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Fig. S1 The rarefaction curve of rhizosphere bacteria (a) and fungi (b) at the different NaCl concentrations.
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Fig. S2 Shannon (a) and Chao1 (b) index in rhizosphere bacterial community, and Shannon (c) and Chao1 (d) index in rhizosphere fungal community. The different letters indicate significant difference (ANOVA, n = 5, p < 0.05).
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Fig. S3 The linear discriminant analysis effect size of rhizosphere bacterial (a) and fungal (b) biomarkers at different NaCl concentrations.
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Table S1. The effect of different NaCl concentrations soil properties. SOC: soil organic carbon; TN: soil total nitrogen; TP: soil total phosphorusP; TK: soil total potassium; NN: NO3--Nnitrate nitrogen; AN: NH4+-Nammonium nitrogen; AP: soil available phosphorusP; AK: soil available potassium. The different letters indicate significant difference (ANOVA, n = 5, p < 0.05).
	Physicochemical properties
	0 mM NaCl
	100 mM NaCl
	200 mM NaCl

	SOC (%)
	0.45 ± 0.015c
	0.36 ± 0.008b
	0.31 ± 0.015a

	TN (mg g-1)
	0.63 ± 0.0037a
	0.64 ± 0.038a
	0.61 ± 0.028a

	TP (mg g-1)
	0.28 ± 0.030a
	0.46 ± 0.066b
	0.42 ± 0.038b

	TK (mg g-1)
	4.29 ± 0.191a
	4.56 ± 0.174a
	4.30 ± 0.111a

	NN (mg g-1)
	0.0042 ± 0.00027a
	0.0062 ± 0.00023b
	0.0045 ± 0.00045a

	AN (mg g-1)
	0.0072 ± 0.00051b
	0.0058 ± 0.00030a
	0.0053 ± 0.00009a

	AP (mg Kg-1)
	12.91 ± 0.495a
	13.93 ± 0.389a
	15.82 ± 0.368b

	AK (mg g-1)
	0.20 ± 0.004a
	0.21 ± 0.006a
	0.21 ± 0.012a

	pH
	7.91 ± 0.225c
	7.77 ± 0.010b
	7.55 ± 0.018a

	Electrical conductivity (μs cm-1)
	250.4 ± 15.2a
	1266.2 ± 66.7b
	3140.0 ± 202.1c

	Invertase (mg·glucose·g-1·h-1)
	1.40 ± 0.064b
	1.06 ± 0.057a
	0.091 ± 0.017a

	Urease (mg NH3-N g-1 h-1)
	0.26 ± 0.013b
	0.24 ± 0.013a
	0.22 ± 0.006a

	Alkaline phosphatase (mg·phenol·g-1·h-1)
	0.50 ± 0.009b
	0.44 ± 0.006a
	0.42 ± 0.025a

	catalase (0.1 mol /L-1 KMnO4·g-1·h-1)
	5.98 ± 0.197b
	5.73 ± 0.113ab
	5.23 ± 0.266a



Table S2. The effect of different NaCl concentrations on the network properties of bacterial community and fungal community.
	Parameter
	Bacterial community
	
	Fungal community

	
	0
	100
	200
	
	0
	100
	200

	Total nodes
	998
	969
	889
	
	196
	149
	203

	Total Edges
	22055
	22449
	14850
	
	1205
	680
	1778

	Average degree
	44.2
	46.33
	33.41
	
	12.3
	9.13
	17.52

	Heterogeneity
	0.87
	0.83
	0.93
	
	0.85
	0.75
	0.73

	Centralization
	0.06
	0.06
	0.06
	
	0.08
	0.06
	0.1

	Clustering coeffient
	1
	1
	1
	
	1
	1
	1
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