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#OTU ID taxonomy

1A 1O 3A 3O 4A 4O 8A 8O 10A 10O 12A 12O 13A 13O 14A 14O 20A 20O

1143180 Archaea;Crenarchaeota;Thaumarchaeota;Cenarchaeales;SAGMA-X

7.30 2.07 0.31 1.05 0.77 0.31 1.90 1.02 2.58 4.90 0.12 1.77 0.04 0.01 0.00 0.14 0.09 0.08

nrOTU63 Bacteria;Acidobacteria;[Chloracidobacteria];11-24

0.00 0.11 0.04 0.01 0.06 0.32 5.16 0.50 0.03 1.03 0.17 0.48 0.00 0.00 0.01 0.00 0.05 0.02

219830 Bacteria;AD3;ABS-6

2.01 0.42 1.12 0.78 1.47 2.36 4.07 4.65 3.48 3.37 2.48 3.18 1.15 0.37 0.10 0.20 0.36 0.28

204059 Bacteria;AD3;ABS-6

0.89 0.42 1.90 0.34 0.09 0.43 0.86 1.50 3.62 0.32 1.94 3.87 0.12 0.02 0.96 0.08 1.10 0.47

125947 Bacteria;Proteobacteria;Betaproteobacteria;Burkholderiales;Burkholderiaceae;Burkholderia

0.04 0.01 0.03 0.09 0.01 0.02 0.00 3.43 0.00 0.06 0.33 0.01 0.07 0.00 0.02 0.02 0.01 0.00

161623 Bacteria;AD3;JG37-AG-4

3.21 1.47 0.94 0.27 1.27 1.59 1.31 1.05 1.68 1.85 1.02 0.95 0.29 0.07 0.26 0.98 0.48 0.24

573135 Bacteria;Proteobacteria;Alphaproteobacteria;Rhizobiales;Bradyrhizobiaceae;Bradyrhizobium

0.38 0.33 0.23 2.90 0.44 0.19 0.08 0.43 0.10 0.26 0.60 0.32 0.10 0.02 0.65 0.25 0.26 0.15

658707 Bacteria;Verrucomicrobia;[Pedosphaerae];[Pedosphaerales];auto67_4W

1.71 0.25 0.01 0.00 0.00 0.00 2.32 0.29 0.55 0.70 0.91 0.02 0.00 0.00 0.00 0.00 0.00 0.00

4424841 Bacteria;WPS-2

0.01 0.01 0.03 2.22 0.02 0.14 0.20 0.35 0.44 0.42 0.16 1.03 0.34 0.00 0.00 0.00 0.05 0.01

4383662 Bacteria;Planctomycetes;Planctomycetia;Gemmatales;Gemmataceae

1.34 0.80 0.85 0.20 1.52 2.22 1.95 0.84 0.90 0.43 0.36 0.68 0.13 0.00 0.08 0.38 0.32 0.43

3117367 Bacteria;Chloroflexi;Ktedonobacteria;Ktedonobacterales;Ktedonobacteraceae

0.26 0.21 0.09 1.93 0.31 0.19 0.19 0.29 0.25 0.61 0.20 0.40 0.03 0.00 0.00 0.00 0.07 0.00

154822 Bacteria;Acidobacteria;DA052;Ellin6513

0.20 0.60 0.75 0.37 0.70 1.05 0.46 1.69 1.39 0.80 0.91 1.44 0.07 0.03 0.05 0.37 0.41 0.35

1123749 Bacteria;WPS-2

0.44 0.68 0.38 0.08 0.53 0.46 1.52 1.02 0.83 1.51 1.35 0.55 0.13 0.05 0.01 0.15 0.10 0.04

209467 Bacteria;Acidobacteria;iii1-8;DS-18

1.49 1.01 0.03 0.01 0.62 0.40 0.83 0.59 0.06 0.03 0.03 0.14 0.17 0.00 0.00 0.00 0.03 0.09

153350 Bacteria;Acidobacteria;DA052;Ellin6513

0.40 0.10 0.05 0.01 0.08 0.40 0.69 0.20 1.16 1.43 0.03 0.17 0.00 0.00 0.00 0.00 0.00 0.00

4342107 Bacteria;Proteobacteria;Alphaproteobacteria;Rhizobiales;Hyphomicrobiaceae;Rhodoplanes

0.63 0.62 1.12 0.29 0.96 1.19 0.40 0.60 0.44 0.31 1.30 1.10 0.07 0.04 0.05 0.46 0.57 0.46

78839 Bacteria;Acidobacteria;DA052;Ellin6513

0.83 0.41 0.23 0.61 0.18 0.28 0.97 0.72 0.81 1.29 1.15 0.61 0.03 0.05 0.04 0.35 1.17 0.37

1121144 Bacteria;Proteobacteria;Gammaproteobacteria;Xanthomonadales;Sinobacteraceae

0.29 1.07 0.16 0.22 0.05 0.41 0.73 0.65 0.13 0.44 0.26 0.62 0.07 0.08 0.31 0.11 0.57 0.50

113331 Bacteria;Acidobacteria;DA052;Ellin6513

0.40 0.19 0.03 0.03 0.11 0.13 1.01 0.70 0.50 1.00 0.12 0.41 0.01 0.00 0.00 0.03 0.02 0.00

223820 Bacteria;AD3;ABS-6

0.30 0.43 3.30 0.46 0.55 3.18 0.42 0.73 2.08 0.37 1.11 0.98 9.84 17.07 3.18 3.83 4.24 5.35

254530 Bacteria;Verrucomicrobia;[Spartobacteria];[Chthoniobacterales];[Chthoniobacteraceae];DA101

0.09 0.36 2.85 0.28 1.44 1.91 0.05 0.12 0.08 0.04 0.14 0.09 7.70 10.88 4.04 5.55 1.65 1.99

278511 Bacteria;Acidobacteria;DA052;Ellin6513

0.02 0.05 0.04 0.02 0.03 0.08 0.02 0.03 0.01 0.02 0.04 0.02 0.00 0.00 8.07 0.01 0.03 0.01

205773 Bacteria;AD3;ABS-6

0.47 0.45 2.62 0.64 0.54 0.87 0.72 1.01 4.03 0.31 1.85 2.05 5.25 5.92 0.47 1.59 3.97 3.62

220148 Bacteria;AD3;JG37-AG-4

0.07 0.06 1.27 0.30 1.47 3.07 0.04 0.14 0.82 0.12 0.15 0.35 0.67 1.95 5.89 3.52 0.88 1.35

nrOTU78 Bacteria;AD3;JG37-AG-4

0.00 0.00 0.49 0.02 0.01 0.30 0.00 0.04 0.17 0.00 0.05 0.07 3.88 4.96 2.32 3.14 0.90 1.28

nrOTU44 Bacteria;AD3;JG37-AG-4

0.12 0.06 1.98 0.47 2.06 1.24 0.77 0.58 0.77 0.37 0.58 2.40 2.56 3.52 1.38 2.25 1.07 1.26

248375 Bacteria;Actinobacteria;MB-A2-108

0.00 0.00 0.06 0.03 0.00 0.00 0.00 0.00 0.00 0.01 0.12 0.03 1.48 3.18 1.48 2.01 0.35 2.90

811458 Bacteria;AD3;JG37-AG-4

0.05 0.03 1.12 0.49 0.80 1.99 0.04 0.12 0.88 0.04 0.18 0.39 2.00 1.60 0.94 1.62 1.87 3.11

2984011 Bacteria;Gemmatimonadetes;Gemm-1

0.02 0.00 0.17 0.03 0.03 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.27 0.61 3.07 0.38 0.17 0.35

205456 Bacteria;Verrucomicrobia;[Spartobacteria];[Chthoniobacterales];[Chthoniobacteraceae];DA101

0.05 0.39 0.60 0.44 0.10 0.20 0.01 0.26 0.00 0.01 0.59 0.10 1.13 0.55 0.64 2.24 3.01 2.95

4448095 Bacteria;Actinobacteria;Actinobacteria;Actinomycetales;Mycobacteriaceae;Mycobacterium

0.01 0.08 0.08 0.14 0.00 0.02 0.05 0.19 0.22 0.02 0.35 0.09 0.30 0.78 2.87 0.15 0.10 0.27

207672 Bacteria;Acidobacteria;iii1-8;DS-18

0.00 0.00 0.14 0.02 0.01 0.04 0.00 0.00 0.00 0.00 0.04 0.00 0.27 0.42 2.65 0.71 0.73 1.01

3587027 Bacteria;Acidobacteria;iii1-8;32-20

0.00 0.00 0.08 0.00 0.02 0.02 0.00 0.00 0.00 0.00 0.04 0.00 2.50 1.51 1.36 0.08 0.70 2.17

4474277 Archaea;Crenarchaeota;MBGA;NRP-J

0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.08 0.16 1.11 2.11 0.13 0.07 0.98 1.18

821237 Bacteria;Verrucomicrobia;[Spartobacteria];[Chthoniobacterales];[Chthoniobacteraceae];DA101

0.03 0.16 1.05 0.16 0.16 0.25 0.02 0.10 0.04 0.01 0.05 0.04 2.03 1.49 1.18 0.91 1.04 1.01

4470401 Bacteria;AD3;ABS-6

1.07 0.24 0.53 0.46 0.49 0.14 0.37 0.51 1.79 0.22 1.26 1.10 0.61 0.99 0.23 1.86 1.06 0.59

nreOTU22 Bacteria

0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.04 0.06 0.00 0.09 0.07 0.02 0.13 0.79 1.60 0.42 0.74

ncurOTU10624Bacteria

0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.05 1.55 1.51 0.67 1.44 0.03 0.15

1144253 Bacteria;WPS-2

0.00 0.00 0.11 0.04 0.08 0.27 0.20 0.19 0.54 0.15 0.43 0.38 0.85 1.20 0.29 0.37 0.92 0.47

Table S4 : taxonomic affiliation and distribution of OTUs with (i)a relative abundance significantly different between the trench and the surrounding soils and (ii) with >1% abundance in at 

least one soil sample. The trench soil samples and specific OTUs are highlighted in red. The surrounding soil samples and specific OTUs are highlighted in blue. 


