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Figure S1. GO-Directed Acyclic Graph (GO-DAG) plot of differentially expressed genes (DEGs) enriched in biological process (BP) ontology. The enrichment level of the Gene ontology (GO) terms is distinguished from high to low by the box color: red, orange, yellow.
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Figure S2. GO-DAG plot of DEGs enriched in cellular component (CC) ontology.
Table S1. The DEGs associated with redox process subjected to qPCR analysis and their corresponding primers

	Gene ID
	Gene Name
	Primer name
	Sequence (5'-3')

	Smechr0900297
	APX
	APX-qPCR-F

APX-qPCR-R
	ATGCCTACTGCTGCTCCTACG

TGATTCCTTCGCCATCTTCCATTAG

	Smechr0603006
	POD
	POD-qPCR-F

POD-qPCR-R
	AACTGCAGAACCAATGCATTGGATGAACTTTTCCAGTC

GGAATTCCACTATTCACAGCTGCA

	Smechr0802427
	RBOHA
	RBOHA-qPCR-F

RBOHA-qPCR-R
	TTCCGTCAGTTTTCACAGGA

GAAAAACGACGTCGGAGAAA

	Smechr0402558
	CAT
	CAT-qPCR-F

CAT-qPCR-R
	AACTGCAGAACCAATGCATTGGATGGATCTCTCTAAG

GGAATTCCCATTGTAGGCTTGAC

	Smechr0902526
	GR
	GR-qPCR-F

GR-qPCR-R
	AGGAACACAACCACGAAGAACAC

AGCCTACCAAGCCTGACTACTC

	Smechr0601164
	FeSOD
	FeSOD-qPCR-F

FeSOD-qPCR-R
	CGGGATCCCGCCACTGGGGGAAGCA

GGAATTCCAGCTGTTGCTGCTTTA

	Smechr0402513
	CDSP32
	CDSP32-qPCR-F

CDSP32-qPCR-R
	CGGGATCCCGATGTGTGTTTTTCTTT

GGAATTCCCCCTCTCTTGGTATCTA

	Smechr0802412
	MDAR5
	MDAR5-qPCR-F

MDAR5-qPCR-R
	CTCTGGTGTCCTCAATCAACTTCC

TCCTCCAACTACCACATACACTCTC

	Smechr0500548
	DHAR2
	DHAR2-qPCR-F

DHAR2-qPCR-R
	AGCGACAAATCAGCAGCAGATAC

ATGGAACAGAGCAGGCTTTACTTG

	Smechr0701506
	CYP
	CYP-qPCR-F

CYP-qPCR-R
	ATCCTGTCCATGGCTAATGC

ATGCCCTCAACAACTTGTCC


Table S2. The top 10 up-regulated DEGs associated with peroxidase activity
	Gene ID
	Swissprot
	Description
	Pathway

	Smechr0500269
	sp|Q9FLC0|PER52_ARATH|
	peroxidase P7-like  [Solanum pennellii]
	ko00940(Phenylpropanoid biosynthesis)

	Smechr0603006
	sp|P22195|PER1_ARAHY|
	PREDICTED: cationic peroxidase 1-like  [Solanum tuberosum]
	ko00940(Phenylpropanoid biosynthesis)

	Smechr0900297
	sp|Q1PER6|APX2_ARATH|
	PREDICTED: L-ascorbate peroxidase 2, cytosolic-like  [Nicotiana tabacum]
	ko00480(Glutathione metabolism);

ko00053(Ascorbate and aldarate metabolism)

	Smechr1002439
	sp|Q42580|PER21_ARATH|
	PREDICTED: peroxidase 21-like  [Solanum tuberosum]
	ko00940(Phenylpropanoid biosynthesis)

	Smechr0802349
	sp|O24031|GPX4_SOLLC|
	PREDICTED: probable phospholipid hydroperoxide glutathione peroxidase  [Solanum tuberosum]
	ko00590(Arachidonic acid metabolism);

ko00480(Glutathione metabolism)

	Smechr0401704
	sp|Q96520|PER12_ARATH|
	PREDICTED: peroxidase 12-like  [Solanum tuberosum]
	ko00940(Phenylpropanoid biosynthesis)

	Smechr0700666
	sp|Q96522|PER45_ARATH|
	peroxidase 16  [Solanum lycopersicum]
	ko00940(Phenylpropanoid biosynthesis)

	Smechr0201840
	sp|P12437|PERX_SOLTU|
	PREDICTED: suberization-associated anionic peroxidase  [Solanum tuberosum]
	ko00940(Phenylpropanoid biosynthesis)

	Smechr1102410
	sp|Q02200|PERX_NICSY|
	PREDICTED: lignin-forming anionic peroxidase-like  [Capsicum annuum]
	ko00940(Phenylpropanoid biosynthesis)

	Smechr0802427
	sp|Q948U0|RBOHA_SOLTU|
	respiratory burst oxidase homolog protein A  [Solanum tuberosum]
	ko04626(Plant-pathogen interaction);

ko04016(MAPK signaling pathway - plant)


Table S3. DEGs related to GO term of cytoskeletal protein binding (CPB)
	Category
	Term
	Up
	Down
	DEG
	Pvalue
	Up_Gene
	Down_Gene

	MF
	cytoskeletal protein binding
	3
	40
	43
	5.5811E-09
	Smechr0200682,Smechr0602350,Smechr1100019
	Smechr0100322,Smechr0100964,Smechr0101056,Smechr0101263,Smechr0102926,Smechr0202643,Smechr0300023,Smechr0300764,Smechr0301863,Smechr0302053,Smechr0302839,Smechr0302914,Smechr0303345,Smechr0401978,Smechr0401983,Smechr0402099,Smechr0402442,Smechr0500737,Smechr0502631,Smechr0600042,Smechr0602859,Smechr0702513,Smechr0702631,Smechr0702689,Smechr0800355,Smechr0900025,Smechr0900424,Smechr0902121,Smechr0902376,Smechr0902630,Smechr1000364,Smechr1001615,Smechr1002555,Smechr1002759,Smechr1002923,Smechr1100179,Smechr1102472,Smechr1102689,Smechr1201571,Smechr1201627


Table S4. Down-regulated DEGs associated with microtubule-associated proteins (MAPs)
	Gene ID
	baseMean_CG
	baseMean_YG
	p-value
	Length
	Swissprot
	Description

	Smechr0300764
	673.81 
	97.35 
	1.0229E-106
	2368
	sp|Q9C7G0|MA658_ARATH|
	65-kDa microtubule-associated protein 8  [Solanum pennellii]

	Smechr0301863
	454.71 
	41.25 
	1.30575E-93
	2540
	sp|Q9FHM4|MA653_ARATH|
	PREDICTED: 65-kDa microtubule-associated protein 3  [Solanum tuberosum]

	Smechr0202643
	591.61 
	171.04 
	1.09879E-51
	1430
	sp|Q9FGQ6|EB1C_ARATH|
	microtubule-associated protein RP/EB family member 1C  [Solanum lycopersicum]

	Smechr0101263
	335.98 
	150.32 
	1.21278E-15
	2063
	sp|Q9ZVJ3|MA655_ARATH|
	PREDICTED: 65-kDa microtubule-associated protein 5  [Solanum tuberosum]


	Table S5. DEGs associated with Pentose and glucuronate interconversions under salt stress

	Enzymes
	Gene ID
	baseMean_

CG
	baseMean_

YG
	up or down
	p-value
	Length
	Swissprot

	(K01051) Pectinesterase

(16)
	Smechr1200136
	1004.674702
	3426.203404
	up
	4.4584E-271
	1455
	sp|Q8VYZ3|PME53_ARATH|Probable pectinesterase 53 OS=Arabidopsis thaliana 

	
	Smechr0402393
	51.24863362
	816.9913669
	up
	5.9123E-198
	1579
	sp|Q9SIJ9|PME11_ARATH|Putative pectinesterase 11 OS=Arabidopsis thaliana 

	
	Smechr0301815
	437.7307854
	1165.112011
	up
	2.1154E-69
	795
	sp|P17407|21KD_DAUCA|21 kDa protein OS=Daucus carota 

	
	Smechr1002496
	326.5218336
	936.55134
	up
	4.21461E-63
	1613
	sp|Q9ZQA3|PME15_ARATH|Probable pectinesterase 15 OS=Arabidopsis thaliana 

	
	Smechr0601214
	34.1587348
	105.6261093
	up
	6.24039E-09
	1635
	sp|Q9STY3|PME33_ARATH|Probable pectinesterase/pectinesterase inhibitor 33 OS=Arabidopsis thaliana

	
	Smechr0301817
	48.90534275
	132.5671018
	up
	5.68827E-06
	4127
	sp|Q9SB38|PMEI4_ARATH|Pectinesterase inhibitor 4 OS=Arabidopsis thaliana 

	
	Smechr0701485
	24.79875292
	66.22444016
	up
	2.00706E-05
	1445
	sp|O23038|PME8_ARATH|Probable pectinesterase 8 OS=Arabidopsis thaliana 

	
	Smechr1200208
	53.68284792
	1.807719183
	down
	1.36235E-16
	1441
	sp|Q84WE4|PMEI3_ARATH|Pectinesterase inhibitor 3 OS=Arabidopsis thaliana 

	
	Smechr0303683
	28408.99209
	8842.671309
	down
	0
	2100
	sp|Q43143|PMEU1_SOLLC|Pectinesterase/pectinesterase inhibitor U1 OS=Solanum lycopersicum

	
	Smechr1001692
	4304.558541
	717.0396312
	down
	0
	1076
	sp|Q9SB37|PMEI7_ARATH|Pectinesterase inhibitor 7 OS=Arabidopsis thaliana 

	
	Smechr0802167
	333.2348166
	12.04246278
	down
	1.16534E-52
	1298
	sp|Q8LPF3|PME68_ARATH|Probable pectinesterase 68 OS=Arabidopsis thaliana 

	
	Smechr0600036
	1119.990647
	535.3122487
	down
	2.34336E-42
	2194
	sp|O81301|PME40_ARATH|Probable pectinesterase/pectinesterase inhibitor 40 OS=Arabidopsis thaliana

	
	Smechr1002526
	331.6723885
	132.5481158
	down
	5.44222E-19
	1741
	sp|Q9LZS0|PTL_ARATH|Trihelix transcription factor PTL OS=Arabidopsis thaliana 

	
	Smechr0301812
	237.616755
	87.49683526
	down
	1.94115E-16
	1169
	sp|Q9STY5|PMI11_ARATH|Pectinesterase inhibitor 11 OS=Arabidopsis thaliana 

	
	Smechr0101060
	114.0751876
	43.24377312
	down
	4.58459E-08
	1746
	sp|Q94CB1|PME25_ARATH|Probable pectinesterase/pectinesterase inhibitor 25 OS=Arabidopsis thaliana

	
	Smechr0702526
	84.91066001
	29.62771583
	down
	6.9859E-07
	2348
	sp|Q96575|PME22_SOLLC|Pectinesterase 2 OS=Solanum lycopersicum 

	(K01728) Pectate lyase

(9)
	Smechr0201958
	60.15460916
	1217.209021
	up
	9.1174E-137
	789
	sp|Q9C6T5|STGL3_ARATH|Stigma-specific STIG1-like protein 3 OS=Arabidopsis thaliana

	
	Smechr0201957
	85.76640686
	479.5022509
	up
	4.10377E-50
	631
	sp|Q9SZ28|STGL1_ARATH|Stigma-specific STIG1-like protein 1 OS=Arabidopsis thaliana

	
	Smechr0901549
	41.38459215
	241.3824518
	up
	3.36158E-35
	2171
	sp|Q944R1|PLY15_ARATH|Probable pectate lyase 15 OS=Arabidopsis thaliana OX=3702 GN=At4g13710 PE=2 SV=1

	
	Smechr0702417
	45.49981183
	103.3022255
	up
	3.97897E-06
	522
	sp|Q9LNN7|GRI_ARATH|Protein GRIM REAPER OS=Arabidopsis thaliana 

	
	Smechr0902489
	4735.824882
	688.728444
	down
	0
	2109
	sp|Q944R1|PLY15_ARATH|Probable pectate lyase 15 OS=Arabidopsis thaliana 

	
	Smechr0900188
	2266.115506
	797.2106064
	down
	6.2577E-99
	1845
	sp|Q9SCP2|PLY12_ARATH|Probable pectate lyase 12 OS=Arabidopsis thaliana 

	
	Smechr0302640
	4354.886879
	2076.518238
	down
	2.36626E-96
	1818
	sp|Q9C5M8|PLY18_ARATH|Probable pectate lyase 18 OS=Arabidopsis thaliana 

	
	Smechr1001155
	333.8588823
	135.0173546
	down
	2.73819E-17
	1881
	sp|Q93Z04|PLY13_ARATH|Probable pectate lyase 13 OS=Arabidopsis thaliana 

	
	Smechr0301074
	374.8965575
	179.3563179
	down
	9.78737E-10
	1537
	sp|Q9FXD8|PLY5_ARATH|Probable pectate lyase 5 OS=Arabidopsis thaliana 

	(K01213) Galacturan 1,4-alpha-galacturonidase

(7)
	Smechr0902670
	252.2292305
	1184.276707
	up
	1.7459E-139
	1669
	sp|Q94AJ5|PGLR5_ARATH|Probable polygalacturonase At1g80170 OS=Arabidopsis thaliana

	
	Smechr0601726
	531.2753078
	1079.857749
	up
	9.67235E-39
	2602
	sp|A7PZL3|PGLR_VITVI|Probable polygalacturonase OS=Vitis vinifera

	
	Smechr0602777
	228.5950367
	556.2481896
	up
	3.05158E-30
	1681
	sp|Q56XJ7|Y4276_ARATH|Uncharacterized protein At4g22758 OS=Arabidopsis thaliana

	
	Smechr0301275
	6103.949762
	17154.76979
	up
	0
	2032
	sp|Q949Z1|PGLR4_ARATH|Polygalacturonase At1g48100 OS=Arabidopsis thaliana 

	
	Smechr1102267
	2804.788355
	12474.33716
	up
	0
	1697
	sp|Q949Z1|PGLR4_ARATH|Polygalacturonase At1g48100 OS=Arabidopsis thaliana 

	
	Smechr0301217
	182.248431
	28.26061526
	down
	2.59092E-28
	1712
	sp|Q949Z1|PGLR4_ARATH|Polygalacturonase At1g48100 OS=Arabidopsis thaliana 

	
	Smechr0201494
	313.2135805
	27.227524
	down
	4.17851E-66
	1230
	sp|Q6H9K0|PGLR2_PLAAC|Exopolygalacturonase (Fragment) OS=Platanus acerifolia 

	(K01184) Polygalacturonase

(6)
	Smechr1000818
	33.11630169
	362.2970384
	up
	2.2865E-76
	1182
	sp|P48979|PGLR_PRUPE|Polygalacturonase OS=Prunus persica 

	
	Smechr0502540
	143.4769732
	595.5932988
	up
	2.77652E-64
	1244
	sp|P48979|PGLR_PRUPE|Polygalacturonase OS=Prunus persica

	
	Smechr1000815
	2.548078784
	17.82748602
	up
	0.001039268
	1411
	sp|P48979|PGLR_PRUPE|Polygalacturonase OS=Prunus persica

	
	Smechr0502541
	5.268452254
	35.13517689
	up
	0.001544634
	1173
	sp|P48979|PGLR_PRUPE|Polygalacturonase OS=Prunus persica

	
	Smechr0800507
	0
	5.884159659
	up
	0.005905479
	1188
	sp|P48979|PGLR_PRUPE|Polygalacturonase OS=Prunus persica

	
	Smechr1101771
	22.20715397
	50.212457
	up
	0.001537483
	411
	PREDICTED: uncharacterized protein LOC107061298  [Solanum tuberosum]

	(K00002) Alcohol dehydrogenase (NADP+)
	Smechr0900483
	1059.648764
	5436.084189
	up
	0
	1887
	sp|Q0PGJ6|AKRC9_ARATH|NADPH-dependent aldo-keto reductase, chloroplastic OS=Arabidopsis thaliana

	(K00012) UDP glucose 6-dehydrogenase

(4)
	Smechr0202877
	3460.498368
	7723.088476
	up
	3.6239E-276
	3003
	sp|Q9LIA8|UGDH2_ARATH|UDP-glucose 6-dehydrogenase 2 OS=Arabidopsis thaliana 

	
	Smechr0303003
	634.2572307
	4689.450152
	up
	0
	1791
	sp|Q2QS13|UGDH5_ORYSJ|UDP-glucose 6-dehydrogenase 5 OS=Oryza sativa subsp. japonica

	
	Smechr0602402
	3.997022702
	55.90218615
	up
	9.05318E-15
	2219
	sp|Q2QS13|UGDH5_ORYSJ|UDP-glucose 6-dehydrogenase 5 OS=Oryza sativa subsp. japonica 

	(K00008) L-iditol 2-dehydrogenase (SORD, gutB)  (1)
	Smechr0601243
	114.7800945
	237.7067239
	up
	2.93253E-10
	3191
	sp|Q1PSI9|IDND_VITVI|L-idonate 5-dehydrogenase OS=Vitis vinifera

	 (K00963) UTP-glucose -1-phosphate uridylyltransferase  (1)
	Smechr0500457
	84.81311123
	15.72193395
	down
	1.5533E-12
	1477
	sp|P19595|UGPA_SOLTU|UTP--glucose-1-phosphate uridylyltransferase OS=Solanum tuberosum 


	
	Table S6. DEGs associated with proton transporter activity

	YG vs CG
	transporter activity (GO:0005215) 

	93 up-

 regulated
DEGs
	Smechr0100701,Smechr0100793,Smechr0100887,Smechr0101107,Smechr0101239,Smechr0101799,Smechr0102390,Smechr0102391,Smechr0201151,Smechr0201264,Smechr0201319,Smechr0201321,Smechr0201349,Smechr0201350,Smechr0202893,Smechr0203007,Smechr0300086,Smechr0300412,Smechr0300950,Smechr0301479,Smechr0301945,Smechr0302074,Smechr0302148,Smechr0302617,Smechr0302784,Smechr0302785,Smechr0302808,Smechr0302809,Smechr0303427,Smechr0400359,Smechr0400942,Smechr0401522,Smechr0401570,Smechr0402036,Smechr0500154,Smechr0501682,Smechr0501741,Smechr0501897,Smechr0502764,Smechr0600084,Smechr0600088,Smechr0600514,Smechr0600525,Smechr0601252,Smechr0601510,Smechr0601767,Smechr0601792,Smechr0602198,Smechr0602207,Smechr0602666,Smechr0602796,Smechr0602866,Smechr0700116,Smechr0700365,Smechr0700579,Smechr0702646,Smechr0800091,Smechr0800716,Smechr0801477,Smechr0801844,Smechr0802031,Smechr0802151,Smechr0802373,Smechr0802439,Smechr0802445,Smechr0802458,Smechr0900234,Smechr0900235,Smechr0900501,Smechr0901618,Smechr0901775,Smechr0902081,Smechr0902148,Smechr0902390,Smechr0902571,Smechr1000228,Smechr1000247,Smechr1000491,Smechr1000579,Smechr1001727,Smechr1002367,Smechr1002449,Smechr1002491,Smechr1002688,Smechr1100038,Smechr1100047,Smechr1100224,Smechr1101756,Smechr1101866,Smechr1102164,Smechr1102289,Smechr1102563,Smechr1201454

	57 down- 

regulated
DEGs
	Smechr0100078,Smechr0100848,Smechr0100884,Smechr0100885,Smechr0100886,Smechr0101462,Smechr0101635,Smechr0101987,Smechr0102588,Smechr0102630,Smechr0103583,Smechr0201351,Smechr0201919,Smechr0202022,Smechr0300033,Smechr0300177,Smechr0300220,Smechr0300556,Smechr0301091,Smechr0301500,Smechr0301503,Smechr0301732,Smechr0303705,Smechr0400069,Smechr0400102,Smechr0401639,Smechr0402114,Smechr0402430,Smechr0501294,Smechr0502220,Smechr0502651,Smechr0600285,Smechr0602470,Smechr0603155,Smechr0700034,Smechr0700578,Smechr0701303,Smechr0701304,Smechr0702650,Smechr0800023,Smechr0802013,Smechr0802063,Smechr0802064,Smechr0802195,Smechr0901134,Smechr0901203,Smechr0901813,Smechr0901864,Smechr0902058,Smechr1000004,Smechr1000678,Smechr1002931,Smechr1100643,Smechr1100825,Smechr1101098,Smechr1200365,Smechr1200552


	Table S7. Up-regulated DEGs associated with Ca2+ or K+ ion activity

	Gene ID
	baseMean_CG
	baseMean_YG
	p-value
	Length
	Swissprot
	Description

	Up-regulated DEGs related to K+ ion activity (5 in total)

	Smechr0100701
	226.44
	541.49
	3.85526E-28
	3008
	sp|Q38898|AKT2_ARATH|
	potassium channel AKT2/3 isoform X2  [Solanum pennellii]

	Smechr0301479
	1.74
	26.53
	7.90784E-07
	2524
	sp|O80739|POT12_ARATH|
	putative potassium transporter 12  [Solanum pennellii]

	Smechr0500154
	42.66
	88.23
	0.000189531
	3686
	sp|Q9M8S6|SKOR_ARATH
	PREDICTED: potassium channel SKOR-like  [Solanum tuberosum]

	Smechr1102289
	902.53
	4386.27
	2.3302E-305
	2515
	sp|Q67UC7|HAK17_ORYSJ|
	putative potassium transporter 17  [Capsicum chinense]

	Smechr1102563
	0.36
	4.72
	0.046097859
	1044
	sp|Q8LBL1|KCO1_ARATH|
	PREDICTED: two-pore potassium channel 1-like  [Solanum tuberosum]

	Up-regulated DEGs related to Ca2+ ion activity (17 in total)

	Smechr1002333
	297.21
	3727.87
	0
	1332
	sp|P51074|ANX4_FRAAN|
	PREDICTED: annexin-like protein RJ4  [Solanum tuberosum]

	Smechr0101189
	21.06
	57.67
	4.69859E-05
	1158
	sp|Q9SE45|ANXD3_ARATH|
	PREDICTED: annexin D3-like  [Solanum tuberosum]

	Smechr0300568
	3.52
	19.56
	0.000674846
	1442
	sp|O64823|MCU2_ARATH|
	PREDICTED: calcium uniporter protein 2, mitochondrial-like  [Solanum tuberosum]

	Smechr0101188
	3.10
	25.14
	0.000188494
	1120
	sp|Q9ZVJ6|ANXD4_ARATH|
	PREDICTED: annexin D4-like  [Solanum tuberosum]

	Smechr0100137
	24.72
	331.88
	3.47737E-71
	1445
	-
	uncharacterized protein LOC101257023  [Solanum lycopersicum]

	Smechr0101846
	281.55
	801.34
	1.12671E-53
	1072
	-
	PREDICTED: uncharacterized protein LOC109245043  [Nicotiana attenuata]

	Smechr0101976
	131.33
	275.69
	2.29687E-08
	909
	sp|P82658|TL19_ARATH|
	thylakoid lumenal 19 kDa protein, chloroplastic  [Solanum lycopersicum]

	Smechr0102808
	68.08
	183.54
	3.07384E-13
	928
	sp|Q9FDX6|CP1_ARATH|
	PREDICTED: calmodulin  [Solanum tuberosum]

	Smechr0300113
	3.57
	19.22
	0.001131352
	711
	sp|Q6K3R5|NCL2_ORYSJ|
	PREDICTED: uncharacterized protein LOC102593213  [Solanum tuberosum]

	Smechr0300114
	2.08
	13.00
	0.003103506
	1365
	sp|Q8L636|NCL_ARATH|
	PREDICTED: uncharacterized protein LOC102593213  [Solanum tuberosum]

	Smechr0400199
	11.17
	27.60
	0.013433965
	1155
	sp|Q9LSQ6|PBP1_ARATH|
	calcium-binding protein PBP1-like  [Solanum lycopersicum]

	Smechr0402238
	610.02
	3152.36
	2.59911E-52
	2406
	sp|P17859|AMYA_VIGMU|
	hypothetical protein CCACVL1_14000  [Corchorus capsularis]

	Smechr0402239
	10.42
	23.19
	0.025993527
	1275
	sp|P17859|AMYA_VIGMU|
	PREDICTED: alpha-amylase-like  [Nicotiana attenuata]

	Smechr0402525
	219.31
	1679.07
	2.4472E-158
	1814
	sp|Q8LFG1|AMY2_ARATH|
	PREDICTED: probable alpha-amylase 2  [Capsicum annuum]

	Smechr0500826
	41.16
	219.53
	9.66559E-31
	1067
	sp|P29795|PSBP_SOLLC|
	PREDICTED: oxygen-evolving enhancer protein 2, chloroplastic-like  [Capsicum annuum]

	Smechr0500887
	4.35
	37.15
	2.48563E-08
	2532
	sp|O81211|RBOHE_ARATH|
	PREDICTED: respiratory burst oxidase homolog protein E-like  [Solanum tuberosum]

	Smechr0802427
	237.42
	522.26
	1.27609E-20
	4269
	sp|Q948U0|RBOHA_SOLTU|
	respiratory burst oxidase homolog protein A  [Solanum tuberosum]


Table S8. Total of 56 TF families characterized in eggplant roots

	TF Family
	Count
	TF Family
	Count
	TF Family
	Count

	ERF
	128
	HSF
	23
	BBR-BPC
	6

	bHLH
	110
	FAR1
	22
	SRS
	5

	MYB
	108
	AP2
	20
	E2F/DP
	5

	NAC
	86
	ARF
	19
	YABBY
	4

	C2H2
	77
	TALE
	16
	CAMTA
	4

	MYB_related
	64
	ZF-HD
	15
	STAT
	3

	bZIP
	56
	NF-YC
	15
	LSD
	3

	WRKY
	55
	SBP
	14
	HRT-like
	3

	G2-like
	53
	GeBP
	14
	Whirly
	2

	GRAS
	52
	Nin-like
	13
	SAP
	2

	HD-ZIP
	49
	MIKC_MADS
	13
	RAV
	2

	M-type_MADS
	48
	CO-like
	11
	HB-PHD
	2

	B3
	45
	NF-YA
	10
	VOZ
	1

	LBD
	43
	GRF
	8
	S1Fa-like
	1

	C3H
	35
	EIL
	8
	NF-X1
	1

	Trihelix
	33
	WOX
	7
	CPP
	1

	Dof
	31
	BES1
	7
	
	

	TCP
	29
	ARR-B
	7
	
	

	GATA
	28
	HB-other
	6
	
	

	NF-YB
	23
	DBB
	6
	
	


Table S9. 236 salt-responsive TFs identified in eggplant roots
	TF family
	Up
	Down
	Total

	ERF
	14
	10
	24

	MYB
	13
	9
	22

	NAC
	18
	2
	20

	bHLH
	12
	8
	20

	WRKY
	12
	4
	16

	LBD
	10
	2
	12

	GRAS
	7
	3
	10

	HD-ZIP
	8
	2
	10

	bZIP
	6
	3
	9

	MYB_related
	3
	5
	8

	B3
	2
	5
	7

	C2H2
	6
	1
	7

	Dof
	3
	4
	7

	TCP
	2
	4
	6

	TALE
	3
	2
	5

	C3H
	3
	2
	5

	GATA
	0
	4
	4

	HSF
	4
	0
	4

	Trihelix
	2
	1
	3

	SBP
	1
	2
	3

	CO-like
	2
	1
	3

	EIL
	3
	0
	3

	AP2
	2
	1
	3

	Nin-like
	2
	1
	3

	M-type_MADS
	2
	1
	3

	G2-like
	1
	2
	3

	ARF
	0
	2
	2

	NF-YA
	2
	0
	2

	SRS
	0
	1
	1

	E2F/DP
	0
	1
	1

	NF-YC
	1
	0
	1

	LSD
	1
	0
	1

	DBB
	1
	0
	1

	STAT
	1
	0
	1

	GeBP
	0
	1
	1

	FAR1
	0
	1
	1

	NF-YB
	0
	1
	1

	MIKC_MADS
	1
	0
	1

	RAV
	0
	1
	1

	ZF-HD
	0
	1
	1


Table S10. Up-regulated DEGs associated with osmoregulation
	Gene ID
	baseMean_CG
	baseMean_YG
	p-value
	Swissprot
	Description

	Smechr0202804
	1286.332451
	2922.292187
	3.55563E-92
	sp|Q6NKX1|PROD2_ARATH|
	PREDICTED: proline dehydrogenase 2, mitochondrial-like  [Solanum tuberosum]

	Smechr0301799
	318.9359352
	733.5531579
	5.44314E-35
	sp|O64896|TPPA_ARATH|
	PREDICTED: trehalose-phosphate phosphatase A  [Solanum tuberosum]

	Smechr0700013
	614.8801783
	1368.977768
	3.17569E-59
	sp|Q9ZV48|TPS11_ARATH|
	PREDICTED: probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 11 isoform X1  [Nicotiana attenuata]

	Smechr1100861
	513.6089422
	1377.127343
	1.88327E-81
	sp|Q5HZ05|TPPJ_ARATH|
	probable trehalose-phosphate phosphatase J  [Solanum lycopersicum]

	Smechr0602467
	308.3368097
	837.4168065
	1.34173E-51
	sp|Q9S795|BADH1_ARATH|
	PREDICTED: betaine aldehyde dehydrogenase, chloroplastic-like  [Solanum tuberosum]

	Smechr0600760
	1075.753024
	3169.251505
	5.7724E-205
	sp|Q96480|P5CS_SOLLC|
	PREDICTED: delta-1-pyrroline-5-carboxylate synthase-like isoform X1  [Solanum tuberosum]

	Smechr0602440
	1758.471005
	4104.170923
	2.0411E-175
	sp|Q8VZC3|AL121_ARATH|
	PREDICTED: probable aldehyde dehydrogenase  [Solanum tuberosum]


Table S11. Up-regulated DEGs associated with kinesin-like proteins (KINs)
	Gene ID
	baseMean_CG
	baseMean_YG
	p-value
	Length
	Swissprot
	Description

	Smechr0602350
	7.48
	23.17
	0.014253083
	1263
	sp|Q0WN69|KN14P_ARATH|
	PREDICTED: kinesin-like protein KIN-14P  [Nicotiana attenuata]

	Smechr0200682
	11.48
	33.19
	0.009308327
	3690
	sp|F4JZ68|KN7H_ARATH|
	kinesin-like protein KIN-7E isoform X1  [Solanum pennellii]


