

	Table S1. List of the genes that were up-regulateda) by both Ky-9 and Ky-72 under high-salinity stress condition
	

	Gene name/Gene function category
	AGI code
	Ky-9/control under salt-stress
	Ky-72/control under salt-stress

	
	
	ratio b)
	p-value
	 FDR
	ratio c)
	p-value
	FDR

	2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily
	AT4G25310
	1.55
	2.01E-04
	1.17E-02
	1.12
	4.20E-03
	1.17E-02

	5MAT; Malonyl-CoA:anthocyanidin 5-O-glucoside-6"-O-malonyltransferase
	AT3G29590
	1.55
	3.30E-04
	1.31E-02
	1.10
	9.36E-04
	1.31E-02

	ACD6; Accelerated Cell Death 6
	AT4G14400
	1.53
	1.26E-02
	6.85E-02
	2.81
	3.01E-04
	6.85E-02

	AFL1, AT14A-LIKE1
	AT3G28270
	1.37
	3.35E-03
	3.26E-02
	1.24
	7.01E-03
	3.26E-02

	AMT1;2; Ammonium Transporter 1;2
	AT1G64780
	1.18
	4.87E-04
	1.48E-02
	1.23
	2.11E-04
	1.48E-02

	CAP (Cysteine-rich secretory proteins) superfamily
	AT4G07820
	1.07
	7.12E-04
	1.68E-02
	1.01
	3.98E-03
	1.68E-02

	CGA1; Cytokinin-responsive GATA factor 1
	AT4G26150
	2.36
	1.21E-03
	2.09E-02
	2.60
	1.15E-03
	2.09E-02

	CIPK13; CBL-Interacting Protein Kinase 13
	AT2G34180
	2.10
	4.88E-04
	1.49E-02
	1.36
	1.89E-03
	1.49E-02

	CYP75B1; Cytochrome P450 75B1 
	AT5G07990
	2.10
	2.05E-04
	1.18E-02
	1.48
	7.18E-04
	1.18E-02

	CYP78A9; Cytochrome P450 78A9
	AT3G61880
	1.08
	3.08E-03
	3.14E-02
	1.22
	4.75E-03
	3.14E-02

	Cysteine/Histidine-rich C1 domain family 
	AT2G44370
	1.08
	1.60E-04
	1.09E-02
	1.44
	2.27E-03
	1.09E-02

	Cysteine/Histidine-rich C1 domain family
	AT5G40590
	2.36
	4.51E-04
	1.45E-02
	2.30
	1.44E-03
	1.45E-02

	Cytochrome C oxidase subunit II-like
	AT2G07695
	1.22
	1.43E-03
	2.23E-02
	1.21
	4.67E-04
	2.23E-02

	Cytochrome P450 family protein
	AT3G44970
	1.12
	5.14E-05
	8.83E-03
	1.67
	6.11E-06
	8.83E-03

	DALL1, Dad1-like Lipase 1 
	AT4G16820
	1.22
	1.41E-02
	7.31E-02
	1.31
	3.91E-04
	7.31E-02

	DFR; Dihydroflavonol 4-reductase
	AT5G42800
	1.84
	2.70E-04
	1.22E-02
	1.37
	1.17E-03
	1.22E-02

	EDF4, Ethylene Response DNA Binding Factor 4 
	AT1G13260
	1.13
	1.96E-02
	8.97E-02
	1.13
	2.38E-02
	8.97E-02

	ELIP1; Early light-inducible protein 1
	AT3G22840
	2.10
	5.79E-04
	1.57E-02
	2.00
	9.95E-04
	1.57E-02

	ELIP2; Early Light-inducible Protein 2 
	AT4G14690
	2.13
	1.05E-03
	1.97E-02
	1.79
	2.22E-03
	1.97E-02

	Exostosin family protein; transferring glycosyl groups
	AT3G42180
	1.01
	3.90E-04
	1.38E-02
	1.05
	6.35E-03
	1.38E-02

	FAS1; Fasciata 1; Chromatin assembly factor 1 subunit A
	AT1G65470
	1.11
	1.52E-03
	2.30E-02
	1.06
	7.84E-04
	2.30E-02

	FDH; Formate Dehydrogenase 
	AT5G14780
	1.07
	4.94E-04
	1.49E-02
	1.25
	1.43E-04
	1.49E-02

	GDSL-motif esterase/acyltransferase/lipase
	AT3G27950
	1.85
	5.06E-04
	1.50E-02
	1.17
	4.58E-04
	1.50E-02

	GSTU24; Glutathione S-transferase TAU 24
	AT1G17170
	2.45
	4.25E-05
	8.61E-03
	2.18
	1.03E-05
	8.61E-03

	HSP20-like chaperones superfamily protein
	AT5G47600
	1.71
	1.03E-04
	9.88E-03
	2.69
	2.26E-05
	9.88E-03

	HXXXD-type acyl-transferase family protein
	AT1G03495
	2.21
	3.77E-04
	1.37E-02
	1.67
	1.19E-03
	1.37E-02

	IRT1; Iron-Regulated Transporter 1
	AT4G19690
	4.43
	4.70E-04
	1.47E-02
	1.72
	9.09E-02
	1.47E-02

	LAC12; Laccase 12 
	AT5G05390
	1.11
	1.56E-03
	2.32E-02
	1.18
	4.30E-03
	2.32E-02

	LCR35; Low-molecular-weight cysteine-rich 35 
	AT2G22121
	2.01
	4.15E-03
	3.66E-02
	2.06
	2.07E-02
	3.66E-02

	LDOX; Leucoanthocyanidin Dioxygenase 
	AT4G22880
	1.80
	1.97E-04
	1.17E-02
	1.51
	3.88E-04
	1.17E-02

	Leucoanthocyanidin dioxygenase, putative
	AT4G22870
	1.75
	3.36E-04
	1.32E-02
	1.59
	5.25E-04
	1.32E-02

	MIR775A; MicroRNA775A
	AT1G78206
	1.05
	7.01E-03
	4.88E-02
	1.32
	2.80E-03
	4.88E-02

	NAC004; NAC domain containing protein 4
	AT1G02230
	1.40
	1.14E-03
	2.04E-02
	1.19
	1.40E-03
	2.04E-02

	NAC103; NAC domain containing protein 103
	AT5G64060
	1.54
	1.29E-05
	8.36E-03
	1.47
	3.36E-07
	8.36E-03

	NIMIN1; NIM1-Interating
	AT1G02450
	1.20
	2.14E-02
	9.50E-02
	1.29
	4.45E-02
	9.50E-02

	NIT2; Nitrilase 2
	AT3G44300
	1.70
	1.32E-03
	2.16E-02
	1.39
	1.82E-03
	2.16E-02

	NIT4; Nitrilase 4
	AT5G22300
	1.88
	2.10E-03
	2.64E-02
	1.49
	5.72E-03
	2.64E-02

	NRAMP4; Natural Resistance associated macrophage protein 4 
	AT5G67330
	1.42
	4.08E-04
	1.40E-02
	1.16
	1.13E-03
	1.40E-02

	NRT2:1; Nitrate transporter 2:1 
	AT1G08090
	2.51
	5.14E-04
	1.51E-02
	2.56
	1.01E-03
	1.51E-02

	OSM34; Osmotin 34
	AT4G11650
	2.01
	6.56E-05
	9.42E-03
	1.20
	7.68E-04
	9.42E-03

	Other RNA
	AT1G15405
	2.38
	1.87E-04
	1.15E-02
	1.95
	1.28E-03
	1.15E-02

	Other RNA
	AT2G01008
	1.10
	1.12E-03
	2.02E-02
	1.18
	3.05E-04
	2.02E-02

	Other RNA
	AT5G06165
	1.16
	7.19E-04
	1.68E-02
	1.13
	5.54E-04
	1.68E-02

	PRN2, Pirin2 
	AT2G43120
	1.48
	3.28E-05
	8.36E-03
	1.03
	8.67E-05
	8.36E-03

	PNP-A, Plant Natriuretic Peptide A
	AT2G18660
	1.23
	5.59E-03
	4.32E-02
	1.42
	2.63E-06
	4.32E-02

	PP2-A3; Phloem protein 2-A3; carbohydrate binding
	AT2G26820
	1.13
	5.64E-04
	1.55E-02
	1.23
	3.68E-03
	1.55E-02

	Pre-tRNA
	AT1G20820
	2.93
	5.33E-05
	8.89E-03
	2.10
	1.62E-03
	8.89E-03

	Pre-tRNA
	AT1G60840
	1.33
	2.60E-05
	8.36E-03
	1.05
	1.76E-06
	8.36E-03

	Pre-tRNA
	AT1G61020
	1.38
	1.30E-03
	2.14E-02
	1.02
	5.04E-03
	2.14E-02

	Pre-tRNA
	AT3G03852
	2.89
	8.63E-05
	9.88E-03
	2.26
	1.48E-03
	9.88E-03

	Pre-tRNA
	AT3G06105
	1.40
	3.66E-05
	8.36E-03
	1.02
	2.02E-05
	8.36E-03

	Pre-tRNA
	AT4G16235
	1.27
	1.42E-03
	2.23E-02
	1.06
	2.24E-03
	2.23E-02

	Pre-tRNA
	AT5G18085
	2.85
	1.00E-04
	9.88E-03
	2.18
	9.12E-04
	9.88E-03

	SnoRNA
	AT4G03295
	1.26
	2.09E-04
	1.18E-02
	1.09
	2.54E-05
	1.18E-02

	U6acat; snRNA
	AT5G40395
	2.01
	1.61E-04
	1.09E-02
	1.25
	2.50E-04
	1.09E-02

	Proton-dependent oligopeptide transport (POT) family
	AT2G37900
	1.14
	3.14E-03
	3.16E-02
	1.52
	1.12E-03
	3.16E-02

	Pseudogene
	AT2G07726
	1.31
	3.26E-04
	1.30E-02
	1.07
	1.82E-04
	1.30E-02

	Pseudogene
	AT1G33160
	1.73
	1.21E-02
	6.69E-02
	1.20
	2.40E-02
	6.69E-02

	Pseudogene of ATMG01060
	AT2G07807
	1.54
	2.45E-04
	1.21E-02
	1.21
	4.37E-04
	1.21E-02

	RING/U-box superfamily protein
	AT2G46494
	1.10
	7.44E-03
	5.05E-02
	1.20
	9.66E-03
	5.05E-02

	RSL2, Root Hair Defective 6-Like 2
	AT4G33880
	1.93
	1.29E-04
	1.02E-02
	1.17
	4.05E-03
	1.02E-02

	ROPGEF11; Rho of plants guanine nucleotide exchange factor 11
	AT1G52240
	1.03
	7.30E-03
	4.99E-02
	1.04
	1.15E-02
	4.99E-02

	RPL5; 60S ribosomal protein L5
	AT2G07725
	1.03
	7.47E-03
	5.05E-02
	1.15
	1.67E-04
	5.05E-02

	RTL1; RNASEIII-LIKE 1
	AT4G15417
	1.92
	2.78E-05
	8.36E-03
	1.13
	5.28E-03
	8.36E-03

	SAG29; Senescence-associated Protein 29 
	AT5G13170
	1.76
	1.50E-03
	2.29E-02
	1.94
	1.96E-03
	2.29E-02

	SAUR78, Small Auxin Upregulated RNA 78
	AT1G72430
	1.32
	8.11E-04
	1.77E-02
	1.32
	2.37E-03
	1.77E-02

	Thiamine pyrophosphate dependent pyruvate decarboxylase family
	AT5G17380
	1.10
	3.04E-04
	1.27E-02
	1.08
	3.32E-04
	1.27E-02

	Transposable element gene
	AT1G16620
	3.78
	2.13E-06
	8.36E-03
	3.89
	4.65E-07
	8.36E-03

	Transposable element gene
	AT1G39670
	2.06
	1.88E-04
	1.15E-02
	1.54
	3.82E-05
	1.15E-02

	Transposable element gene
	AT2G07735
	1.64
	2.81E-04
	1.23E-02
	1.04
	9.68E-03
	1.23E-02

	Transposable element gene
	AT3G29120
	1.57
	2.85E-04
	1.23E-02
	1.74
	2.90E-04
	1.23E-02

	Transposable element gene
	AT5G31770
	1.79
	8.35E-04
	1.78E-02
	1.45
	1.29E-03
	1.78E-02

	UDP-Glycosyltransferase; anthocyanidin 5-O-glucosyltransferase 
	AT4G14090
	1.87
	3.97E-04
	1.39E-02
	1.79
	5.09E-04
	1.39E-02

	UF3GT; anthocyanin 3-O-glucoside: 2"-O-xylosyl-transferase
	AT5G54060
	1.17
	2.28E-03
	2.73E-02
	1.24
	1.41E-03
	2.73E-02

	UGT73B4; UDP-Glycosyltransferase 73B4
	AT2G15490
	1.25
	2.42E-03
	2.82E-02
	1.07
	2.22E-03
	2.82E-02

	VTL2, Vacuolar iron transporter-like 2 
	AT1G76800
	1.04
	3.03E-04
	1.26E-02
	1.27
	1.15E-04
	1.26E-02

	WIND4; Wound Induced Dedifferentiation transcription factor
	AT5G65130
	1.70
	7.92E-04
	1.75E-02
	1.35
	1.65E-03
	1.75E-02

	WRKY51; transcription factor
	AT5G64810
	1.46
	6.13E-03
	4.52E-02
	1.16
	6.60E-02
	4.52E-02

	Unknown protein
	AT1G11070
	1.44
	7.49E-05
	9.81E-03
	1.72
	1.29E-05
	9.81E-03

	Unknown protein
	AT2G01021
	2.45
	3.40E-05
	8.36E-03
	2.44
	4.13E-07
	8.36E-03

	Unknown protein
	AT2G07719
	1.31
	1.58E-03
	2.32E-02
	1.01
	5.08E-03
	2.32E-02

	Unknown protein
	AT2G38646
	1.28
	7.70E-05
	9.88E-03
	1.04
	2.28E-04
	9.88E-03

	Unknown protein
	AT3G01345
	6.94
	5.55E-06
	8.36E-03
	6.81
	7.07E-06
	8.36E-03

	Unknown protein
	AT3G06145
	1.19
	1.83E-03
	2.48E-02
	1.56
	1.60E-03
	2.48E-02

	Unknown protein
	AT3G14700
	1.11
	5.79E-04
	1.57E-02
	1.11
	2.69E-04
	1.57E-02

	Unknown protein
	AT3G58150
	1.99
	2.51E-04
	1.21E-02
	1.03
	4.45E-04
	1.21E-02

	Unknown protein
	AT3G63052
	2.45
	3.15E-05
	8.36E-03
	1.78
	2.40E-04
	8.36E-03

	Unknown protein
	AT4G01985
	1.22
	5.18E-03
	4.14E-02
	1.53
	1.29E-02
	4.14E-02

	Unknown protein
	AT4G22214
	1.69
	5.59E-03
	4.32E-02
	1.24
	2.75E-02
	4.32E-02

	Unknown protein
	AT4G36268
	1.21
	1.13E-03
	2.03E-02
	1.45
	2.00E-05
	2.03E-02

	Unknown protein
	AT5G04853
	1.17
	4.93E-03
	4.02E-02
	1.12
	3.11E-03
	4.02E-02

	Unknown protein
	AT5G09570
	1.95
	1.89E-04
	1.15E-02
	1.72
	2.33E-04
	1.15E-02

	Unknown protein
	AT5G13950
	1.18
	2.79E-03
	2.99E-02
	1.15
	7.65E-04
	2.99E-02

	Unknown protein
	AT5G61490
	1.26
	1.79E-05
	8.36E-03
	1.52
	1.45E-05
	8.36E-03

	Unknown protein
	AT3G13130
	1.18
	1.60E-02
	7.89E-02
	1.35
	2.25E-02
	7.89E-02

	Unknown protein
	AT4G00910
	1.41
	1.22E-02
	6.74E-02
	1.78
	4.31E-03
	6.74E-02

	
	
	
	
	
	
	
	

	a) The genes with the following at least 2 categories are listed: 1) log 2 ratio  (plants treated with Ky-9 for 24 h followed by 2 h NaCl treatment/plants treated with DMSO for 24 h followed by 2 h NaCl treatment) ≥ 1, FDR ≤ 0.05, t-test ≤ 0.05; 2) log 2 ratio  (plants treated with Ky-72 for 24 h followed by 2 h NaCl treatment/plants treated with DMSO for 24 h followed by 2 h NaCl treatment) ≥ 1, FDR ≤ 0.05, t-test ≤ 0.05

	

	

	b) The values represent the log 2 ratio (plants treated with Ky-9 for 24 h followed by 2 h NaCl treatment/plants treated with DMSO for 24 h followed by 2h NaCl treatment).

	c) The values represent the log 2 ratio (plants treated with Ky-72 for 24 h followed by 2 h NaCl treatment/plants treated with DMSO for 24 h followed by 2h NaCl treatment).
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