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DNA extraction and sequencing
Soil samples were obtained from the gas ports with a sterilized shovel and were stored at -80 ℃ immediately until the DNA extraction was performed. The DNA in the soil was extracted with a Miobio soil DNA extraction kit (Mobio Laboratories Inc, USA). The bacterial community structure was assessed by MiSeq sequencing using the adaptor primers 338F: (ACTCCTACGGGAGGCAGCA) and 806R: (GGACTACHVGGGTWTCTAAT) for the V3-V4 regions of the 16S rRNA gene (Ting and Chyanbin, 2013). The PCR amplification was used based on a previously published method (Song et al., 2015). Equal quantities of the three PCR products per sample were pooled and purified with a QIAquick PCR Purification Kit (Qiagen, USA). Finally, a mixture of the amplicons from the different samples was sent to the MiSeq Illumina platform at Shanghai Major Bio-pharm Biotechnology Co., Ltd. (Shanghai, China) for sequencing.

High-quality V3-V4 tags from raw paired-end reads was acquired by Trimmomatic (http://www.usadellab.org/cms/index.php?page=trimmomatic) Bolger et al., 2014()
. The rules are: the maximum number of errors in the barcode was 0; the maximum length of homopolymer run was 6; the number of mismatches in the primer was 2. The reads with more than 10% of bases with a quality score of Q < 20, ambiguous and unassigned characters and adapter contamination were removed. Chimeras from high-quality tags was checked by UCHIME (http://drive5.com/uchime) Edgar et al., 2011()
. Operational taxonomic units (OTUs) at 97% identity was classified by Usearch (http://www.drive5.com/usearch/) Edgar, 2010(; Edgar, 2013)
 using furthest neighbor clustering. Representative sequences of OTUs were aligned to the SILVER (version: SSU119 http://www.arb-silva.de/) for bacteria 16S rRNA genes. Bacterial diversity index (Shannon, Simpson, Ace, Chao1, and coverage) was calculated by Mothur (Version v.1.30.1). The sequences were then phylogenetically assigned to taxonomic classifications using an RDP-naïve Bayesian rRNA classifier with a confidence threshold of 70% (Wang et al., 2007).
Table S1 Design of experiment
	Groups
	Soil
	CB
	1,2-DCB
	Sodium succinate
	Sodium citrate
	Strain TF-1

	1
	Sterilized
	+
	-
	-
	-
	-

	2
	Sterilized
	+
	-
	+
	-
	-

	3
	Sterilized
	+
	-
	+
	-
	+

	4
	Sterilized
	+
	-
	-
	-
	+

	5
	Sterilized
	+
	-
	-
	+
	-

	6
	Sterilized
	+
	-
	-
	+
	+

	7
	unsterilized
	+
	-
	-
	-
	-

	8
	unsterilized
	+
	-
	+
	-
	-

	9
	unsterilized
	+
	-
	+
	-
	+

	10
	unsterilized
	+
	-
	-
	+
	-

	11
	unsterilized
	+
	-
	-
	+
	+

	12
	Sterilized
	-
	+
	-
	-
	-

	13
	Sterilized
	-
	+
	+
	-
	-

	14
	Sterilized
	-
	+
	+
	-
	+

	15
	Sterilized
	-
	+
	-
	-
	+

	16
	Sterilized
	-
	+
	-
	+
	-

	17
	Sterilized
	-
	+
	-
	+
	+

	18
	unsterilized
	-
	+
	-
	-
	-

	19
	unsterilized
	-
	+
	+
	-
	-

	20
	unsterilized
	-
	+
	+
	-
	+

	21
	unsterilized
	-
	+
	-
	+
	-

	22
	unsterilized
	-
	+
	-
	+
	+


Table S2 Kinetic characteristics of degradation of CB in soil

	Sample
	First-class kinetic equation
	Degradation rate constant
	Half-life (day)
	Correlation coefficient (r)

	ST-CB
	lnC=-0.0006t+4.59
	0.0006
	1130
	0.926

	ST-CB-SC
	--
	--
	--
	--

	ST-CB-SS
	lnC=-0.0001t+4.60
	0.0001
	6880
	0.602

	ST-CB-TF-1
	lnC=-0.077t+4.61
	0.077
	8.95
	0.991

	ST-CB-SC-TF-1
	lnC=-0.238t+4.64
	0.238
	2.91
	0.9819

	ST-CB-SS-TF-1
	lnC=-0.381t+4.43
	0.3809
	1.78
	0.876

	UST-CB
	lnC=-0.0045t+4.59
	0.0045
	154
	0.886

	UST-CB-SC
	lnC=-0.354t+4.59
	0.354
	1.96
	0.98496

	UST-CB-SS
	lnC=-0.259t+4.69
	0.259
	2.68
	0.976

	UST-CB-SC-TF-1
	lnC=-0.104t+4.62
	0.104
	6.66
	0.9947

	UST-CB-SS-TF-1
	lnC=-0.5000t+4.80
	0.5000
	1.386
	0.943


Table S4 Kinetic characteristics of degradation of 1,2-DCB in sodium succinate

	Sample
	First-class kinetic equation
	Degradation rate constant
	Half-life (day)
	Correlation coefficient (r)

	ST-1,2-DCB
	--
	--
	--
	--

	ST-1,2-DCB-SC
	lnC=-0.002t+4.60
	0.002
	346.5
	0.6535

	ST-1,2-DCB-SS
	lnC=-0.0005t+4.53
	0.0005
	1236.00
	0.028

	ST-1,2-DCB-TF-1
	lnC=-0.0219t+4.58
	0.0219
	31.64
	0.902

	ST-1,2-DCB-SC-TF-1
	lnC=-0.0377t+4.57
	0.0377
	18.38
	0.895

	ST-1,2-DCB-SS-TF-1
	lnC=-0.025t+4.59
	0.025
	27.72
	0.9732

	UST-1,2-DCB
	lnC=-0.0035t+4.62
	0.0035
	198
	0.408

	UST-1,2-DCB-SC
	lnC=-0.016t+4.57
	0.016
	43.31
	0.8115

	UST-1,2-DCB-SS
	lnC=0.040t+4.56
	0.040
	28.97
	0.863

	UST-1,2-DCB-SC-TF-1
	lnC=-0.038t+4.61
	0.038
	18.24
	0.9887

	UST-1,2-DCB-SS-TF-1
	lnC=-0.0687t+4.56
	0.0687
	10.087
	0.906
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Figure S1 SEM photograph of TF-1
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Figure S2 Phylogenetic analysis of TF-1
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Figure S3 Application of TF-1 in test field
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Figure S4 Co-metabolic degradation properties of CB using the growth substrate of sodium succinate and sodium citrate
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