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Supplementary Table Legends
Supplementary Table S1. Most abundant orders for bacterial community (>2%) by 16S rRNA analysis.

Suppelemtary Table S2. Most abundant order for active bacterial community (>2%) by protein analysis.

Supplementary Table S1. Most abundant orders for bacterial community (>2%) by 16S rRNA analysis.
	Phylum
	Order
	C1
	C2
	C3

	AlphaProteobacteria
	Rhizobiales
	14.67±0.96
	4.35±0.62
	6.88±0.34

	AlphaProteobacteria
	Rhodobacterales
	1.39±0.17
	3.06±0.39
	1.20±0.18

	AlphaProteobacteria
	Rhodospirillales
	1.21±0.17
	0.96±0.05
	3.93±0.30

	AlphaProteobacteria
	Sphingomonadales
	12.36±1.16
	8.15±0.49
	2.23±0.48

	
	
	
	
	

	BetaProteobacteria
	Burkholderiales
	3.53±0.20
	0.21±0.08
	1.49±0.16

	
	
	
	
	

	Gammaproteobacteria
	Nevskiales
	2.86±0.30
	2.30±0.58
	4.30±0.24

	Gammaproteobacteria
	Pseudomonadales
	4.19±0.07
	2.18±0.18
	2.53±0.10

	Gammaproteobacteria
	Xanthomonadales
	16.27±0.86
	13.86±3.06
	5.09±0.59

	Gammaproteobacteria
	Cellvibrionales
	1.96±0.09
	4.99±0.76
	0.83±0.21

	
	
	
	
	

	DeltaProteobacteria
	Myxococcales
	2.12±0.21
	4.58±0.46
	3.37±0.55

	
	
	
	
	

	Bacteroidetes
	Chitinophagales
	1.99±0.18
	2.42±0.31
	3.38±0.58

	Bacteroidetes
	Sphingobacteriales
	5.02±0.88
	4.68±1.17
	0.55±0.09

	Bacteroidetes
	Cytophagales
	3.36±0.26
	3.73±0.73
	12.09±2.03

	Bacteroidetes
	Flavobacteriales
	1.27±0.21
	22.87±2.21
	0.76±0.10

	
	
	
	
	

	Actinobacteria
	Streptosporangiales
	2.50±0.66
	0.18±0.13
	2.93±0.59

	Actinobacteria
	Micrococcales
	4.06±0.16
	4.71±0.49
	1.71±0.26

	Actinobacteria
	Acidimicrobiales
	0.67±0.10
	2.38±0.30
	5.52±0.16

	
	
	
	
	

	Firmicutes
	Bacillales
	5.13±0.66
	2.27±0.43
	6.27±0.55


Supplementary Table S2. Most abundant order for active bacterial community (>2%) by protein analysis.
	Phylum
	Order
	C1
	C2
	C3

	
	
	
	
	

	GammaProteobacteria
	Xanthomonadales
	6.51±2.23
	17.24±5.16
	2.0±0.57

	GammaProteobacteria
	Enterobacteriales
	4.21±0.92
	5.12±0.91
	7.82±1.23

	GammaProteobacteria
	Pseudomonadales
	1.75±0.62
	0.46±0.13
	3.39±0.80

	
	
	
	
	

	AlphaProteobacteria
	Rhizobiales
	17.28±2.50
	31.82±4.23
	14.06±5.01

	AlphaProteobacteria
	Rhodobacterales
	2.02±0.81
	1.65±0.11
	1.29±0.38

	
	
	
	
	

	BetaProteobacteria
	Burkholderiales
	13.01±4.84
	7.88±0.98
	6.72±1.74

	BetaProteobacteria
	Rhodocyclales
	3.13±0.77
	1.38±0.56
	1.11±0.45

	
	
	
	
	

	DeltaProteobacteria
	Myxococcales 
	2.41±1.03
	2.94±0.47
	1.78±0.52

	
	
	
	
	

	Actinobacteria
	Streptosporangiales
	12.64±1.96
	4.84±1.42
	9.58±0.29

	Actinobacteria
	Corynebacteriales
	1.34±0.48
	0.91±0.35
	3.74±2.23

	Actinobacteria
	Micromonosporales
	9.85±1.30
	5.23±0.82
	3.56±0.84

	Actinobacteria
	Streptomycetales
	2.92±0.75
	0.00±0.00
	2.55±0.35

	
	
	
	
	

	Thermotogae
	Kosmotogales
	0.45±0.29
	2.79±1.65
	28.62±10.08

	
	
	
	
	

	Chloroflexi
	Chloroflexales
	0.50±0.16
	0.94±0.47
	2.04±0.33

	
	
	
	
	

	Firmicutes
	Clostridiales
	6.30±1.61
	0.38±0.41
	0.37±0.10

	
	
	
	
	

	Deinococcus-Thermus
	Deinococcales
	2.47±0.57
	0.00±0.00
	0.00±0.00


