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OTUs below 1% average proportion
k_Bacteria
k_Bacteria;p_Chloroflexi;c_Dehalococcoidetes
k_Bacteria;p_Actinobacteria;c_Actinobacteria (class);o_WCHB1−81;f_At425_EubF1
k_Archaea;p_Crenarchaeota;c_C2;o_pGrfC26
k_Bacteria;p_Proteobacteria;c_Deltaproteobacteria;o_Desulfobacterales
k_Bacteria;p_OP8;c_OP8_1;o_OPB95
k_Bacteria;p_Spirochaetes
k_Archaea;p_Crenarchaeota;c_C2;o_B10
k_Bacteria;p_OP8;c_OP8_1;o_HMMVPog−54
k_Bacteria;p_Chloroflexi;c_Chloroflexi(class);o_Chloroflexales;f_Oscillochloridaceae;g_Oscillochloris
k_Bacteria;p_Chloroflexi;c_Anaerolineae;o_A4b
k_Archaea;p_Euryarchaeota;c_Thermoplasmata;o_E2;f_pMC2A33
k_Bacteria
k_Bacteria;p_Proteobacteria;c_Deltaproteobacteria
k_Bacteria;p_Verrucomicrobia;c_Verruco−5
k_Bacteria;p_AC1;c_SHA−114
k_Bacteria;p_OP11;c_OP11−3
k_Bacteria;p_Bacteroidetes;c_Sphingobacteria;o_Sphingobacteriales;f_Saprospiraceae
k_Bacteria;p_Chloroflexi;c_Chloroflexi(class);o_Chloroflexales;f_Chlorothrixaceae
k_Bacteria;p_OP8;c_OP8_1
k_Bacteria;p_AC1;c_SHA−114
k_Bacteria;p_Firmicutes;c_Bacilli;o_Bacillales
k_Bacteria;p_Cyanobacteria;c_Synechococcophycideae;o_Synechococcales;f_Synechococcaceae;g_Synechococcus
k_Bacteria;p_OP8;c_OP8_1

OTUs:

Layers
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< 1% proportion in sample B
k_Bacteria;p_Chloroflexi;c_Chloroflexi(class);o_Chloroflexales;f_Oscillochloridaceae;g_Oscillochloris
k_Bacteria
k_Bacteria;p_Chloroflexi;c_Anaerolineae;o_A4b
k_Bacteria;p_Chloroflexi;c_Chloroflexi(class);o_Roseiflexales;f_Roseiflexaceae;g_Roseiflexus
k_Bacteria;p_Chloroflexi;c_Anaerolineae;o_CFB−26
k_Bacteria;p_Spirochaetes;c_Spirochaetes(class);o_Spirochaetales;f_Spirochaetaceae;g_za29
k_Bacteria;p_Chloroflexi;c_Anaerolineae
k_Bacteria
k_Bacteria;p_Proteobacteria;c_Epsilonproteobacteria;o_Nautiliales
k_Bacteria;p_Chloroflexi;c_Anaerolineae;o_WCHB1−50
k_Bacteria;p_Chlorobi;c_SM1B02
k_Bacteria;p_Bacteroidetes;c_Sphingobacteria;o_Sphingobacteriales;f_Saprospiraceae
k_Bacteria;p_Chloroflexi;c_Anaerolineae;o_A4b
k_Bacteria;p_Chloroflexi;c_Chloroflexi(class);o_Chloroflexales;f_Chlorothrixaceae
k_Bacteria;p_Cyanobacteria;c_Synechococcophycideae;o_Synechococcales;f_Synechococcaceae;g_Synechococcus
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< 1% proportion in sample C
k_Bacteria;p_Chlorobi;c_OPB56
k_Bacteria
k_Bacteria;p_Proteobacteria;c_Deltaproteobacteria;o_Syntrophobacterales;f_Syntrophobacteraceae
k_Bacteria;p_Chlorobi;c_OPB56
k_Bacteria;p_Chloroflexi;c_Anaerolineae
k_Bacteria;p_Planctomycetes;c_Phycisphaerae
k_Bacteria;p_Chloroflexi;c_Chloroflexi(class);o_Roseiflexales;f_Roseiflexaceae;g_Roseiflexus
k_Bacteria;p_Chloroflexi;c_Anaerolineae;o_CFB−26
k_Bacteria;p_Proteobacteria
k_Bacteria;p_Chloroflexi;c_Anaerolineae;o_OPB11
k_Bacteria;p_Chlorobi;c_Ignavibacteria;o_Ignavibacteriales;f_Ignavibacteriaceae;g_Ignavibacterium
k_Bacteria;p_Acidobacteria;c_OS−K
k_Bacteria;p_Chloroflexi;c_Anaerolineae;o_OPB11
k_Bacteria;p_Planctomycetes;c_Planctomycea;o_Pirellulales;f_Pirellulaceae
k_Bacteria;p_Chloroflexi;c_Chloroflexi(class);o_Chloroflexales;f_Oscillochloridaceae;g_Oscillochloris
k_Bacteria;p_Bacteroidetes;c_Sphingobacteria;o_Sphingobacteriales;f_Saprospiraceae
k_Bacteria;p_Verrucomicrobia;c_Verruco−5
k_Bacteria;p_AC1;c_SHA−114
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< 1% proportion in sample E
k_Archaea;p_Crenarchaeota;c_C2;o_pGrfC26
k_Bacteria
k_Bacteria;p_Proteobacteria;c_Deltaproteobacteria;o_Desulfobacterales
k_Bacteria;p_Planctomycetes;c_Planctomycea;o_Pirellulales;f_Pirellulaceae
k_Bacteria;p_Planctomycetes;c_Planctomycea;o_Pirellulales;f_Pirellulaceae
k_Bacteria;p_ABY1_OD1
k_Bacteria;p_Armatimonadetes
k_Bacteria;p_Proteobacteria;c_Epsilonproteobacteria;o_Nautiliales
k_Archaea;p_Crenarchaeota;c_C2;o_B10
k_Bacteria;p_Proteobacteria;c_Deltaproteobacteria;o_NKB15
k_Bacteria;p_Proteobacteria;c_Deltaproteobacteria
k_Bacteria;p_OP8;c_OP8_1
k_Bacteria;p_OP8;c_OP8_1
k_Bacteria;p_Planctomycetes;c_Phycisphaerae
k_Bacteria;p_Chlorobi;c_SM1H02
k_Bacteria;p_Proteobacteria;c_Deltaproteobacteria;o_Syntrophobacterales;f_Desulfobacteraceae;g_Desulfobacterium
k_Bacteria;p_Chloroflexi;c_Dehalococcoidetes;o_Dehalococcoidales;f_Dehalococcoidaceae
k_Bacteria;p_Chloroflexi;c_Dehalococcoidetes
k_Bacteria;p_AC1;c_SHA−114
k_Archaea;p_Euryarchaeota;c_Methanobacteria;o_Methanobacteriales
k_Bacteria;p_Planctomycetes;c_Phycisphaerae
k_Bacteria;p_Nitrospirae;c_Nitrospira(class);o_Nitrospirales;f_Thermodesulfovibrionaceae;g_Thermodesulfovibrio
k_Bacteria;p_AC1;c_SHA−114
k_Bacteria
k_Bacteria;p_Actinobacteria;c_Actinobacteria(class);o_WCHB1−81;f_At425_EubF1
k_Bacteria;p_OP8;c_OP8_1;o_OPB95
k_Bacteria;p_OP8;c_OP8_1
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< 1% proportion in sample F
k_Bacteria;p_OP8;c_OP8_1;o_HMMVPog−54
k_Bacteria;p_AC1;c_SHA−114
k_Bacteria;p_Proteobacteria;c_Deltaproteobacteria
k_Bacteria;p_Firmicutes;c_Bacilli;o_Bacillales;f_Staphylococcaceae;g_Staphylococcus
k_Bacteria;p_Proteobacteria;c_Deltaproteobacteria;o_Desulfobacterales
k_Bacteria;p_Proteobacteria;c_Deltaproteobacteria;o_NKB15
k_Archaea;p_Crenarchaeota;c_C2;o_B10
k_Bacteria;p_Chloroflexi;c_Dehalococcoidetes
k_Archaea;p_Crenarchaeota;c_C2;o_pGrfC26
k_Bacteria;p_Proteobacteria;c_Gammaproteobacteria;o_Enterobacteriales;f_Enterobacteriaceae;g_Escherichia
k_Bacteria;p_OP8;c_OP8_1
k_Bacteria;p_OP8;c_OP8_1
k_Bacteria;p_Firmicutes;c_Bacilli;o_Bacillales
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< 1% proportion in sample G
k_Bacteria;p_Chloroflexi;c_Anaerolineae;o_OPB11
k_Bacteria;p_Chloroflexi;c_Anaerolineae;o_GN14
k_Archaea;p_Euryarchaeota;c_Methanobacteria;o_Methanobacteriales
k_Archaea;p_Crenarchaeota;c_C2
k_Archaea;p_Crenarchaeota;c_C2;o_pGrfC26
k_Bacteria;p_Verrucomicrobia;c_Verrucomicrobiae;o_Verrucomicrobiales
k_Archaea;p_Crenarchaeota;c_C2;o_pGrfC26
k_Archaea;p_Crenarchaeota;c_C2;o_B10
k_Bacteria;p_Bacteroidetes;c_Bacteroidia;o_Bacteroidales
k_Bacteria;p_KSB1;c_MSB−5B5
k_Bacteria
k_Archaea;p_Crenarchaeota;c_C2;o_B10
k_Bacteria;p_Elusimicrobia
k_Archaea;p_Euryarchaeota;c_Thermoplasmata;o_E2;f_pMC2A33
k_Bacteria;p_NC10;c_12−24;o_JH−WHS47
k_Bacteria;p_Chloroflexi;c_Dehalococcoidetes
k_Bacteria;p_Chloroflexi;c_Anaerolineae;o_SB−34
k_Bacteria;p_Spirochaetes
k_Bacteria;p_OP1;c_OP1
k_Archaea;p_Euryarchaeota;c_Thermoplasmata;o_E2;f_pMC2A33
k_Bacteria
k_Bacteria;p_Cyanobacteria;c_Synechococcophycideae;o_Synechococcales;f_Synechococcaceae;g_Synechococcus
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< 1% proportion in sample H
k_Bacteria;p_Chloroflexi;c_Dehalococcoidetes;o_NT−B4
k_Bacteria;p_OP11;c_OP11−3
k_Archaea;p_Euryarchaeota;c_Methanobacteria;o_Methanobacteriales
k_Archaea;p_Crenarchaeota;c_C2;o_pGrfC26
k_Bacteria;p_Chloroflexi;c_Dehalococcoidetes;o_Dehalococcoidales;f_Dehalococcoidaceae
k_Bacteria;p_Proteobacteria;c_Deltaproteobacteria;o_Desulfobacterales
k_Archaea;p_Crenarchaeota;c_C2;o_B10
k_Bacteria;p_Proteobacteria;c_Deltaproteobacteria
k_Bacteria;p_OP8;c_OP8_1;o_HMMVPog−54
k_Bacteria;p_AC1;c_SHA−114
k_Bacteria;p_OP11;c_OP11−3
k_Bacteria;p_OP8;c_OP8_1
k_Bacteria;p_OP8;c_OP8_1

Supplementary Figure S1: Bacterial composition of the layers B, C, E, F, G and H. The operational taxonomic units (OTUs) in the barplots 
in the panel a are ordered by their average proportion across the six layers (only OTUs with an average proportion >1% across the 6 samples are shown).
In the separate bartplots in the panel b, the OTUs conserve the same colouring as in the panel a and the OTUs with no colour (white) indicate
layer-specific OTUs not shows in the panel a. The OTUs with proportion < 1% are black-coloured.   
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