

	GWHGAAZE015325
	CCoAMT

	GWHGAAZE018556
	CCoAMT

	GWHGAAZE023394
	CCoAMT

	GWHGAAZE003159
	CHI

	GWHGAAZE026493
	CHI

	GWHGAAZE011341
	CHS

	GWHGAAZE021789
	CHS

	GWHGAAZE022360
	CHS

	GWHGAAZE022389
	CHS

	GWHGAAZE002004
	CHS

	GWHGAAZE000566
	C4H

	GWHGAAZE000567
	C4H

	GWHGAAZE009437
	C4H

	GWHGAAZE020054
	C4H

	GWHGAAZE020055
	C4H

	GWHGAAZE020056
	C4H

	GWHGAAZE020096
	C4H

	GWHGAAZE020097
	C4H

	GWHGAAZE020098
	C4H

	GWHGAAZE003975
	C3H

	GWHGAAZE031787
	C3H

	GWHGAAZE008088
	F3H

	GWHGAAZE013900
	F3H

	GWHGAAZE015860
	FLS

	GWHGAAZE015861
	FLS

	GWHGAAZE023991
	FLS

	GWHGAAZE024022
	FLS


Table S3. Genes co-expressed with LjFLS1.
	ID
	Ortholog in Arabidopsis
	Annotation
	PCC
	Relationship

	GWHGAAZE024022
	AT5G08640.2
	flavonol synthase 1
	0.99
	positive

	GWHGAAZE024325
	AT2G02720.1
	Pectate lyase family protein
	0.96
	positive

	GWHGAAZE032750
	AT5G65530.1
	Protein kinase superfamily protein
	0.96
	positive

	GWHGAAZE022903
	AT1G14870.1
	PLANT CADMIUM RESISTANCE 2
	0.96
	positive

	GWHGAAZE027570
	AT1G63640.2
	P-loop nucleoside triphosphate hydrolases superfamily protein with CH (Calponin Homology) domain
	0.96
	positive

	GWHGAAZE003200
	AT3G55430.1
	O-Glycosyl hydrolases family 17 protein
	0.96
	positive

	GWHGAAZE024326
	AT5G15110.1
	Pectate lyase family protein
	0.96
	positive

	GWHGAAZE025569
	AT1G15460.1
	HCO3- transporter family
	0.95
	positive

	GWHGAAZE025223
	AT3G52080.1
	cation/hydrogen exchanger 28
	0.95
	positive

	GWHGAAZE022080
	AT5G18910.1
	Protein kinase superfamily protein
	0.95
	positive

	GWHGAAZE018573
	AT4G35220.1
	Cyclase family protein
	0.95
	positive

	GWHGAAZE005222
	AT2G33320.1
	Calcium-dependent lipid-binding (CaLB domain) family protein
	0.95
	positive

	GWHGAAZE027569
	AT1G63640.1
	P-loop nucleoside triphosphate hydrolases superfamily protein with CH (Calponin Homology) domain
	0.95
	positive

	GWHGAAZE029781
	AT1G10200.1
	GATA type zinc finger transcription factor family protein
	0.95
	positive

	GWHGAAZE030761
	AT1G08510.1
	fatty acyl-ACP thioesterases B
	0.95
	positive

	GWHGAAZE000608
	AT3G08860.1
	PYRIMIDINE 4
	0.94
	positive

	GWHGAAZE000735
	AT5G59480.1
	Haloacid dehalogenase-like hydrolase (HAD) superfamily protein
	0.94
	positive

	GWHGAAZE022548
	AT1G70810.1
	Calcium-dependent lipid-binding (CaLB domain) family protein
	0.94
	positive

	GWHGAAZE006616
	AT4G04930.1
	fatty acid desaturase family protein
	0.94
	positive

	GWHGAAZE002304
	AT5G54650.2
	formin homology5
	0.94
	positive

	GWHGAAZE025725
	AT5G51260.1
	HAD superfamily, subfamily IIIB acid phosphatase
	0.94
	positive

	GWHGAAZE005259
	AT3G07070.1
	Protein kinase superfamily protein
	0.94
	positive

	GWHGAAZE007545
	AT1G19910.1
	ATPase, F0/V0 complex, subunit C protein
	0.94
	positive

	GWHGAAZE029560
	AT5G55090.1
	mitogen-activated protein kinase kinase kinase 15
	0.94
	positive

	GWHGAAZE004421
	AT4G03620.1
	myosin heavy chain-related
	0.94
	positive

	GWHGAAZE016318
	--
	--
	0.94
	positive

	GWHGAAZE032515
	AT2G41830.1
	Uncharacterized protein
	0.94
	positive

	GWHGAAZE025027
	AT4G35280.1
	C2H2-like zinc finger protein
	0.94
	positive

	GWHGAAZE025726
	AT4G29260.1
	HAD superfamily, subfamily IIIB acid phosphatase
	0.94
	positive

	GWHGAAZE003151
	AT3G12620.2
	Protein phosphatase 2C family protein
	0.94
	positive

	GWHGAAZE005997
	AT1G64110.3
	P-loop containing nucleoside triphosphate hydrolases superfamily protein
	0.94
	positive

	GWHGAAZE033106
	--
	--
	0.94
	positive

	GWHGAAZE005016
	AT1G16290.1
	transglycosylase;(source:Araport11)
	0.94
	positive

	GWHGAAZE025568
	AT4G32510.1
	HCO3- transporter family
	0.94
	positive

	GWHGAAZE015524
	AT3G24620.1
	RHO guanyl-nucleotide exchange factor 8
	0.94
	positive

	GWHGAAZE022181
	AT5G49180.1
	Plant invertase/pectin methylesterase inhibitor superfamily
	0.94
	positive

	GWHGAAZE009989
	AT2G47030.1
	Plant invertase/pectin methylesterase inhibitor superfamily
	0.94
	positive

	GWHGAAZE028187
	AT2G24370.1
	Protein kinase protein with adenine nucleotide alpha hydrolases-like domain
	0.94
	positive

	GWHGAAZE019250
	AT3G05610.1
	Plant invertase/pectin methylesterase inhibitor superfamily
	0.94
	positive

	GWHGAAZE021823
	AT2G33320.1
	Calcium-dependent lipid-binding (CaLB domain) family protein
	0.93
	positive

	GWHGAAZE004818
	AT3G20530.1
	Protein kinase superfamily protein
	0.93
	positive

	GWHGAAZE024770
	AT3G07960.1
	Phosphatidylinositol-4-phosphate 5-kinase family protein
	0.93
	positive

	GWHGAAZE016509
	AT4G31940.1
	cytochrome P450, family 82, subfamily C, polypeptide 4
	0.93
	positive

	GWHGAAZE003058
	AT2G28320.1
	Pleckstrin homology (PH) and lipid-binding START domains-containing protein
	0.93
	positive

	GWHGAAZE032749
	AT5G65530.1
	Protein kinase superfamily protein
	0.93
	positive

	GWHGAAZE016645
	AT4G35790.2
	phospholipase D delta
	0.93
	positive

	GWHGAAZE029583
	AT3G06030.1
	NPK1-related protein kinase 3
	0.93
	positive

	GWHGAAZE031180
	AT5G35390.1
	Leucine-rich repeat protein kinase family protein
	0.93
	positive

	GWHGAAZE014261
	AT1G58120.1
	hypothetical protein;(source:Araport11)
	0.93
	positive

	GWHGAAZE007827
	AT2G22475.1
	GRAM domain family protein
	0.93
	positive

	GWHGAAZE025224
	AT3G52080.1
	cation/hydrogen exchanger 28
	0.93
	positive

	GWHGAAZE030061
	AT4G36490.1
	SEC14-like 12
	0.93
	positive

	GWHGAAZE017885
	AT4G17690.1
	Peroxidase superfamily protein
	0.93
	positive

	GWHGAAZE006869
	AT2G34770.1
	fatty acid hydroxylase 1
	0.93
	positive

	GWHGAAZE016270
	AT1G78300.1
	general regulatory factor 2
	0.93
	positive

	GWHGAAZE009916
	AT1G55770.1
	Plant invertase/pectin methylesterase inhibitor superfamily protein
	0.93
	positive

	GWHGAAZE025266
	AT3G04710.3
	ankyrin repeat family protein
	0.93
	positive

	GWHGAAZE001209
	AT5G12180.1
	calcium-dependent protein kinase 17
	0.93
	positive

	GWHGAAZE006410
	AT2G35190.1
	novel plant snare 11
	0.93
	positive

	GWHGAAZE027405
	AT1G79580.3
	NAC (No Apical Meristem) domain transcriptional regulator superfamily protein
	0.93
	positive

	GWHGAAZE006418
	AT1G43640.1
	tubby like protein 5
	0.93
	positive

	GWHGAAZE009710
	AT1G08800.2
	Protein of unknown function, DUF593
	0.93
	positive

	GWHGAAZE027235
	AT3G20580.1
	COBRA-like protein 10 precursor
	0.93
	positive

	GWHGAAZE028185
	AT2G07020.1
	Protein kinase protein with adenine nucleotide alpha hydrolases-like domain
	0.93
	positive

	GWHGAAZE015525
	AT3G24620.1
	RHO guanyl-nucleotide exchange factor 8
	0.93
	positive

	GWHGAAZE009960
	AT1G70540.1
	Plant invertase/pectin methylesterase inhibitor superfamily protein
	0.93
	positive

	GWHGAAZE014385
	AT3G29060.1
	EXS (ERD1/XPR1/SYG1) family protein
	0.93
	positive

	GWHGAAZE024304
	AT3G28850.1
	Glutaredoxin family protein
	0.93
	positive

	GWHGAAZE000094
	AT5G61710.1
	cotton fiber protein;(source:Araport11)
	0.93
	positive

	GWHGAAZE006232
	AT4G17250.1
	transmembrane protein;(source:Araport11)
	0.93
	positive

	GWHGAAZE033503
	AT2G43850.1
	Integrin-linked protein kinase family
	0.93
	positive

	GWHGAAZE003859
	AT3G11690.1
	hypothetical protein;(source:Araport11)
	0.93
	positive

	GWHGAAZE025876
	AT2G26450.1
	Plant invertase/pectin methylesterase inhibitor superfamily
	0.93
	positive

	GWHGAAZE030580
	AT1G74830.1
	Protein of unknown function, DUF593
	0.93
	positive

	GWHGAAZE031681
	AT5G13490.2
	ADP/ATP carrier 2
	0.93
	positive

	GWHGAAZE005221
	AT1G04540.1
	Calcium-dependent lipid-binding (CaLB domain) family protein
	0.93
	positive

	GWHGAAZE024872
	AT4G00350.1
	MATE efflux family protein
	0.93
	positive

	GWHGAAZE007024
	AT2G41970.1
	Protein kinase superfamily protein
	0.93
	positive

	GWHGAAZE012297
	AT3G17060.1
	Pectin lyase-like superfamily protein
	0.93
	positive

	GWHGAAZE030073
	AT4G39110.1
	Malectin/receptor-like protein kinase family protein
	0.92
	positive

	GWHGAAZE007437
	AT1G75220.1
	Major facilitator superfamily protein
	0.92
	positive

	GWHGAAZE014199
	AT1G58440.1
	FAD/NAD(P)-binding oxidoreductase family protein
	0.92
	positive

	GWHGAAZE005744
	AT2G36450.1
	Integrase-type DNA-binding superfamily protein
	0.92
	positive

	GWHGAAZE012970
	AT5G01700.2
	Protein phosphatase 2C family protein
	0.92
	positive

	GWHGAAZE003858
	AT3G10660.1
	calmodulin-domain protein kinase cdpk isoform 2
	0.92
	positive

	GWHGAAZE000744
	AT2G29050.1
	RHOMBOID-like 1
	0.92
	positive

	GWHGAAZE024324
	AT5G15110.1
	Pectate lyase family protein
	0.92
	positive

	GWHGAAZE010668
	AT3G12660.1
	FASCICLIN-like arabinogalactan protein 14 precursor
	0.92
	positive

	GWHGAAZE014541
	AT3G50390.1
	Transducin/WD40 repeat-like superfamily protein
	0.92
	positive

	GWHGAAZE005873
	AT4G10550.2
	Subtilase family protein
	0.92
	positive

	GWHGAAZE023657
	AT4G33180.1
	alpha/beta-Hydrolases superfamily protein
	0.92
	positive

	GWHGAAZE009598
	AT3G07080.1
	EamA-like transporter family
	0.92
	positive

	GWHGAAZE007807
	AT5G65530.1
	Protein kinase superfamily protein
	0.92
	positive

	GWHGAAZE001324
	AT3G04690.1
	Malectin/receptor-like protein kinase family protein
	0.92
	positive

	GWHGAAZE031312
	AT4G12110.1
	sterol-4alpha-methyl oxidase 1-1
	0.92
	positive

	GWHGAAZE006694
	AT4G18640.1
	Leucine-rich repeat protein kinase family protein
	0.92
	positive

	GWHGAAZE009444
	AT2G30505.1
	Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein family
	0.92
	positive

	GWHGAAZE017830
	AT2G02800.2
	protein kinase 2B
	0.92
	positive

	GWHGAAZE007004
	AT3G58480.1
	calmodulin-binding family protein
	0.92
	positive

	GWHGAAZE010815
	AT1G05790.1
	lipase class 3 family protein
	0.92
	positive

	GWHGAAZE017900
	AT5G62850.1
	Nodulin MtN3 family protein
	0.92
	positive

	GWHGAAZE029715
	AT1G03050.1
	ENTH/ANTH/VHS superfamily protein
	0.92
	positive

	GWHGAAZE021213
	AT4G13800.1
	Protein of unknown function (DUF803)
	0.92
	positive

	GWHGAAZE017937
	AT1G19090.1
	receptor-like serine/threonine kinase 2
	0.92
	positive

	GWHGAAZE009176
	AT1G07850.1
	Protein of unknown function (DUF604)
	0.92
	positive

	GWHGAAZE024578
	AT5G58050.1
	SHV3-like 4
	0.92
	positive

	GWHGAAZE009430
	AT2G40620.1
	Basic-leucine zipper (bZIP) transcription factor family protein
	0.92
	positive

	GWHGAAZE003097
	AT5G03040.3
	IQ-domain 2
	0.92
	positive

	GWHGAAZE025207
	AT5G21080.1
	Uncharacterized protein
	0.92
	positive

	GWHGAAZE029368
	AT1G09170.1
	P-loop nucleoside triphosphate hydrolases superfamily protein with CH (Calponin Homology) domain
	0.92
	positive

	GWHGAAZE007842
	AT4G40020.1
	Myosin heavy chain-related protein
	0.92
	positive

	GWHGAAZE030031
	AT2G18470.1
	roline-rich extensin-like receptor kinase 4
	0.92
	positive

	GWHGAAZE016780
	AT4G08180.1
	OSBP(oxysterol binding protein)-related protein 1C
	0.92
	positive

	GWHGAAZE008514
	AT5G56340.1
	RING/U-box superfamily protein
	0.92
	positive

	GWHGAAZE028624
	AT2G26650.1
	K+ transporter 1
	0.92
	positive

	GWHGAAZE007724
	AT3G12740.1
	ALA-interacting subunit 1
	0.92
	positive

	GWHGAAZE000495
	AT3G07330.1
	Cellulose-synthase-like C6
	0.92
	positive

	GWHGAAZE033107
	AT3G29180.2
	Protein of unknown function (DUF1336)
	0.92
	positive

	GWHGAAZE003894
	AT3G03800.1
	syntaxin of plants 131
	0.92
	positive

	GWHGAAZE009511
	AT3G07490.1
	ARF-GAP domain 11
	0.92
	positive

	GWHGAAZE028609
	AT5G25530.1
	DNAJ heat shock family protein
	0.92
	positive

	GWHGAAZE009393
	AT5G37060.1
	cation/H+ exchanger 24
	0.92
	positive

	GWHGAAZE028843
	AT4G32270.1
	Ubiquitin-like superfamily protein
	0.92
	positive

	GWHGAAZE026864
	AT5G56170.1
	LORELEI-LIKE-GPI-ANCHORED PROTEIN 1
	0.92
	positive

	GWHGAAZE013644
	AT5G05850.1
	plant intracellular ras group-related LRR 1
	0.92
	positive

	GWHGAAZE033238
	AT5G14870.1
	cyclic nucleotide-gated channel 18
	0.92
	positive

	GWHGAAZE009128
	AT3G09740.1
	syntaxin of plants 71
	0.92
	positive

	GWHGAAZE022761
	AT1G13890.1
	soluble N-ethylmaleimide-sensitive factor adaptor protein 30
	0.92
	positive

	GWHGAAZE014394
	AT3G29180.2
	Protein of unknown function (DUF1336)
	0.92
	positive

	GWHGAAZE026382
	AT5G51640.1
	Plant protein of unknown function (DUF828)
	0.91
	positive

	GWHGAAZE026525
	AT3G44900.1
	cation/H+ exchanger 4
	0.91
	positive

	GWHGAAZE014395
	AT1G18670.1
	Protein kinase superfamily protein
	0.91
	positive

	GWHGAAZE003342
	AT2G13620.1
	cation/hydrogen exchanger 15
	0.91
	positive

	GWHGAAZE006810
	AT4G03620.1
	myosin heavy chain-related
	0.91
	positive

	GWHGAAZE022791
	AT1G29870.1
	tRNA synthetase class II (G, H, P and S) family protein
	0.91
	positive

	GWHGAAZE016690
	AT2G33670.1
	Seven transmembrane MLO family protein
	0.91
	positive

	GWHGAAZE031929
	AT3G05030.1
	sodium hydrogen exchanger 2
	0.91
	positive

	GWHGAAZE026971
	AT2G32970.2
	G1/S-specific cyclin-E protein;(source:Araport11)
	0.91
	positive

	GWHGAAZE024642
	AT5G57690.1
	diacylglycerol kinase 4
	0.91
	positive

	GWHGAAZE014056
	AT2G46210.1
	Fatty acid/sphingolipid desaturase
	0.91
	positive

	GWHGAAZE009546
	AT2G01820.1
	Leucine-rich repeat protein kinase family protein
	0.91
	positive

	GWHGAAZE007420
	AT5G66740.1
	Protein of unknown function (DUF620)
	0.91
	positive

	GWHGAAZE031501
	AT1G01310.1
	CAP (Cysteine-rich secretory proteins, Antigen 5, and Pathogenesis-related 1 protein) superfamily protein
	0.91
	positive

	GWHGAAZE007484
	AT3G51070.1
	S-adenosyl-L-methionine-dependent methyltransferases superfamily protein
	0.91
	positive

	GWHGAAZE027428
	AT1G04540.1
	Calcium-dependent lipid-binding (CaLB domain) family protein
	0.91
	positive

	GWHGAAZE001688
	AT1G05840.1
	Eukaryotic aspartyl protease family protein
	0.91
	positive

	GWHGAAZE020059
	AT2G24370.1
	Protein kinase protein with adenine nucleotide alpha hydrolases-like domain
	0.91
	positive

	GWHGAAZE021844
	AT2G33420.1
	Protein of unknown function (DUF810)
	0.91
	positive

	GWHGAAZE016216
	AT2G22560.1
	Kinase interacting (KIP1-like) family protein
	0.91
	positive

	GWHGAAZE018156
	AT3G17980.1
	Calcium-dependent lipid-binding (CaLB domain) family protein
	0.91
	positive

	GWHGAAZE001898
	AT1G65590.1
	beta-hexosaminidase 3
	0.91
	positive

	GWHGAAZE012461
	AT1G25240.1
	ENTH/VHS/GAT family protein
	0.91
	positive

	GWHGAAZE018462
	AT2G18470.1
	roline-rich extensin-like receptor kinase 4
	0.91
	positive

	GWHGAAZE024572
	AT1G80660.2
	H(+)-ATPase 9
	0.91
	positive

	GWHGAAZE019963
	AT2G38670.1
	phosphorylethanolamine cytidylyltransferase 1
	0.91
	positive

	GWHGAAZE018627
	AT1G10200.1
	GATA type zinc finger transcription factor family protein
	0.91
	positive

	GWHGAAZE014835
	AT2G18470.1
	roline-rich extensin-like receptor kinase 4
	0.91
	positive

	GWHGAAZE022182
	AT3G05610.1
	Plant invertase/pectin methylesterase inhibitor superfamily
	0.91
	positive

	GWHGAAZE030309
	AT3G17660.1
	ARF-GAP domain 15
	0.91
	positive

	GWHGAAZE030901
	AT5G25360.2
	hypothetical protein;(source:Araport11)
	0.91
	positive

	GWHGAAZE027297
	AT3G20290.2
	EPS15 homology domain 1
	0.91
	positive

	GWHGAAZE028008
	AT4G22590.1
	Haloacid dehalogenase-like hydrolase (HAD) superfamily protein
	0.91
	positive

	GWHGAAZE003105
	AT5G03040.3
	IQ-domain 2
	0.91
	positive

	GWHGAAZE005465
	AT3G54040.1
	PAR1 protein
	0.91
	positive

	GWHGAAZE015253
	AT4G33080.1
	AGC (cAMP-dependent, cGMP-dependent and protein kinase C) kinase family protein
	0.91
	positive

	GWHGAAZE006112
	AT1G12640.1
	MBOAT (membrane bound O-acyl transferase) family protein
	0.91
	positive

	GWHGAAZE022792
	AT2G03060.2
	AGAMOUS-like 30
	0.91
	positive

	GWHGAAZE028186
	AT2G24370.1
	Protein kinase protein with adenine nucleotide alpha hydrolases-like domain
	0.91
	positive

	GWHGAAZE010656
	AT3G12660.1
	FASCICLIN-like arabinogalactan protein 14 precursor
	0.91
	positive

	GWHGAAZE028605
	AT4G13350.2
	NSP (nuclear shuttle protein)-interacting GTPase
	0.91
	positive

	GWHGAAZE010655
	AT3G12660.1
	FASCICLIN-like arabinogalactan protein 14 precursor
	0.91
	positive

	GWHGAAZE001368
	AT3G57650.1
	lysophosphatidyl acyltransferase 2
	0.91
	positive

	GWHGAAZE005230
	AT5G18520.1
	Lung seven transmembrane receptor family protein
	0.91
	positive

	GWHGAAZE026750
	AT5G63220.1
	golgi-to-ER traffic-like protein;(source:Araport11)
	0.9
	positive

	GWHGAAZE017113
	AT3G43120.1
	SAUR-like auxin-responsive protein family
	0.9
	positive

	GWHGAAZE030385
	AT1G63640.1
	P-loop nucleoside triphosphate hydrolases superfamily protein with CH (Calponin Homology) domain
	0.9
	positive

	GWHGAAZE032062
	AT4G32480.1
	Protein of unknown function (DUF506)
	0.9
	positive

	GWHGAAZE027249
	AT3G20530.1
	Protein kinase superfamily protein
	0.9
	positive

	GWHGAAZE020061
	AT2G24370.1
	Protein kinase protein with adenine nucleotide alpha hydrolases-like domain
	0.9
	positive

	GWHGAAZE006234
	AT4G19410.2
	Pectinacetylesterase family protein
	0.9
	positive

	GWHGAAZE033268
	AT4G28670.1
	Protein kinase family protein with domain of unknown function (DUF26)
	0.9
	positive

	GWHGAAZE025866
	AT3G44900.1
	cation/H+ exchanger 4
	0.9
	positive

	GWHGAAZE007295
	AT4G15130.1
	phosphorylcholine cytidylyltransferase2
	0.9
	positive

	GWHGAAZE004164
	AT4G20990.1
	alpha carbonic anhydrase 4
	0.9
	positive

	GWHGAAZE003444
	AT3G47440.1
	tonoplast intrinsic protein 5;1
	0.9
	positive

	GWHGAAZE018508
	AT2G15910.1
	CSL zinc finger domain-containing protein
	0.9
	positive

	GWHGAAZE012979
	AT3G08890.2
	Protein of unknown function, DUF538
	0.9
	positive

	GWHGAAZE010859
	AT2G43070.1
	SIGNAL PEPTIDE PEPTIDASE-LIKE 3
	0.9
	positive

	GWHGAAZE005612
	AT3G53320.1
	Encodes a microtubule-associated protein track growing microtubule plus ends.
	0.9
	positive

	GWHGAAZE033180
	AT5G15110.1
	Pectate lyase family protein
	0.9
	positive

	GWHGAAZE030619
	AT5G19420.2
	Regulator of chromosome condensation (RCC1) family with FYVE zinc finger domain
	0.9
	positive

	GWHGAAZE030339
	AT1G48590.2
	Calcium-dependent lipid-binding (CaLB domain) family protein
	0.9
	positive

	GWHGAAZE003960
	AT3G56930.2
	DHHC-type zinc finger family protein
	0.9
	positive

	GWHGAAZE005973
	AT1G64300.2
	Protein kinase family protein
	0.9
	positive

	GWHGAAZE031149
	AT1G53730.1
	STRUBBELIG-receptor family 6
	0.9
	positive

	GWHGAAZE026051
	--
	--
	0.9
	positive

	GWHGAAZE016327
	AT1G58210.1
	kinase interacting family protein
	0.9
	positive

	GWHGAAZE009962
	AT1G70540.1
	Plant invertase/pectin methylesterase inhibitor superfamily protein
	0.9
	positive

	GWHGAAZE006062
	AT3G61230.1
	GATA type zinc finger transcription factor family protein
	0.9
	positive

	GWHGAAZE032069
	AT1G71530.1
	Protein kinase superfamily protein
	0.9
	positive

	GWHGAAZE026185
	AT5G39380.1
	Plant calmodulin-binding protein-related
	0.9
	positive

	GWHGAAZE031162
	AT3G21180.1
	autoinhibited Ca(2+)-ATPase 9
	0.9
	positive

	GWHGAAZE031303
	AT4G00110.1
	UDP-D-glucuronate 4-epimerase 3
	0.9
	positive

	GWHGAAZE017842
	AT1G14420.1
	Pectate lyase family protein
	0.9
	positive

	GWHGAAZE007612
	AT1G79400.1
	cation/H+ exchanger 2
	0.9
	positive

	GWHGAAZE010840
	AT1G05820.1
	SIGNAL PEPTIDE PEPTIDASE-LIKE 5
	0.9
	positive

	GWHGAAZE000549
	AT2G46170.1
	Reticulon family protein
	0.9
	positive

	GWHGAAZE014518
	AT4G36830.1
	GNS1/SUR4 membrane protein family
	0.9
	positive

	GWHGAAZE004138
	AT3G07820.1
	Pectin lyase-like superfamily protein
	0.9
	positive

	GWHGAAZE003139
	AT3G12620.2
	Protein phosphatase 2C family protein
	0.9
	positive

	GWHGAAZE005580
	AT3G09550.1
	Ankyrin repeat family protein
	0.9
	positive

	GWHGAAZE019971
	AT2G39800.4
	delta1-pyrroline-5-carboxylate synthase 1
	0.9
	positive

	GWHGAAZE002745
	AT5G54240.1
	Protein of unknown function (DUF1223)
	0.9
	positive

	GWHGAAZE031311
	AT4G13750.1
	Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family protein
	0.9
	positive

	GWHGAAZE006137
	AT2G42010.1
	phospholipase D beta 1
	0.9
	positive

	GWHGAAZE002441
	AT3G14040.1
	Pectin lyase-like superfamily protein
	0.9
	positive

	GWHGAAZE022470
	AT1G25240.1
	ENTH/VHS/GAT family protein
	0.89
	positive

	GWHGAAZE022475
	AT1G68090.1
	annexin 5
	0.89
	positive

	GWHGAAZE017845
	AT3G15720.1
	Pectin lyase-like superfamily protein
	0.89
	positive

	GWHGAAZE022183
	AT5G49180.1
	Plant invertase/pectin methylesterase inhibitor superfamily
	0.89
	positive

	GWHGAAZE014383
	AT3G29060.1
	EXS (ERD1/XPR1/SYG1) family protein
	0.89
	positive

	GWHGAAZE005534
	AT2G37670.1
	Transducin/WD40 repeat-like superfamily protein
	0.89
	positive

	GWHGAAZE017822
	AT1G26850.2
	S-adenosyl-L-methionine-dependent methyltransferases superfamily protein
	0.89
	positive

	GWHGAAZE019973
	AT2G47340.1
	Plant invertase/pectin methylesterase inhibitor superfamily protein
	0.89
	positive

	GWHGAAZE009665
	AT2G20430.1
	ROP-interactive CRIB motif-containing protein 6
	0.89
	positive

	GWHGAAZE024323
	AT5G15110.1
	Pectate lyase family protein
	0.89
	positive

	GWHGAAZE005093
	AT3G10540.1
	3-phosphoinositide-dependent protein kinase
	0.89
	positive

	GWHGAAZE028361
	AT5G12000.1
	Protein kinase protein with adenine nucleotide alpha hydrolases-like domain
	0.89
	positive

	GWHGAAZE024555
	AT3G46920.1
	Protein kinase superfamily protein with octicosapeptide/Phox/Bem1p domain
	0.89
	positive

	GWHGAAZE033569
	--
	--
	0.89
	positive

	GWHGAAZE027193
	AT5G54310.1
	ARF-GAP domain 5
	0.89
	positive

	GWHGAAZE004225
	AT5G19770.1
	tubulin alpha-3
	0.89
	positive

	GWHGAAZE024511
	AT4G32060.1
	calcium-binding EF hand family protein
	0.89
	positive

	GWHGAAZE006167
	AT4G22850.1
	SNARE associated Golgi protein family
	0.89
	positive

	GWHGAAZE009256
	AT2G29050.2
	RHOMBOID-like 1
	0.89
	positive

	GWHGAAZE024925
	AT4G00720.1
	shaggy-like protein kinase 32
	0.89
	positive

	GWHGAAZE025712
	AT2G19880.1
	Nucleotide-diphospho-sugar transferases superfamily protein
	0.89
	positive

	GWHGAAZE022283
	AT4G16480.1
	inositol transporter 4
	0.89
	positive

	GWHGAAZE015895
	AT1G21870.1
	golgi nucleotide sugar transporter 5
	0.89
	positive

	GWHGAAZE026426
	AT1G65680.1
	expansin B2
	0.89
	positive

	GWHGAAZE003545
	AT4G25590.1
	actin depolymerizing factor 7
	0.89
	positive

	GWHGAAZE018427
	AT4G39150.2
	DNAJ heat shock N-terminal domain-containing protein
	0.89
	positive

	GWHGAAZE010842
	--
	--
	0.89
	positive

	GWHGAAZE002821
	AT3G62230.1
	F-box family protein
	0.89
	positive

	GWHGAAZE016819
	AT5G64030.1
	S-adenosyl-L-methionine-dependent methyltransferases superfamily protein
	0.89
	positive

	GWHGAAZE013564
	AT1G10370.1
	Glutathione S-transferase family protein
	0.89
	positive

	GWHGAAZE025723
	AT2G19770.1
	profilin 5
	0.89
	positive

	GWHGAAZE027423
	AT4G18530.1
	Protein of unknown function (DUF707)
	0.89
	positive

	GWHGAAZE033237
	AT5G14870.1
	cyclic nucleotide-gated channel 18
	0.89
	positive

	GWHGAAZE009255
	AT2G29050.1
	RHOMBOID-like 1
	0.89
	positive

	GWHGAAZE005942
	AT2G46500.2
	phosphoinositide 4-kinase gamma 4
	0.89
	positive

	GWHGAAZE005872
	AT4G10540.1
	Subtilase family protein
	0.89
	positive

	GWHGAAZE028007
	AT4G22590.1
	Haloacid dehalogenase-like hydrolase (HAD) superfamily protein
	0.89
	positive

	GWHGAAZE021778
	AT1G04700.1
	PB1 domain-containing protein tyrosine kinase
	0.89
	positive

	GWHGAAZE002738
	AT5G54280.2
	myosin 2
	0.89
	positive

	GWHGAAZE024908
	AT5G23850.1
	Arabidopsis thaliana protein of unknown function (DUF821)
	0.89
	positive

	GWHGAAZE033112
	AT1G26690.1
	emp24/gp25L/p24 family/GOLD family protein
	0.89
	positive

	GWHGAAZE016896
	AT1G17500.1
	ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family protein
	0.89
	positive

	GWHGAAZE003201
	AT3G55430.1
	O-Glycosyl hydrolases family 17 protein
	0.89
	positive

	GWHGAAZE004239
	AT2G19440.1
	O-Glycosyl hydrolases family 17 protein
	0.89
	positive

	GWHGAAZE028196
	AT3G43860.1
	glycosyl hydrolase 9A4
	0.89
	positive

	GWHGAAZE028065
	AT4G19420.1
	Pectinacetylesterase family protein
	0.89
	positive

	GWHGAAZE016818
	AT2G13570.1
	nuclear factor Y, subunit B7
	0.89
	positive

	GWHGAAZE017740
	AT1G74220.1
	homeobox-like protein;(source:Araport11)
	0.88
	positive

	GWHGAAZE025677
	AT5G19580.1
	glyoxal oxidase-related protein
	0.88
	positive

	GWHGAAZE010838
	AT2G43070.1
	SIGNAL PEPTIDE PEPTIDASE-LIKE 3
	0.88
	positive

	GWHGAAZE031861
	AT3G07960.1
	Phosphatidylinositol-4-phosphate 5-kinase family protein
	0.88
	positive

	GWHGAAZE020092
	AT5G20310.1
	Adenine nucleotide alpha hydrolases-like superfamily protein
	0.88
	positive

	GWHGAAZE004577
	AT4G18640.1
	Leucine-rich repeat protein kinase family protein
	0.88
	positive

	GWHGAAZE012977
	AT2G38320.1
	TRICHOME BIREFRINGENCE-LIKE 34
	0.88
	positive

	GWHGAAZE003358
	AT5G58380.1
	SOS3-interacting protein 1
	0.88
	positive

	GWHGAAZE013137
	AT3G09550.1
	Ankyrin repeat family protein
	0.88
	positive

	GWHGAAZE016589
	AT4G24170.1
	ATP binding microtubule motor family protein
	0.88
	positive

	GWHGAAZE030263
	AT2G42005.1
	Transmembrane amino acid transporter family protein
	0.88
	positive

	GWHGAAZE006856
	AT2G34770.1
	fatty acid hydroxylase 1
	0.88
	positive

	GWHGAAZE015526
	AT3G24620.1
	RHO guanyl-nucleotide exchange factor 8
	0.88
	positive

	GWHGAAZE025041
	AT2G44990.1
	carotenoid cleavage dioxygenase 7
	0.88
	positive

	GWHGAAZE014131
	AT4G39220.1
	Rer1 family protein
	0.88
	positive

	GWHGAAZE023078
	AT1G27990.1
	transmembrane protein;(source:Araport11)
	0.88
	positive

	GWHGAAZE019602
	AT5G27490.1
	Integral membrane Yip1 family protein
	0.88
	positive

	GWHGAAZE027505
	AT1G64320.1
	myosin heavy chain-related
	0.88
	positive

	GWHGAAZE002448
	AT3G14040.1
	Pectin lyase-like superfamily protein
	0.88
	positive

	GWHGAAZE026992
	AT3G07820.1
	Pectin lyase-like superfamily protein
	0.88
	positive

	GWHGAAZE016163
	AT1G22730.1
	MA3 domain-containing protein
	0.88
	positive

	GWHGAAZE024509
	AT2G25290.3
	Octicosapeptide/Phox/Bem1p (PB1) domain-containing protein / tetratricopeptide repeat (TPR)-containing protein
	0.88
	positive

	GWHGAAZE032886
	AT3G30775.1
	Methylenetetrahydrofolate reductase family protein
	0.88
	positive

	GWHGAAZE018113
	AT1G15080.1
	lipid phosphate phosphatase 2
	0.88
	positive

	GWHGAAZE031010
	AT2G19440.1
	O-Glycosyl hydrolases family 17 protein
	0.88
	positive

	GWHGAAZE019344
	AT2G45580.1
	cytochrome P450, family 76, subfamily C, polypeptide 3
	0.88
	positive

	GWHGAAZE016215
	AT2G22560.1
	Kinase interacting (KIP1-like) family protein
	0.88
	positive

	GWHGAAZE026460
	AT1G69940.1
	Pectin lyase-like superfamily protein
	0.88
	positive

	GWHGAAZE029628
	AT4G35790.2
	phospholipase D delta
	0.88
	positive

	GWHGAAZE024502
	AT1G15690.1
	Inorganic H pyrophosphatase family protein
	0.88
	positive

	GWHGAAZE006421
	AT1G35670.1
	calcium-dependent protein kinase 2
	0.88
	positive

	GWHGAAZE032091
	AT5G20350.1
	Ankyrin repeat family protein with DHHC zinc finger domain
	0.88
	positive

	GWHGAAZE026003
	AT1G15460.1
	HCO3- transporter family
	0.88
	positive

	GWHGAAZE029954
	AT3G19230.1
	Leucine-rich repeat (LRR) family protein
	0.88
	positive

	GWHGAAZE018048
	AT1G18520.1
	tetraspanin11
	0.88
	positive

	GWHGAAZE030659
	AT5G07740.1
	actin binding
	0.88
	positive

	GWHGAAZE008129
	AT5G12180.1
	calcium-dependent protein kinase 17
	0.88
	positive

	GWHGAAZE027116
	AT1G29140.1
	Pollen Ole e 1 allergen and extensin family protein
	0.88
	positive

	GWHGAAZE032063
	--
	--
	0.88
	positive

	GWHGAAZE001327
	AT2G37730.1
	Protein of unknown function (DUF604)
	0.88
	positive

	GWHGAAZE012235
	AT2G47650.1
	UDP-xylose synthase 4
	0.88
	positive

	GWHGAAZE009612
	AT4G13230.1
	Late embryogenesis abundant protein (LEA) family protein
	0.88
	positive

	GWHGAAZE027236
	AT4G27100.1
	Ypt/Rab-GAP domain of gyp1p superfamily protein
	0.88
	positive

	GWHGAAZE007428
	AT2G18470.1
	roline-rich extensin-like receptor kinase 4
	0.88
	positive

	GWHGAAZE002475
	AT3G07820.1
	Pectin lyase-like superfamily protein
	0.88
	positive

	GWHGAAZE005384
	AT5G01300.1
	PEBP (phosphatidylethanolamine-binding protein) family protein
	0.88
	positive

	GWHGAAZE008090
	AT2G13570.1
	nuclear factor Y, subunit B7
	0.88
	positive

	GWHGAAZE009807
	--
	--
	0.88
	positive

	GWHGAAZE002444
	AT3G14040.1
	Pectin lyase-like superfamily protein
	0.88
	positive

	GWHGAAZE002788
	AT5G54650.2
	formin homology5
	0.88
	positive

	GWHGAAZE009080
	AT5G60800.1
	Heavy metal transport/detoxification superfamily protein
	0.88
	positive

	GWHGAAZE003476
	AT4G22860.1
	Cell cycle regulated microtubule associated protein
	0.88
	positive

	GWHGAAZE014089
	AT4G33380.2
	dimethylallyl, adenosine tRNA methylthiotransferase;(source:Araport11)
	0.88
	positive

	GWHGAAZE013012
	AT5G01460.1
	LMBR1-like membrane protein
	0.88
	positive

	GWHGAAZE024815
	AT3G61790.1
	Protein with RING/U-box and TRAF-like domains
	0.88
	positive

	GWHGAAZE027592
	AT1G01750.1
	actin depolymerizing factor 11
	0.88
	positive

	GWHGAAZE007439
	AT2G36640.1
	embryonic cell protein 63
	0.88
	positive

	GWHGAAZE016161
	AT4G09720.1
	RAB GTPase homolog G3A
	0.88
	positive

	GWHGAAZE002351
	AT2G32460.1
	myb domain protein 101
	0.88
	positive

	GWHGAAZE007684
	AT2G17500.4
	Auxin efflux carrier family protein
	0.88
	positive

	GWHGAAZE001526
	AT1G79460.1
	Terpenoid cyclases/Protein prenyltransferases superfamily protein
	0.88
	positive

	GWHGAAZE007500
	AT3G51150.2
	ATP binding microtubule motor family protein
	0.88
	positive

	GWHGAAZE012452
	AT1G14590.1
	Nucleotide-diphospho-sugar transferase family protein
	0.88
	positive

	GWHGAAZE005359
	AT1G16220.1
	Protein phosphatase 2C family protein
	0.88
	positive

	GWHGAAZE029661
	AT1G57620.1
	emp24/gp25L/p24 family/GOLD family protein
	0.87
	positive

	GWHGAAZE002438
	AT3G07820.1
	Pectin lyase-like superfamily protein
	0.87
	positive

	GWHGAAZE013816
	AT5G42340.1
	Plant U-Box 15
	0.87
	positive

	GWHGAAZE029919
	AT1G34580.1
	Major facilitator superfamily protein
	0.87
	positive

	GWHGAAZE014854
	AT4G32150.1
	vesicle-associated membrane protein 711
	0.87
	positive

	GWHGAAZE003297
	AT2G40116.1
	Phosphoinositide-specific phospholipase C family protein
	0.87
	positive

	GWHGAAZE026621
	AT1G07410.1
	RAB GTPase homolog A2B
	0.87
	positive

	GWHGAAZE014461
	AT3G45070.1
	P-loop containing nucleoside triphosphate hydrolases superfamily protein
	0.87
	positive

	GWHGAAZE003232
	AT1G07410.1
	RAB GTPase homolog A2B
	0.87
	positive

	GWHGAAZE005677
	AT5G25560.3
	CHY-type/CTCHY-type/RING-type Zinc finger protein
	0.87
	positive

	GWHGAAZE003098
	AT3G09710.2
	IQ-domain 1
	0.87
	positive

	GWHGAAZE013074
	AT3G55610.1
	delta 1-pyrroline-5-carboxylate synthase 2
	0.87
	positive

	GWHGAAZE003415
	AT5G07490.1
	transmembrane protein;(source:Araport11)
	0.87
	positive

	GWHGAAZE030476
	AT3G48260.1
	with no lysine (K) kinase 3
	0.87
	positive

	GWHGAAZE030657
	AT5G07740.1
	actin binding
	0.87
	positive

	GWHGAAZE000710
	AT5G59010.1
	Protein kinase protein with tetratricopeptide repeat domain
	0.87
	positive

	GWHGAAZE005653
	AT2G37010.1
	non-intrinsic ABC protein 12
	0.87
	positive

	GWHGAAZE027532
	AT1G63930.1
	from the Czech 'roh' meaning 'corner'
	0.87
	positive

	GWHGAAZE031182
	AT1G78980.1
	STRUBBELIG-receptor family 5
	0.87
	positive

	GWHGAAZE001897
	AT5G44060.1
	embryo sac development arrest protein;(source:Araport11)
	0.87
	positive

	GWHGAAZE019944
	AT5G07610.1
	F-box family protein
	0.87
	positive

	GWHGAAZE032741
	AT5G10500.1
	Kinase interacting (KIP1-like) family protein
	0.87
	positive

	GWHGAAZE018753
	AT5G09430.1
	alpha/beta-Hydrolases superfamily protein
	0.87
	positive

	GWHGAAZE032522
	AT5G62350.1
	Plant invertase/pectin methylesterase inhibitor superfamily protein
	0.87
	positive

	GWHGAAZE027713
	AT2G13620.1
	cation/hydrogen exchanger 15
	0.87
	positive

	GWHGAAZE020062
	AT2G24370.1
	Protein kinase protein with adenine nucleotide alpha hydrolases-like domain
	0.87
	positive

	GWHGAAZE010659
	AT3G07490.1
	ARF-GAP domain 11
	0.87
	positive

	GWHGAAZE017361
	AT1G14520.1
	myo-inositol oxygenase 1
	0.87
	positive

	GWHGAAZE014853
	AT2G18280.2
	tubby like protein 2
	0.87
	positive

	GWHGAAZE002502
	AT4G12700.1
	calcium ion-binding protein;(source:Araport11)
	0.87
	positive

	GWHGAAZE001557
	AT1G79460.1
	Terpenoid cyclases/Protein prenyltransferases superfamily protein
	0.87
	positive

	GWHGAAZE028976
	AT4G31250.1
	Leucine-rich repeat protein kinase family protein
	0.87
	positive

	GWHGAAZE000118
	AT1G02790.1
	polygalacturonase 4
	0.87
	positive

	GWHGAAZE024975
	AT1G12360.1
	Sec1/munc18-like (SM) proteins superfamily
	0.87
	positive

	GWHGAAZE023020
	AT5G40780.1
	lysine histidine transporter 1
	0.87
	positive

	GWHGAAZE023090
	AT5G13150.1
	exocyst subunit exo70 family protein C1
	0.87
	positive

	GWHGAAZE024912
	AT2G45800.1
	GATA type zinc finger transcription factor family protein
	0.87
	positive

	GWHGAAZE027192
	AT5G54310.1
	ARF-GAP domain 5
	0.87
	positive

	GWHGAAZE022796
	AT1G09157.1
	Protein of unknown function (DUF679)
	0.87
	positive

	GWHGAAZE013792
	AT2G33670.1
	Seven transmembrane MLO family protein
	0.87
	positive

	GWHGAAZE010856
	AT2G43070.1
	SIGNAL PEPTIDE PEPTIDASE-LIKE 3
	0.87
	positive

	GWHGAAZE006733
	AT5G46360.1
	Ca2+ activated outward rectifying K+ channel 3
	0.87
	positive

	GWHGAAZE030789
	AT5G14040.1
	phosphate transporter 3;1
	0.87
	positive

	GWHGAAZE033187
	AT1G14420.1
	Pectate lyase family protein
	0.87
	positive

	GWHGAAZE019967
	AT1G01990.1
	hypothetical protein;(source:Araport11)
	0.87
	positive

	GWHGAAZE016864
	AT2G13680.1
	callose synthase 5
	0.87
	positive

	GWHGAAZE000211
	AT2G48020.2
	Major facilitator superfamily protein
	0.87
	positive

	GWHGAAZE006804
	AT4G21060.2
	Galactosyltransferase family protein
	0.87
	positive

	GWHGAAZE026004
	AT2G26650.1
	K+ transporter 1
	0.87
	positive

	GWHGAAZE005834
	AT1G33170.1
	S-adenosyl-L-methionine-dependent methyltransferases superfamily protein
	0.87
	positive

	GWHGAAZE002508
	AT3G07620.1
	Exostosin family protein
	0.87
	positive

	GWHGAAZE029642
	AT1G11040.1
	HSP40/DnaJ peptide-binding protein
	0.87
	positive

	GWHGAAZE024573
	AT3G42640.1
	H(+)-ATPase 8
	0.87
	positive

	GWHGAAZE014831
	AT5G66740.1
	Protein of unknown function (DUF620)
	0.87
	positive

	GWHGAAZE002446
	AT3G07820.1
	Pectin lyase-like superfamily protein
	0.87
	positive

	GWHGAAZE030660
	AT5G07740.1
	actin binding
	0.87
	positive

	GWHGAAZE023572
	AT3G55140.2
	Pectin lyase-like superfamily protein
	0.87
	positive

	GWHGAAZE018324
	AT2G16730.1
	glycosyl hydrolase family 35 protein
	0.87
	positive

	GWHGAAZE027486
	AT4G24020.1
	NIN like protein 7
	0.87
	positive

	GWHGAAZE011279
	AT5G24560.1
	phloem protein 2-B12
	0.87
	positive

	GWHGAAZE028842
	AT4G32270.1
	Ubiquitin-like superfamily protein
	0.87
	positive

	GWHGAAZE028174
	AT5G07820.1
	Plant calmodulin-binding protein-related
	0.86
	positive

	GWHGAAZE005068
	AT2G28120.1
	Major facilitator superfamily protein
	0.86
	positive

	GWHGAAZE019220
	AT2G47500.1
	P-loop nucleoside triphosphate hydrolases superfamily protein with CH (Calponin Homology) domain
	0.86
	positive

	GWHGAAZE032523
	AT5G62350.1
	Plant invertase/pectin methylesterase inhibitor superfamily protein
	0.86
	positive

	GWHGAAZE001644
	AT1G55570.1
	SKU5 similar 12
	0.86
	positive

	GWHGAAZE009344
	AT2G29940.1
	pleiotropic drug resistance 3
	0.86
	positive

	GWHGAAZE023156
	AT3G30775.1
	Methylenetetrahydrofolate reductase family protein
	0.86
	positive

	GWHGAAZE002952
	AT3G07680.1
	emp24/gp25L/p24 family/GOLD family protein
	0.86
	positive

	GWHGAAZE032030
	AT1G30760.1
	FAD-binding Berberine family protein
	0.86
	positive

	GWHGAAZE003241
	AT1G07410.1
	RAB GTPase homolog A2B
	0.86
	positive

	GWHGAAZE016929
	AT5G64790.1
	O-Glycosyl hydrolases family 17 protein
	0.86
	positive

	GWHGAAZE023569
	AT1G29140.1
	Pollen Ole e 1 allergen and extensin family protein
	0.86
	positive

	GWHGAAZE002739
	--
	--
	0.86
	positive

	GWHGAAZE011591
	AT2G33420.1
	Protein of unknown function (DUF810)
	0.86
	positive

	GWHGAAZE002443
	AT3G14040.1
	Pectin lyase-like superfamily protein
	0.86
	positive

	GWHGAAZE016490
	AT1G49490.1
	Leucine-rich repeat (LRR) family protein
	0.86
	positive

	GWHGAAZE020091
	AT2G24370.1
	Protein kinase protein with adenine nucleotide alpha hydrolases-like domain
	0.86
	positive

	GWHGAAZE025678
	AT1G67290.1
	glyoxal oxidase-related protein
	0.86
	positive

	GWHGAAZE017867
	AT1G18990.1
	Protein of unknown function, DUF593
	0.86
	positive

	GWHGAAZE009771
	AT3G44718.1
	Plant thionin family protein
	0.86
	positive

	GWHGAAZE018242
	AT4G38190.1
	cellulose synthase like D4
	0.86
	positive

	GWHGAAZE020093
	AT2G24370.1
	Protein kinase protein with adenine nucleotide alpha hydrolases-like domain
	0.86
	positive

	GWHGAAZE023252
	AT3G50440.1
	methyl esterase 10
	0.86
	positive

	GWHGAAZE004942
	AT1G03370.1
	C2 calcium/lipid-binding and GRAM domain containing protein
	0.86
	positive

	GWHGAAZE020952
	AT2G43900.1
	Endonuclease/exonuclease/phosphatase family protein
	0.86
	positive

	GWHGAAZE028627
	AT3G26890.5
	meiosis chromosome segregation family protein;(source:Araport11)
	0.86
	positive

	GWHGAAZE027699
	AT1G12240.1
	Glycosyl hydrolases family 32 protein
	0.86
	positive

	GWHGAAZE012753
	AT5G24130.1
	polypyrimidine tract-binding-like protein;(source:Araport11)
	0.86
	positive

	GWHGAAZE028946
	AT5G54830.1
	DOMON domain-containing protein / dopamine beta-monooxygenase N-terminal domain-containing protein
	0.86
	positive

	GWHGAAZE018011
	AT5G17400.1
	endoplasmic reticulum-adenine nucleotide transporter 1
	0.86
	positive

	GWHGAAZE012898
	AT5G04500.1
	glycosyltransferase family protein 47
	0.86
	positive

	GWHGAAZE031279
	AT4G35280.1
	C2H2-like zinc finger protein
	0.86
	positive

	GWHGAAZE016608
	AT1G19940.1
	glycosyl hydrolase 9B5
	0.86
	positive

	GWHGAAZE005357
	AT2G38480.1
	Uncharacterised protein family (UPF0497)
	0.86
	positive

	GWHGAAZE018416
	AT4G39090.1
	Papain family cysteine protease
	0.86
	positive

	GWHGAAZE021211
	AT3G18670.1
	Ankyrin repeat family protein
	0.86
	positive

	GWHGAAZE007916
	AT2G21990.1
	Protein of unknown function, DUF617
	0.86
	positive

	GWHGAAZE014204
	AT1G58520.1
	lipases;hydrolases, acting on ester bonds
	0.86
	positive

	GWHGAAZE001193
	AT5G21050.1
	hyccin;(source:Araport11)
	0.86
	positive

	GWHGAAZE017094
	AT1G19110.1
	inter-alpha-trypsin inhibitor heavy chain-related
	0.86
	positive

	GWHGAAZE016820
	AT5G20680.3
	TRICHOME BIREFRINGENCE-LIKE 16
	0.86
	positive

	GWHGAAZE009346
	AT1G07220.1
	Arabidopsis thaliana protein of unknown function (DUF821)
	0.86
	positive

	GWHGAAZE009711
	AT2G30690.1
	Protein of unknown function, DUF593
	0.86
	positive

	GWHGAAZE023558
	AT2G27180.1
	hypothetical protein;(source:Araport11)
	0.86
	positive

	GWHGAAZE010857
	AT1G05820.2
	SIGNAL PEPTIDE PEPTIDASE-LIKE 5
	0.86
	positive

	GWHGAAZE003789
	AT4G15130.1
	phosphorylcholine cytidylyltransferase2
	0.86
	positive

	GWHGAAZE028243
	AT3G43860.1
	glycosyl hydrolase 9A4
	0.86
	positive

	GWHGAAZE030815
	AT5G51030.1
	NAD(P)-binding Rossmann-fold superfamily protein
	0.86
	positive

	GWHGAAZE013108
	AT2G37670.1
	Transducin/WD40 repeat-like superfamily protein
	0.86
	positive

	GWHGAAZE024947
	AT3G61130.1
	galacturonosyltransferase 1
	0.86
	positive

	GWHGAAZE010839
	AT1G05820.2
	SIGNAL PEPTIDE PEPTIDASE-LIKE 5
	0.86
	positive

	GWHGAAZE007156
	AT5G04040.1
	Patatin-like phospholipase family protein
	0.86
	positive





