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1. Supplementary Figures
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Figure S1 Visible changes on the surface soils incubated under three different levels of NIR. The digital photographs showed the apparent changes of biological soil crusts (BSCs) at day 30 and 75. Red: red light; NIR: near-infrared light. Red, range from 560 to 700 nm, peak light wavelengths at 630 and 660 nm; NIR, range from 700 to 1000 nm, peak light wavelengths at 740, 840 and 940 nm; Red+NIR, range from 560 to 1000 nm, peak light wavelengths at 630, 660, 740, 840 and 940 nm. 1/2NIR, NIR and 2NIR represents the luminous intensity at approximately 35, 70 and 140 lux, respectively.
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Figure S2. Effect of different wavelength lights (Red, NIR and Red+NIR) on the growth of Microcolus vaginatus strain MDM25 (Cyanobacteria). Red, range from 560 to 700 nm, peak light wavelengths at 630 and 660 nm; NIR, range from 700 to 1000 nm, peak light wavelengths at 740, 840 and 940 nm; Red+NIR, range from 560 to 1000 nm, peak light wavelengths at 630, 660, 740, 840 and 940 nm. 
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2. Supplementary Tables
Table S1 PCR primers and thermal cycling conditions used for quantification of different genes.
	Gene designation
	Targeted group
	Primer sequences (5'-3')
	Temperature profile
	Standard curve

	16S rDNA1                1369F                      1541R
	Bacteria
	CGGTGAATACGTTCYCGG AAGGAGGTGATCCRGCCGCA
	95 °C, 1 min, 1 cycle 
95 °C for 15 s, 58 °C for 20 s, 72 °C for 30 s, 40 cycles 95 °C for 15 s, 60 to 95 °C, 1 cycle
	y=-0.3196x+13.578   R2=0.9996

	
	
	
	
	

	
	
	
	
	

	pufM2                       pufM 557F                      pufM_WAW
	AAPB
	TACGGSAACCTGTWCTAC  CCATSGTCCAGCGCCAGAA
	95 °C, 30s,1 cycle 
95 °C for 10 s, 52 °C for 15 s, 72 °C for 30 s, 40 cycles  95 °C for 15 s, 60 to 95 °C, 1 cycle
	y=-0.3137x+12.504  R2=0.9982

	
	
	
	
	

	
	
	
	
	

	nifH3                           polF                            polR
	Azotobacter
	TGCGAYCCSAARGCBGACTC ATSGCCATCATYTCRCCGGA
	95 °C, 1 min, 1 cycle 
95 °C for 15 s, 58 °C for 20 s, 72 °C for 30 s, 40 cycles 95 °C for 15 s, 60 to 95 °C, 1 cycle 
	y=-0.2926x+12.169 R2=0.9973

	
	
	
	
	

	
	
	
	
	

	18S rRNA4              0817F               1196r
	Fungus
	TTAGCATGGAATAATRRAATAGGA TCTGGACCTGGTGAGTTTCC
	95 °C, 5 min, 1 cycle 
95 °C for 30 s, 58 °C for 30 s, 72 °C for 45 s, 40 cycles 95 °C for 30 s, 60 to 95 °C, 1 cycle
	y=-0.3003x+11.681 R2=0.9999

	
	
	
	
	

	
	
	
	
	

	16S rDNA5 CYA359          CYA781RA+B
	Cyanobacteria
	GGGGAATYTTCCGCAATGGG                  
A: GACTACTGGGGTATCTAATCCCATT   
B: GACTACAGGGGTATCTAATCCCTTT
	95 °C, 3 min, 1 cycle 
95 °C for 30 s, 58 °C for 30 s, 72 °C for 30 s, 40 cycles 95 °C for 30 s, 60 to 95 °C, 1 cycle
	y=-0.3066x+11.942 R2=0.9995

	
	
	
	
	

	
	
	
	
	

	18S rDNA6        
V8F                         1510R
	Microalgae
	ATAACAGGTCTGTGATGCCCT           CCTTCYGCAGGTTCACCTAC
	95 °C, 3 min, 1 cycle 
95 °C for 30 s, 58 °C for 30 s, 72 °C for 30 s, 40 cycles 95 °C for 30 s, 60 to 95 °C, 1 cycle 
	y=-0.3021x+11.471 
R2=0.997
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Table S2 Physiochemical properties of biological soil crusts, surface soil and subsoils under Red, NIR and Red+NIR illumination respectively (the small letter of “s” associated with Red, NIR or Red+NIR indicates the corresponding subsoils). Data are means ± standard error. Letters (a, b or c) in superscript indicate significant difference (Turkey’s test; P < 0.05). AP, available phosphorous; AN, available nitrogen; OM, organic matter; Chl a: Chlorophyll a. N.D., not detected.

	Time (day)
	Samples
	pH
	AP (mgkg-1)
	AN (mgkg-1)
	OM (gkg-1)
	Chl a (gkg-1)

	15
	Red
	9.04 ± 0.10c
	2.42 ± 0.04ab
	11.42 ± 0.04b
	0.66 ± 0.00b
	4.50 ± 0.00b

	
	Reds
	9.28 ± 0.09b
	2.18 ± 0.00c
	5.13 ± 0.03e
	0.58 ± 0.01c
	N.D.

	
	NIR
	9.22 ± 0.03b
	2.34 ± 0.02b
	12.66 ± 0.03a
	0.04 ± 0.00e
	N.D.

	
	NIRs
	9.31 ± 0.05b
	2.51 ± 0.07a
	6.53 ± 0.02c
	0.20 ± 0.00d
	N.D.

	
	Red+NIR
	9.24 ± 0.03b
	2.22 ± 0.06c
	5.29 ± 0.02d
	0.81 ± 0.00a
	5.20 ± 0.00a

	
	Red+NIRs
	9.43 ± 0.03a
	2.04 ± 0.06d
	2.16 ± 0.02f
	0.66 ± 0.01b
	N.D.

	45 
	Red
	8.90 ± 0.05c
	4.40 ± 0.05ab
	20.44 ± 1.75b
	1.66 ± 0.03b
	6.40 ± 0.00b

	
	Reds
	9.26 ± 0.04a
	2.36 ± 0.07c
	8.51 ± 0.58d
	0.94 ± 002c
	N.D.

	
	NIR
	9.13 ± 0.11b
	4.71 ± 0.52a
	26.86 ± 1.01a
	0.40 ± 0.01d
	N.D.

	
	NIRs
	9.13 ± 0.06b
	2.30 ± 0.09c
	2.93 ± 0.14f
	0.20 ± 0.00e
	N.D.

	
	Red+NIR
	9.30 ± 0.05a
	4.01 ± 0.02b
	11.69 ± 1.75c
	2.81 ± 0.04a
	7.20 ± 0.00a

	
	Red+NIRs
	9.34 ± 0.08a
	2.24 ± 0.07c
	5.26 ± 0.53e
	1.66 ± 0.03b
	N.D.

	75
	Red
	8.67 ± 0.01c
	20.85 ± 0.28c
	36.75 ± 1.75a
	1.72 ± 0.04c
	10.03 ± 0.01b

	
	Reds
	8.72 ± 0.04ab
	20.87 ± 0.20c
	20.42 ± 1.01b
	1.23 ± 0.06d
	N.D.

	
	NIR
	8.66 ± 0.03c
	22.38 ± 0.98bc
	36.75 ± 3.5a
	0.68 ± 0.01e
	N.D.

	
	NIRs
	8.70 ± 0.03bc
	22.48 ± 1.01b
	19.25 ± 1.75b
	0.41 ± 0.01f
	N.D.

	
	Red+NIR
	8.59 ± 0.01d
	23.48 ± 0.94b
	10.5 ± 1.75c
	3.95 ± 0.04a
	18.04 ± 0.00a

	
	Red+NIRs
	8.76 ± 0.01a
	28.40 ± 1.03a
	7.58 ± 1.01c
	2.32 ± 0.05b
	N.D.

	120
	Red
	7.67 ± 0.03a
	19.05 ± 0.06b
	43.63 ± 1.01c
	2.98 ± 0.09b
	15.10 ± 0.20b

	
	Reds
	7.48 ± 0.03d
	17.99 ± 0.21c
	61.72 ± 2.02a
	2.20 ± 0.09d
	N.D.

	
	NIR
	7.60 ± 0.01b
	17.85 ± 0.23c
	23.80 ± 1.75d
	1.37 ± 0.17e
	N.D.

	
	NIRs
	7.55 ± 0.02c
	17.97 ± 0.19c
	47.13 ± 1.01b
	0.94 ± 0.01f
	N.D.

	
	Red+NIR
	7.47 ± 0.02d
	21.38 ± 0.25a
	40.72 ± 1.01c
	6.07 ± 0.09a
	17.90 ± 0.24a

	
	Red+NIRs
	7.54 ± 0.05c
	17.62 ± 0.06c
	49.47 ± 2.67b
	2.69 ± 0.10c
	N.D.




Table S3 Copy numbers of microorganisms in biological soil crusts and surface soils per gram sample under Red, NIR and Red+NIR illumination respectively. AAnPB, aerobic anoxygenic phototrophic bacteria. Data are means ± standard error. Data marked in different letter (a, b or c in superscript) are significantly different (Tukey’s test; P<0.05). N.D., not detected.

	Time (days)
	Samples
	Bacteria
	AAnPB
	Diazotrophs
	Fungi
	Cyanobacteria
	Microalgae

	
	
	16S rRNA (107)
	puf M (105)
	nif H(104)
	18S rRNA(105)
	16S rRNA(106)
	18S rRNA(105)

	15
	Red
	2.59±0.10b
	1.71±1.47a
	3.29±0.29a
	2.36±0.27b
	6.64±0.23b
	2.83±0.07a
	

	
	NIR
	0.39±0.03c
	0.12±0.01b
	0.77±0.07c
	0.74±0.02c
	N.D.
	N.D.

	
	Red+NIR
	3.06±0.12a
	1.52±1.65a
	1.68±0.21b
	3.33±0.05a
	10.42±0.20a
	4.13±0.93a

	45
	Red
	29.88±1.35a
	4.82±0.10b
	9.71±1.54b
	9.22±0.46a
	32.52±4.37b
	7.47±0.18a

	
	NIR
	0.85±0.05c
	0.12±0.00c
	1.52±0.36c
	3.47±0.28c
	N.D.
	N.D.

	
	Red+NIR
	25.23±1.25b
	5.37±0.06a
	46.52±1.74a
	4.97±0.55b
	70.46±5.99a
	3.36±0.07b

	75
	Red
	16.94±0.07b
	9.89±0.58b
	12.94±0.61b
	43.92±3.09b
	5.48±0.32b
	23.11±1.12b

	
	NIR
	1.97±0.04c
	2.31±0.05c
	18.08±1.01b
	2.06±0.10c
	N.D.
	N.D.

	
	Red+NIR
	83.26±1.96a
	41.54±2.51a
	95.27±1.58a
	533.23±4.14a
	30.26±5.57a
	575.91±18.67a

	120
	Red
	7.93±0.40b
	5.48±0.08b
	23.20±2.19b
	56.20±6.14b
	5.78±0.63b
	26.39±2.68b

	
	NIR
	0.40±0.04c
	0.64±0.03c
	8.00±0.36c
	1.37±0.12c
	N.D.
	N.D.

	
	Red+NIR
	60.08±1.35a
	15.09±0.17a
	78.16±7.23a
	479.88±4.16a
	57.83±5.05a
	408.40±32.13a





Table S4 Diversity indices of aerobic anoxygenic phototrophic bacteria (AAnPB) based on pufM sequences.

	Sampling time (day)
	Samples
	OTU
	Coverage (%)
	Diversity indices

	
	
	
	
	Shannon
	Ace
	Chao1

	15 
	Red
	123
	99.88 
	2.24 
	166.31 
	173.75 

	
	NIR
	65
	99.94 
	2.04 
	93.34 
	96.14 

	
	
	
	
	
	
	

	
	Red+NIR
	110
	99.92 
	3.52 
	139.27 
	145.14 

	
	
	
	
	
	
	

	45 
	Red
	116
	99.96 
	2.60 
	141.55 
	141.21 

	
	
	
	
	
	
	

	
	NIR
	76
	99.99 
	2.40 
	109.27 
	111.00 

	
	
	
	
	
	
	

	
	Red+NIR
	95
	99.98 
	2.01 
	138.69 
	136.67 

	
	
	
	
	
	
	

	75 
	Red
	123
	99.99 
	2.68 
	145.24 
	144.15 

	
	
	
	
	
	
	

	
	NIR
	34
	99.97 
	1.08 
	104.70 
	61.00 

	
	
	
	
	
	
	

	
	Red+NIR
	121
	99.97 
	2.58 
	148.85 
	148.00 

	
	
	
	
	
	
	

	120 
	Red
	150
	99.96 
	2.48 
	179.16 
	181.00 

	
	
	
	
	
	
	

	
	NIR
	48
	99.96 
	1.51 
	108.82 
	91.25 

	
	
	
	
	
	
	

	
	Red+NIR
	136
	99.96 
	2.68 
	167.40 
	167.23 

	
	
	
	
	
	
	



Table S5 The significant correlation (P<0.05) between the members of AAnPB community and soil properties, measured as the Pearson’s correlation coefficient (r). 

	
	pH
	AP
	AN
	Chl a

	
	Methyloversatilis
	Methyloversatilis
	Methyloversatilis
	Bradyrhizobium
	Methyloversatilis
	Skermanella
	unclassified Proteobacteria

	R -value
	-0.7291
	0.7142
	0.6245
	0.7585
	0.9763
	-0.7423
	0.7358

	P 
	0.0071
	0.0005
	0.0299
	0.0291
	<0.0001
	0.0349
	0.0374



	
	OM

	
	Bradyrhizobium
	Mongoliimonas
	Novosphingobium
	Roseomonas
	Sphingomonas
	unclassified Gemmatimonadetes
	unclassified Proteobacteria

	R -value
	0.6916
	0.6121
	0.7259
	0.6759
	0.7006
	0.7431
	0.8746

	P 
	0.0127
	0.0344
	0.0075
	0.0158
	0.0112
	0.0056
	0.0002





Table S6 Network details of 49 OTUs identified as having significant pairwise interactions. Shades of blue and orange showed the hubs in the Alpha- and Beta-proteobacteria level, respectively. a, b, c, d means the cultivation days of 15, 45, 75, 120 under the Red+NIR.

	[bookmark: RANGE!A2]OTU
	degree
	Closeness Centrality
	Betweenness Centrality
	abundance
	aRed+NIR
	bRed+NIR
	cRed+NIR
	dRed+NIR
	Taxonomy
	E value
	Identity
	Accession number

	OTU106
	6
	0.46
	0.02
	0.04
	224
	82
	217
	239
	g_uncultured bacterium
	[bookmark: OLE_LINK1][bookmark: OLE_LINK2]8E-53
	94%
	AGR87560

	OTU135
	7
	0.43
	0.02
	0
	2
	3
	9
	4
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_Sphingomonas
	6E-49
	92%
	WP_066482748

	OTU140
	12
	0.47
	0.04
	0.14
	284
	90
	908
	1506
	p_Proteobacteria;c_;o_;f_;g_
	2E-52
	97%
	OQW47717

	OTU142
	4
	0.39
	0.02
	0.07
	585
	479
	253
	127
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_Sphingomonas
	6E-49
	92%
	WP_066482748

	OTU147
	12
	0.5
	0.05
	0.01
	40
	2
	118
	87
	c_Alphaproteobacteria;o_Rhizobiales;f_Methylobacteriaceae;g_Methylobacterium
	1E-52
	97%
	WP_055886173

	OTU149
	11
	0.48
	0.03
	0.02
	22
	216
	28
	42
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_Sphingomonas
	1E-49
	91%
	WP_096342034

	OTU151
	8
	0.43
	0.03
	0.57
	462
	660
	3929
	6581
	c_Betaproteobacteria;o_Nitrosomonadales;f_Sterolibacteriaceae;g_Methyloversatilis
	3E-53
	100%
	EGK69993

	OTU161
	1
	0.28
	0
	0
	10
	14
	19
	5
	c_Betaproteobacteria;o_Burkholderiales;f_Comamonadaceae;g_
	9E-54
	100%
	WP_056182925

	OTU163
	12
	0.51
	0.05
	0.03
	110
	2
	312
	164
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_Novosphingobium
	2E-53
	99%
	WP_054106410

	OTU173
	17
	0.49
	0.03
	0.02
	261
	6
	26
	28
	c_Betaproteobacteria;o_Burkholderiales;f_Comamonadaceae;g_
	9E-54
	100%
	WP_056182925

	OTU175
	6
	0.42
	0
	0.01
	94
	15
	27
	3
	c_Betaproteobacteria;o_Burkholderiales;f_Comamonadaceae;g_Rhodoferax
	3E-51
	97%
	WP_075586643

	OTU178
	16
	0.52
	0.02
	0.08
	1141
	31
	364
	166
	c_Alphaproteobacteria;o_Rhizobiales;f_Phyllobacteriaceae;g_Mesorhizobium
	5E-53
	99%
	WP_027033744

	OTU182
	3
	0.35
	0
	0
	3
	2
	12
	1
	c_Alphaproteobacteria;o_Rhizobiales;f_Phyllobacteriaceae;g_Hoeflea
	6E-49
	89%
	WP_052161573

	OTU186
	11
	0.49
	0.03
	0.02
	166
	58
	155
	99
	c_Betaproteobacteria;o_Burkholderiales;f_;g_
	1E-53
	100%
	WP_056315586

	OTU19
	10
	0.41
	0
	0.01
	275
	1
	2
	3
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_Novosphingobium
	8E-54
	100%
	WP_054106410

	OTU190
	14
	0.48
	0.03
	0.03
	289
	72
	112
	195
	c_Alphaproteobacteria;o_Rhizobiales;f_Methylobacteriaceae;g_Methylobacterium
	1E-52
	97%
	WP_055886173

	OTU191
	9
	0.43
	0.01
	0
	1
	1
	3
	2
	c_Alphaproteobacteria;o_Rhizobiales;f_Methylobacteriaceae;g_Methylobacterium
	2E-55
	100%
	WP_100251218

	OTU195
	12
	0.49
	0.05
	0
	9
	2
	26
	51
	c_Betaproteobacteria;o_Burkholderiales;f_;g_
	4E-51
	95%
	WP_056315586

	OTU197
	12
	0.45
	0.04
	0.01
	6
	1
	36
	62
	c_Betaproteobacteria;o_Burkholderiales;f_;g_
	6E-53
	99%
	WP_056315586

	OTU2
	7
	0.39
	0.01
	0.15
	1010
	1553
	388
	19
	c_Alphaproteobacteria;o_Rhodobacterales;f_;g_
	5E-54
	100%
	OYX18913

	OTU20
	7
	0.45
	0.03
	0.02
	367
	71
	4
	6
	c_Betaproteobacteria;o_;f_;g_
	2E-50
	92%
	WP_054152609

	OTU200
	17
	0.51
	0.03
	0.09
	1308
	46
	194
	235
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_Sphingomonas
	6E-49
	92%
	WP_066482748

	OTU202
	5
	0.38
	0.01
	0.03
	131
	104
	278
	105
	c_Betaproteobacteria;o_Burkholderiales;f_Comamonadaceae;g_Limnohabitans
	7E-52
	95%
	WP_062403225

	OTU206
	8
	0.44
	0.03
	0.01
	24
	164
	23
	9
	c_Betaproteobacteria;o_Burkholderiales;f_Comamonadaceae;g_Hydrogenophaga
	6E-52
	97%
	WP_069046181

	OTU209
	13
	0.5
	0.07
	0
	11
	2
	18
	15
	c_Alphaproteobacteria;o_Rhizobiales;f_Bradyrhizobiaceae;g_Bradyrhizobium
	1E-51
	95%
	WP_061025526

	OTU21
	6
	0.37
	0
	0.68
	2748
	11120
	81
	15
	c_Betaproteobacteria;o_Burkholderiales;f_;g_Methylibium
	1E-52
	97%
	KNZ32832

	OTU210
	8
	0.4
	0.02
	0.01
	32
	5
	201
	24
	c_Betaproteobacteria;o_Burkholderiales;f_Burkholderiaceae;g_Polynucleobacter
	9E-52
	97%
	WP_046330415

	OTU213
	15
	0.49
	0.01
	0.03
	405
	5
	124
	44
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_Sphingomonas
	7E-52
	98%
	WP_084184326

	OTU219
	6
	0.45
	0.04
	0
	18
	3
	6
	43
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_Sphingomonas
	2E-51
	93%
	WP_096342034

	OTU221
	3
	0.35
	0
	0
	2
	3
	5
	7
	c_Betaproteobacteria;o_Burkholderiales;f_;g_Methylibium
	6E-53
	98%
	KNZ32832

	OTU222
	14
	0.51
	0.03
	0
	33
	3
	18
	9
	c_Betaproteobacteria;o_Nitrosomonadales;f_Sterolibacteriaceae;g_Methyloversatilis
	1E-51
	97%
	WP_069039368

	OTU223
	10
	0.48
	0.03
	0.01
	53
	7
	62
	177
	c_Alphaproteobacteria;o_Rhizobiales;f_Bradyrhizobiaceae;g_Bradyrhizobium
	1E-51
	95%
	WP_061025526

	OTU239
	3
	0.38
	0
	0.06
	84
	610
	37
	545
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_
	9E-52
	97%
	WP_086115660

	OTU24
	15
	0.48
	0.02
	0.03
	553
	14
	31
	65
	c_Betaproteobacteria;o_Burkholderiales;f_Comamonadaceae;g_Hydrogenophaga
	1E-52
	99%
	WP_086119319

	OTU243
	9
	0.4
	0
	0.15
	1612
	14
	82
	1355
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_
	1E-48
	90%
	WP_086115660

	OTU259
	11
	0.43
	0.02
	0.01
	26
	99
	52
	31
	c_Betaproteobacteria;o_Burkholderiales;f_;g_
	1E-51
	97%
	WP_056315586

	OTU264
	11
	0.45
	0.01
	0.15
	1423
	347
	436
	865
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_
	1E-48
	90%
	WP_086115660

	OTU269
	13
	0.52
	0.03
	0.04
	292
	54
	262
	243
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_Novosphingobium
	1E-53
	99%
	WP_054106410

	OTU276
	14
	0.48
	0.04
	0.03
	475
	1
	68
	10
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_Novosphingobium
	8E-54
	100%
	WP_054106410

	OTU277
	15
	0.49
	0.02
	0.01
	102
	2
	23
	5
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_Sphingomonas
	6E-49
	92%
	WP_066482748

	OTU283
	16
	0.52
	0.07
	0.01
	116
	11
	14
	43
	c_Alphaproteobacteria;o_Rhizobiales;f_Methylobacteriaceae;g_Methylobacterium
	1E-52
	97%
	WP_055886173

	OTU285
	15
	0.55
	0.07
	0.03
	271
	11
	205
	202
	g_uncultured bacterium
	5E-52
	91%
	AGT59300

	OTU298
	4
	0.39
	0.04
	0
	15
	7
	5
	19
	g_uncultured bacterium
	6E-52
	93%
	ABW80213

	OTU303
	9
	0.48
	0.03
	0.78
	1428
	1684
	8176
	4398
	c_Betaproteobacteria;o_Nitrosomonadales;f_Sterolibacteriaceae;g_Methyloversatilis
	3E-53
	100%
	EGK69993

	OTU308
	4
	0.37
	0
	0
	3
	4
	1
	3
	c_Alphaproteobacteria;o_Rhizobiales;f_Bradyrhizobiaceae;g_Bradyrhizobium
	1E-51
	95%
	WP_061025526

	OTU316
	15
	0.55
	0.06
	0.01
	[bookmark: _GoBack]38
	3
	36
	24
	c_Alphaproteobacteria;o_Rhizobiales;f_Bradyrhizobiaceae;g_Bradyrhizobium
	7E-50
	91%
	WP_061025526

	OTU321
	15
	0.48
	0.02
	0.03
	341
	15
	34
	170
	c_Alphaproteobacteria;o_Sphingomonadales;f_Sphingomonadaceae;g_
	1E-48
	90%
	WP_086115660

	OTU5
	4
	0.39
	0.01
	0.19
	415
	2260
	995
	203
	c_Alphaproteobacteria;o_Rhizobiales;f_Hyphomicrobiaceae;g_Hyphomicrobium
	3E-54
	100%
	WP_020086078

	OTU60
	11
	0.51
	0.08
	0.02
	227
	64
	18
	54
	c_Alphaproteobacteria;o_Rhodospirillales;f_Rhodospirillaceae;g_Skermanella
	1E-53
	100%
	WP_037453850
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