Supplementary Table 1. Main organisms according to their taxa and abundance by sample. Sequencing reads by sample are found at the bottom.
	Taxon
	Relative abundance (%)a

	Phylum
     Class
          Genus
	CON-b
	CON-e
	HM-1
	HM-2
	HM-5

	Actinobacteria
	11.38
	6.68
	9.08
	0.59
	0.44

	     Actinomycetia
	11.33
	6.66
	9.01
	0.58
	0.44

	Leucobacter
	1.82
	2.79
	2.11
	0.01
	0

	Microbacterium
	4.51
	1.20
	3.12
	0.16
	0.29

	Bacteroidetes
	6.52
	3.84
	0.64
	21.68
	14.58

	     Flavobacteria
	0.79
	0.19
	0.53
	11.88
	0.18

	Chryseobacterium
	0.09
	0.06
	0.51
	10.67
	0.05

	     Sphingobacteriia
	5.34
	3.57
	0.08
	9.60
	14.30

	Sphingobacterium
	5.05
	3.53
	0.07
	9.53
	14.25

	Firmicutes
	0.40
	0.82
	0.10
	0.29
	0.06

	Proteobacteria
	38.22
	44.32
	61.17
	45.01
	52.06

	     Alphaproteobacteria
	14.42
	20.08
	19.65
	7.14
	11.00

	               Agrobacterium
	0.17
	0.27
	15.42
	0.01
	0.16

	Devosia
	1.96
	1.65
	0.02
	0.01
	0.01

	Mesorhizobium
	1.16
	1.56
	0.09
	0.03
	0.08

	Pseudochrobactrum
	2.19
	6.50
	0.02
	0
	0.01

	Shinella
	1.48
	2.39
	0.34
	0.01
	2.52

	Sphingomonas
	0.2
	0.19
	0.26
	5.86
	4.30

	Sphingopyxis
	2.33
	1.80
	0.02
	0.21
	0.15

	     Betaproteobacteria
	7.44
	10.10
	31.31
	18.70
	25.99

	               Achromobacter
	0.66
	2.73
	20.66
	1.08
	0.08

	Delftia
	0.09
	1.36
	2.00
	9.40
	21.87

	Janthinobacterium
	0.02
	0.01
	0.03
	3.53
	1.79

	     Gammaproteobacteria
	15.02
	13.08
	8.84
	18.52
	14.35

	              Acinetobacter
	2.62
	0.61
	0.02
	0.02
	0.01

	Stenotrophomonas
	6.35
	7.43
	3.14
	16.01
	13.93

	Unknown
	42.25
	43.27
	27.60
	31.81
	31.96

	Sequencing reads
	58 664 972
	71 925 124
	23 961 736
	35 462 500
	42 246 932


a For a full table see Supplementary Table 1. Relative abundance is reported in percentage of total taxa found.
