Table S1 The negative properties of Enzyme activity and BIOLOG GEN III MicroPlate tests of strain TRM 95111T and TRM 95001T.
	Target strain
	Characteristic

	
	Enzyme activity test:

	TRM95111
	H2S production, catalase production, lipase, melanin production, milk coagulation and peptonisation 

	TRM95001
	H2S production, reducing nitrate to nitrite and melanin production

	
	BIOLOG GEN III MicroPlate tests

	TRM95111
	acetoacetic acid, bromo-succinic acid, γ-amino-butryric acid, α-keto-butyric acid, citric acid, dextrin, formic acid, D-galacturonic,  L-galactonic, gelatin, glycogen, glycyl-L-proline, α-hydroxy-butyric acid, β-hydroxy-D, L-butyric acid, p-hydroxy-phenylacetic acid, D-lactic acid methyl ester, L-lactic acid, methyl pyruvate, D-serine and D-sorbitol.

	TRM95001
	The following were not utilized: dextrin, D-galacturonic, L-galactonic, D-saccharic acid, p-hydroxy-phenylacetic acid, methyl pyruvate, D-lactic acid methyl ester, L-lactic acid, citric acid, bromo-succinic acid, γ-amino-butryric acid, α-hydroxy-butyric acid, β-hydroxy-D, L butyric acid, α-keto-butyric acid, acetoacetic acid, acetic acid and formic acid.

















Table  S2  Number of genes associated with general COG functional categories in the  genome of Rhizobium alarensis TRM95111T and Rhizonium halophilensis TRM95001T
	Code  
	Function
	TRM95111
	TRM95001

	
	
	Count 
	Percent 
	Count 
	Percent 

	C 
	Energy production and conversion
	268
	5.1%
	237
	5.3%

	D
	Cell cycle control, cell division, chromosome partitioning
	28
	0.5%
	28
	0.6%

	E
	Amino acid transport and metabolism
	456
	8.8%
	350
	7.9%

	F
	Nucleotide transport and metabolism
	95
	1.8%
	81
	1.8%

	G
	Carbohydrate transport and metabolism
	307
	5.9%
	239
	5.4%

	H
	Coenzyme transport and metabolism
	143
	2.7%
	115
	2.6%

	I
	Lipid transport and metabolism
	125
	0.02% 
	106
	2.4%

	J
	Translation, ribosomal structure and biogenesis
	174
	3.3%
	165
	3.7%

	K
	Transcription
	373
	7.2%
	260
	5.9%

	L
	Replication, recombination and repair
	163
	3.1%
	152
	3.4%

	M
	Cell wall/membrane/envelope biogenesis
	225
	4.3%
	177
	4.0%

	N
	Cell motility
	38
	0.7%
	33
	0.7%

	O
	Posttranslational modification, protein turnover, chaperones
	146
	2.8%
	135
	3.0%

	P
	Inorganic ion transport and metabolism
	288
	5.5%
	273
	6.1%

	Q
	Secondary metabolites biosynthesis, transport and catabolism
	87
	1.7%
	75
	1.7%

	S
	Function unknown
	1233
	23.7%
	1059
	23.8%

	T
	Signal transduction mechanisms
	187
	3.6%
	205
	4.6%

	U
	Intracellular trafficking, secretion, and vesicular transport
	66
	1.3%
	53
	1.2%

	V
	Defense mechanisms
	62
	1.2%
	36
	0.8%

	－
	Not in eggNOG
	745
	14.3%
	669
	15.0%











Table S3 The dDDH and OrthoANI values of strains TRM 95111T, TRM 95001T and their closely related species of the genus Rhizobium
	Target strain 
	Similar strains
	16S rRNA similarity
	G+C
(%)
	dDDH value%
	ANI value%

	TRM95111
	Rhizobium subbaraois JC85T
	98.2
	67.7
	21.8
	77.5

	
	Rhizobium album NS-104T
	97.2
	61.9
	21.4
	75.6

	TRM95001
	Rhizobium halotolerans AB21T
	97.9
	62.5
	22.6
	79.6

	
	Rhizobium flavum YW14T
	97.5
	62.8
	26.7
	79.2























Table 2 Cellular fatty acid composition of TRM95111T, TRM95001T and the related species of the genus Rhizobium
	Fatty acids
	1
	2
	3
	4
	5
	6

	Saturated fatty acids
	
	
	
	
	
	

	C16:0
	8.3
	6.9
	3.4
	8.0
	13
	4.9

	C17:0
	tr
	-
	-
	tr
	1.0
	-

	C18:0
	1.2
	1.2
	-
	1.1
	2.2
	2.2

	Unsaturated fatty acids
	
	
	
	
	
	

	C15:1 ω8c
	tr
	-
	-
	tr
	-
	-

	C16:1 ω7c
	1.9
	-
	-
	-
	-
	-

	Methylated fatty acids
	
	
	
	
	
	

	C18:1 ω7c 11-methyl
	[bookmark: _GoBack]5.0
	-
	-
	tr
	tr
	-

	C19 : 0 10-methyl
	-
	-
	1.9
	-
	1.3
	1.2

	Hydroxy fatty acids
	
	
	
	
	
	

	C16:0 3-OH
	tr
	tr
	1
	1.3
	-
	tr

	C18:0 3-OH
	1.9
	1.1
	1.5
	-
	2.2
	-

	Cyclopropane acids
	
	
	
	
	
	

	C19:0 cyclo ω8c
	10.8
	8.9
	13.6
	12.2
	10.9
	tr

	Summed Feature *
	
	
	
	
	
	

	Summed Feature 2
	5.0
	4.3
	7.1
	4.5
	3.2
	4.3

	Summed Feature 3
	2.0
	2.0
	1.9
	2.1
	1.3
	tr

	Summed Feature 8
	63.6
	69.2
	69.3
	68.4
	62.8
	79.5


Species/strains: 1, Rhizobium alarensis sp.nov. TRM95111T; 2 , Rhizobium subbaraonis JC85T; 3, Rhizobium azooxidifex Po 20/26T; 4, Rhizonium halophilensis sp. nov. (TRM95001T ); 5, Rhizobium halotolerans AB21T; 6, Rhizobium flavum YW14T; +, positive -, negative.  Data were expressed as percentages of total fatty acids. tr, <1.0 % of total fatty acids; -, not detected. Data of 2, 3, 5 and 6 were from Ramana et al. (2013), Behrendt et al. (2016), Diange et al. (2013), Gu et al. (2014), respectively.
*Summed features consist of two or more fatty acids that could not be separated by gas chromatography. Summed feature 2 (one or more of C14:03-OH, iso-C16:1 I); summed feature 3 ( C16:1 ω7c and /or C16:1 ω6c); summed feature 8 (composed of C18:1 ω7c and/or C18:1 ω6c)

















