Table S2. KEGG pathway analysis of salt stress-responsive proteins in leaves of N. billardieri seedlings

	Pathway
	Pathway ID
	#Enzs in Pathway
	Enzyme
	Seqs

	Biosynthesis of antibiotics
	map01130
	11
	ec:2.1.2.1 - hydroxymethyltransferase, 
ec:2.3.1.61 - succinyltransferase, 
ec:4.1.1.49 - carboxykinase (ATP), 
ec:2.7.1.40 - kinase, ec:1.1.1.35 - dehydrogenase, 
ec:1.3.5.1 - dehydrogenase, 
ec:2.3.1.12 - acetyltransferase, 
ec:1.1.1.44 - dehydrogenase (NADP+-dependent, decarboxylating), 
ec:1.1.1.86 - reductoisomerase (NADP+), 
ec:3.1.3.25 - phosphatase, 
ec:1.17.7.1 - synthase (ferredoxin)
	lcl|Unigene43728_1_1, lcl|Unigene14223_1_1, lcl|Unigene46967_1_1, lcl|Unigene46916_1_1, lcl|Unigene45395_1_1, lcl|Unigene48745_1_1, lcl|Unigene48276_1_1, lcl|Unigene48782_1_1, lcl|Unigene47784_1_1, lcl|Unigene41620_1_1, lcl|Unigene44624_1_1, lcl|Unigene44000_1_1

	Glutathione metabolism
	map00480
	4
	ec:1.11.1.9 - peroxidase, 
ec:1.1.1.44 - dehydrogenase (NADP+-dependent, decarboxylating), 
ec:2.3.2.2 - glutamyl transpeptidase, 
ec:1.11.1.15 - thioredoxin peroxidase
	lcl|Unigene29300_1_1, lcl|Unigene47784_1_1, lcl|Unigene11778_1_1, lcl|Unigene47564_1_1

	Pyruvate metabolism
	map00620
	4
	ec:4.1.1.49 - carboxykinase (ATP), 
ec:2.7.1.40 - kinase, 
ec:2.3.1.12 - acetyltransferase, 
ec:2.7.9.1 - phosphate dikinase
	lcl|Unigene46916_1_1, lcl|Unigene45395_1_1, lcl|Unigene48782_1_1, lcl|Unigene2682_1_1

	Amino sugar and nucleotide sugar metabolism
	map00520
	4
	ec:2.7.7.27 - adenylyltransferase, 
ec:3.2.1.37 - 1,4-beta-xylosidase, 
ec:3.2.1.14 - ChiC, 
ec:3.2.1.55 - end alpha-L-arabinofuranosidase
	lcl|Unigene31470_1_1, lcl|Unigene47789_1_1, lcl|Unigene48230_1_1, lcl|Unigene11770_1_1, lcl|Unigene37808_1_1, lcl|Unigene47789_1_1, lcl|Unigene48230_1_1

	Oxidative phosphorylation
	map00190
	4
	ec:1.6.99.3 - dehydrogenase, 
ec:1.6.5.3 - reductase (H+-translocating), 
ec:3.6.3.6 - ATPase, 
ec:1.3.5.1 - dehydrogenase
	lcl|Unigene48628_1_1, lcl|Unigene48628_1_1, lcl|Unigene44212_1_1, lcl|Unigene48276_1_1

	Citrate cycle (TCA cycle)
	map00020
	4
	ec:2.3.1.61 - succinyltransferase, 
ec:4.1.1.49 - carboxykinase (ATP), 
ec:1.3.5.1 - dehydrogenase, 
ec:2.3.1.12 - acetyltransferase
	lcl|Unigene46967_1_1, lcl|Unigene46916_1_1, lcl|Unigene48276_1_1, lcl|Unigene48782_1_1

	Glycolysis / Gluconeogenesis
	map00010
	3
	ec:4.1.1.49 - carboxykinase (ATP), 
ec:2.7.1.40 - kinase, 
ec:2.3.1.12 - acetyltransferase
	lcl|Unigene46916_1_1, lcl|Unigene45395_1_1, lcl|Unigene48782_1_1

	Cyanoamino acid metabolism
	map00460
	3
	ec:3.2.1.21 - gentiobiase, 
ec:2.1.2.1 - hydroxymethyltransferase, 
ec:2.3.2.2 - glutamyl transpeptidase
	lcl|Unigene48230_1_1, lcl|Unigene43728_1_1, lcl|Unigene14223_1_1, lcl|Unigene11778_1_1

	Purine metabolism
	map00230
	3
	ec:3.6.1.15 - phosphatase, 
ec:2.7.1.40 - kinase, 
ec:3.6.1.3 - adenylpyrophosphatase
	lcl|Unigene10982_1_1, lcl|Unigene44212_1_1, lcl|Unigene48826_1_1, lcl|Unigene47268_1_1, lcl|Unigene46745_1_1, lcl|Unigene36119_1_1, lcl|Unigene39715_1_1, lcl|Unigene45395_1_1, lcl|Unigene44212_1_1, lcl|Unigene48826_1_1, lcl|Unigene36119_1_1

	Carbon fixation pathways in prokaryotes
	map00720
	3
	ec:1.1.1.35 - dehydrogenase, 
ec:1.3.5.1 - dehydrogenase, 
ec:2.7.9.1 - phosphate dikinase
	lcl|Unigene48745_1_1, lcl|Unigene48276_1_1, lcl|Unigene2682_1_1

	Phenylpropanoid biosynthesis
	map00940
	2
	ec:3.2.1.21 - gentiobiase, 
ec:1.11.1.7 - lactoperoxidase
	lcl|Unigene48230_1_1, lcl|Unigene29300_1_1, lcl|Unigene47564_1_1, lcl|Unigene37980_1_1

	Lysine degradation
	map00310
	2
	ec:2.3.1.61 - succinyltransferase, 
ec:1.1.1.35 - dehydrogenase
	lcl|Unigene46967_1_1, lcl|Unigene48745_1_1

	Glycerolipid metabolism
	map00561
	2
	ec:3.2.1.22 - melibiase, 
ec:2.7.1.29 - kinase
	lcl|Unigene9185_1_1, lcl|Unigene48100_1_1

	Fatty acid elongation
	map00062
	2
	ec:1.1.1.35 - dehydrogenase, 
ec:4.2.1.74 - hydratase
	lcl|Unigene48745_1_1, lcl|Unigene48745_1_1

	Methane metabolism
	map00680
	2
	ec:2.1.2.1 - hydroxymethyltransferase, 
ec:2.7.1.29 - kinase
	lcl|Unigene43728_1_1, lcl|Unigene14223_1_1, lcl|Unigene48100_1_1

	Butanoate metabolism
	map00650
	2
	ec:1.1.1.35 - dehydrogenase, 
ec:1.3.5.1 - dehydrogenase
	lcl|Unigene48745_1_1, lcl|Unigene48276_1_1

	Fatty acid degradation
	map00071
	2
	ec:1.1.1.35 - dehydrogenase, 
ec:4.2.1.74 - hydratase
	lcl|Unigene48745_1_1, lcl|Unigene48745_1_1

	Starch and sucrose metabolism
	map00500
	2
	ec:3.2.1.21 - gentiobiase, 
ec:2.7.7.27 - adenylyltransferase
	lcl|Unigene48230_1_1, lcl|Unigene31470_1_1

	Carbon fixation in photosynthetic organisms
	map00710
	2
	ec:4.1.1.49 - carboxykinase (ATP), 
ec:2.7.9.1 - phosphate dikinase
	lcl|Unigene46916_1_1, lcl|Unigene2682_1_1

	Fatty acid biosynthesis
	map00061
	2
	ec:2.3.1.39 - S-malonyltransferase, 
ec:2.3.1.85 - synthase
	lcl|Unigene47903_1_1, lcl|Unigene47903_1_1

	Glyoxylate and dicarboxylate metabolism
	map00630
	1
	ec:2.1.2.1 - hydroxymethyltransferase
	lcl|Unigene43728_1_1, lcl|Unigene14223_1_1

	Tryptophan metabolism
	map00380
	1
	ec:1.1.1.35 - dehydrogenase
	lcl|Unigene48745_1_1

	Caprolactam degradation
	map00930
	1
	ec:1.1.1.35 - dehydrogenase
	lcl|Unigene48745_1_1

	Pantothenate and CoA biosynthesis
	map00770
	1
	ec:1.1.1.86 - reductoisomerase (NADP+)
	lcl|Unigene41620_1_1

	Photosynthesis
	map00195
	1
	ec:1.18.1.2 - reductase
	lcl|Unigene43872_1_1

	Selenocompound metabolism
	map00450
	1
	ec:1.8.1.9 - reductase
	lcl|Unigene45868_1_1

	Valine, leucine and isoleucine biosynthesis
	map00290
	1
	ec:1.1.1.86 - reductoisomerase (NADP+)
	lcl|Unigene41620_1_1

	Styrene degradation
	map00643
	1
	ec:3.7.1.2 - beta-diketonase
	lcl|Unigene45591_1_1

	Valine, leucine and isoleucine degradation
	map00280
	1
	ec:1.1.1.35 - dehydrogenase
	lcl|Unigene48745_1_1

	Arachidonic acid metabolism
	map00590
	1
	ec:1.11.1.9 - peroxidase
	lcl|Unigene29300_1_1

	Benzoate degradation
	map00362
	1
	ec:1.1.1.35 - dehydrogenase
	lcl|Unigene48745_1_1

	Galactose metabolism
	map00052
	1
	ec:3.2.1.22 - melibiase
	lcl|Unigene9185_1_1

	Toluene degradation
	map00623
	1
	ec:1.1.1.35 - dehydrogenase
	lcl|Unigene48745_1_1

	One carbon pool by folate
	map00670
	1
	ec:2.1.2.1 - hydroxymethyltransferase
	lcl|Unigene43728_1_1, lcl|Unigene14223_1_1

	Sphingolipid metabolism
	map00600
	1
	ec:3.2.1.22 - melibiase
	lcl|Unigene9185_1_1

	Pentose and glucuronate interconversions
	map00040
	1
	ec:3.2.1.15 - pectin depolymerase
	lcl|Unigene334_1_1

	Aminoacyl-tRNA biosynthesis
	map00970
	1
	ec:6.1.1.12 - ligase
	lcl|Unigene48049_1_1

	Tyrosine metabolism
	map00350
	1
	ec:3.7.1.2 - beta-diketonase
	lcl|Unigene45591_1_1

	Aminobenzoate degradation
	map00627
	1
	ec:3.1.3.41 - nitrophenyl phosphatase
	lcl|Unigene44624_1_1

	Terpenoid backbone biosynthesis
	map00900
	1
	ec:1.17.7.1 - synthase (ferredoxin)
	lcl|Unigene44000_1_1

	Primary bile acid biosynthesis
	map00120
	1
	ec:1.1.1.35 - dehydrogenase
	lcl|Unigene48745_1_1

	Taurine and hypotaurine metabolism
	map00430
	1
	ec:2.3.2.2 - glutamyl transpeptidase
	lcl|Unigene11778_1_1

	Phosphatidylinositol signaling system
	map04070
	1
	ec:3.1.3.25 - phosphatase
	lcl|Unigene44624_1_1

	Thiamine metabolism
	map00730
	1
	ec:3.6.1.15 - phosphatase
	lcl|Unigene10982_1_1, lcl|Unigene44212_1_1, lcl|Unigene48826_1_1, lcl|Unigene47268_1_1, lcl|Unigene46745_1_1, lcl|Unigene36119_1_1, lcl|Unigene39715_1_1

	Inositol phosphate metabolism
	map00562
	1
	ec:3.1.3.25 - phosphatase
	lcl|Unigene44624_1_1

	Glycine, serine and threonine metabolism
	map00260
	1
	ec:2.1.2.1 - hydroxymethyltransferase
	lcl|Unigene43728_1_1, lcl|Unigene14223_1_1

	Geraniol degradation
	map00281
	1
	ec:1.1.1.35 - dehydrogenase
	lcl|Unigene48745_1_1

	Streptomycin biosynthesis
	map00521
	1
	ec:3.1.3.25 - phosphatase
	lcl|Unigene44624_1_1

	Glycosphingolipid biosynthesis - globo and isoglobo series
	map00603
	1
	ec:3.2.1.22 - melibiase
	lcl|Unigene9185_1_1

	Pentose phosphate pathway
	map00030
	1
	ec:1.1.1.44 - dehydrogenase (NADP+-dependent, decarboxylating)
	lcl|Unigene47784_1_1

	Porphyrin and chlorophyll metabolism
	map00860
	1
	ec:1.14.13.81 - IX monomethyl ester (oxidative) cyclase
	lcl|Unigene34330_1_1

	Other glycan degradation
	map00511
	1
	ec:3.2.1.24 - alpha-D-mannosidase
	lcl|Unigene48718_1_1



