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Supplementary Table S2 List of functionally validated rice and wheat salt stress-responsive genes with their LOC number and function. TF- transcription factor
	S. No
	Gene name
	Locus ID
	Function
	Reference

	1
	OsHKT1
	LOC_Os04g51820.1
	Transporter
	(Wang et al., 2015a)

	2
	OsMYB
	LOC_Os09g12770.1
	TF
	(Wang et al., 2015a)

	3
	H+- ATPase
	LOC_Os12g44150.1
	Transporter
	(Zhang et al., 1999)

	4
	ONAC045
	LOC_Os11g03370
	TF
	(Zheng et al., 2009)

	5
	OrbHLH001
	LOC_Os01g70310.1
	TF 
	(Li et al., 2010b)

	6
	OrbHLH2
	LOC_Os11g32100
	TF 
	(Zhou et al., 2009)

	7
	OrbHLH2
	LOC_Os11g32100
	TF
	(Zhou et al., 2009)

	8
	OsABCG5
	LOC_Os03g17350
	Transporter
	(Matsuda et al., 2014)

	9
	OsABP
	LOC_Os06g33520
	Helicase
	(Macovei et al., 2012; Macovei and Tuteja, 2012)

	10
	OsACA6
	LOC_Os04g51610
	Ca2+ ATPase
	(Huda et al., 2013)

	11
	OsAKT1
	LOC_Os01g45990
	Ion  Transporter
	(Fuchs et al., 2005)

	12
	OsAOX1a
	LOC_Os04g51150.1
	Electron  Transporter
	(Ohtsu et al. 2002)

	13
	OsAOX1b
	LOC_Os04g51160
	Electron  Transporter
	(Senadheera et al., 2009)

	14
	OsAP21
	LOC_Os01g10370
	TF
	(Jin et al., 2013)

	15
	OsAPX4
	LOC_Os08g43560.1
	Anti oxidation Enzyme
	(Guan et al., 2013)

	16
	OsAPX7
	LOC_Os04g35520
	Anti oxidation Enzyme
	(Teixeira et al., 2006)

	17
	OsAPXb
	LOC_Os07g49400.2
	Anti oxidation Enzyme
	(Lu et al., 2007)

	18
	OsBADH1
	LOC_Os04g39020.1
	Osmoprotection
	(Hasthanasombut et al., 2010)

	19
	OsBIERF3
	LOC_Os02g43790
	TF
	(Cao et al., 2005)

	20
	OsBIHD1
	LOC_Os03g47740
	TF 
	(Luo et al., 2005)

	21
	OsbZIP71
	LOC_Os09g13570
	TF
	(Liu et al., 2014a)

	22
	OsC3H33
	LOC_Os05g03760
	TF
	(Jamil et al., 2010)

	23
	OsC3H37
	LOC_Os05g45020
	TF 
	(Jamil et al., 2010)

	24
	OsC3H50
	LOC_Os07g38090
	TF
	(Jamil et al., 2010)

	25
	OsCA1
	LOC_Os01g45274.1
	Enzyme carbonic anahydrase
	(Yu et al., 2007)

	26
	OsCam1-1
	LOC_Os03g20370
	Signalling
	(Saeng-ngam et al., 2012)

	27
	OsCAX
	LOC_Os02g04630
	Functional, Ion-channel
	(Senadheera et al., 2009)

	28
	OsCBSX4
	LOC_Os03g52690
	Regulatory, Adenosine binding 
	(Singh et al., 2012)

	29
	OsCDKC
	LOC_Os01g72790.1
	Regulatory, Kinase
	(Huang et al., 2008c)

	30
	OsCIPK15
	LOC_Os11g02240
	Signalling
	(Xiang et al., 2007)

	31
	OsCLC-1
	LOC_Os02g35190.2
	Functional, Ion transport
	(Nakamura et al., 2006)

	32
	OsCML11
	LOC_Os01g32120
	Regulatory, Ca2+-binding
	(Chinpongpanich et al., 2012)

	33
	OsCML31
	LOC_Os01g72530.1
	Regulatory, Ca2+-binding
	(Xu et al., 2011)

	34
	OsCML5
	LOC_Os12g41110
	Signalling
	(Chinpongpanich et al., 2012)

	35
	OsCML8
	LOC_Os10g25010
	Regulatory, Ca2+-binding
	(Chinpongpanich et al., 2012)

	36
	OsCOIN
	LOC_Os01g01420.1
	RING finger TF
	(Liu et al., 2007b)

	37
	OsCPK17
	LOC_Os07g06740.2
	Signalling, Kinase
	(Wan et al., 2007)

	38
	OsCPK21
	LOC_Os08g42740.3
	Signalling, Kinase
	(Asano et al., 2011)

	39
	OsCyP20–2
	LOC_Os05g01270
	Functional, Protein folding
	(Kim et al., 2012)

	40
	OsDBH1
	LOC_Os04g40970
	DEAD- box, ATP dependent RNA helicase
	(Macovei and Tuteja, 2012)

	41
	OsDREB1A
	LOC_Os09g35030
	DNA binding protein
	(Huang et al., 2012a)

	42
	OsDREB1F
	LOC_Os01g73770.1
	TF
	(Wang et al., 2008)

	43
	OsDSM1
	LOC_Os02g50970
	Signalling, Kinase
	(Ning et al., 2010)

	44
	OsDST
	LOC_Os03g57240
	TF, H2O2-homeostasis
	(Huang et al., 2009)

	45
	OsECS
	LOC_Os05g03820.3
	Functional, antioxidation
	(Choe et al., 2013)

	46
	OsERF92-2
	LOC_Os01g54890
	TF
	(Liu et al., 2012)

	47
	OsGGT
	LOC_Os10g40640.1
	Functional, Glycosylation
	(Qi et al., 2005)

	48
	OsglyII
	LOC_Os09g34100.1
	Functional, glyoxalate-pathway
	(Wani and Gosal, 2011)

	49
	OsGMST1
	LOC_Os02g17500
	Functional, Sugar transporter
	(Cao et al., 2011)

	50
	OsGR3
	LOC_Os10g28000
	Functional, Reduces GSSG
	(Wu et al., 2013)

	51
	OsHAP2E
	LOC_Os03g29760
	TF
	(Alam et al., 2015)

	52
	OsHBP1b
	LOC_Os01g17260
	TF
	(Lakra et al., 2015)

	53
	OsHKT1;4
	LOC_Os04g51830
	Na+ transporter
	(Hauser and Horie, 2010)

	54
	OsHKT8
	LOC_Os01g20160
	Functional, Ion transport
	(Rus et al., 2005)

	55
	OsHsfA7
	LOC_Os01g39020
	TF, Chaperon
	(Liu et al., 2013a)

	56
	OsHsfC1b
	LOC_Os01g53220
	TF, chaperon
	(Schmidt et al., 2012)

	57
	OsHsp90
	LOC_Os06g50300.1
	Functional, Heat shock
	

	58
	OsiSAP8
	LOC_Os06g41010.1
	Signalling, protein binding
	(Kanneganti and Gupta, 2008)

	59
	OsJAZ9
	LOC_Os03g08310
	Transcription regulation
	(Wu et al., 2015)

	60
	OsMAPK44
	LOC_Os08g06060.1
	Signalling, Kinase
	(Jeong et al., 2006)

	61
	OsMGD
	LOC_Os02g55910.1
	Functional, Lipid Biosynthesis
	(Wang et al., 2014c)

	62
	OsMIOX
	LOC_Os06g36560.1
	Balances the concentration of myo-inositol
	(Duan et al., 2012)

	63
	OsMSRB
	LOC_Os06g27760
	Functional, antioxidation
	(Guo et al., 2009)

	64
	OsMSRMK3
	LOC_Os06g48590.1
	Signalling, Kinase
	(Agrawal et al., 2003)

	65
	OSMT1e-P
	LOC_Os11g47809.1
	Cysteine-rich, metal binding
	(Kumar et al., 2012)

	66
	OsMyb2
	LOC_Os03g20090
	TF
	(Yang et al., 2012)

	67
	OsMyb3R-2
	LOC_Os01g62410
	TF
	(Dai et al., 2007)

	68
	Osmyb4
	LOC_Os04g43680.1
	TF
	(Liu et al., 2014a)

	69
	OsMYB48-1
	LOC_Os01g74410
	TF
	(Xiong et al., 2014)

	70
	OsNAC5
	LOC_Os11g08210
	TF
	(Takasaki et al., 2010)

	71
	OsNAC6
	LOC_Os01g66120
	TF
	(Nakashima et al., 2007)

	72
	OsNOA1
	LOC_Os02g01440
	Functional, NO synthesis
	(Qiao et al., 2009)

	73
	OsOXHS2
	LOC_Os01g03570
	Regulatory, protein-protein interaction
	(Qin et al., 2009)

	74
	OsP5CR
	LOC_Os01g71990
	Functional, Osmoprotection
	(Sripinyowanich et al., 2013)

	75
	OsPEX11-1
	LOC_Os03g02590
	Functional, peroxisomal biogenesis
	(Nayidu et al., 2008)

	76
	OsPOP5 
	LOC_Os02g18850
	Serine peptidases
	(Tan et al., 2013)

	77
	OsPUB15
	LOC_Os08g01900
	Functional, ubiquitination
	(Park et al., 2011)

	78
	Osr40cl
	LOC_Os03g21040.2
	ABA responsive protein
	(Moons et al., 1997)

	79
	OsRab7
	LOC_Os05g44050
	Signalling GTP binding
	(Nahm et al., 2003)

	80
	OsRacB
	LOC_Os02g02840.1
	Signalling, GTPase
	(Luo et al., 2006)

	81
	OsrgMT
	LOC_Os11g47809
	Metallothionein protein
	(Jin et al., 2014)

	82
	OsRINO1
	LOC_Os03g09250
	Myoinositol synthesis
	(Kusuda et al., 2015)

	83
	OsSAMDC
	LOC_Os04g42090.4
	Functional, polyamine biosynthesis
	(Roy and Wu, 2002)

	84
	OsSDIR1
	LOC_Os03g16570.2
	Functional, ubiquitination
	(Gao et al., 2011b)

	85
	OsSERF1
	LOC_Os05g34730
	TF, Inhibition of MAPK cascade
	(Schmidt et al., 2013)

	86
	OsSIK1
	LOC_Os06g03970
	Signalling, Kinase
	(Ouyang et al., 2010)

	87
	OsSKC1
	LOC_Os01g20160.1
	Functional, ion-transporter
	(Ren et al., 2005)

	88
	OsSKIPa
	LOC_Os02g52250
	Regulatory, Spliceosome component
	(Hou et al., 2009)

	89
	OsSNAC1
	LOC_Os03g60080
	TF
	(Saad et al., 2013)

	90
	OsSNAC2
	LOC_Os01g66120
	TF
	(Hu et al., 2008)

	91
	OsSOS2
	LOC_Os06g40370
	Signalling, Kinase
	(Kumar et al., 2009)

	92
	OsSRWD2
	LOC_Os02g48964
	Regulatory, Chromatin modification,Transcription
	(Huang et al., 2008a)

	93
	OsSRWD3
	LOC_Os06g07540
	Regulatory, Chromatin modification,Transcription
	(Huang et al., 2008a)

	94
	OsSRWD4
	LOC_Os08g31560
	Regulatory, Chromatin modification,Transcription
	(Huang et al., 2008a)

	95
	OsSRWD5
	LOC_Os03g26870
	Regulatory, Chromatin modification,Transcription
	(Huang et al., 2008a)

	96
	OsSRZ1
	LOC_Os02g10920.4
	Regulatory,  Splicing
	(Huang et al., 2008b)

	97
	OsTIFY11a
	LOC_Os03g08310
	Regulatory
	(Ye et al., 2009)

	98
	OsTOP6A3
	LOC_Os03g17610.1
	Functional, Topoisomerase
	(Jain et al., 2006)

	99
	OsTPC1
	LOC_Os01g48680
	Functional, Ion-channel
	(Senadheera et al., 2009)

	100
	OsTPS1
	LOC_Os05g44210
	Functional, Trehalose biosynthesis
	(Li et al., 2011)

	101
	OsTZF1
	LOC_Os05g10670
	TF
	(Jan et al., 2013)

	102
	OsUGE-1
	LOC_Os05g51670.1
	Functional, nucleotide sugar interconversion
	(Liu et al., 2007a)

	103
	OsWNK1
	LOC_Os07g38530.1
	Kinase 
	(Kumar et al., 2011)

	104
	OsWRKY13
	LOC_Os01g54600
	TF
	(Qiu et al., 2007)

	105
	OsWRKY45
	LOC_Os05g25770
	TF
	(Tao et al., 2011)

	106
	OsZFP182
	LOC_Os03g60560
	TF
	(Huang et al., 2012a)

	107
	OsZFP252
	LOC_Os12g41660
	TF
	(Xu et al., 2008a)

	108
	TmHKT8
	DQ646332.1
	Na+ transporter
	(James et al., 2011)

	109
	TaSC
	AY956330
	Signaling, transmembrane protein
	(Huang et al., 2012c)

	110
	TaNIP
	DQ530420.1
	Aquaporin
	(Gao et al., 2010b)

	111
	TaPIMP1
	EF587267.1
	TF
	(Liu et al., 2011)

	112
	TaSRG
	DQ672342
	TF
	(He et al., 2011)

	113
	TaMYBsdu1
	BT008981
	TF
	(Rahaie et al., 2010)

	114
	TaNAC29
	C116E5668.1
	TF
	(Huang et al., 2015)

	115
	TaNAC67
	KF646593
	TF
	(Mao et al., 2014)

	116
	TaMYB33
	JN584645
	TF
	(Qin et al., 2012)

	117
	TaNAC47
	KT345698
	TF
	(Zhang et al., 2016b)

	118
	TaABL1
	BJ267580
	TF
	(Xu et al., 2014)

	119
	TaWRKY19
	EU665430
	TF
	(Niu et al., 2012)

	120
	TaWRKY2
	EU665425
	TF
	(Niu et al., 2012)

	121
	TaERF3
	EF570122
	TF
	(Rong et al., 2014)

	122
	TaERF4
	JX014257
	TF
	(Dong et al., 2012)

	123
	TaSnRK2.8
	KR611569.1
	Signalling, Kinase
	(Zhang et al., 2010)

	124
	TaSnRK2.7
	KR736351.1
	Signalling, Kinase
	(Zhang et al., 2011)

	125
	TaSnRK2.4
	GQ384359.1
	Signalling, Kinase
	(Mao et al., 2010)

	126
	TaAQP8
	HQ650110
	Aquaporin
	(Hu et al., 2012)

	127
	TaCIPK29
	JX243013
	CBL-interacting protein kinase
	(Deng et al., 2013a)

	128
	HvHKT2;1
	DQ015706.1
	Na+ transporter
	(Mian et al., 2011)

	129
	TaWRKY10
	HQ700327
	TF
	(Wang et al., 2013a)

	130
	TaWRKY44
	KR827395
	TF
	(Wang et al., 2015b)

	131
	TaPP2C1
	HQ287800
	Protein phosphatases
	(Hu et al., 2015)

	132
	TaOPR1
	JQ409278
	Oxophytodienoatereductase

	(Dong et al., 2013)

	133
	TaCHP
	GQ379226
	TF
	(Li et al., 2010a)

	134
	TaDi19A
	FJ795369
	TF
	(Li et al., 2010c)

	135
	TdSHN1
	DQ334410
	TF
	(Djemal and Khoudi, 2015)

	136
	TaAIDFa
	AY781361
	TF
	(Xu et al., 2008b)

	137
	TaERF1
	AY781352
	TF
	(Makhloufi et al., 2014)

	138
	TaMAPK1
	AY881102
	TF
	(Makhloufi et al., 2014)

	139
	TaCIPK14
	JX879754.1
	Kinase
	(Deng et al., 2013b)

	140
	TaCRT1
	AY836753
	Ca2+-binding protein
	(Xiang et al., 2015)

	141
	TaEXPB23
	AY260547
	Expansins
	(Han et al., 2012)

	142
	TaEXPA2 
	AY589584.1
	Expansins
	(Chen et al., 2017)

	143
	TaGly I
	AJ243528.1
	Glyoxalase
	(Lin et al., 2010)

	144
	TaNAS-D
	KC700308
	Nicotianamine synthase
	(Han et al., 2016)

	145
	TNHXS1
	AY461512.1
	Transporter
	(Gouiaa et al., 2012)

	146
	TVP1
	EU255237.1
	H+-pyrophosphatase
	(Gouiaa et al., 2012)

	147
	SR3 WRSI5
	AY549888
	protease inhibitor
	(Shan et al., 2008)

	148
	PI4K
	KC357689.1
	Kinase
	(Liu et al., 2013b)

	149
	TaGBF1
	KT225464.1
	TF
	(Sun et al., 2015)

	150
	TaMYB73
	JN969051
	TF
	(He et al., 2012)

	151
	W69
	KF031945
	glutathione peroxidase
	(Zhai et al., 2013)

	152
	W106
	KF031946
	glutathione peroxidase
	(Zhai et al., 2013)

	153
	TabZIP60
	KJ562868.1
	TF
	(Zhang et al., 2015)

	154
	TaNAC2
	AAU08786
	TF
	(Mao et al., 2012)

	155
	TaNHX3
	tplb0011k19
	Transporter
	(Lu et al., 2014)

	156
	TaPLDα
	FN377812
	phospholipase D
	(Wang et al., 2014b)

	157
	TaNHX2
	AY040246.2
	Transporter
	(Zhang et al., 2014c)

	158
	TaSOD2
	KP322572
	superoxide dismutase
	(Wang et al., 2016)

	159
	TMKP1
	EU502843
	MAP kinase phosphatase

	(Zaidi et al., 2016)

	160
	Ta-sro1
	JN202574
	Poly(ADP ribose) polymerase
	(Liu et al., 2014b)

	161
	TaCIPK25
	KJ561795
	CBL-interacting protein kinase
	(Jin et al., 2016)

	162
	TaWRKY93
	JX679079
	TF
	(Qin et al., 2015)

	163
	TaSP
	KF307326
	Unknown function
	(Ma et al., 2015)

	164
	TaST
	BQ169774
	Unknown function
	(Huang et al., 2012b)

	165
	Ta-UnP
	ADR63289
	Unknown function
	(Liang et al., 2014)

	166
	TaSRK2C1
	TC368696
	SNF1-Related Protein Kinase
	(Du et al., 2013b)

	167
	TaSK5
	AB281487
	kinase
	(Christov et al., 2014)

	168
	TaSIP
	HM205107
	Unknown function
	(Du et al., 2013a)

	169
	TaWRKY79
	JX047374
	TF
	(Qin et al., 2013)

	170
	TaSRG
	DQ672342
	TF
	(He et al., 2011)

	171
	TaSST
	ACH97119
	Unknown function
	(Li et al., 2016)

	172
	TabHLH1
	TC307165
	TF
	(Yang et al., 2016)

	173
	TaACO1
	AGT79999
	aminocyclopropane-1-carboxylate oxidase
	(Chen et al., 2014a)

	174
	TaMYB30-B
	JF951913
	TF
	(Zhang et al., 2012a)

	175
	TaMYB19
	JF951903
	TF
	(Zhang et al., 2014b)

	176
	TaMYB56-B
	JF951939
	TF
	(Zhang et al., 2012b)

	177
	TaMYB3R1
	HQ236494
	TF
	(Cai et al., 2015)

	178
	SbNADP-ME
	
	Malate Dehydrogenase
	(Guo et al., 2018)

	179
	SbVPPase
	GQ469975.1
	H(+)-pyrophosphatase
	(Anjaneyulu et al., 2014)

	180
	Sb06PPO1
	KJ425574
	polyphenol oxidase
	(Yan et al., 2017)

	181
	SbAP37
	JF714972
	TF
	(Parveda et al., 2017)

	182
	SbHKT1;4
	Sb06g027900
	Transporter
	(Wang et al., 2014d)

	183
	OsGR3
	AK108799
	Glutathione reductases
	(Wu et al., 2013)

	184
	ZmCHB101
	
	chromatin remodeler
	(Yu et al., 2018)

	185
	ZmPIP1;1
	X82633
	plasma membrane intrinsic protein
	(Zhou et al., 2018)

	186
	ZmWRKY17
	EU966905
	TF
	(Cai et al., 2017)

	187
	Zmhdz10
	JX514832
	TF
	(Zhao et al., 2014)

	188
	ZmNAC55
	AFW67212
	TF
	(Mao et al., 2016)

	189
	ZmbZIP72
	AK065873
	TF
	(Ying et al., 2012)

	190
	ABP9
	NM_001197011
	TF
	(Wang et al., 2017)

	191
	ZmCBL9
	GRMZM2G015324
	Regulatory, Ca2+-binding
	(Zhang et al., 2016a)

	192
	ZmVPP5
	NP_001140455
	Vacuole H+‐PPases
	(Sun et al., 2016)

	193
	ZmCBL4
	GRMZM2G001221
	Regulatory, Ca2+-binding
	(Zhang et al., 2016a)

	194
	ZmSKD1
	AY105155
	ATPase
	(Xia et al., 2013)

	195
	ZmMKK1
	
	kinase
	(Cai et al., 2014)

	196
	ZmCIPK21
	NM_00154244
	kinase
	(Chen et al., 2014b)

	197
	ZmMPK5
	EU965114
	kinase
	(Zhang et al., 2014a)

	198
	TSRF1
	At3g23240
	TF
	(Wang et al., 2013b)

	199
	PMP3
	EU364580
	Plasma membrane protein 3
	(Fu et al., 2012)

	200
	ZmSIMK1
	AY433815
	kinase
	(Gu et al., 2010)





        
                   Supplementary Table S3 List of salt stress-responsive MIR genes
	Gene name
	Crop
	Reference

	miR156
	Arabidopsis
	(Liu et al., 2008)

	miR158
	Arabidopsis
	(Liu et al., 2008)

	miR159
	Wheat
	(Wang et al., 2014a)

	miR160
	Wheat
	(Lu et al., 2011)

	miR165
	Wheat 
	(Wang et al., 2014a)

	miR167
	Arabidopsis
	(Liu et al., 2008)

	miR168
	Arabidopsis
	(Liu et al., 2008)

	miR169
	Arabidopsis
	(Kruszka et al., 2012)

	miR169
	Rice
	(Zhao et al., 2009)

	miR171
	Arabidopsis
	(Liu et al., 2008)

	miR172
	Wheat
	(Gupta et al., 2014)

	miR319
	Arabidopsis
	(Liu et al., 2008)

	miR393
	Rice
	(Gao et al., 2011a)

	miR393
	Wheat
	(Wang et al., 2014a)

	miR394
	Arabidopsis
	(Song et al., 2013)

	miR395
	Arabidopsis
	(Kim et al., 2010b)

	miR396
	Rice
	(Gao et al., 2010a)

	miR396
	Arabidopsis
	(Liu et al., 2008)

	miR402
	Arabidopsis
	(Kim et al., 2010a)

	miR417
	Arabidopsis
	(Jung and Kang, 2007)
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