Supplementary Tables

Table S1.  Statistic of 16s rRNAs sequencing.
	Sample Name
	Raw PE
	Base(nt)
	Efectative Tags
	Q30
	GC%
	Clean OTUs

	CT1
	68,857
	24,630,764
	59,800
	97.48
	57.12
	1619

	CT2
	76,845
	27,310,747
	66,350
	97.49
	57.49
	1416

	CT3
	77,203
	27,535,176
	66,850
	97.48
	57.51
	1524

	CT4
	94,375
	32,279,481
	78,354
	97.09
	57.58
	1612

	CT5
	61,385
	21,823,540
	52,996
	97.41
	57.33
	1441

	W1
	79,116
	27,836,423
	67,888
	97.47
	57.74
	1505

	W2
	78,299
	26,549,137
	64,817
	97.48
	57.9
	1467

	W3
	48,150
	16,907,931
	41,291
	97.24
	57.34
	1339

	W4
	60,855
	21,526,488
	52,499
	97.47
	57.67
	1447

	W5
	65,671
	23,016,469
	56,157
	97.4
	57.2
	1907

	LN1
	64,231
	22,869,710
	55,749
	97.36
	57.69
	1537

	LN2
	67,290
	24,095,158
	58,675
	97.59
	57.6
	1285

	LN3
	72,706
	25,467,996
	61,961
	97.43
	57.78
	1456

	LN4
	61,375
	21,793,059
	52,698
	97.43
	57.96
	1502

	LN5
	60,587
	21,504,135
	52,343
	97.4
	57.89
	1430

	WLN1
	65,393
	23,014,440
	56,131
	97.44
	57.44
	1309

	WLN2
	40,180
	14,034,589
	34,145
	97.39
	57.5
	1365

	WLN3
	74,003
	26,139,868
	63,828
	97.51
	56.78
	1432

	WLN4
	79,521
	28,640,486
	70,040
	97.59
	57.51
	1419

	WLN5
	78,980
	27,705,313
	67,403
	97.45
	57.36
	1551

	HN1
	58,710
	20,756,132
	50,449
	97.42
	57.24
	1218

	HN2
	61,374
	21,803,835
	52,912
	97.48
	57.53
	1588

	HN3
	62,038
	21,795,406
	53,028
	97.49
	57.54
	1470

	HN4
	63,709
	22,282,029
	54,254
	97.48
	57.81
	1437

	HN5
	45,342
	15,751,111
	38,421
	97.26
	57.21
	1299

	WHN1
	69,198
	24,324,863
	59,139
	97.45
	57.1
	1646

	WHN2
	60,149
	21,304,183
	51,874
	97.44
	57.58
	1341

	WHN3
	45,453
	15,950,144
	38,829
	97.44
	56.66
	1133

	WHN4
	66,918
	23,645,426
	57,595
	97.52
	57.77
	1297

	WHN5
	70,222
	24,760,714
	60,406
	97.54
	57.53
	1473






Table S2. Tax of microbia abundance for 16s rRNAs.
	Kindom
	Phylum
	CT
	LN
	HN
	W
	WLN
	WHN

	Bacteria
	Proteobacteria
	0.386 
	0.405 
	0.440 
	0.327 
	0.376 
	0.403 

	
	Acidobacteria
	0.345 
	0.298 
	0.264 
	0.267 
	0.265 
	0.236 

	
	Actinobacteria
	0.100 
	0.116 
	0.129 
	0.156 
	0.124 
	0.145 

	[bookmark: RANGE!A6]
	Chloroflexi
	0.071 
	0.106 
	0.066 
	0.116 
	0.103 
	0.093 

	
	WD272
	0.027 
	0.023 
	0.035 
	0.046 
	0.052 
	0.039 

	
	Verrucomicrobia
	0.019 
	0.008 
	0.007 
	0.007 
	0.007 
	0.005 

	
	Gemmatimonadetes
	0.011 
	0.010 
	0.014 
	0.021 
	0.015 
	0.014 

	
	Bacteroidetes
	0.009 
	0.004 
	0.006 
	0.006 
	0.007 
	0.007 

	
	Cyanobacteria
	0.006 
	0.004 
	0.012 
	0.011 
	0.016 
	0.017 

	
	Elusimicrobia
	0.004 
	0.003 
	0.003 
	0.003 
	0.003 
	0.002 

	
	Firmicutes
	0.004 
	0.005 
	0.005 
	0.007 
	0.008 
	0.008 

	
	Saccharibacteria
	0.002 
	0.002 
	0.002 
	0.002 
	0.001 
	0.002 

	
	Thermotogae
	0.002 
	0.003 
	0.001 
	0.002 
	0.001 
	0.001 

	
	TM6
	0.002 
	0.001 
	0.001 
	0.002 
	0.001 
	0.002 

	
	Nitrospirae
	0.002 
	0.001 
	0.001 
	0.001 
	0.001 
	0.002 

	
	Armatimonadetes
	0.001 
	0.001 
	0.000 
	0.001 
	0.001 
	0.001 

	
	Planctomycetes
	0.001 
	0.001 
	0.000 
	0.001 
	0.001 
	0.000 

	
	Thermomicrobia
	0.001 
	0.001 
	0.001 
	0.001 
	0.001 
	0.001 

	
	Chlorobi
	0.001 
	0.001 
	0.001 
	0.001 
	0.001 
	0.001 

	
	Candidate_division_WS6
	0.001 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 

	
	WCHB1-60
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 

	
	Microgenomates
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 

	
	SM2F11
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 

	
	Chlamydiae
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 

	
	SHA-109
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 

	
	Parvarchaeota
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 

	
	Gracilibacteria
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 

	
	JL-ETNP-Z39
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 

	
	Candidate_division_OP3
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 

	
	Deinococcus-Thermus
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 

	
	Fusobacteria
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 

	
	Latescibacteria
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 

	
	Tenericutes
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 
	0.000 




Table S3. Statistic of α-diversity of observed OTUs.
	Sample Name
	Clean OTUs
	Shannon
	simpson
	chao1
	ACE

	CT1
	1619
	8.377
	0.991
	1938.534
	1993.495

	CT2
	1416
	7.83
	0.987
	1705.952
	1825.621

	CT3
	1524
	8.157
	0.99
	1868.795
	2003.826

	CT4
	1612
	8.058
	0.989
	2392.519
	2354.811

	CT5
	1441
	8.008
	0.989
	1963.545
	1975.336

	W1
	1505
	7.995
	0.988
	1883.526
	1989.819

	W2
	1467
	8.114
	0.989
	1825.413
	1868.212

	W3
	1339
	7.926
	0.987
	1493.02
	1599.069

	W4
	1447
	7.977
	0.988
	1947.013
	1998.8

	W5
	1907
	8.513
	0.991
	2562.174
	2616.231

	LN1
	1537
	8.083
	0.989
	2022.525
	2080.925

	LN2
	1285
	7.542
	0.985
	1597.825
	1685.471

	LN3
	1456
	7.9
	0.988
	1824.897
	1909.248

	LN4
	1502
	7.767
	0.986
	2100.889
	2157.607

	LN5
	1430
	7.878
	0.988
	1899.004
	1955.023

	WLN1
	1309
	7.768
	0.987
	1615.823
	1677.413

	WLN2
	1365
	7.954
	0.987
	1538.143
	1602.591

	WLN3
	1432
	7.909
	0.985
	1726.754
	1798.321

	WLN4
	1419
	8.073
	0.988
	1874.544
	1865.938

	WLN5
	1551
	8.143
	0.99
	1922.426
	2039

	HN1
	1218
	7.586
	0.985
	1607.005
	1643.101

	HN2
	1588
	8.081
	0.989
	2131.106
	2194.459

	HN3
	1470
	7.918
	0.989
	2077.542
	2134.336

	HN4
	1437
	7.878
	0.988
	2092.223
	2053.856

	HN5
	1299
	7.862
	0.986
	1513.043
	1577.333

	WHN1
	1646
	8.405
	0.992
	1952.711
	1992.395

	WHN2
	1341
	7.951
	0.989
	1822.851
	1825.61

	WHN3
	1133
	7.804
	0.987
	1275.634
	1330.313

	WHN4
	1297
	7.727
	0.986
	1594.429
	1602.778

	WHN5
	1473
	8.115
	0.99
	1904.731
	1939.609












Table S4. Different expression microbial community between samples by Metastat .
	Group_pair
	mean1
	mean2
	p-value
	q-value
	FoldChange
	Taxa

	CT-vs-W
	7.47E-06
	6.53E-05
	0.0013
	0.0250
	8.7500
	k:Bacteria;p:Firmicutes;c:OPB54;o:unidentified_OPB54;

	CT-vs-W
	5.97E-05
	2.52E-04
	0.0000
	0.0000
	4.2188
	k:Bacteria;p:Cyanobacteria;c:ML635J-21;

	CT-vs-W
	1.25E-03
	2.83E-03
	0.0012
	0.0250
	2.2545
	k:Bacteria;p:Actinobacteria;c:unidentified_Actinobacteria;o:Pseudonocardiales;

	CT-vs-W
	1.46E-03
	3.13E-03
	0.0015
	0.0250
	2.1474
	k:Bacteria;p:Chloroflexi;c:Ktedonobacteria;o:Thermogemmatisporales;

	CT-vs-W
	2.24E-03
	4.61E-03
	0.0030
	0.0382
	2.0583
	k:Bacteria;p:Firmicutes;c:Bacilli;o:Bacillales;

	CT-vs-W
	2.30E-03
	4.62E-03
	0.0023
	0.0339
	2.0089
	k:Bacteria;p:Firmicutes;c:Bacilli;

	CT-vs-W
	0.00E+00
	9.33E-05
	0.0001
	0.0131
	#DIV/0!
	k:Bacteria;p:Chloroflexi;c:Ktedonobacteria;o:B10-SB3A;

	CT-vs-W
	7.06E-02
	1.19E-01
	0.0019
	0.0372
	1.6841
	k:Bacteria;p:Chloroflexi;

	CT-vs-W
	1.00E-01
	1.53E-01
	0.0000
	0.0000
	1.5289
	k:Bacteria;p:Actinobacteria;

	CT-vs-W
	6.26E-02
	9.16E-02
	0.0016
	0.0250
	1.4621
	k:Bacteria;p:Actinobacteria;c:unidentified_Actinobacteria;o:Frankiales;

	CT-vs-W
	7.52E-02
	1.07E-01
	0.0002
	0.0044
	1.4200
	k:Bacteria;p:Actinobacteria;c:unidentified_Actinobacteria;

	CT-vs-W
	5.04E-02
	3.33E-02
	0.0002
	0.0044
	0.6613
	k:Bacteria;p:Proteobacteria;c:Gammaproteobacteria;

	CT-vs-W
	3.94E-03
	2.48E-03
	0.0029
	0.0374
	0.6297
	k:Bacteria;p:Elusimicrobia;

	CT-vs-W
	3.94E-03
	2.48E-03
	0.0037
	0.0454
	0.6297
	k:Bacteria;p:Elusimicrobia;c:unidentified_Elusimicrobia;

	CT-vs-W
	1.16E-01
	6.67E-02
	0.0000
	0.0006
	0.5732
	k:Bacteria;p:Proteobacteria;c:Deltaproteobacteria;

	CT-vs-W
	4.38E-02
	2.28E-02
	0.0011
	0.0250
	0.5198
	k:Bacteria;p:Proteobacteria;c:Gammaproteobacteria;o:Xanthomonadales;

	CT-vs-W
	9.31E-02
	4.67E-02
	0.0002
	0.0131
	0.5013
	k:Bacteria;p:Proteobacteria;c:Deltaproteobacteria;o:GR-WP33-30;

	CT-vs-W
	4.93E-03
	1.74E-03
	0.0028
	0.0382
	0.3523
	k:Bacteria;p:Acidobacteria;c:unidentified_Acidobacteria;o:Subgroup_6;

	CT-vs-W
	2.48E-03
	7.28E-04
	0.0009
	0.0250
	0.2937
	k:Bacteria;p:Elusimicrobia;c:unidentified_Elusimicrobia;o:Lineage_IIa;

	CT-vs-W
	7.84E-04
	1.49E-04
	0.0042
	0.0487
	0.1905
	k:Bacteria;p:Proteobacteria;c:Deltaproteobacteria;o:Sh765B-TzT-29;

	CT-vs-LN
	0.00E+00
	5.60E-05
	0.0011
	0.0481
	#DIV/0!
	k:Bacteria;p:Actinobacteria;c:unidentified_Actinobacteria;o:Bifidobacteriales;

	CT-vs-LN
	1.05E-03
	1.83E-03
	0.0006
	0.0364
	1.7500
	k:Bacteria;p:Actinobacteria;c:unidentified_Actinobacteria;o:Streptomycetales;

	CT-vs-LN
	8.77E-02
	1.07E-01
	0.0003
	0.0364
	1.2185
	k:Bacteria;p:Proteobacteria;c:Alphaproteobacteria;o:Rhizobiales;

	CT-vs-HN
	5.23E-05
	2.84E-04
	0.0000
	0.0000
	5.4286
	k:Bacteria;p:Bacteroidetes;c:Bacteroidia;

	CT-vs-HN
	5.23E-05
	2.84E-04
	0.0000
	0.0000
	5.4286
	k:Bacteria;p:Bacteroidetes;c:Bacteroidia;o:Bacteroidales;

	CT-vs-HN
	4.26E-04
	9.63E-04
	0.0002
	0.0100
	2.2632
	k:Bacteria;p:Proteobacteria;c:Gammaproteobacteria;o:NKB5;

	CT-vs-HN
	1.05E-03
	2.26E-03
	0.0001
	0.0075
	2.1571
	k:Bacteria;p:Actinobacteria;c:unidentified_Actinobacteria;o:Streptomycetales;

	CT-vs-HN
	1.05E-03
	2.26E-03
	0.0001
	0.0131
	2.1571
	k:Bacteria;p:Actinobacteria;c:unidentified_Actinobacteria;o:Streptomycetales;f:Streptomycetaceae;

	CT-vs-HN
	7.47E-04
	1.28E-03
	0.0028
	0.0446
	1.7100
	k:Bacteria;p:Chloroflexi;c:JG30-KF-CM66;

	CT-vs-HN
	2.06E-01
	2.65E-01
	0.0010
	0.0388
	1.2870
	k:Bacteria;p:Proteobacteria;c:Alphaproteobacteria;

	CT-vs-HN
	3.45E-01
	2.64E-01
	0.0016
	0.0416
	0.7645
	k:Bacteria;p:Acidobacteria;c:unidentified_Acidobacteria;

	CT-vs-HN
	3.45E-01
	2.64E-01
	0.0014
	0.0481
	0.7638
	k:Bacteria;p:Acidobacteria;

	CT-vs-HN
	5.04E-02
	3.81E-02
	0.0027
	0.0446
	0.7551
	k:Bacteria;p:Proteobacteria;c:Gammaproteobacteria;

	CT-vs-HN
	2.48E-03
	9.93E-04
	0.0005
	0.0172
	0.4006
	k:Bacteria;p:Elusimicrobia;c:unidentified_Elusimicrobia;o:Lineage_IIa;

	HN-vs-WHN
	5.32E-03
	7.59E-03
	0.0008
	0.0323
	1.4264
	k:Bacteria;p:Firmicutes;

	HN-vs-WHN
	5.15E-03
	3.25E-03
	0.0002
	0.0227
	0.6313
	k:Bacteria;p:Actinobacteria;c:unidentified_Actinobacteria;o:Corynebacteriales;

	HN-vs-WHN
	2.52E-03
	1.37E-03
	0.0000
	0.0000
	0.5414
	k:Bacteria;p:Actinobacteria;c:unidentified_Actinobacteria;o:Corynebacteriales;f:Mycobacteriaceae;
g:Mycobacterium;s:Mycobacterium_celatum;

	HN-vs-WHN
	1.64E-03
	7.32E-04
	0.0002
	0.0123
	0.4475
	k:Bacteria;p:Proteobacteria;c:SK259;

	LN-vs-HN
	2.24E-05
	1.49E-04
	0.0000
	0.0000
	6.6667
	k:Bacteria;p:Proteobacteria;c:Betaproteobacteria;o:TRA3-20;f:unidentified_TRA3-20;

	LN-vs-HN
	2.24E-05
	1.49E-04
	0.0001
	0.0396
	6.6667
	k:Bacteria;p:Proteobacteria;c:Betaproteobacteria;o:TRA3-20;f:unidentified_TRA3-20;g:unidentified_TRA3-20;

	LN-vs-HN
	2.24E-05
	1.49E-04
	0.0000
	0.0000
	6.6667
	k:Bacteria;p:Proteobacteria;c:Betaproteobacteria;o:TRA3-20;f:unidentified_TRA3-20;g:unidentified_TRA3-20;s:beta_proteobacterium_WY25;

	LN-vs-HN
	4.41E-03
	1.52E-03
	0.0003
	0.0384
	0.3458
	k:Bacteria;p:Chloroflexi;c:Ktedonobacteria;o:Ktedonobacterales;f:HSB_OF53-F07;





[bookmark: _GoBack]Table S5. Number of links within same phylum for co-occurrence ecological networks.
	Type
	Phylum
	Warming
	N addition

	
	
	CT_W
	LN_WLN
	HN_WHN
	CT_LN_HN
	W_WLN_WHN

	Within phylum
	Chloroflexi
	3
	16
	11
	16
	27

	
	Acidobacteria
	22
	4
	1
	20
	10

	
	Proteobacteria
	24
	56
	69
	8
	20

	
	Actinobacteria
	1
	3
	3
	10
	6

	
	Verrucomicrobia
	5
	0
	0
	0
	0

	
	Firmicutes
	0
	4
	0
	0
	0

	
	WD272
	0
	0
	0
	0
	1

	
	Gemmatimonadetes
	0
	2
	0
	1
	0

	
	Thermotogae
	0
	0
	0
	1
	0

	
	Elusimicrobia
	2
	1
	0
	0
	0

	
	Thaumarchaeota
	0
	0
	3
	0
	1

	　
	Other
	1
	2
	11
	2
	1

	Between Phylum
	Proteobacteria - Acidobacteria
	36
	18
	8
	7
	13

	
	Proteobacteria - Actinobacteria
	10
	15
	31
	2
	2

	
	Proteobacteria - Chloroflexi
	10
	25
	11
	4
	4

	
	Acidobacteria - Chloroflexi
	10
	25
	11
	4
	4

	
	Acidobacteria - Actinobacteria
	6
	5
	2
	0
	1

	
	Actinobacteria - Chloroflexi
	0
	1
	1
	0
	1

	　
	Other between links
	63
	243
	145
	15
	30

	Total
	links
	193
	420
	307
	90
	121

	
	positive correlation number
	179
	417
	302
	86
	118

	　
	positive correlation (%)
	92.75 
	99.29 
	98.37 
	95.56 
	97.52 



Table S6. Environmental factors between samples.
	Samples


	Soil temperature 
(C°)
	Soil moisture 
(%)
	pH


	NH4+-N 
(mg/kg)
	NO3—N
(mg/kg)
	TP
(mg/kg)
	DOC
(mg/kg)
	DON
(mg/kg)
	Plant height
(cm)
	Plant diameter
(cm)

	CT1
	18.54
	23
	4.5
	5.64
	1.53
	0.28
	10.98
	0.89
	311.25
	60.63

	CT2
	21.35
	23
	4.38
	4.35
	1.43
	0.31
	10.72
	0.35
	270.75
	43.88

	CT3
	20.31
	26
	4.11
	6.27
	1.6
	0.28
	15.12
	1.16
	298.75
	54.25

	CT4
	20.73
	24
	4.25
	4.13
	1.74
	0.27
	10.67
	0.88
	313.75
	54.63

	CT5
	20.57
	24
	4.32
	4.86
	1.29
	0.28
	15.23
	0.94
	297.5
	57.75

	LN1
	21.31
	24
	4.17
	3.52
	1.74
	0.28
	11.7
	0.99
	360.75
	66.88

	LN2
	20.8
	22
	4.25
	3.34
	1.58
	0.29
	15.78
	0.95
	345
	65.13

	LN3
	21.16
	21
	4.17
	3.84
	1.52
	0.28
	12.11
	0.7
	370
	61.5

	LN4
	20.98
	24
	4.24
	3.89
	1.18
	0.27
	11.03
	0.44
	386.25
	60.88

	LN5
	20.91
	24
	4.47
	6.26
	0.97
	0.29
	14.88
	0.76
	358.75
	59.88

	HN1
	21.78
	23
	4.31
	4.47
	0.88
	0.28
	16.39
	0.74
	327
	55.38

	HN2
	20.54
	23
	4.39
	4.78
	0.82
	0.28
	14.83
	0.62
	315.25
	50.38

	HN3
	20.45
	23
	4.33
	5.06
	0.94
	0.28
	20.98
	0.81
	392.75
	62.38

	HN4
	20.99
	25
	4.26
	5.72
	0.76
	0.29
	14.58
	0.87
	376.5
	61.38

	HN5
	20.77
	23
	4.22
	5.27
	0.89
	0.27
	26.55
	1.41
	328
	55.38

	W1
	25.7
	18
	4.32
	2.69
	1.13
	0.27
	16.23
	0.83
	193.5
	34.88

	W2
	25.38
	20
	4.24
	3.82
	1.76
	0.29
	11.24
	0.73
	285
	45.25

	W3
	25.82
	24
	4.18
	2.78
	0.74
	0.31
	11.44
	0.66
	342.25
	55.88

	W4
	25.97
	21
	4.21
	3.09
	1.94
	0.3
	21.49
	1.54
	328
	54.38

	W5
	25.71
	20
	4.35
	3.88
	1.71
	0.28
	12.5
	0.98
	278.75
	52.13

	WLN1
	27.94
	22
	4.38
	3.31
	1.28
	0.27
	12.66
	1.9
	193.5
	44.38

	WLN2
	28.4
	26
	4.22
	2.84
	0.92
	0.29
	19.99
	1.43
	280
	52.13

	WLN3
	26.36
	24
	4.25
	3.69
	1.13
	0.28
	17.37
	0.93
	285.75
	51.25

	WLN4
	23.76
	23
	4.16
	3.71
	0.84
	0.31
	10.7
	2.41
	358
	59.25

	WLN5
	25.61
	25
	4.32
	4.91
	1.47
	0.28
	15.18
	2.81
	234.75
	36.38

	WHN1
	26.11
	22
	4.24
	4.23
	1.19
	0.3
	12.73
	0.87
	345
	59.63

	WHN2
	23.11
	23
	4.26
	3.68
	1.17
	0.32
	12.87
	1.21
	253
	40.38

	WHN3
	26.72
	24
	4.07
	3.79
	0.79
	0.28
	17.22
	0.83
	262.5
	40.5

	WHN4
	25.72
	24
	4.33
	4.11
	1.16
	0.3
	11.74
	0.48
	302.5
	54.5

	WHN5
	25.92
	25
	4.38
	4.91
	1.09
	0.29
	22.32
	1.58
	305
	49.13



