Table S1. List of differentially expressed proteins identified in leaves of N. billardieri seedlings under salt stress conditions.
	Identified Proteins
	Description
	Percent Coverage
	Protein Identification Probability
	Ratio
(Treatment
/Control)

	Unigene45877_1_1
	electron transfer flavo subunit mitochondrial
	9.45%
	100%
	0.24

	Unigene40162_1_1
	Blue copper
	9.29%
	93%
	0.28

	Unigene41620_1_1
	ketol-acid chloroplastic
	18.40%
	99%
	0.34

	Unigene6335_1_1
	calcium uptake mitochondrial
	1.44%
	93%
	0.35

	Unigene35837_1_1
	DJ-1 homolog D
	9.62%
	75%
	0.37

	Unigene9566_1_1
	110 kDa U5 small nuclear ribonucleo component CLO
	8.44%
	85%
	0.38

	Unigene46855_1_1
	sucrose synthase
	3.56%
	100%
	0.41

	Unigene11770_1_1
	chitinase 1
	9.64%
	96%
	0.43

	Unigene38920_1_1
	plastoglobulin- chloroplastic
	9.90%
	100%
	0.43

	Unigene41357_1_1
	mitochondrial import inner membrane translocase subunit TIM9
	12.90%
	99%
	0.44

	Unigene46543_1_1
	SKP1 1B
	4.43%
	93%
	0.44

	Unigene106_1_1
	26S proteasome non-ATPase regulatory subunit 2 homolog A
	2.92%
	100%
	0.45

	Unigene41716_1_1
	heat shock 90- mitochondrial
	10.00%
	99%
	0.45

	Unigene37808_1_1
	basic chitinase 2-2
	21.20%
	100%
	0.48

	Unigene47632_1_1
	serine threonine- phosphatase PP2A catalytic subunit
	4.50%
	100%
	0.48

	Unigene42170_1_1
	60S ribosomal L18-2
	9.72%
	100%
	0.49

	Unigene46275_1_1
	ATP-dependent Clp protease proteolytic subunit-related chloroplastic
	4.53%
	100%
	0.49

	Unigene44693_1_1
	heat shock 90- mitochondrial
	16.40%
	100%
	0.49

	Unigene48891_1_1
	beta subunit isoform 1
	1.15%
	99%
	0.52

	Unigene31470_1_1
	glucose-1-phosphate adenylyltransferase large subunit chloroplastic amyloplastic
	18.90%
	99%
	0.52

	Unigene46745_1_1
	signal recognition particle 54 kDa chloroplastic
	6.19%
	100%
	0.53

	Unigene31953_1_1
	magnesium-chelatase subunit chloroplastic
	14.30%
	95%
	0.53

	Unigene45591_1_1
	fumarylacetoacetase
	4.24%
	89%
	0.54

	Unigene48276_1_1
	succinate dehydrogenase [ubiquinone] flavo subunit mitochondrial
	6.75%
	100%
	0.54

	Unigene46916_1_1
	phosphoenolpyruvate carboxykinase [ATP]-like
	7.03%
	100%
	0.56

	Unigene45370_1_1
	ATP-dependent Clp protease proteolytic subunit-related chloroplastic
	4.76%
	99%
	0.56

	Unigene31824_1_1
	60S ribosomal L13-1
	8.99%
	96%
	0.56

	Unigene10982_1_1
	tubulin alpha-3 chain
	24.80%
	100%
	0.56

	Unigene887_1_1
	coatomer subunit alpha-1-like
	5.24%
	79%
	0.57

	Unigene44624_1_1
	inositol monophosphatase 3
	6.75%
	99%
	0.57

	Unigene47566_1_1
	proteasome subunit beta type-4
	7.69%
	99%
	0.57

	Unigene47596_1_1
	ruvB-like 2
	4.30%
	99%
	0.58

	Unigene38814_1_1
	malate glyoxysomal-like
	17.20%
	100%
	0.59

	Unigene13545_1_1
	L-arabinokinase-like
	1.90%
	100%
	0.59

	Unigene48157_1_1
	probable sucrose-phosphate synthase 1
	1.61%
	93%
	0.59

	Unigene42994_1_1
	MLP 423
	8.16%
	94%
	0.60

	Unigene29300_1_1
	phospholipid hydroperoxide glutathione peroxidase chloroplastic
	9.76%
	96%
	0.60

	Unigene47268_1_1
	cell division homolog 2- chloroplastic-like
	3.70%
	99%
	0.61

	Unigene43928_1_1
	mitochondrial dicarboxylate tricarboxylate transporter DTC
	18.80%
	100%
	0.61

	Unigene30610_1_1
	ATP synthase subunit delta mitochondrial-like
	11.60%
	99%
	0.62

	Unigene37267_1_1
	60S acidic ribosomal P3-like
	10.00%
	96%
	0.62

	Unigene9732_1_1
	glucan endo-1,3-beta- basic isoform-like isoform X3
	8.20%
	99%
	0.62

	Unigene46420_1_1
	probable calcium-binding CML13
	17.00%
	100%
	0.62

	Unigene14223_1_1
	serine hydroxymethyltransferase
	2.79%
	100%
	0.62

	Unigene38921_1_1
	40S ribosomal S27-2
	9.30%
	96%
	0.63

	Unigene48061_1_1
	dicarboxylate transporter chloroplastic
	2.50%
	99%
	0.63

	Unigene32664_1_1
	Chaperonin CPN60- mitochondrial
	22.60%
	96%
	0.64

	Unigene46477_1_1
	formate--tetrahydrofolate ligase
	5.24%
	99%
	0.65

	Unigene43772_1_1
	psbP domain-containing chloroplastic
	6.52%
	99%
	0.65

	Unigene43728_1_1
	serine hydroxymethyltransferase 4
	8.25%
	100%
	0.65

	Unigene48803_1_1
	presequence protease chloroplastic mitochondrial
	3.38%
	100%
	0.65

	Unigene47322_1_1
	3-isopropylmalate dehydratase large subunit-like
	4.01%
	97%
	0.66

	Unigene43298_1_1
	thiol protease aleurain-like
	4.89%
	100%
	0.66

	Unigene48571_1_1
	Peptidase alanine aminopeptidase leukotriene A4 hydrolase
	2.31%
	100%
	0.66

	Unigene9185_1_1
	alpha-galactosidase 1
	7.19%
	100%
	1.49

	Unigene14001_1_1
	thaumatin 1
	34.00%
	100%
	1.51

	Unigene43505_1_1
	SEC14 cytosolic factor family phosphoglyceride transfer family isoform 1
	25.50%
	100%
	1.52

	Unigene4752_1_1
	coatomer subunit alpha-1
	10.00%
	100%
	1.52

	Unigene13604_1_1
	plasma membrane ATPase 3
	11.80%
	100%
	1.55

	Unigene48745_1_1
	glyoxysomal fatty acid beta-oxidation multifunctional MFP-a
	4.00%
	100%
	1.55

	Unigene43265_1_1
	heat shock 90- chloroplastic
	10.40%
	99%
	1.56

	Unigene38598_1_1
	probable aspartyl protease At4g16563
	32.50%
	100%
	1.57

	Unigene334_1_1
	probable polygalacturonase
	7.10%
	100%
	1.57

	Unigene43040_1_1
	40S ribosomal S6-like
	5.00%
	100%
	1.57

	Unigene4877_1_1
	staphylococcal nuclease domain-containing 1-like
	4.01%
	100%
	1.60

	Unigene11882_1_1
	patellin-3-like isoform X1
	4.21%
	100%
	1.61

	Unigene45868_1_1
	thioredoxin reductase NTRC
	7.03%
	99%
	1.61

	Unigene12364_1_1
	dihydrolipoyllysine-residue acetyltransferase component 1 of pyruvate dehydrogenase mitochondrial-like
	2.69%
	100%
	1.62

	Unigene41019_1_1
	Elongation factor 1-beta 1
	9.92%
	100%
	1.62

	Unigene43205_1_1
	monothiol glutaredoxin-S10
	23.00%
	100%
	1.62

	Unigene47535_1_1
	methylcrotonoyl- carboxylase subunit mitochondrial isoform X2
	4.67%
	100%
	1.64

	Unigene38068_1_1
	peroxisomal (S)-2-hydroxy-acid oxidase
	8.05%
	92%
	1.64

	Unigene48628_1_1
	NADH dehydrogenase [ubiquinone] iron-sulfur mitochondrial
	5.48%
	100%
	1.64

	Unigene47784_1_1
	6-phosphogluconate decarboxylating 3
	11.00%
	100%
	1.66

	Unigene47564_1_1
	peroxiredoxin- mitochondrial
	19.00%
	100%
	1.69

	Unigene44815_1_1
	disulfide isomerase-like 2-3
	7.49%
	99%
	1.71

	Unigene48826_1_1
	cell division cycle 48 homolog
	21.10%
	100%
	1.71

	Unigene41875_1_1
	aspartic ase-like
	11.20%
	100%
	1.71

	Unigene36119_1_1
	ATP-dependent zinc metalloprotease FTSH chloroplastic
	48.20%
	100%
	1.72

	Unigene44441_1_1
	chaperone chloroplastic isoform X1
	10.00%
	99%
	1.72

	Unigene37796_1_1
	pectin acetylesterase 8-like isoform X2
	14.30%
	97%
	1.72

	Unigene48369_1_1
	serine threonine- kinase HT1-like
	1.92%
	99%
	1.74

	Unigene31747_1_1
	glycine-rich RNA-binding mitochondrial-like
	31.50%
	99%
	1.74

	Unigene48100_1_1
	3,4-dihydroxy-2-butanone kinase
	2.90%
	99%
	1.75

	Unigene43872_1_1
	ferredoxin--NADP root chloroplastic
	7.10%
	100%
	1.79

	Unigene47903_1_1
	malonyl -acyl carrier transacylase
	2.76%
	81%
	1.79

	Unigene46967_1_1
	dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex mitochondrial-like
	3.39%
	95%
	1.79

	Unigene42954_1_1
	peptidyl-prolyl cis-trans isomerase FKBP16- chloroplastic
	4.62%
	96%
	1.83

	Unigene13909_1_1
	pyruvate kinase isozyme chloroplastic
	2.56%
	96%
	1.83

	Unigene6617_1_1
	serine threonine- phosphatase 2A 65 kDa regulatory subunit A beta isoform
	2.28%
	100%
	1.88

	Unigene45362_1_1
	ureidoglycolate hydrolase
	9.57%
	92%
	1.88

	Unigene40604_1_1
	aspartyl protease family At5g10770-like
	37.20%
	100%
	1.89

	Unigene43074_1_1
	expansin 4 family
	5.08%
	99%
	1.89

	Unigene14026_1_2
	glyceraldehyde-3-phosphate dehydrogenase chloroplastic
	16.00%
	99%
	1.93

	Unigene35168_1_1
	Universal stress A
	25.00%
	100%
	1.93

	Unigene38833_1_1
	60S ribosomal L34
	11.00%
	85%
	1.96

	Unigene6800_1_1
	type 2 ribosome-inactivating precursor
	3.47%
	100%
	1.96

	Unigene37980_1_1
	peroxidase 17
	6.67%
	99%
	1.96

	Unigene48169_1_1
	aspartate--tRNA chloroplastic mitochondrial
	4.34%
	99%
	2.00

	Unigene2682_1_1
	phosphate chloroplastic-like
	11.60%
	97%
	2.01

	Unigene48718_1_1
	alpha-mannosidase-like isoform X2
	2.35%
	100%
	2.06

	Unigene3237_1_1
	Receptor of activated kinase C component of 40S small ribosomal subunit
	9.88%
	96%
	2.10

	Unigene48230_1_1
	beta-D-xylosidase 1
	19.80%
	100%
	2.19

	Unigene48782_1_1
	dihydrolipoyllysine-residue acetyltransferase component 2 of pyruvate dehydrogenase mitochondrial-like
	2.22%
	100%
	2.20

	Unigene44000_1_1
	4-hydroxy-3-methylbut-2-en-1-yl diphosphate synthase (ferredoxin) chloroplastic
	4.50%
	100%
	2.20

	Unigene47789_1_1
	beta-D-xylosidase 1-like
	9.91%
	100%
	2.22

	Unigene34026_1_1
	STRICTOSIDINE SYNTHASE-LIKE 4
	14.10%
	89%
	2.22

	Unigene44271_1_1
	NADH dehydrogenase [ubiquinone] iron-sulfur mitochondrial-like
	8.25%
	99%
	2.28

	Unigene48775_1_1
	plastidic ATP ADP-transporter-like
	1.95%
	100%
	2.30

	Unigene29460_1_1
	40S ribosomal S7
	11.10%
	99%
	2.38

	Unigene9784_1_1
	pectinesterase family
	28.40%
	99%
	2.48

	Unigene13681_1_1
	3,4-dihydroxy-2-butanone kinase
	9.47%
	96%
	2.64

	Unigene7405_1_1
	eukaryotic translation initiation factor
	1.91%
	98%
	2.75

	Unigene48049_1_1
	aspartate--tRNA ligase cytoplasmic
	2.50%
	99%
	2.87

	Unigene48748_1_1
	ATP-dependent zinc metalloprotease FTSH mitochondrial
	1.66%
	99%
	3.01

	Unigene12393_1_1
	Tetratricopeptide repeat (TPR)-like superfamily isoform 3
	4.51%
	100%
	3.14

	Unigene45395_1_1
	Pyruvate kinase
	9.62%
	100%
	8.88

	Unigene44212_1_1
	ATPase 4 plasma membrane-type
	13.70%
	100%
	12.55

	Unigene39715_1_1
	ras-related RABB1c
	13.40%
	99%
	14.83

	Unigene34330_1_1
	magnesium-protoporphyrin IX monomethyl ester [oxidative] chloroplastic
	23.20%
	100%
	16.80

	Unigene45732_1_1
	ubiquitin-conjugating enzyme E2 2
	6.58%
	99%
	16.91

	Unigene4897_1_1
	eukaryotic translation initiation factor 3 subunit C-like
	3.89%
	92%
	18.90

	Unigene13961_1_1
	photosystem I assembly ycf4 (chloroplast)
	4.89%
	100%
	19.43

	Unigene47232_1_1
	calcium sensing chloroplastic isoform X2
	3.95%
	99%
	20.82

	Unigene46014_1_1
	beta-adaptin B
	4.78%
	100%
	25.11

	Unigene5888_1_1
	hexokinase family
	5.26%
	99%
	29.24

	Unigene48016_1_1
	importin beta-like SAD2
	1.88%
	96%
	29.24

	Unigene48573_1_1
	peptide chain release factor chloroplastic
	2.21%
	100%
	37.53

	Unigene11778_1_1
	gamma-glutamyltranspeptidase 3
	1.90%
	99%
	41.64

	Unigene46915_1_1
	26S proteasome non-ATPase regulatory subunit 11 homolog
	4.32%
	82%
	62.68



