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Taxonomy_Silva_132
Bacteria;Acidobacteria;Acidobacteria un;Acidobacteria un;Acidobacteria un;Acidobacteria un;
Bacteria;Acidobacteria;Acidobacteriia;Solibacterales;Solibacteraceae_(Subgroup 3);PAUC26f;
Bacteria;Acidobacteria;Aminicenantia;Aminicenantales;Aminicenantales_fa;Aminicenantales_ge;
Bacteria;Acidobacteria;AT-s3-28;AT-s3-28 or;AT-s3-28 fa;AT-s3-28 ge;
Bacteria;Acidobacteria;Blastocatellia_(Subgroup 4);Blastocatellales;Blastocatellaceae;Blastocatella;
Bacteria;Acidobacteria;Holophagae;Subgroup 7;Subgroup 7 _fa;Subgroup 7 ge;
Bacteria;Acidobacteria;ODP1230B23.02;0DP1230B23.02_or;ODP1230B23.02_fa;ODP1230B23.02_ge;
Bacteria;Acidobacteria;Subgroup _17;Subgroup 17_or;Subgroup 17 _fa;Subgroup 17 _ge;

Bacteria; Acidobacteria;Subgroup_21;Subgroup_21_or;Subgroup_21_fa;Subgroup_21_ge;
Bacteria;Acidobacteria;Subgroup 22;Subgroup 22 or;Subgroup 22 fa;Subgroup 22 ge;

Bacteria; Acidobacteria;Subgroup_26;Subgroup_26_or;Subgroup_26_fa;Subgroup_26_ge;
Bacteria;Acidobacteria;Subgroup 5;Subgroup 5_or;Subgroup 5_fa;Subgroup 5 ge;

Bacteria; Acidobacteria;Subgroup_6;Subgroup_6_or;Subgroup_6_fa;Subgroup_6_ge;
Bacteria;Acidobacteria;Subgroup_6;Subgroup_6_un;Subgroup 6 un;Subgroup 6 un;

Bacteria; Acidobacteria;Subgroup_9;Subgroup_9_or;Subgroup_9_fa;Subgroup_9 ge;
Bacteria;Acidobacteria;Thermoanaerobaculia; Thermoanaerobaculales; Thermoanaerobaculaceae;B276-D12;
Bacteria;Acidobacteria; Thermoanaerobaculia; Thermoanaerobaculales; Thermoanaerobaculaceae;Subgroup 10;
Bacteria;Acidobacteria; Thermoanaerobaculia; Thermoanaerobaculales; Thermoanaerobaculaceae;Subgroup 23;
Bacteria;Acidobacteria; Thermoanaerobaculia; Thermoanaerobaculales; Thermoanaerobaculaceae; Thermoanaerobaculaceae _un;

Bacteria;Actinobacteria;Acidimicrobiia;Acidimicrobiia un;Acidimicrobiia un;Acidimicrobiia un;
Bacteria;Actinobacteria; Acidimicrobiia;Actinomarinales;Actinomarinales_un;Actinomarinales_un;
Bacteria;Actinobacteria; Acidimicrobiia;Actinomarinales;uncultured;uncultured_ge;
Bacteria;Actinobacteria; Acidimicrobiia;IMCC26256;IMCC26256_fa;IMCC26256_ge;
Bacteria;Actinobacteria; Acidimicrobiia;Microtrichales;Ilumatobacteraceae;llumatobacter;
Bacteria;Actinobacteria; Acidimicrobiia;Microtrichales;Microtrichaceae; IMCC26207;
Bacteria;Actinobacteria; Acidimicrobiia;Microtrichales;Microtrichaceae;Microtrichaceae_un;
Bacteria;Actinobacteria;Acidimicrobiia;Microtrichales;Microtrichaceae;Sva0996_marine_group;
Bacteria; Actinobacteria; Acidimicrobiia;Microtrichales;Microtrichaceae;uncultured;
Bacteria;Actinobacteria; Acidimicrobiia;Microtrichales;Microtrichales_un;Microtrichales un;
Bacteria;Actinobacteria; Acidimicrobiia;Microtrichales;uncultured;uncultured_ge;
Bacteria;Actinobacteria;Actinobacteria; Actinobacteria_un;Actinobacteria_un;Actinobacteria_un;
Bacteria; Actinobacteria; Actinobacteria;Corynebacteriales;Mycobacteriaceae;Mycobacterium;
Bacteria;Actinobacteria; Actinobacteria;Corynebacteriales;Nocardiaceae;Millisia;
Bacteria;Actinobacteria; Actinobacteria;Corynebacteriales;Nocardiaceae;Nocardia;
Bacteria;Actinobacteria; Actinobacteria;Frankiales;Frankiales_un;Frankiales_un;
Bacteria;Actinobacteria; Actinobacteria;Frankiales;Geodermatophilaceae;Geodermatophilus;
Bacteria; Actinobacteria; Actinobacteria;Micrococcales;Micrococcaceae;Micrococcaceae_un;
Bacteria;Actinobacteria; Actinobacteria;Micromonosporales;Micromonosporaceae; Actinoplanes;
Bacteria;Actinobacteria; Actinobacteria;Micromonosporales;Micromonosporaceae;Micromonospora;
Bacteria;Actinobacteria;Actinobacteria;PeM15;PeM15_fa;PeM15_ge;
Bacteria;Actinobacteria;Actinobacteria;Propionibacteriales;Nocardioidaceae;Nocardioides;
Bacteria;Actinobacteria; Actinobacteria;Propionibacteriales;Propionibacteriaceae;Cutibacterium;
Bacteria;Actinobacteria; Actinobacteria;Propionibacteriales; Propionibacteriaceae;Microlunatus;
Bacteria;Actinobacteria; Actinobacteria;Pseudonocardiales;Pseudonocardiaceae; Actinomycetospora;
Bacteria;Actinobacteria; Actinobacteria;Streptomycetales; Streptomycetaceae; Streptomyces;
Bacteria;Actinobacteria; Actinobacteria; Streptomycetales; Streptomycetaceae; Streptomycetaceae_un;
Bacteria;Actinobacteria; Actinobacteria; Streptosporangiales;Streptosporangiaceae; Streptosporangiaceae_un;
Bacteria;Actinobacteria; Actinobacteria; Streptosporangiales; Thermomonosporaceae; Actinoallomurus;
Bacteria;Actinobacteria;Actinobacteria_un;Actinobacteria_un;Actinobacteria_un;Actinobacteria_un;
Bacteria;Actinobacteria;Coriobacteriia;CG2-30-50-142;CG2-30-50-142_fa;CG2-30-50-142_ge;
Bacteria;Actinobacteria;Coriobacteriia;FS118-23B-02;FS118-23B-02_fa;FS118-23B-02_ge;
Bacteria;Actinobacteria;Coriobacteriia;OPB41;0PB41 fa;OPB41_ge;
Bacteria;Actinobacteria;MB-A2-108;MB-A2-108_or;MB-A2-108_fa;MB-A2-108_ge;
Bacteria;Actinobacteria;RBG-16-55-12;RBG-16-55-12_or;RBG-16-55-12_fa;RBG-16-55-12_ge;
Bacteria;Actinobacteria;Rubrobacteria;Rubrobacterales;Rubrobacteriaceae;Rubrobacter;
Bacteria;Actinobacteria; Thermoleophilia;Gaiellales;Gaiellales_fa;Gaiellales_ge;

Bacteria; Actinobacteria; Thermoleophilia;Gaiellales;Gaiellales_un;Gaiellales_un;
Bacteria;Actinobacteria; Thermoleophilia;Gaiellales;uncultured;uncultured _ge;
Bacteria;Actinobacteria; Thermoleophilia;Solirubrobacterales;67-14;67-14_ge;

Bacteria; Actinobacteria; Thermoleophilia;Solirubrobacterales;Solirubrobacteraceae;Solirubrobacteraceae_un;
Bacteria; Actinobacteria; Thermoleophilia;Solirubrobacterales;Solirubrobacterales_un;Solirubrobacterales_un;
Bacteria; Actinobacteria; Thermoleophilia; Thermoleophilia_un;Thermoleophilia_un;Thermoleophilia_un;
Bacteria;Actinobacteria; WCHB1-81;WCHB1-81_or; WCHBI1-81 fa;WCHBI1-81_ge;

Bacteria;Aegiribacteria;Aegiribacteria cl;Aegiribacteria or;Aegiribacteria fa;Aegiribacteria ge;
Bacteria;AncK6;AncK6 cl;AncK6 or;AncKé6 fa;AncK6 ge;

Bacteria;Armatimonadetes;DG-56;DG-56 or;DG-56 fa;DG-56 ge;
Bacteria;Armatimonadetes;Fimbriimonadia;Fimbriimonadales;Fimbriimonadaceae;Fimbriimonadaceae_ge;
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Bacteria;Armatimonadetes; Fimbriimonadia;Fimbriimonadales;Fimbriimonadaceae;Fimbriimonadaceae_un;
Bacteria;Atribacteria;JS1;JS1 or;JS1 fa;JS1 ge;
Bacteria;Bacteria_un;Bacteria un;Bacteria un;Bacteria un;Bacteria un;

Bacteria;Bacteroidetes;Bacteroidia;Bacteroidales;Bacteroidales un;Bacteroidales un;
Bacteria;Bacteroidetes;Bacteroidia;Bacteroidales;Bacteroidetes_ BD2-2;Bacteroidetes BD2-2_ge;
Bacteria;Bacteroidetes;Bacteroidia;Bacteroidales;Marinifilaceae;Marinifilum;
Bacteria;Bacteroidetes;Bacteroidia;Bacteroidales;Marinilabiliaceae;Labilibacter;
Bacteria;Bacteroidetes;Bacteroidia;Bacteroidales;Marinilabiliaceae;uncultured;
Bacteria;Bacteroidetes;Bacteroidia;Bacteroidales;Prolixibacteraceae;Prolixibacter;
Bacteria;Bacteroidetes;Bacteroidia;Bacteroidia_un;Bacteroidia_un;Bacteroidia_un;
Bacteria;Bacteroidetes;Bacteroidia;Chitinophagales;Saprospiraceae;Saprospiraceae_un;
Bacteria;Bacteroidetes; Bacteroidia;Chitinophagales;Saprospiraceae;uncultured;
Bacteria;Bacteroidetes;Bacteroidia;Cytophagales;Cyclobacteriaceae;uncultured,
Bacteria;Bacteroidetes;Bacteroidia;Flavobacteriales;Crocinitomicaceae;Crocinitomicaceae_un;
Bacteria;Bacteroidetes;Bacteroidia;Flavobacteriales;Crocinitomicaceae;Crocinitomix;
Bacteria;Bacteroidetes;Bacteroidia;Flavobacteriales;Crocinitomicaceae;Salinirepens;
Bacteria;Bacteroidetes;Bacteroidia;Flavobacteriales;Flavobacteriaceae; Actibacter;
Bacteria;Bacteroidetes; Bacteroidia;Flavobacteriales;Flavobacteriaceae; Aquibacter;
Bacteria;Bacteroidetes;Bacteroidia;Flavobacteriales;Flavobacteriaceae;Flavobacteriaceae_ge;
Bacteria;Bacteroidetes; Bacteroidia;Flavobacteriales;Flavobacteriaceae;Flavobacteriaceae_un;
Bacteria;Bacteroidetes;Bacteroidia;Flavobacteriales;Flavobacteriaceae;Lutibacter;
Bacteria;Bacteroidetes;Bacteroidia;Flavobacteriales;Flavobacteriaceae;Lutimonas;
Bacteria;Bacteroidetes;Bacteroidia;Flavobacteriales;Flavobacteriaceae;Robiginitalea;
Bacteria;Bacteroidetes;Bacteroidia;Flavobacteriales;Flavobacteriaceae;Salegentibacter;
Bacteria;Bacteroidetes;Bacteroidia;Flavobacteriales;Flavobacteriaceae;Ulvibacter;
Bacteria;Bacteroidetes;Bacteroidia;Flavobacteriales;Flavobacteriaceae;Zeaxanthinibacter;
Bacteria;Bacteroidetes;Bacteroidia;Flavobacteriales;Flavobacteriales_un;Flavobacteriales_un;
Bacteria;Bacteroidetes;Bacteroidia;Sphingobacteriales; AKYH767;AKYH767_ge;
Bacteria;Bacteroidetes;Bacteroidia;Sphingobacteriales; Lentimicrobiaceae;Lentimicrobiaceae_ge;
Bacteria;Bacteroidetes;Bacteroidia;Sphingobacteriales;Sphingobacteriales _un;Sphingobacteriales un;
Bacteria;Bacteroidetes;Ignavibacteria;Ignavibacteria_un;Ignavibacteria_un;Ignavibacteria un;
Bacteria;Bacteroidetes;Ignavibacteria;Ignavibacteriales;Ignavibacteriales_un;Ignavibacteriales_un;
Bacteria;Bacteroidetes;Ignavibacteria;Ignavibacteriales;Melioribacteraceae;TheB3-7;
Bacteria;Bacteroidetes;Ignavibacteria;Ignavibacteriales;PHOS-HE36;PHOS-HE36_ge;
Bacteria;Bacteroidetes;Ignavibacteria;Kryptoniales;BSV26;BSV26_ge;
Bacteria;Bacteroidetes;Rhodothermia;Rhodothermales;Rhodothermaceae;Rhodothermaceae_un;
Bacteria;Bacteroidetes;Rhodothermia;Rhodothermales;Rhodothermaceae;uncultured;

Bacteria;BRC1;BRC1_cl;BRCI_or;BRCI_fa;BRC1 ge;

Bacteria;Calditrichaeota;Calditrichia;Calditrichales;Calditrichaceae;Calditrichaceae ge;
Bacteria;Calditrichaeota;Calditrichia;Calditrichales;Calditrichaceae;Calditrichaceae_un;
Bacteria;Calditrichaeota;Calditrichia;Calditrichales;Calditrichaceae;Calorithrix;
Bacteria;Calditrichaeota;Calditrichia;Calditrichales;Calditrichaceae;JdFR-76;

Bacteria;Chlamydiae;LD1-PA32;LD1-PA32 or;LD1-PA32 fa;LD1-PA32 ge;

Bacteria;Chloroflexi;Anaerolineae;1-20;1-20 fa;1-20 ge;
Bacteria;Chloroflexi;Anaerolineae; ADurb.Bin180;ADurb.Bin180_fa;ADurb.Bin180_ge;
Bacteria;Chloroflexi;Anaerolineae; Anaerolineae_un;Anaerolineac_un;Anaerolineae_un;
Bacteria;Chloroflexi;Anaerolineae; Anaerolineales;Anaerolineaceae; Anaerolineaceae_un;
Bacteria;Chloroflexi;Anaerolineae; Anaerolineales; Anaerolineaceae;Pelolinea;
Bacteria;Chloroflexi;Anaerolineae; Anaerolineales; Anaerolineaceae;RBG-16-58-14;
Bacteria;Chloroflexi;Anaerolineae;Anaerolineales; Anacrolineaceae;uncultured;
Bacteria;Chloroflexi;Anaerolineae; Ardenticatenales;uncultured;uncultured_ge;
Bacteria;Chloroflexi;Anaerolineae;Caldilineales;Caldilineaceae;uncultured;
Bacteria;Chloroflexi;Anaerolineae;MSB-5B2;MSB-5B2 _fa;MSB-5B2_ge;
Bacteria;Chloroflexi;Anaerolineae;SBR1031;A4b;A4b_ge;
Bacteria;Chloroflexi;Anaerolineae;SBR1031;SBR1031_fa;SBR1031_ge;
Bacteria;Chloroflexi;Anaerolineae; Thermoflexales; Thermoflexaceae; Thermoflexus;
Bacteria;Chloroflexi;Anaerolineae;uncultured;uncultured_fajuncultured_ge;
Bacteria;Chloroflexi;Chloroflexi_un;Chloroflexi_un;Chloroflexi_un;Chloroflexi_un;
Bacteria;Chloroflexi;Chloroflexia; Thermomicrobiales;JG30-KF-CM45;JG30-KF-CM45_ge;
Bacteria;Chloroflexi;Dehalococcoidia;Dehalococcoidales;Dehalococcoidales_Incertae Sedis;Dehalobium;
Bacteria;Chloroflexi;Dehalococcoidia;Dehalococcoidia_un;Dehalococcoidia_un;Dehalococcoidia_un;
Bacteria;Chloroflexi;Dehalococcoidia;DscP2;DscP2_fa;DscP2_ge;
Bacteria;Chloroflexi;Dehalococcoidia;FS117-23B-02;FS117-23B-02_fa;FS117-23B-02_ge;
Bacteria;Chloroflexi;Dehalococcoidia;FW22;FW22 fa;FW22 ge;
Bacteria;Chloroflexi;Dehalococcoidia; GIF3;GIF3_fa;GIF3_ge;
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otu0133 9 0.15 0 0 Bacteria;Chloroflexi;Dehalococcoidia; GIF9;AB-539-J10;SCGC-AB-539-J10;
otu0134 3 0.05 0 0 Bacteria;Chloroflexi;Dehalococcoidia;H3.93;H3.93_fa;H3.93 _ge;
otu0135 12 0.2 2 0.05 Bacteria;Chloroflexi;Dehalococcoidia;MSBL5;MSBLS_fa;MSBLS_ge;
otu0136 4 0.07 0 0 Bacteria;Chloroflexi;Dehalococcoidia;Napoli-4B-65;Napoli-4B-65_fa;Napoli-4B-65_ge;
otu0137 6 0.1 2 0.05 Bacteria;Chloroflexi;Dehalococcoidia;S085;S085_fa;S085_ge;
otu0138 4 0.07 0 0 Bacteria;Chloroflexi;Dehalococcoidia;Sh765B-AG-111;Sh765B-AG-111_fa;Sh765B-AG-111_ge;
otu0139 9 0.15 0 0 Bacteria;Chloroflexi;Dehalococcoidia;vadinBA26;vadinBA26 _fa;vadinBA26_ge;
otu0140 5 0.08 1 0.02 Bacteria;Chloroflexi;JG30-KF-CM66;JG30-KF-CM66_or;JG30-KF-CM66_fa;JG30-KF-CM66_ge;
otu0141 1 0.02 42 1.02 Bacteria;Chloroflexi;KD4-96;KD4-96 or;KD4-96 fa;KD4-96 ge;
otu0142 0 0 2 0.05 Bacteria;Chloroflexi;Ktedonobacteria;MVP-21;MVP-21_fa;MVP-21_ge;
otu0143 0 0 2 0.05 Bacteria;Chloroflexi; TK17;TK17_or;TK17_fa;TK17_ge;
328 552 185 4.48
otu0144 5 0.08 0 0 Bacteria;CK-2C2-2;CK-2C2-2 cl;CK-2C2-2 or;CK-2C2-2 fa;CK-2C2-2 ge;
5 008 0 0
otu0145 0 0 8 0.19 Bacteria;Cyanobacteria;Melainabacteria;Gastranaerophilales;Gastranaerophilales fa;Gastranaerophilales ge;
otu0146 0 0 7 0.17 Bacteria;Cyanobacteria;Oxyphotobacteria;Synechococcales;Cyanobiaceae;Cyanobiaceae un;
otu0147 1 0.02 38 0.92 Bacteria;Cyanobacteria;Oxyphotobacteria;Synechococcales;Cyanobiaceae;Cyanobium_PCC-6307;
otu0148 0 0 15 0.36 Bacteria;Cyanobacteria;Oxyphotobacteria;Synechococcales;Cyanobiaceae;Synechococcus_ CC9902;
1 0.02 68 1.65
otu0149 5 0.08 21  0.51 Bacteria;Dadabacteria;Dadabacteriia;Dadabacteriales;Dadabacteriales fa;Dadabacteriales ge;
5 0.08 21 0.1
otu0150 1 0.02 2 0.05 Bacteria;Deinococcus-Thermus;Deinococci;Deinococcales; Trueperaceae; Truepera;
1 002 2 0.05
otu0151 2 0.03 1 0.02 Bacteria;Dependentiae;Babeliae;Babeliales;Babeliaceae;Babeliaceae ge;
otu0152 4 0.07 2 0.05 Bacteria;Dependentiae;Babeliac;Babeliales;Babeliales_fa;Babeliales_ge;
otu0153 7 0.12 11 0.27 Bacteria;Dependentiae;Babeliae;Babeliales;Babeliales un;Babeliales_un;
otu0154 0 0 1 0.02 Bacteria;Dependentiae;Babeliae;Babeliales;UBA12409;UBA 12409 _ge;
otu0155 0 0 1 0.02 Bacteria;Dependentiae;Babeliae;Babeliales;UBA12411;UBA12411_ge;
otu0156 4 0.07 6 0.15 Bacteria;Dependentiae;Babeliae;Babeliales; Vermiphilaceae; Vermiphilaceae ge;
17 029 22 053
otu0157 0 0 10 0.24 Bacteria;Epsilonbacteraeota;Campylobacteria;Campylobacterales;Sulfurovaceae;Sulfurovum;
0 0 10 0.24
otu0158 1 0.02 0 Bacteria;Fibrobacteres;Fibrobacteria;Fibrobacterales; TG3;TG3 ge;
1 0.02 0
otu0159 0 0 0.02 Bacteria;Firmicutes;Bacilli;Bacillales;Alicyclobacillaceae;Effusibacillus;
otu0160 0

otu0161 83 1.4 0 Bacteria;Firmicutes;Bacilli;Bacillales;Bacillaceae;Anaerobacillus;
otu0162 1 0.02 0  Bacteria;Firmicutes;Bacilli;Bacillales;Bacillaceae; Aquibacillus;
otu0163 13 0.22 0.07 Bacteria;Firmicutes;Bacilli;Bacillales;Bacillaceae;Bacillaceae_un;
otu0164 141 237 Bacteria;Firmicutes;Bacilli;Bacillales;Bacillaceae;Bacillus;
otu0165 0 0 0.05 Bacteria;Firmicutes;Bacilli;Bacillales;Bacillaceae;Fictibacillus;
otu0166 15 025 0.07 Bacteria;Firmicutes;Bacilli;Bacillales;Bacillales_un;Bacillales_un;

0
0
1
0 2 0.05 Bacteria;Firmicutes;Bacilli;Bacillales;Alicyclobacillaceae; Tumebacillus;
0
0
3

=
[=2)
[=2)

otu0167 0 0 0.05 Bacteria;Firmicutes;Bacilli;Bacillales;Paenibacillaceae; Ammoniphilus;
otu0168 0 0 0.02 Bacteria;Firmicutes;Bacilli;Bacillales;Paenibacillaceae;Cohnella;

otu0169 0 0 0.05 Bacteria;Firmicutes;Bacilli;Bacillales;Paenibacillaceae;Paenibacillaceae_un;
otu0170 1 0.02 0.12 Bacteria;Firmicutes;Bacilli;Bacillales;Paenibacillaceae;Paenibacillus;
otu0171 0 0 0.05 Bacteria;Firmicutes;Bacilli;Bacillales;Planococcaceae;Domibacillus;
otu0172 104 1.75 Bacteria;Firmicutes;Bacilli;Bacillales;Planococcaceae;Jeotgalibacillus;

otu0173 0 0
otu0174 1430 24.1
otu0175 1 0.02
otu0176 14 024
otu0177 155 2.61
otu0178 0 0

0.02 Bacteria;Firmicutes;Bacilli;Bacillales;Planococcaceae;Lysinibacillus;

0 Bacteria;Firmicutes;Bacilli;Bacillales;Planococcaceae;Paenisporosarcina;

0 Bacteria;Firmicutes;Bacilli;Bacillales;Planococcaceae;Planococcaceae_ge;

0 Bacteria;Firmicutes;Bacilli;Bacillales;Planococcaceae;Planococcaceae_un;

0 Bacteria;Firmicutes;Bacilli;Bacillales;Sporolactobacillaceae;Salipaludibacillus;
0.02 Bacteria;Firmicutes;Bacilli;Bacillales; Thermoactinomycetaceae;Shimazuella;

_—0 = O O O O = O NN =N WD
(=]

otu0179 1 0.02 0 Bacteria;Firmicutes;Bacilli;Bacilli_un;Bacilli_un;Bacilli_un;

otu0180 0 0 0.02 Bacteria;Firmicutes;Bacilli;Lactobacillales;Streptococcaceae; Streptococcus;

otu0181 0 0 0.02 Bacteria;Firmicutes;Clostridia;Clostridiales;Christensenellaceae;uncultured;

otu0182 0 0 14 0.34 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiaceae_1;Clostridiaceae 1 un;
otu0183 0 0 24 0.58 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiaceae_1;Clostridium_sensu_stricto_1;
otu0184 0 0 2 0.05 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiaceae_1;Clostridium_sensu_stricto_10;
otu0185 0 0 2 0.05 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiaceae_1;Clostridium_sensu_stricto_12;
otu0186 0 0 1 0.02 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiaceae_1;Clostridium_sensu_stricto_17;
otu0187 0 0 1 0.02 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiaceae_1;Clostridium_sensu_stricto_18;
otu0188 1 0.02 1 0.02 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiaceae_1;Clostridium_sensu_stricto_7;
otu0189 0 0 2 0.05 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiaceae_1;Clostridium_sensu_stricto_8;
otu0190 0 0 1 0.02 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiaceae_1;Clostridium_sensu_stricto_9;
otu0191 0 0 1 0.02 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiaceae_1;Fonticella;

otu0192 0 0 2 0.05 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiaceae_1;Oceanirhabdus;

otu0193 0 0 3 0.07 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiaceae 1;uncultured,

otu0194 1 0.02 2 0.05 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiaceae_4;Paramaledivibacter;

otu0195 0 0 4 0.1 Bacteria;Firmicutes;Clostridia;Clostridiales;Clostridiales_un;Clostridiales_un;

otu0196 0 0 1 0.02 Bacteria;Firmicutes;Clostridia;Clostridiales;Defluviitaleaceae;Defluviitaleaceae UCG-011;
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Silva

Bacteria;Firmicutes;Clostridia;Clostridiales;Family XII;Family XII un;
Bacteria;Firmicutes;Clostridia;Clostridiales;Family XVIILuncultured,
Bacteria;Firmicutes;Clostridia;Clostridiales;Gracilibacteraceae; Lutispora;
Bacteria;Firmicutes;Clostridia;Clostridiales;Heliobacteriaceae;Hydrogenispora;
Bacteria;Firmicutes;Clostridia;Clostridiales;Lachnospiraceae; Epulopiscium;
Bacteria;Firmicutes;Clostridia;Clostridiales;Lachnospiraceae;Lachnospiraceae_un;
Bacteria;Firmicutes;Clostridia;Clostridiales; Lachnospiraceae;Lachnotalea;
Bacteria;Firmicutes;Clostridia;Clostridiales;Lachnospiraceae;Mobilitalea;
Bacteria;Firmicutes;Clostridia;Clostridiales;Lachnospiraceae; Tyzzerella_3;
Bacteria;Firmicutes;Clostridia;Clostridiales;Peptococcaceae;Dehalobacterium;
Bacteria;Firmicutes;Clostridia;Clostridiales;Peptococcaceae; Desulfurispora;
Bacteria;Firmicutes;Clostridia;Clostridiales;Peptococcaceae;Peptococcaceae_un;
Bacteria;Firmicutes;Clostridia;Clostridiales;Peptostreptococcaceae;Paraclostridium;
Bacteria;Firmicutes;Clostridia;Clostridiales;Peptostreptococcaceae; Peptostreptococcaceae_un;
Bacteria;Firmicutes;Clostridia; Clostridiales;Peptostreptococcaceae; Romboutsia;
Bacteria;Firmicutes;Clostridia;Clostridiales;Peptostreptococcaceae; Sporacetigenium;
Bacteria;Firmicutes;Clostridia;Clostridiales;Peptostreptococcaceae; Tepidibacter;
Bacteria;Firmicutes;Clostridia;Clostridiales;Ruminococcaceae;Caproiciproducens;
Bacteria;Firmicutes;Clostridia;Clostridiales;Ruminococcaceae;Ruminiclostridium_1;
Bacteria;Firmicutes;Clostridia;Clostridiales;Ruminococcaceae;Ruminococcaceae UCG-012;
Bacteria;Firmicutes;Clostridia;Clostridiales;Ruminococcaceae;Ruminococcaceae _un;
Bacteria;Firmicutes;Clostridia;Clostridiales;Ruminococcaceae;uncultured;
Bacteria;Firmicutes;Clostridia;Clostridiales;Syntrophomonadaceae;Syntrophomonadaceae_un;
Bacteria;Firmicutes;Erysipelotrichia;Erysipelotrichales; Erysipelotrichaceae;ZOR0006;
Bacteria;Firmicutes;Negativicutes; Selenomonadales;uncultured;uncultured_ge;
Bacteria;Firmicutes;Negativicutes; Selenomonadales; Veillonellaceae; Veillonellaceae_un;

Bacteria;Fusobacteria;Fusobacteriia;Fusobacteriales;Fusobacteriaceae;Cetobacterium;
Bacteria;Fusobacteria;Fusobacteriia;Fusobacteriales;Fusobacteriaceae;Psychrilyobacter;

Bacteria;Gemmatimonadetes;AKAU4049;AKAU4049 or;AKAU4049 fa;AKAU4049 ge;
Bacteria;Gemmatimonadetes;BD2-11_terrestrial_group;BD2-11_terrestrial_group_or;BD2-11_terrestrial_group_fa;BD2-
11_terrestrial group_ge;
Bacteria;Gemmatimonadetes;Gemmatimonadetes;Gemmatimonadales;Gemmatimonadaceae;Gemmatimonadaceae _un;
Bacteria;Gemmatimonadetes;Gemmatimonadetes;Gemmatimonadales;Gemmatimonadaceae;uncultured;
Bacteria;Gemmatimonadetes;Gemmatimonadetes_un;Gemmatimonadetes_un;Gemmatimonadetes_un;Gemmatimonadetes_un;
Bacteria;Gemmatimonadetes;MD2902-B12;MD2902-B12_or;MD2902-B12_fa;MD2902-B12_ge;
Bacteria;Gemmatimonadetes;PAUC43f marine benthic_group;PAUC43f marine benthic_group or;PAUC43f marine benthic_gro
up_fa;PAUC43f marine benthic_group_ge;

Bacteria;GNO1;GNO1 cl;GNOI or;GNO1 fa;GNOI ge;

Bacteria;Halanaerobiaeota;Halanaerobiia;Halanaerobiales;Halobacteroidaceae;Orenia;
Bacteria;Halanaerobiaeota;Halanaerobiia;Halanaerobiales;Halobacteroidaceae;uncultured;

Bacteria;Hydrogenedentes;Hydrogenedentia;Hydrogenedentiales;Hydrogenedensaceae;Hydrogenedensaceae ge;

Bacteria;Kiritimatiellaeota;Kiritimatiellae;Kiritimatiellales;Kiritimatiellaceae;R76-B128;
Bacteria;Kiritimatiellacota;Kiritimatiellac; WCHB1-41;WCHB1-41_fa;WCHB1-41_ge;

Bacteria;Latescibacteria;Latescibacteria;Latescibacterales;Latescibacteraceae;Candidatus Latescibacter;
Bacteria;Latescibacteria;Latescibacteria; Latescibacterales;Latescibacteraceae;Latescibacteraceae_ge;
Bacteria;Latescibacteria;Latescibacteria_cl;Latescibacteria_or;Latescibacteria_fa;Latescibacteria_ge;

Bacteria;Modulibacteria;Moduliflexia;Moduliflexales;Moduliflexaceae;Moduliflexaceae ge;

Bacteria;Nitrospinae;Nitrospinia;Nitrospinales;Nitrospinaceae;Nitrospina;
Bacteria;Nitrospinae;Nitrospinia;Nitrospinales;Nitrospinaceae;Nitrospinaceae_un;
Bacteria;Nitrospinae;P9X2b3D02;P9X2b3D02_or;P9X2b3D02_fa;P9X2b3D02_ge;

Bacteria;Nitrospirae;4-29-1;4-29-1 or;4-29-1 fa;4-29-1 ge;
Bacteria;Nitrospirae;Nitrospira;Nitrospirales;Nitrospiraceae;Nitrospira;

Bacteria;Nitrospirae; Thermodesulfovibrionia;Magnetobacteriales;Magnetobacteriaceae;Magnetobacteriaceae_un;
Bacteria;Nitrospirae; Thermodesulfovibrionia; Thermodesulfovibrionales; Thermodesulfovibrionaceae; Thermodesulfovibrio;
Bacteria;Nitrospirae; Thermodesulfovibrionia; Thermodesulfovibrionia_un;Thermodesulfovibrionia_un;Thermodesulfovibrionia_un;
Bacteria;Nitrospirae; Thermodesulfovibrionia;uncultured;uncultured _fa;uncultured_ge;

Bacteria;Omnitrophicaeota;Omnitrophicacota_cl;Omnitrophicaeota_or;Omnitrophicaeota fa;Omnitrophicaeota_ge;
Bacteria;Patescibacteria;,ABY1;ABY1 un;ABY1 un;ABY1 un;

Bacteria;Patescibacteria;ABY 1;Candidatus_Falkowbacteria;Candidatus_Falkowbacteria_fa;Candidatus_Falkowbacteria_ge;
Bacteria;Patescibacteria; ABY ;Candidatus_Kerfeldbacteria;Candidatus_Kerfeldbacteria_fa;Candidatus_Kerfeldbacteria_ge;
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Bacteria;Patescibacteria; ABY 1;Candidatus_Komeilibacteria;Candidatus_Komeilibacteria_fa;Candidatus_Komeilibacteria_ge;
Bacteria;Patescibacteria; ABY 1;Candidatus_Uhrbacteria;Candidatus_Uhrbacteria_fa;Candidatus_Uhrbacteria_ge;
Bacteria;Patescibacteria;Gracilibacteria;Candidatus_Peregrinibacteria;Candidatus_Peregrinibacteria_fa;Candidatus_Peregrinibacteria_
Bacteria;Patescibacteria;Gracilibacteria;Gracilibacteria_or;Gracilibacteria_fa;Gracilibacteria_ge;
Bacteria;Patescibacteria;Microgenomatia;Candidatus_Chisholmbacteria;Candidatus_Chisholmbacteria_fa;Candidatus_Chisholmbacte
Bacteria;Patescibacteria;Microgenomatia;Candidatus_Curtissbacteria;Candidatus_Curtissbacteria_fa;Candidatus_Curtissbacteria_ge;
Bacteria;Patescibacteria;Microgenomatia;Candidatus_Gottesmanbacteria;Candidatus_Gottesmanbacteria_fa;Candidatus_Gottesmanbz
Bacteria;Patescibacteria;Microgenomatia;Candidatus_Woesebacteria;Candidatus_Woesebacteria_fa;Candidatus_Woesebacteria_ge;
Bacteria;Patescibacteria;Microgenomatia;Candidatus_Woykebacteria;Candidatus Woykebacteria_fa;Candidatus Woykebacteria_ge;
Bacteria;Patescibacteria;Microgenomatia;Microgenomatia_un;Microgenomatia_un;Microgenomatia_un;
Bacteria;Patescibacteria;Parcubacteria;Candidatus_Campbellbacteria;Candidatus_Campbellbacteria_fa;Candidatus_Campbellbacteria
Bacteria;Patescibacteria;Parcubacteria;Parcubacteria_un;Parcubacteria_un;Parcubacteria_un;
Bacteria;Patescibacteria;Saccharimonadia;Saccharimonadales;Saccharimonadales_fa;Saccharimonadales_ge;

Bacteria;Planctomycetes;BD7-11;BD7-11 or;BD7-11 fa;BD7-11 ge;
Bacteria;Planctomycetes;Brocadiae;Brocadiales;Scalinduaceae;Candidatus_Scalindua;
Bacteria;Planctomycetes;OM190;0M190_or;OM190_fa;OM190_ge;
Bacteria;Planctomycetes;Phycisphaerae;C86;C86_fa;C86_ge;
Bacteria;Planctomycetes;Phycisphaerae;,CCM11a;CCM11a_fa;CCM11a_ge;
Bacteria;Planctomycetes;Phycisphaerae;MSBL9;4572-13;4572-13 _ge;
Bacteria;Planctomycetes;Phycisphaerae;MSBL9;L.21-RPul-D3;L21-RPul-D3_ge;
Bacteria;Planctomycetes;Phycisphaerae;MSBLO;MSBL9 un;MSBL9 un;
Bacteria;Planctomycetes;Phycisphaerae;MSBL9;SG8-4;SG8-4_ge;
Bacteria;Planctomycetes;Phycisphaerae;MSBL9;SM23-30;SM23-30_ge;
Bacteria;Planctomycetes;Phycisphaerae;Phycisphaerae_un;Phycisphaerae_un;Phycisphaerae_un;
Bacteria;Planctomycetes;Phycisphaerae;Phycisphaerales; AKAU3564_sediment_group;AKAU3564_sediment_group_ge;
Bacteria;Planctomycetes;Phycisphaerae;Phycisphaerales;Phycisphaeraceae;Phycisphaeraceae_un;
Bacteria;Planctomycetes;Phycisphaerae;Phycisphaerales;Phycisphaeraceae; SM1A02;
Bacteria;Planctomycetes;Phycisphaerae;Phycisphaerales;Phycisphaeraceae;uncultured;
Bacteria;Planctomycetes;Phycisphaerae;Phycisphaerales;Phycisphaeraceae;Urania-1B-19_marine_sediment_group;
Bacteria;Planctomycetes;Phycisphaerae;Phycisphaerales;Phycisphaerales_un;Phycisphaerales_un;
Bacteria;Planctomycetes;Phycisphaerae;Plal_lineage;Plal_lineage fa;Plal lineage ge;
Bacteria;Planctomycetes;Pla3_lineage;Pla3_lineage or;Pla3_lineage fa;Pla3 lineage ge;
Bacteria;Planctomycetes;Pla4_lineage;Pla4 lineage or;Pla4 lineage fa;Pla4 lineage ge;
Bacteria;Planctomycetes;Planctomycetacia;Pirellulales;Pirellulaceae; Blastopirellula;
Bacteria;Planctomycetes;Planctomycetacia;Pirellulales;Pirellulaceae; Bythopirellula;
Bacteria;Planctomycetes;Planctomycetacia;Pirellulales;Pirellulaceae;Pir4_lineage;
Bacteria;Planctomycetes;Planctomycetacia;Pirellulales;Pirellulaceae;Pirellula;
Bacteria;Planctomycetes;Planctomycetacia;Pirellulales;Pirellulaceae;Pirellulaceae_un;
Bacteria;Planctomycetes;Planctomycetacia;Pirellulales;Pirellulaceae;Rhodopirellula;
Bacteria;Planctomycetes;Planctomycetacia;Pirellulales;Pirellulaceae;Rubripirellula;
Bacteria;Planctomycetes;Planctomycetacia;Pirellulales;Pirellulaceae;uncultured;
Bacteria;Planctomycetes;Planctomycetacia;Planctomycetacia_un;Planctomycetacia_un;Planctomycetacia_un;
Bacteria;Planctomycetes;Planctomycetacia;Planctomycetales; Gimesiaceae;uncultured;
Bacteria;Planctomycetes;Planctomycetacia;Planctomycetales; Planctomycetales_un;Planctomycetales_un;
Bacteria;Planctomycetes;Planctomycetacia;Planctomycetales;Rubinisphaeraceae;Fuerstia;
Bacteria;Planctomycetes;Planctomycetacia;Planctomycetales;Rubinisphaeraceae;uncultured;
Bacteria;Planctomycetes;Planctomycetacia;Planctomycetales;uncultured;uncultured _ge;
Bacteria;Planctomycetes;Planctomycetacia;uncultured;uncultured_fa;uncultured_ge;
Bacteria;Planctomycetes;Planctomycetes_un;Planctomycetes_un;Planctomycetes_un;Planctomycetes_un;
Bacteria;Planctomycetes;SPG12-343-353-B69;SPG12-343-353-B69_or;SPG12-343-353-B69_fa;SPG12-343-353-B69_ge;
Bacteria;Planctomycetes;vadinHA49;vadinHA49_or;vadinHA49 fa;vadinHA49_ge;

Bacteria;Proteobacteria;Alphaproteobacteria; Acetobacterales; Acetobacteraceae; Acetobacteraceae un;
Bacteria;Proteobacteria; Alphaproteobacteria; Alphaproteobacteria_Incertae_Sedis;Unknown_Family;uncultured;
Bacteria;Proteobacteria; Alphaproteobacteria; Alphaproteobacteria_un;Alphaproteobacteria_un;Alphaproteobacteria_un;
Bacteria;Proteobacteria; Alphaproteobacteria;Caulobacterales;Parvularculaceae;uncultured,
Bacteria;Proteobacteria; Alphaproteobacteria;Holosporales;Holosporaceae;Holosporaceae _ge;
Bacteria;Proteobacteria; Alphaproteobacteria;Micavibrionales;Micavibrionales_un;Micavibrionales_un;
Bacteria;Proteobacteria; Alphaproteobacteria;Parvibaculales;Parvibaculaceae;uncultured;
Bacteria;Proteobacteria; Alphaproteobacteria; Parvibaculales;Parvibaculales_un;Parvibaculales_un;
Bacteria;Proteobacteria; Alphaproteobacteria;Parvibaculales;PS1_clade;PS1_clade ge;

Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Beijerinckiaceae;Beijerinckiaceae un;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Beijerinckiaceae;Microvirga;

Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Hyphomicrobiaceae;Filomicrobium;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Hyphomicrobiaceae;Hyphomicrobiaceae _un;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Hyphomicrobiaceae;Hyphomicrobium;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Hyphomicrobiaceae;uncultured;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;KF-JG30-B3;KF-JG30-B3_ge;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Methyloligellaceae;Methyloceanibacter;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Methyloligellaceae;Methyloligellaceae un;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Methyloligellaceae;uncultured;
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Silva

Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Rhizobiaceae;Cohaesibacter;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Rhizobiaceae;Pseudahrensia;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Rhizobiaceae;Rhizobiaceae un;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Rhizobiaceae;uncultured;

Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Rhizobiales_Incertae_Sedis;Anderseniella;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Rhizobiales_IncertaeSedis;Bauldia;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Rhizobiales_Incertae_Sedis;Rhizobiales Incertac_Sedis un;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Rhizobiales_Incertae_Sedis;uncultured;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales;Rhizobiales_un;Rhizobiales_un;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhizobiales; Xanthobacteraceae; Xanthobacteraceae _un;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae; Boseongicola;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae; Dinoroseobacter;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae; Ketogulonicigenium;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae;Oceanibulbus;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae; Paracoccus;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae; Pelagimonas;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae;Rhodobacteraceae un;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae;Ruegeria;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae;Sedimentitalea;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae;Silicimonas;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae;uncultured;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodospirillales;Magnetospiraceae;uncultured;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodovibrionales;Kiloniellaceae;Kiloniellaceae_un;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodovibrionales;Kiloniellaceae;Limibacillus;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodovibrionales;Kiloniellaceae;uncultured;
Bacteria;Proteobacteria; Alphaproteobacteria;Rhodovibrionales;Rhodovibrionales_un;Rhodovibrionales_un;
Bacteria;Proteobacteria; Alphaproteobacteria;SAR11_clade;Clade_I;Clade Ib;

Bacteria;Proteobacteria; Alphaproteobacteria;Sneathiellales;Sneathiellaceae; AT-s3-44;
Bacteria;Proteobacteria; Alphaproteobacteria;Sphingomonadales; Sphingomonadaceae; Altererythrobacter;
Bacteria;Proteobacteria; Alphaproteobacteria;Sphingomonadales;Sphingomonadaceae; Erythrobacter;
Bacteria;Proteobacteria; Alphaproteobacteria;Sphingomonadales; Sphingomonadaceae;Novosphingobium;
Bacteria;Proteobacteria; Alphaproteobacteria;Sphingomonadales;Sphingomonadaceae; Sphingomonadaceae_un;
Bacteria;Proteobacteria; Alphaproteobacteria;uncultured;uncultured_fa;uncultured_ge;
Bacteria;Proteobacteria; Deltaproteobacteria;Bdellovibrionales;Bacteriovoracaceae; Bacteriovoracaceae_un;
Bacteria;Proteobacteria; Deltaproteobacteria;Bradymonadales;Bradymonadales_fa;Bradymonadales_ge;
Bacteria;Proteobacteria;Deltaproteobacteria;Bradymonadales;Bradymonadales_un;Bradymonadales_un;
Bacteria;Proteobacteria; Deltaproteobacteria; Deltaproteobacteria_IncertaeSedis;Unknown_Family;Deferrisoma;
Bacteria;Proteobacteria; Deltaproteobacteria; Deltaproteobacteria_un;Deltaproteobacteria_un;Deltaproteobacteria_un;
Bacteria;Proteobacteria; Deltaproteobacteria; Desulfarculales;Desulfarculaceae; Desulfatiglans;
Bacteria;Proteobacteria;Deltaproteobacteria; Desulfarculales;Desulfarculaceae;uncultured;
Bacteria;Proteobacteria; Deltaproteobacteria; Desulfobacterales;Desulfobacteraceae;Candidatus_Magnetomorum;
Bacteria;Proteobacteria; Deltaproteobacteria; Desulfobacterales;Desulfobacteraceae; Desulfobacteraceae_un;
Bacteria;Proteobacteria; Deltaproteobacteria; Desulfobacterales;Desul fobacteraceae; Desulfofrigus;
Bacteria;Proteobacteria;Deltaproteobacteria; Desulfobacterales;Desul fobacteraceae; Desulfonema;
Bacteria;Proteobacteria; Deltaproteobacteria; Desulfobacterales; Desulfobacteraceae; Desulfosarcina;
Bacteria;Proteobacteria;Deltaproteobacteria; Desulfobacterales;Desulfobacteraceae; SEEP-SRBI;
Bacteria;Proteobacteria; Deltaproteobacteria; Desulfobacterales;Desulfobacteraceae;Sva0081_sediment_group;
Bacteria;Proteobacteria;Deltaproteobacteria; Desulfobacterales;Desul fobacteraceae;uncultured;
Bacteria;Proteobacteria; Deltaproteobacteria; Desulfobacterales;Desulfobulbaceae; Desulfobulbaceae _un;
Bacteria;Proteobacteria;Deltaproteobacteria; Desulfobacterales;Desulfobulbaceae; Desulfocapsa;
Bacteria;Proteobacteria; Deltaproteobacteria; Desulfobacterales;Desulfobulbaceae; Desulfopila;
Bacteria;Proteobacteria;Deltaproteobacteria; Desulfobacterales;Desulfobulbaceae;uncultured;
Bacteria;Proteobacteria; Deltaproteobacteria; Desulfuromonadales; Desulfuromonadaceae; Pelobacter;
Bacteria;Proteobacteria; Deltaproteobacteria; Desulfuromonadales; Desulfuromonadales_un;Desulfuromonadales_un;
Bacteria;Proteobacteria; Deltaproteobacteria; Desulfuromonadales;Sva1033;Sval033_ge;
Bacteria;Proteobacteria;Deltaproteobacteria; DTB120;DTB120_fa;DTB120_ge;

Bacteria;Proteobacteria; Deltaproteobacteria;MBNT15;MBNT15_fa;MBNT15_ge;

Bacteria;Proteobacteria; Deltaproteobacteria;Myxococcales;bacteriap25;bacteriap25_ge;
Bacteria;Proteobacteria; Deltaproteobacteria;Myxococcales;Blfdi19;BIfdi19_ge;

Bacteria;Proteobacteria; Deltaproteobacteria;Myxococcales;Eel-36e1D6;Eel-36e1D6_ge;
Bacteria;Proteobacteria; Deltaproteobacteria;Myxococcales;Haliangiaceae; Haliangium;
Bacteria;Proteobacteria; Deltaproteobacteria;Myxococcales;MidBa8;MidBa8 _ge;

Bacteria;Proteobacteria; Deltaproteobacteria;Myxococcales;Myxococcales_un;Myxococcales_un;
Bacteria;Proteobacteria; Deltaproteobacteria;Myxococcales;PS-B29;PS-B29_ge;

Bacteria;Proteobacteria; Deltaproteobacteria;Myxococcales;Sandaracinaceae;uncultured,
Bacteria;Proteobacteria; Deltaproteobacteria;Myxococcales;Sandaracinaceae;uncultured;
Bacteria;Proteobacteria; Deltaproteobacteria;Myxococcales;UASB-TL25;UASB-TL25 _ge;
Bacteria;Proteobacteria; Deltaproteobacteria;Myxococcales; VHS-B4-70; VHS-B4-70_ge;
Bacteria;Proteobacteria; Deltaproteobacteria;NB1-j;NB1-j_fa;NB1-j_ge;

Bacteria;Proteobacteria; Deltaproteobacteria;NKB15;NKB15_fa;NKBI5 _ge;

Bacteria;Proteobacteria; Deltaproteobacteria; Oligoflexales;0319-6G20;0319-6G20_ge;
Bacteria;Proteobacteria; Deltaproteobacteria; Oligoflexales;Oligoflexaceae;uncultured;
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Bacteria;Proteobacteria; Deltaproteobacteria;SAR324 clade(Marine_group B);SAR324 clade(Marine_group B) fa;SAR324 clade(v
Bacteria;Proteobacteria;Deltaproteobacteria; Sva0485;Sva0485_fa;Sva0485_ge;

Bacteria;Proteobacteria; Deltaproteobacteria; Sva0485;Sva0485_fa;Sva0485_ge;
Bacteria;Proteobacteria; Deltaproteobacteria; Syntrophobacterales;Syntrophaceae;uncultured;

Bacteria;Proteobacteria; Deltaproteobacteria; Syntrophobacterales; Syntrophobacteraceae;uncultured;
Bacteria;Proteobacteria; Gammaproteobacteria;Alteromonadales;Marinobacteraceae;Marinobacter;
Bacteria;Proteobacteria;Gammaproteobacteria; Alteromonadales; Psychromonadaceae; Psychromonas;
Bacteria;Proteobacteria;Gammaproteobacteria;Alteromonadales;Shewanellaceae;Ferrimonas;
Bacteria;Proteobacteria;Gammaproteobacteria;AT-s16;AT-s16_fa;AT-s16_ge;
Bacteria;Proteobacteria;Gammaproteobacteria;AT-s2-59;AT-s2-59 fa;AT-s2-59 ge;
Bacteria;Proteobacteria;Gammaproteobacteria;B2M28;B2M28_fa;B2M28_ge;
Bacteria;Proteobacteria;Gammaproteobacteria;BD7-8;BD7-8_fa;BD7-8_ge;
Bacteria;Proteobacteria;Gammaproteobacteria;Betaproteobacteriales;Nitrosomonadaceae;Nitrosomonadaceae _un;
Bacteria;Proteobacteria;Gammaproteobacteria;Cellvibrionales;Cellvibrionales_un;Cellvibrionales un;
Bacteria;Proteobacteria;Gammaproteobacteria;Cellvibrionales;Halieaceae;Halieaceae _un;
Bacteria;Proteobacteria;Gammaproteobacteria;Cellvibrionales;Halicaceae;Halioglobus;
Bacteria;Proteobacteria;Gammaproteobacteria;Cellvibrionales;Halieaceae; OM60(NORS) _clade;
Bacteria;Proteobacteria;Gammaproteobacteria;Cellvibrionales;Haliecaceae;Parahaliea;
Bacteria;Proteobacteria;Gammaproteobacteria;Cellvibrionales;Microbulbiferaceae;Microbulbifer;
Bacteria;Proteobacteria;Gammaproteobacteria;Cellvibrionales;Spongiibacteraceae;BD1-7_clade;
Bacteria;Proteobacteria;Gammaproteobacteria;Chromatiales;Sedimenticolaceae;Sedimenticolaceae_un;
Bacteria;Proteobacteria;Gammaproteobacteria;Coxiellales;Coxiellaceae;Coxiella;
Bacteria;Proteobacteria;Gammaproteobacteria;EC3;EC3_fa;EC3_ge;
Bacteria;Proteobacteria;Gammaproteobacteria;Ectothiorhodospirales;Ectothiorhodospiraceae; Thiogranum;
Bacteria;Proteobacteria;Gammaproteobacteria;Ectothiorhodospirales; Thioalkalispiraceae;SS1-B-09-64;
Bacteria;Proteobacteria;Gammaproteobacteria;EPR3968-O8a-Bc78;EPR3968-08a-Bc78_fa;EPR3968-0O8a-Bc78 _ge;
Bacteria;Proteobacteria;Gammaproteobacteria; EV818SWSAPS8;EV818SWSAPSS_fa;EV818SWSAPSS ge;
Bacteria;Proteobacteria;Gammaproteobacteria;Gammaproteobacteria_Incertae_Sedis;Unknown_Family;Candidatus_Berkiella;
Bacteria;Proteobacteria;Gammaproteobacteria;Gammaproteobacteria_Incertae_Sedis;Unknown_Family;uncultured;
Bacteria;Proteobacteria;Gammaproteobacteria;Gammaproteobacteria_Incertae_Sedis;Unknown_Family;Unknown_Family_ge;
Bacteria;Proteobacteria;Gammaproteobacteria;Gammaproteobacteria_un;Gammaproteobacteria_un;Gammaproteobacteria_un;
Bacteria;Proteobacteria;Gammaproteobacteria;KIS9A_clade;KIS9A_clade_fa;KI89A clade_ge;
Bacteria;Proteobacteria;Gammaproteobacteria;Legionellales; Legionellaceae;Legionella;
Bacteria;Proteobacteria;Gammaproteobacteria;Legionellales;Legionellaceae;Legionellaceae_un;
Bacteria;Proteobacteria;Gammaproteobacteria;Legionellales; Legionellaceae;uncultured;
Bacteria;Proteobacteria;Gammaproteobacteria; MBAE 14;MBAE14_fa;MBAE14 ge;
Bacteria;Proteobacteria;Gammaproteobacteria;Nitrosococcales;Nitrosococcaceae;AqS1;
Bacteria;Proteobacteria;Gammaproteobacteria;Nitrosococcales;Nitrosococcaceae;Cm1-21;
Bacteria;Proteobacteria;Gammaproteobacteria;Nitrosococcales;Nitrosococcaceae;FS142-36B-02;
Bacteria;Proteobacteria;Gammaproteobacteria;Nitrosococcales;Nitrosococcaceae;MSB-1D1;
Bacteria;Proteobacteria;Gammaproteobacteria;Nitrosococcales;Nitrosococcaceae;Nitrosococcaceae_un;
Bacteria;Proteobacteria;Gammaproteobacteria;Oceanospirillales; Alcanivoracaceae; Alcanivorax;
Bacteria;Proteobacteria;Gammaproteobacteria;Oceanospirillales;Halomonadaceae;Salinicola;
Bacteria;Proteobacteria;Gammaproteobacteria;Oceanospirillales;Nitrincolaceae; Amphritea;
Bacteria;Proteobacteria;Gammaproteobacteria;Oceanospirillales;Nitrincolaceae;Neptuniibacter;
Bacteria;Proteobacteria;Gammaproteobacteria;Oceanospirillales;P13-46;P13-46_ge;
Bacteria;Proteobacteria;Gammaproteobacteria;Oceanospirillales;Pseudohongiellaceae;Pseudohongiella;
Bacteria;Proteobacteria;Gammaproteobacteria;P0X4b2H11;P0X4b2H11_fa;P0X4b2HI11 ge;
Bacteria;Proteobacteria;Gammaproteobacteria;pltb-vmat-80;pltb-vmat-80 _fa;pltb-vmat-80_ge;
Bacteria;Proteobacteria;Gammaproteobacteria; Steroidobacterales; Woeseiaceae;J TB255_marine_benthic_group;
Bacteria;Proteobacteria;Gammaproteobacteria;Steroidobacterales; Woeseiaceae; Woeseia;
Bacteria;Proteobacteria;Gammaproteobacteria; Thiohalorhabdales; Thiohalorhabdaceae;uncultured;
Bacteria;Proteobacteria;Gammaproteobacteria;UBA10353_marine_group;UBA10353_marine_group_fa;UBA10353_marine_group_g
Bacteria;Proteobacteria;Gammaproteobacteria;uncultured;uncultured_fa;uncultured_ge;
Bacteria;Proteobacteria;Gammaproteobacteria; Vibrionales; Vibrionaceae;Photobacterium;
Bacteria;Proteobacteria;Gammaproteobacteria; Vibrionales; Vibrionaceae; Vibrionaceae_un;
Bacteria;Proteobacteria;Proteobacteria_un;Proteobacteria_un;Proteobacteria_un;Proteobacteria_un;

Bacteria;Schekmanbacteria;Schekmanbacteria cl;Schekmanbacteria or;Schekmanbacteria fa;Schekmanbacteria ge;
Bacteria;Spirochaetes;Leptospirae;Leptospirales;Leptospiraceae;uncultured;

Bacteria;Spirochaetes;Spirochaetia; Spirochaetales;Spirochaetaceae;Spirochaeta_2;
Bacteria;Spirochaetes;Spirochaetia; Spirochaetales;Spirochaetaceae;uncultured,

Bacteria; TA06;TA06 cl;TA06 or;TA06 fa;TA06 ge;

Bacteria; Tenericutes;Mollicutes;Haloplasmatales;Haloplasmataceae;Haloplasma;
Bacteria; Tenericutes;Mollicutes;Izimaplasmatales;Izimaplasmatales_fa;Izimaplasmatales_ge;

Bacteria; Verrucomicrobia;Verrucomicrobiae;Opitutales;Puniceicoccaceae;Cerasicoccus;
Bacteria; Verrucomicrobia; Verrucomicrobiae;Opitutales; Puniceicoccaceae; Verruc-01;
Bacteria;Verrucomicrobia; Verrucomicrobiae; Verrucomicrobiales;Rubritaleaceae;Persicirhabdus;
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Bacteria;WS1;WS1 c;WS1 or;WSI1 fa;WS1 ge;
Bacteria;WS2;WS2 cl;WS2 or;WS2 fa;WS2 ge;
Bacteria;Zixibacteria;Zixibacteria cl;Zixibacteria or;Zixibacteria fa;Zixibacteria ge;

unknown;unknown_un;unknown un;unknown un;unknown un;unknown un;



