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1. Figure  S1 , Phylogenetic relation of the animal groups based on the reads counts 

obtained from the microbiome  results  

( Figure generated using MicrobiomeAnalyst   https://www.microbiomeanalyst.ca) 

 
 

https://www.microbiomeanalyst.ca/
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2. Table S1, The distribution of reads along the quality check protocol and DADA2 routine. 
 

 

 

 input filtered denoised merged non-chimeric 

Control 73617 59262 59262 58527 57980 

DMH 150362 119594 119594 117061 114847 

DMH + Inulin 121299 96494 96494 95531 95251 

DMH + L. casei 111737 88378 88378 86741 85662 

DMH + L. casei + Inulin 128539 100553 100553 99112 97899 

Sequencing control  834 291 291 227 227 

 

 

 

3. Table S2 Kingdom-level taxon distribution of the reads count obtained   
 

#OTU ID 

Control DMH 
DMH + 

Inulin 

DMH + L. 

casei 

DMH + L. 

casei + 

Inulin 

Sequencing 

control  

k__Bacteria 57971 114842 95249 85656 97886 227 

Unassigned 9 5 2 6 13 0 
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4. Table S3 Phylum-level taxon distribution of the reads count obtained   
 

 

 

#OTU ID 

Control DMH 
DMH + 

Inulin 

DMH + L. 

casei 

DMH + L. 

casei + 

Inulin 

Sequencing 

control  

k__Bacteria;p__Acidobacteria 21 0 0 0 13 0 

k__Bacteria;p__Actinobacteria 971 2289 1471 943 1873 12 

k__Bacteria;p__Bacteroidetes 10577 54531 7161 39453 25101 17 

k__Bacteria;p__Chlamydiae 49 8 21 10 54 0 

k__Bacteria;p__Chloroflexi 16 3 5 7 38 0 

k__Bacteria;p__Coprothermobacteraeota 0 0 4 0 5 0 

k__Bacteria;p__Cyanobacteria 2118 535 1673 492 1641 4 

k__Bacteria;p__Dadabacteria 13 0 7 0 14 0 

k__Bacteria;p__Deferribacteres 0 38 0 52 13 0 

k__Bacteria;p__Deinococcus-Thermus 14 3 6 0 9 0 

k__Bacteria;p__Epsilonbacteraeota 0 168 16 577 43 0 

k__Bacteria;p__Firmicutes 7929 20721 59270 27539 14961 33 

k__Bacteria;p__Fusobacteria 12 0 41 9 11 7 

k__Bacteria;p__Gemmatimonadetes 0 0 0 0 6 0 

k__Bacteria;p__Kiritimatiellaeota 0 0 2 0 0 0 

k__Bacteria;p__Nitrospirae 0 0 6 0 3 0 

k__Bacteria;p__Patescibacteria 1625 10373 939 2379 2372 0 

k__Bacteria;p__Planctomycetes 92 10 81 51 121 0 

k__Bacteria;p__Proteobacteria 34442 25882 24467 12017 37236 149 

k__Bacteria;p__Spirochaetes 12 74 15 62 33 0 

k__Bacteria;p__Synergistetes 8 0 0 0 0 0 
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k__Bacteria;p__Tenericutes 69 187 24 223 92 0 

k__Bacteria;p__Verrucomicrobia 0 15 40 1840 14237 5 

k__Bacteria;__ 3 5 0 2 10 0 

Unassigned;__ 9 5 2 6 13 0 

 

 

 

 

5. Table S4 Class-level taxon distribution of the reads count obtained   
 

#OTU ID 

Control DMH 
DMH + 

Inulin 

DMH + 

L. casei 

DMH + 

L. casei 

+ Inulin 

Sequencing 

control 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria 1474 16268 1657 699 1469 98 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria 32955 9245 22747 11053 35361 39 

k__Bacteria;p__Firmicutes;c__Bacilli 6147 11581 56006 20778 7576 22 

k__Bacteria;p__Firmicutes;c__Clostridia 1372 7890 1608 4445 4986 11 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia 10577 54531 7161 39453 25101 17 

k__Bacteria;p__Firmicutes;c__Negativicutes 315 380 760 552 142 0 

k__Bacteria;p__Coprothermobacteraeota;c__Coprothermobacteria 0 0 4 0 5 0 

k__Bacteria;p__Acidobacteria;c__Acidobacteriia 21 0 0 0 0 0 

k__Bacteria;p__Acidobacteria;c__Blastocatellia (Subgroup 4) 0 0 0 0 4 0 

k__Bacteria;p__Acidobacteria;c__Subgroup 6 0 0 0 0 9 0 

k__Bacteria;p__Actinobacteria;c__Acidimicrobiia 14 0 7 2 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria 702 286 1219 186 1038 12 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia 250 2003 245 753 835 0 

k__Bacteria;p__Actinobacteria;c__Nitriliruptoria 0 0 0 2 0 0 

k__Bacteria;p__Actinobacteria;c__Thermoleophilia 5 0 0 0 0 0 
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k__Bacteria;p__Chlamydiae;c__Chlamydiae 49 8 21 10 54 0 

k__Bacteria;p__Chloroflexi;c__Anaerolineae 6 0 0 0 14 0 

k__Bacteria;p__Chloroflexi;c__Chloroflexia 3 0 0 7 24 0 

k__Bacteria;p__Chloroflexi;c__Gitt-GS-136 7 3 5 0 0 0 

k__Bacteria;p__Cyanobacteria;c__Melainabacteria 207 98 68 68 327 0 

k__Bacteria;p__Cyanobacteria;c__Oxyphotobacteria 1911 437 1605 424 1314 4 

k__Bacteria;p__Dadabacteria;c__Dadabacteriia 13 0 7 0 14 0 

k__Bacteria;p__Deferribacteres;c__Deferribacteres 0 38 0 52 13 0 

k__Bacteria;p__Deinococcus-Thermus;c__Deinococci 14 3 6 0 9 0 

k__Bacteria;p__Epsilonbacteraeota;c__Campylobacteria 0 168 16 577 43 0 

k__Bacteria;p__Firmicutes;c__Erysipelotrichia 95 870 896 1764 2257 0 

k__Bacteria;p__Fusobacteria;c__Fusobacteriia 12 0 41 9 11 7 

k__Bacteria;p__Gemmatimonadetes;c__Gemmatimonadetes 0 0 0 0 6 0 

k__Bacteria;p__Kiritimatiellaeota;c__Kiritimatiellae 0 0 2 0 0 0 

k__Bacteria;p__Nitrospirae;c__Nitrospira 0 0 6 0 3 0 

k__Bacteria;p__Patescibacteria;c__Saccharimonadia 1625 10373 939 2379 2372 0 

k__Bacteria;p__Planctomycetes;c__Phycisphaerae 59 0 37 14 46 0 

k__Bacteria;p__Planctomycetes;c__Planctomycetacia 33 10 44 37 75 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria 13 369 63 265 406 12 

k__Bacteria;p__Spirochaetes;c__Spirochaetia 12 74 15 62 33 0 

k__Bacteria;p__Synergistetes;c__Synergistia 8 0 0 0 0 0 

k__Bacteria;p__Tenericutes;c__Mollicutes 69 187 24 223 92 0 

k__Bacteria;p__Verrucomicrobia;c__Verrucomicrobiae 0 15 40 1840 14237 5 

k__Bacteria;__;__ 3 5 0 2 10 0 

Unassigned;__;__ 9 5 2 6 13 0 
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6. Table S5 Order-level taxon distribution of the reads count obtained   
 

 

 

#OTU ID 

Control DMH 

DMH 

+ 

Inulin 

DMH 

+ L. 

casei 

DMH 

+ L. 

casei 

+ 

Inulin 

Sequencing 

control  

k__Bacteria;p__Acidobacteria;c__Acidobacteriia;o__Solibacterales 21 0 0 0 0 0 

k__Bacteria;p__Acidobacteria;c__Blastocatellia (Subgroup 4);o__11-24 0 0 0 0 4 0 

k__Bacteria;p__Acidobacteria;c__Subgroup 6;__ 0 0 0 0 9 0 

k__Bacteria;p__Actinobacteria;c__Acidimicrobiia;o__Microtrichales 14 0 7 2 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Actinomycetales 20 0 120 0 16 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Bifidobacteriales 14 2 26 11 6 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Corynebacteriales 138 176 333 36 451 12 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Frankiales 14 2 0 0 4 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales 369 76 526 93 397 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micromonosporales 8 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Propionibacteriales 135 30 214 46 161 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Pseudonocardiales 4 0 0 0 3 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales 250 2003 245 753 835 0 

k__Bacteria;p__Actinobacteria;c__Nitriliruptoria;o__Nitriliruptorales 0 0 0 2 0 0 

k__Bacteria;p__Actinobacteria;c__Thermoleophilia;o__Solirubrobacterales 5 0 0 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales 10027 54235 6928 39298 24533 11 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Chitinophagales 53 40 67 49 118 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Cytophagales 308 62 30 59 277 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales 97 165 77 24 105 3 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Sphingobacteriales 92 29 59 23 68 3 
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k__Bacteria;p__Chlamydiae;c__Chlamydiae;o__Chlamydiales 49 8 21 10 54 0 

k__Bacteria;p__Chloroflexi;c__Anaerolineae;o__Caldilineales 0 0 0 0 11 0 

k__Bacteria;p__Chloroflexi;c__Anaerolineae;o__RBG-13-54-9 0 0 0 0 3 0 

k__Bacteria;p__Chloroflexi;c__Anaerolineae;__ 6 0 0 0 0 0 

k__Bacteria;p__Chloroflexi;c__Chloroflexia;o__Chloroflexales 3 0 0 0 0 0 

k__Bacteria;p__Chloroflexi;c__Chloroflexia;o__Thermomicrobiales 0 0 0 7 24 0 

k__Bacteria;p__Chloroflexi;c__Gitt-GS-136;o__uncultured bacterium 7 0 0 0 0 0 

k__Bacteria;p__Chloroflexi;c__Gitt-GS-136;__ 0 3 5 0 0 0 

k__Bacteria;p__Coprothermobacteraeota;c__Coprothermobacteria;o__Coprothermobacterales 0 0 4 0 5 0 

k__Bacteria;p__Cyanobacteria;c__Melainabacteria;o__Gastranaerophilales 37 56 2 29 90 0 

k__Bacteria;p__Cyanobacteria;c__Melainabacteria;o__Obscuribacterales 170 42 66 39 237 0 

k__Bacteria;p__Cyanobacteria;c__Oxyphotobacteria;o__Chloroplast 1911 437 1605 424 1314 4 

k__Bacteria;p__Dadabacteria;c__Dadabacteriia;o__Dadabacteriales 13 0 7 0 14 0 

k__Bacteria;p__Deferribacteres;c__Deferribacteres;o__Deferribacterales 0 38 0 52 13 0 

k__Bacteria;p__Deinococcus-Thermus;c__Deinococci;o__Deinococcales 0 0 6 0 4 0 

k__Bacteria;p__Deinococcus-Thermus;c__Deinococci;o__Thermales 14 3 0 0 5 0 

k__Bacteria;p__Epsilonbacteraeota;c__Campylobacteria;o__Campylobacterales 0 168 16 577 43 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales 510 1002 53327 12389 3457 9 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales 5637 10579 2679 8389 4119 13 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales 1372 7890 1608 4445 4975 11 

k__Bacteria;p__Firmicutes;c__Clostridia;o__DTU014 0 0 0 0 11 0 

k__Bacteria;p__Firmicutes;c__Erysipelotrichia;o__Erysipelotrichales 95 870 896 1764 2257 0 

k__Bacteria;p__Firmicutes;c__Negativicutes;o__Selenomonadales 315 380 760 552 142 0 

k__Bacteria;p__Fusobacteria;c__Fusobacteriia;o__Fusobacteriales 12 0 41 9 11 7 

k__Bacteria;p__Gemmatimonadetes;c__Gemmatimonadetes;o__Gemmatimonadales 0 0 0 0 6 0 

k__Bacteria;p__Kiritimatiellaeota;c__Kiritimatiellae;o__WCHB1-41 0 0 2 0 0 0 

k__Bacteria;p__Nitrospirae;c__Nitrospira;o__Nitrospirales 0 0 6 0 3 0 
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k__Bacteria;p__Patescibacteria;c__Saccharimonadia;o__Saccharimonadales 1625 10373 939 2379 2372 0 

k__Bacteria;p__Planctomycetes;c__Phycisphaerae;o__Phycisphaerales 59 0 37 14 46 0 

k__Bacteria;p__Planctomycetes;c__Planctomycetacia;o__Gemmatales 29 10 44 37 75 0 

k__Bacteria;p__Planctomycetes;c__Planctomycetacia;o__Planctomycetales 4 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Acetobacterales 3 0 5 0 8 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Caulobacterales 254 76 119 109 242 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Dongiales 7 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Elsterales 26 14 21 7 19 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Holosporales 318 147 272 96 239 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Paracaedibacterales 0 0 0 0 13 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Reyranellales 15 0 13 5 22 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales 1003 394 677 634 1056 25 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales 532 117 282 11 47 4 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodospirillales 48 117 13 150 91 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rickettsiales 33 55 33 123 36 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Sneathiellales 67 7 79 42 82 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Sphingomonadales 30627 8318 21204 9876 33493 10 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Tistrellales 8 0 13 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__uncultured 14 0 16 0 13 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Bdellovibrionales 3 0 0 0 3 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfarculales 10 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfobacterales 0 0 0 0 8 3 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfovibrionales 0 367 56 265 387 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfuromonadales 0 0 0 0 8 9 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__MBNT15 0 0 7 0 0 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Myxococcales 0 2 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Aeromonadales 49 184 36 4 0 0 
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k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Alteromonadales 14 34 0 0 4 2 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales 482 1259 450 259 367 81 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Cardiobacteriales 0 0 0 0 5 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Cellvibrionales 0 0 0 7 3 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Diplorickettsiales 0 10 15 0 6 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__EPR3968-O8a-Bc78 0 0 0 0 7 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales 225 27 69 238 115 5 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Gammaproteobacteria Incertae 

Sedis 53 11 31 15 46 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Legionellales 0 0 0 0 13 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Oceanospirillales 14 3188 14 3 7 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Orbales 0 2 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pasteurellales 5 34 144 7 20 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pseudomonadales 527 11462 826 166 798 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Salinisphaerales 18 0 14 0 37 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Vibrionales 0 0 17 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Xanthomonadales 83 57 33 0 37 10 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__uncultured 4 0 4 0 4 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;__ 0 0 4 0 0 0 

k__Bacteria;p__Spirochaetes;c__Spirochaetia;o__Spirochaetales 12 74 15 62 33 0 

k__Bacteria;p__Synergistetes;c__Synergistia;o__Synergistales 8 0 0 0 0 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Anaeroplasmatales 37 47 11 137 29 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Izimaplasmatales 0 38 0 0 0 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Mollicutes RF39 10 85 3 40 58 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Mycoplasmatales 22 17 10 46 5 0 

k__Bacteria;p__Verrucomicrobia;c__Verrucomicrobiae;o__Opitutales 0 15 0 14 6 0 

k__Bacteria;p__Verrucomicrobia;c__Verrucomicrobiae;o__Pedosphaerales 0 0 0 5 0 0 
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k__Bacteria;p__Verrucomicrobia;c__Verrucomicrobiae;o__Verrucomicrobiales 0 0 40 1821 14231 5 

k__Bacteria;__;__;__ 3 5 0 2 10 0 

Unassigned;__;__;__ 9 5 2 6 13 0 

 

 

 

 

 

 

7. Table S6 Family-level taxon distribution of the reads count obtained   
 

 

 

#OTU ID 

Contro

l 
DMH 

DMH 

+ 

Inulin 

DMH 

+ L. 

casei 

DMH 

+ L. 

casei + 

Inulin 

Seque

ncing 

control  

k__Bacteria;p__Acidobacteria;c__Acidobacteriia;o__Solibacterales;f__Solibacteraceae 

(Subgroup 3) 21 0 0 0 0 0 

k__Bacteria;p__Acidobacteria;c__Blastocatellia (Subgroup 4);o__11-24;__ 0 0 0 0 4 0 

k__Bacteria;p__Acidobacteria;c__Subgroup 6;__;__ 0 0 0 0 9 0 

k__Bacteria;p__Actinobacteria;c__Acidimicrobiia;o__Microtrichales;f__Iamiaceae 9 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Acidimicrobiia;o__Microtrichales;f__Ilumatobacteraceae 0 0 0 2 0 0 

k__Bacteria;p__Actinobacteria;c__Acidimicrobiia;o__Microtrichales;f__Microtrichaceae 2 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Acidimicrobiia;o__Microtrichales;f__uncultured 3 0 7 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Actinomycetales;f__Actinomycetaceae 20 0 120 0 16 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Bifidobacteriales;f__Bifidobacteriaceae 14 2 26 11 6 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Corynebacteriales;f__Corynebacteriaceae 118 176 320 36 310 5 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Corynebacteriales;f__Dietziaceae 9 0 13 0 120 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Corynebacteriales;f__Mycobacteriaceae 0 0 0 0 13 0 
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k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Corynebacteriales;f__Nocardiaceae 11 0 0 0 8 7 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Frankiales;f__Cryptosporangiaceae 0 0 0 0 4 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Frankiales;f__Geodermatophilaceae 14 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Frankiales;__ 0 2 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Brevibacteriaceae 16 0 0 6 24 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Cellulomonadaceae 0 0 25 0 15 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Dermabacteraceae 49 14 23 14 57 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Dermatophilaceae 7 0 5 0 7 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Intrasporangiaceae 72 11 18 22 109 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Microbacteriaceae 37 20 16 0 25 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Micrococcaceae 175 27 433 51 148 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Ruaniaceae 5 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;__ 8 4 6 0 12 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micromonosporales;f__Micromonosporac

eae 8 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Propionibacteriales;f__Nocardioidaceae 17 0 6 8 7 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Propionibacteriales;f__Propionibacteriace

ae 118 30 208 38 154 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Pseudonocardiales;f__Pseudonocardiaceae 4 0 0 0 3 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Atopobiaceae 39 343 64 164 170 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Coriobacteriales 

Incertae Sedis 0 11 0 5 13 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Eggerthellaceae 206 1498 128 470 559 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__uncultured 5 151 53 114 93 0 

k__Bacteria;p__Actinobacteria;c__Nitriliruptoria;o__Nitriliruptorales;f__Nitriliruptoraceae 0 0 0 2 0 0 

k__Bacteria;p__Actinobacteria;c__Thermoleophilia;o__Solirubrobacterales;f__Solirubrobactera

ceae 5 0 0 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Bacteroidaceae 4137 6281 507 8192 5143 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__F082 0 13 0 13 0 0 
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k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Marinifilaceae 94 1060 150 877 334 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Muribaculaceae 4396 24922 5052 20220 13182 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Paludibacteraceae 0 0 0 0 4 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Porphyromonadaceae 0 0 12 0 10 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prevotellaceae 595 7687 525 4098 2937 11 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prolixibacteraceae 0 0 0 0 9 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Rikenellaceae 629 4554 346 3474 1463 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Rs-E47 termite group 7 84 29 428 94 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Tannerellaceae 161 9634 278 1996 1357 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;__ 8 0 29 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Chitinophagales;f__Chitinophagaceae 53 40 67 49 107 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Chitinophagales;f__Saprospiraceae 0 0 0 0 11 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Cytophagales;f__Hymenobacteraceae 39 0 12 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Cytophagales;f__Spirosomaceae 269 62 18 59 277 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae 41 147 26 16 42 3 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Weeksellaceae 56 18 51 8 63 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Sphingobacteriales;f__CMW-169 0 0 0 0 0 3 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Sphingobacteriales;f__Lentimicrobiaceae 13 0 0 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Sphingobacteriales;f__Sphingobacteriaceae 46 22 31 9 29 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Sphingobacteriales;f__env.OPS 17 33 7 28 14 39 0 

k__Bacteria;p__Chlamydiae;c__Chlamydiae;o__Chlamydiales;f__Chlamydiaceae 0 0 0 0 14 0 

k__Bacteria;p__Chlamydiae;c__Chlamydiae;o__Chlamydiales;f__Simkaniaceae 49 8 21 10 40 0 

k__Bacteria;p__Chloroflexi;c__Anaerolineae;o__Caldilineales;f__Caldilineaceae 0 0 0 0 11 0 

k__Bacteria;p__Chloroflexi;c__Anaerolineae;o__RBG-13-54-9;f__uncultured bacterium 0 0 0 0 3 0 

k__Bacteria;p__Chloroflexi;c__Anaerolineae;__;__ 6 0 0 0 0 0 

k__Bacteria;p__Chloroflexi;c__Chloroflexia;o__Chloroflexales;f__Chloroflexaceae 3 0 0 0 0 0 

k__Bacteria;p__Chloroflexi;c__Chloroflexia;o__Thermomicrobiales;f__JG30-KF-CM45 0 0 0 7 24 0 
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k__Bacteria;p__Chloroflexi;c__Gitt-GS-136;o__uncultured bacterium;f__uncultured bacterium 7 0 0 0 0 0 

k__Bacteria;p__Chloroflexi;c__Gitt-GS-136;__;__ 0 3 5 0 0 0 

k__Bacteria;p__Coprothermobacteraeota;c__Coprothermobacteria;o__Coprothermobacterales;f_

_Coprothermobacteraceae 0 0 4 0 5 0 

k__Bacteria;p__Cyanobacteria;c__Melainabacteria;o__Gastranaerophilales;f__uncultured 

bacterium 0 19 0 15 55 0 

k__Bacteria;p__Cyanobacteria;c__Melainabacteria;o__Gastranaerophilales;f__uncultured rumen 

bacterium 9 20 0 0 0 0 

k__Bacteria;p__Cyanobacteria;c__Melainabacteria;o__Gastranaerophilales;__ 28 17 2 14 35 0 

k__Bacteria;p__Cyanobacteria;c__Melainabacteria;o__Obscuribacterales;f__uncultured 

bacterium 29 9 38 3 57 0 

k__Bacteria;p__Cyanobacteria;c__Melainabacteria;o__Obscuribacterales;__ 141 33 28 36 180 0 

k__Bacteria;p__Cyanobacteria;c__Oxyphotobacteria;o__Chloroplast;f__Aegypius monachus 

(black vulture) 0 0 20 0 0 0 

k__Bacteria;p__Cyanobacteria;c__Oxyphotobacteria;o__Chloroplast;f__Poterioochromonas sp. 

DS 1118 273 1325 303 518 0 

k__Bacteria;p__Cyanobacteria;c__Oxyphotobacteria;o__Chloroplast;__ 793 164 260 121 796 4 

k__Bacteria;p__Dadabacteria;c__Dadabacteriia;o__Dadabacteriales;f__uncultured candidate 

division SBR1093 bacterium 13 0 7 0 14 0 

k__Bacteria;p__Deferribacteres;c__Deferribacteres;o__Deferribacterales;f__Deferribacteraceae 0 38 0 52 13 0 

k__Bacteria;p__Deinococcus-Thermus;c__Deinococci;o__Deinococcales;f__Deinococcaceae 0 0 6 0 0 0 

k__Bacteria;p__Deinococcus-Thermus;c__Deinococci;o__Deinococcales;f__Trueperaceae 0 0 0 0 4 0 

k__Bacteria;p__Deinococcus-Thermus;c__Deinococci;o__Thermales;f__Thermaceae 14 3 0 0 5 0 

k__Bacteria;p__Epsilonbacteraeota;c__Campylobacteria;o__Campylobacterales;f__Arcobactera

ceae 0 0 5 0 0 0 

k__Bacteria;p__Epsilonbacteraeota;c__Campylobacteria;o__Campylobacterales;f__Campylobac

teraceae 0 0 7 0 0 0 

k__Bacteria;p__Epsilonbacteraeota;c__Campylobacteria;o__Campylobacterales;f__Helicobacter

aceae 0 168 4 577 43 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Alicyclobacillaceae 0 5 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Bacillaceae 84 38 51317 35 74 0 
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k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Family XI 16 0 114 12 13 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Family XII 18 0 13 4 17 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Paenibacillaceae 0 0 1173 12255 3 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Planococcaceae 52 15 69 32 2946 9 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Staphylococcaceae 340 944 636 49 404 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Thermoactinomycetaceae 0 0 5 2 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Aerococcaceae 22 2575 94 16 62 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Carnobacteriaceae 67 42 113 6 756 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Enterococcaceae 8 20 0 23 9 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Lactobacillaceae 5179 5985 571 7530 2482 13 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Leuconostocaceae 13 5 18 5 10 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Streptococcaceae 336 1952 1851 809 800 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;__ 12 0 32 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Christensenellaceae 20 3 4 3 6 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiaceae 1 55 59 276 276 37 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiaceae 4 0 0 6 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiales vadinBB60 group 21 406 31 153 98 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Defluviitaleaceae 0 15 0 0 5 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Family XI 9 3 52 0 4 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Family XIII 3 3 13 13 30 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae 247 1145 169 786 879 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Peptococcaceae 2 84 16 71 24 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Peptostreptococcaceae 22 209 65 68 287 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae 993 5963 976 3075 3605 11 

k__Bacteria;p__Firmicutes;c__Clostridia;o__DTU014;f__uncultured bacterium 0 0 0 0 11 0 

k__Bacteria;p__Firmicutes;c__Erysipelotrichia;o__Erysipelotrichales;f__Erysipelotrichaceae 95 870 896 1764 2257 0 

k__Bacteria;p__Firmicutes;c__Negativicutes;o__Selenomonadales;f__Veillonellaceae 315 380 760 552 142 0 
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k__Bacteria;p__Fusobacteria;c__Fusobacteriia;o__Fusobacteriales;f__Fusobacteriaceae 5 0 0 9 0 7 

k__Bacteria;p__Fusobacteria;c__Fusobacteriia;o__Fusobacteriales;f__Leptotrichiaceae 7 0 41 0 11 0 

k__Bacteria;p__Gemmatimonadetes;c__Gemmatimonadetes;o__Gemmatimonadales;f__Gemma

timonadaceae 0 0 0 0 6 0 

k__Bacteria;p__Kiritimatiellaeota;c__Kiritimatiellae;o__WCHB1-41;f__uncultured bacterium 0 0 2 0 0 0 

k__Bacteria;p__Nitrospirae;c__Nitrospira;o__Nitrospirales;f__Nitrospiraceae 0 0 6 0 3 0 

k__Bacteria;p__Patescibacteria;c__Saccharimonadia;o__Saccharimonadales;f__Saccharimonada

ceae 1625 10371 939 2377 2372 0 

k__Bacteria;p__Patescibacteria;c__Saccharimonadia;o__Saccharimonadales;__ 0 2 0 2 0 0 

k__Bacteria;p__Planctomycetes;c__Phycisphaerae;o__Phycisphaerales;f__Phycisphaeraceae 59 0 37 14 46 0 

k__Bacteria;p__Planctomycetes;c__Planctomycetacia;o__Gemmatales;f__Gemmataceae 29 10 44 37 75 0 

k__Bacteria;p__Planctomycetes;c__Planctomycetacia;o__Planctomycetales;f__uncultured 4 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Acetobacterales;f__Acetobacteraceae 3 0 5 0 8 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Caulobacterales;f__Caulobacteraceae 254 76 119 109 238 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Caulobacterales;f__Hyphomonadace

ae 0 0 0 0 4 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Dongiales;f__Dongiaceae 7 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Elsterales;f__Elsteraceae 26 14 21 7 19 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Holosporales;f__Holosporaceae 318 147 272 96 239 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Paracaedibacterales;f__Paracaedibact

eraceae 0 0 0 0 13 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Reyranellales;f__Reyranellaceae 15 0 13 5 22 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Beijerinckiaceae 722 295 356 489 834 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Devosiaceae 3 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Hyphomicrobiaceae 0 0 0 0 6 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Kaistiaceae 109 11 66 30 60 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Labraceae 7 5 0 4 10 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Rhizobiaceae 69 44 60 15 57 25 
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k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Rhizobiales Incertae 

Sedis 0 0 0 5 2 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Xanthobacteraceae 93 39 195 91 87 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales;f__Rhodobacterace

ae 532 117 282 11 47 4 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodospirillales;f__Rhodopirillaceae 29 0 0 0 12 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodospirillales;f__Rhodospirillacea

e 0 0 6 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodospirillales;f__uncultured 19 117 7 150 79 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rickettsiales;f__Mitochondria 17 19 16 30 18 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rickettsiales;f__uncultured 16 36 17 93 18 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Sneathiellales;f__Sneathiellaceae 67 7 79 42 82 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Sphingomonadales;f__Sphingomona

daceae 30627 8318 21204 9876 33493 10 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Tistrellales;f__Geminicoccaceae 8 0 13 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__uncultured;__ 14 0 16 0 13 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Bdellovibrionales;f__Bacteriovoracac

eae 0 0 0 0 3 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Bdellovibrionales;f__Bdellovibrionac

eae 3 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfarculales;f__Desulfarculaceae 10 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfobacterales;f__Desulfobulbace

ae 0 0 0 0 8 3 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfovibrionales;f__Desulfovibrion

aceae 0 367 56 265 387 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfuromonadales;f__Geobacterace

ae 0 0 0 0 8 9 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__MBNT15;f__delta proteobacterium 

WX152 0 0 7 0 0 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Myxococcales;f__Blfdi19 0 2 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Aeromonadales;f__Aeromonadace

ae 49 184 36 4 0 0 
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k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Alteromonadales;f__Alteromonada

ceae 9 0 0 0 0 2 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Alteromonadales;f__Idiomarinacea

e 0 34 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Alteromonadales;f__Marinobactera

ceae 5 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Alteromonadales;f__Shewanellace

ae 0 0 0 0 4 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Burkhold

eriaceae 406 1233 261 239 346 72 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Hydrogen

ophilaceae 25 0 12 0 0 9 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Methylop

hilaceae 7 0 0 3 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Neisseria

ceae 16 16 156 6 9 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Nitrosom

onadaceae 28 5 21 11 8 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Rhodocyc

laceae 0 0 0 0 4 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__TRA3-20 0 5 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Cardiobacteriales;f__Cardiobacteri

aceae 0 0 0 0 5 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Cellvibrionales;f__Cellvibrionacea

e 0 0 0 7 3 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Diplorickettsiales;f__Diplorickettsi

aceae 0 10 15 0 6 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__EPR3968-O8a-Bc78;__ 0 0 0 0 7 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales;f__Enterobacteri

aceae 225 27 69 238 115 5 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Gammaproteobacteria Incertae 

Sedis;f__Unknown Family 53 11 31 15 46 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Legionellales;f__Legionellaceae 0 0 0 0 13 0 



 20 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Oceanospirillales;f__Halomonadac

eae 14 3188 14 3 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Oceanospirillales;f__Pseudohongie

llaceae 0 0 0 0 7 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Orbales;f__Orbaceae 0 2 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pasteurellales;f__Pasteurellaceae 5 34 144 7 20 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pseudomonadales;f__Moraxellacea

e 220 10835 811 91 405 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pseudomonadales;f__Pseudomona

daceae 307 627 15 75 393 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Salinisphaerales;f__Solimonadacea

e 18 0 14 0 37 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Vibrionales;f__Vibrionaceae 0 0 17 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Xanthomonadales;f__Rhodanobact

eraceae 18 0 0 0 0 4 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Xanthomonadales;f__Xanthomona

daceae 65 57 33 0 37 6 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__uncultured;f__metagenome 0 0 0 0 4 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__uncultured;__ 4 0 4 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;__;__ 0 0 4 0 0 0 

k__Bacteria;p__Spirochaetes;c__Spirochaetia;o__Spirochaetales;f__Spirochaetaceae 12 74 15 62 33 0 

k__Bacteria;p__Synergistetes;c__Synergistia;o__Synergistales;f__Synergistaceae 8 0 0 0 0 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Anaeroplasmatales;f__Anaeroplasmataceae 37 47 11 137 29 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Izimaplasmatales;f__gut metagenome 0 38 0 0 0 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Mollicutes RF39;f__metagenome 0 0 0 6 0 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Mollicutes RF39;f__uncultured bacterium 0 59 0 21 25 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Mollicutes RF39;__ 10 26 3 13 33 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Mycoplasmatales;f__Mycoplasmataceae 22 17 10 46 5 0 

k__Bacteria;p__Verrucomicrobia;c__Verrucomicrobiae;o__Opitutales;f__Puniceicoccaceae 0 15 0 14 6 0 

k__Bacteria;p__Verrucomicrobia;c__Verrucomicrobiae;o__Pedosphaerales;f__Pedosphaeraceae 0 0 0 5 0 0 
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k__Bacteria;p__Verrucomicrobia;c__Verrucomicrobiae;o__Verrucomicrobiales;f__Akkermansia

ceae 0 0 40 1821 14231 5 

k__Bacteria;__;__;__;__ 3 5 0 2 10 0 

Unassigned;__;__;__;__ 9 5 2 6 13 0 

 

 

 

 

 

 

 

 

8. Table S7 Genus-level taxon distribution of the reads count obtained   
 

 

Taxa to genus level  

Contr

ol 
DMH 

DMH 

+ 

Inulin 

DMH 

+ L. 

casei 

DMH 

+ L. 

casei 

+ 

Inulin 

Seque

ncing 

contro

l  

k__Bacteria;p__Acidobacteria;c__Acidobacteriia;o__Solibacterales;f__Solibacteraceae 

(Subgroup 3);g__Bryobacter 
21 0 0 0 0 0 

k__Bacteria;p__Acidobacteria;c__Blastocatellia (Subgroup 4);o__11-24;__;__ 0 0 0 0 4 0 

k__Bacteria;p__Acidobacteria;c__Subgroup 6;__;__;__ 0 0 0 0 9 0 

k__Bacteria;p__Actinobacteria;c__Acidimicrobiia;o__Microtrichales;f__Iamiaceae;g__Ia

mia 
9 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Acidimicrobiia;o__Microtrichales;f__Ilumatobacterace

ae;g__uncultured 
0 0 0 2 0 0 

k__Bacteria;p__Actinobacteria;c__Acidimicrobiia;o__Microtrichales;f__Microtrichaceae;

g__uncultured 
2 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Acidimicrobiia;o__Microtrichales;f__uncultured;g__un

cultured Acidimicrobidae bacterium 
0 0 4 0 0 0 
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k__Bacteria;p__Actinobacteria;c__Acidimicrobiia;o__Microtrichales;f__uncultured;__ 3 0 3 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Actinomycetales;f__Actinomycetac

eae;g__Actinomyces 
20 0 110 0 16 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Actinomycetales;f__Actinomycetac

eae;g__Flaviflexus 
0 0 7 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Actinomycetales;f__Actinomycetac

eae;g__Varibaculum 
0 0 3 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Bifidobacteriales;f__Bifidobacteriac

eae;g__Bifidobacterium 
14 2 26 11 6 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Corynebacteriales;f__Corynebacteri

aceae;g__Corynebacterium 
0 0 0 0 48 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Corynebacteriales;f__Corynebacteri

aceae;g__Corynebacterium 1 
109 170 296 27 219 5 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Corynebacteriales;f__Corynebacteri

aceae;g__Lawsonella 
9 6 24 9 43 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Corynebacteriales;f__Dietziaceae;g

__Dietzia 
9 0 13 0 120 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Corynebacteriales;f__Mycobacteria

ceae;g__Mycobacterium 
0 0 0 0 13 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Corynebacteriales;f__Nocardiaceae;

g__Rhodococcus 
11 0 0 0 8 7 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Frankiales;f__Cryptosporangiaceae;

g__Fodinicola 
0 0 0 0 4 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Frankiales;f__Geodermatophilaceae

;g__Blastococcus 
5 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Frankiales;f__Geodermatophilaceae

;g__Geodermatophilus 
9 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Frankiales;__;__ 0 2 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Brevibacteriaceae

;g__Brevibacterium 
16 0 0 6 24 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Cellulomonadace

ae;g__Actinotalea 
0 0 13 0 15 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Cellulomonadace

ae;g__Cellulomonas 
0 0 12 0 0 0 
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k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Dermabacteracea

e;g__Brachybacterium 
49 14 23 14 53 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Dermabacteracea

e;g__Dermabacter 
0 0 0 0 4 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Dermatophilacea

e;g__Piscicoccus 
7 0 5 0 7 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Intrasporangiacea

e;g__Aquipuribacter 
0 0 5 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Intrasporangiacea

e;g__Ornithinimicrobium 
39 11 13 6 82 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Intrasporangiacea

e;__ 
33 0 0 16 27 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Microbacteriacea

e;g__Microbacterium 
37 20 16 0 25 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Micrococcaceae;

g__Garicola 
0 0 0 0 5 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Micrococcaceae;

g__Glutamicibacter 
6 0 9 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Micrococcaceae;

g__Kocuria 
106 18 36 34 92 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Micrococcaceae;

g__Micrococcus 
50 0 143 17 24 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Micrococcaceae;

g__Rothia 
13 0 245 0 16 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Micrococcaceae;

__ 
0 9 0 0 11 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;f__Ruaniaceae;g__R

uania 
5 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micrococcales;__;__ 8 4 6 0 12 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Micromonosporales;f__Micromono

sporaceae;__ 
8 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Propionibacteriales;f__Nocardioida

ceae;g__Nocardioides 
0 0 6 8 7 0 
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k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Propionibacteriales;f__Nocardioida

ceae;__ 
17 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Propionibacteriales;f__Propionibact

eriaceae;g__Cutibacterium 
118 30 208 38 136 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Propionibacteriales;f__Propionibact

eriaceae;g__Propioniciclava 
0 0 0 0 9 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Propionibacteriales;f__Propionibact

eriaceae;g__Tessaracoccus 
0 0 0 0 9 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Pseudonocardiales;f__Pseudonocard

iaceae;g__Saccharomonospora 
0 0 0 0 3 0 

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Pseudonocardiales;f__Pseudonocard

iaceae;g__Saccharopolyspora 
4 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Atopobiaceae;g

__Atopobium 
0 0 7 3 0 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Atopobiaceae;g

__Coriobacteriaceae UCG-002 
32 343 57 161 170 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Atopobiaceae;g

__Olsenella 
7 0 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Coriobacteriales 

Incertae Sedis;g__uncultured 
0 11 0 5 13 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Eggerthellaceae;

g__DNF00809 
0 10 15 14 0 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Eggerthellaceae;

g__Enterorhabdus 
193 1428 113 442 554 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Eggerthellaceae;

g__Parvibacter 
0 26 0 0 0 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Eggerthellaceae;

__ 
13 34 0 14 5 0 

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__uncultured;g__u

ncultured bacterium 
5 151 53 114 93 0 

k__Bacteria;p__Actinobacteria;c__Nitriliruptoria;o__Nitriliruptorales;f__Nitriliruptoracea

e;g__uncultured Nitriliruptorales bacterium 
0 0 0 2 0 0 

k__Bacteria;p__Actinobacteria;c__Thermoleophilia;o__Solirubrobacterales;f__Solirubrob

acteraceae;g__Parviterribacter 
5 0 0 0 0 0 
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k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Bacteroidaceae;g__Ba

cteroides 
4137 6281 507 8192 5143 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__F082;g__uncultured 

bacterium 
0 13 0 13 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Marinifilaceae;g__But

yricimonas 
12 156 9 132 27 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Marinifilaceae;g__Odo

ribacter 
82 904 141 745 307 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Muribaculaceae;g__M

uribaculum 
43 168 0 215 90 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Muribaculaceae;g__m

ouse gut metagenome 
70 256 123 352 391 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Muribaculaceae;g__un

cultured Bacteroidales bacterium 
180 3810 405 748 548 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Muribaculaceae;g__un

cultured Barnesiella sp. 
0 0 14 38 57 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Muribaculaceae;g__un

cultured bacterium 
2313 15785 3579 13895 9306 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Muribaculaceae;__ 1790 4903 931 4972 2790 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Paludibacteraceae;g__

Paludibacter 
0 0 0 0 2 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Paludibacteraceae;g__

uncultured 
0 0 0 0 2 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Porphyromonadaceae;

g__Porphyromonas 
0 0 12 0 10 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prevotellaceae;g__All

oprevotella 
48 1927 228 172 39 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prevotellaceae;g__Par

aprevotella 
140 2025 19 555 516 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prevotellaceae;g__Pre

votella 
2 0 21 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prevotellaceae;g__Pre

votella 1 
0 0 2 0 0 0 
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k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prevotellaceae;g__Pre

votella 2 
0 0 6 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prevotellaceae;g__Pre

votella 7 
6 0 139 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prevotellaceae;g__Pre

votella 9 
0 0 0 0 0 11 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prevotellaceae;g__Pre

votellaceae UCG-001 
370 2603 110 2609 1548 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prevotellaceae;g__Pre

votellaceae UCG-003 
29 1132 0 762 834 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prolixibacteraceae;g__

uncultured 
0 0 0 0 9 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Rikenellaceae;g__Alist

ipes 
252 2604 143 1722 1022 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Rikenellaceae;g__Rike

nella 
98 381 30 380 78 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Rikenellaceae;g__Rike

nellaceae RC9 gut group 
215 1398 155 1210 333 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Rikenellaceae;__ 64 171 18 162 30 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Rs-E47 termite 

group;g__uncultured bacterium 
7 84 29 428 94 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Tannerellaceae;g__Par

abacteroides 
161 9634 278 1996 1357 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;__;__ 8 0 29 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Chitinophagales;f__Chitinophagaceae;g

__Asinibacterium 
14 15 28 24 59 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Chitinophagales;f__Chitinophagaceae;g

__Sediminibacterium 
39 25 34 25 46 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Chitinophagales;f__Chitinophagaceae;g

__Segetibacter 
0 0 0 0 2 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Chitinophagales;f__Chitinophagaceae;_

_ 
0 0 5 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Chitinophagales;f__Saprospiraceae;g__

uncultured 
0 0 0 0 11 0 
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k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Cytophagales;f__Hymenobacteraceae;g

__Hymenobacter 
28 0 10 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Cytophagales;f__Hymenobacteraceae;g

__Pontibacter 
4 0 2 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Cytophagales;f__Hymenobacteraceae;g

__Rufibacter 
7 0 0 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Cytophagales;f__Spirosomaceae;g__Arc

icella 
269 62 18 59 277 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g

__Capnocytophaga 
0 0 3 0 4 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g

__Flavobacterium 
0 0 12 0 0 3 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g

__Gillisia 
0 0 8 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g

__Lutibacter 
0 0 0 0 6 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g

__Myroides 
2 0 0 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g

__Salegentibacter 
24 0 0 0 6 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g

__Salinimicrobium 
0 3 3 3 9 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g

__uncultured 
15 144 0 13 9 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;_

_ 
0 0 0 0 8 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Weeksellaceae;g__

Bergeyella 
0 0 0 0 16 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Weeksellaceae;g__

Chishuiella 
27 0 5 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Weeksellaceae;g__

Chryseobacterium 
16 13 19 8 27 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Weeksellaceae;g__

Cloacibacterium 
13 0 15 0 3 0 
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k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Weeksellaceae;g__

Empedobacter 
0 0 12 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Weeksellaceae;g__

Moheibacter 
0 5 0 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Weeksellaceae;g__

Ornithobacterium 
0 0 0 0 14 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Flavobacteriales;f__Weeksellaceae;__ 0 0 0 0 3 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Sphingobacteriales;f__CMW-

169;g__uncultured bacterium 
0 0 0 0 0 3 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Sphingobacteriales;f__Lentimicrobiacea

e;g__uncultured Owenweeksia sp. 
13 0 0 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Sphingobacteriales;f__Sphingobacteriac

eae;g__Mucilaginibacter 
46 7 15 9 29 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Sphingobacteriales;f__Sphingobacteriac

eae;g__Sphingobacterium 
0 0 16 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Sphingobacteriales;f__Sphingobacteriac

eae;g__uncultured 
0 15 0 0 0 0 

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Sphingobacteriales;f__env.OPS 

17;g__Tuber borchii symbiont b-17BO 
33 7 28 14 39 0 

k__Bacteria;p__Chlamydiae;c__Chlamydiae;o__Chlamydiales;f__Chlamydiaceae;g__Chl

amydia 
0 0 0 0 14 0 

k__Bacteria;p__Chlamydiae;c__Chlamydiae;o__Chlamydiales;f__Simkaniaceae;g__uncul

tured 
49 8 21 10 40 0 

k__Bacteria;p__Chloroflexi;c__Anaerolineae;o__Caldilineales;f__Caldilineaceae;g__uncu

ltured 
0 0 0 0 11 0 

k__Bacteria;p__Chloroflexi;c__Anaerolineae;o__RBG-13-54-9;f__uncultured 

bacterium;g__uncultured bacterium 
0 0 0 0 3 0 

k__Bacteria;p__Chloroflexi;c__Anaerolineae;__;__;__ 6 0 0 0 0 0 

k__Bacteria;p__Chloroflexi;c__Chloroflexia;o__Chloroflexales;f__Chloroflexaceae;g__C

andidatus Chloroploca 
3 0 0 0 0 0 

k__Bacteria;p__Chloroflexi;c__Chloroflexia;o__Thermomicrobiales;f__JG30-KF-

CM45;g__Paraburkholderia tropica 
0 0 0 0 5 0 

k__Bacteria;p__Chloroflexi;c__Chloroflexia;o__Thermomicrobiales;f__JG30-KF-

CM45;g__uncultured bacterium 
0 0 0 7 11 0 
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k__Bacteria;p__Chloroflexi;c__Chloroflexia;o__Thermomicrobiales;f__JG30-KF-

CM45;__ 
0 0 0 0 8 0 

k__Bacteria;p__Chloroflexi;c__Gitt-GS-136;o__uncultured bacterium;f__uncultured 

bacterium;g__uncultured bacterium 
7 0 0 0 0 0 

k__Bacteria;p__Chloroflexi;c__Gitt-GS-136;__;__;__ 0 3 5 0 0 0 

k__Bacteria;p__Coprothermobacteraeota;c__Coprothermobacteria;o__Coprothermobacter

ales;f__Coprothermobacteraceae;g__Coprothermobacter 
0 0 4 0 5 0 

k__Bacteria;p__Cyanobacteria;c__Melainabacteria;o__Gastranaerophilales;f__uncultured 

bacterium;g__uncultured bacterium 
0 19 0 15 55 0 

k__Bacteria;p__Cyanobacteria;c__Melainabacteria;o__Gastranaerophilales;f__uncultured 

rumen bacterium;g__uncultured rumen bacterium 
9 20 0 0 0 0 

k__Bacteria;p__Cyanobacteria;c__Melainabacteria;o__Gastranaerophilales;__;__ 28 17 2 14 35 0 

k__Bacteria;p__Cyanobacteria;c__Melainabacteria;o__Obscuribacterales;f__uncultured 

bacterium;g__uncultured bacterium 
29 9 38 3 57 0 

k__Bacteria;p__Cyanobacteria;c__Melainabacteria;o__Obscuribacterales;__;__ 141 33 28 36 180 0 

k__Bacteria;p__Cyanobacteria;c__Oxyphotobacteria;o__Chloroplast;f__Aegypius 

monachus (black vulture);g__Aegypius monachus (black vulture) 
0 0 20 0 0 0 

k__Bacteria;p__Cyanobacteria;c__Oxyphotobacteria;o__Chloroplast;f__Poterioochromon

as sp. DS;g__Poterioochromonas sp. DS 
1118 273 1325 303 518 0 

k__Bacteria;p__Cyanobacteria;c__Oxyphotobacteria;o__Chloroplast;__;__ 793 164 260 121 796 4 

k__Bacteria;p__Dadabacteria;c__Dadabacteriia;o__Dadabacteriales;f__uncultured 

candidate division SBR1093 bacterium;g__uncultured  
13 0 7 0 14 0 

k__Bacteria;p__Deferribacteres;c__Deferribacteres;o__Deferribacterales;f__Deferribacter

aceae;g__Mucispirillum 
0 38 0 52 13 0 

k__Bacteria;p__Deinococcus-

Thermus;c__Deinococci;o__Deinococcales;f__Deinococcaceae;g__Deinococcus 
0 0 6 0 0 0 

k__Bacteria;p__Deinococcus-

Thermus;c__Deinococci;o__Deinococcales;f__Trueperaceae;g__Truepera 
0 0 0 0 4 0 

k__Bacteria;p__Deinococcus-

Thermus;c__Deinococci;o__Thermales;f__Thermaceae;g__Meiothermus 
14 3 0 0 5 0 

k__Bacteria;p__Epsilonbacteraeota;c__Campylobacteria;o__Campylobacterales;f__Arcob

acteraceae;g__Arcobacter 
0 0 5 0 0 0 
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k__Bacteria;p__Epsilonbacteraeota;c__Campylobacteria;o__Campylobacterales;f__Camp

ylobacteraceae;g__Campylobacter 
0 0 7 0 0 0 

k__Bacteria;p__Epsilonbacteraeota;c__Campylobacteria;o__Campylobacterales;f__Helico

bacteraceae;g__Helicobacter 
0 168 4 577 43 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Alicyclobacillaceae;g__Tumebacil

lus 
0 5 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Bacillaceae;g__Aeribacillus 8 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Bacillaceae;g__Anaerobacillus 0 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Bacillaceae;g__Bacillus 58 9 51299 25 58 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Bacillaceae;g__Hydrogenibacillus 0 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Bacillaceae;g__Oceanobacillus 0 13 9 4 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Bacillaceae;g__Pseudogracilibacil

lus 
15 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Bacillaceae;g__Ureibacillus 3 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Bacillaceae;g__Virgibacillus 0 16 9 5 3 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Bacillaceae;g__uncultured 0 0 0 0 6 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Bacillaceae;__ 0 0 0 1 7 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Family XI;g__Gemella 16 0 114 12 13 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Family XII;g__Exiguobacterium 18 0 13 4 17 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Paenibacillaceae;g__Paenibacillus 0 0 1173 12255 3 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Planococcaceae;g__Chryseomicro

bium 
9 0 9 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Planococcaceae;g__Domibacillus 6 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Planococcaceae;g__Kurthia 19 12 8 14 35 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Planococcaceae;g__Lysinibacillus 9 3 4 0 0 9 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Planococcaceae;g__Planococcus 0 0 16 0 1700 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Planococcaceae;g__Planomicrobi

um 
0 0 0 0 33 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Planococcaceae;__ 9 0 32 18 1178 0 
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k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Staphylococcaceae;g__Aliicoccus 0 0 0 0 27 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Staphylococcaceae;g__Jeotgalicoc

cus 
20 101 11 5 14 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Staphylococcaceae;g__S31 6 0 0 0 26 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Staphylococcaceae;g__Salinicocc

us 
62 8 14 10 131 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Staphylococcaceae;g__Staphyloco

ccus 
252 835 611 34 206 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Thermoactinomycetaceae;g__Nov

ibacillus 
0 0 0 2 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Bacillales;f__Thermoactinomycetaceae;g__unc

ultured 
0 0 5 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Aerococcaceae;g__Abiotrop

hia 
0 0 0 0 2 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Aerococcaceae;g__Aerococc

us 
0 699 27 16 38 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Aerococcaceae;g__Eremoco

ccus 
9 0 10 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Aerococcaceae;g__Facklami

a 
7 1832 55 0 22 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Aerococcaceae;g__Ignavigra

num 
6 44 2 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Carnobacteriaceae;g__Alkali

bacterium 
34 12 16 6 71 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Carnobacteriaceae;g__Atopo

coccus 
0 0 0 0 8 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Carnobacteriaceae;g__Atopo

stipes 
2 30 3 0 9 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Carnobacteriaceae;g__Dese

mzia 
20 0 0 0 656 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Carnobacteriaceae;g__Dolosi

granulum 
0 0 0 0 6 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Carnobacteriaceae;g__Granu

licatella 
5 0 84 0 6 0 
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k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Carnobacteriaceae;g__Marin

ilactibacillus 
6 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Carnobacteriaceae;g__Tricho

coccus 
0 0 10 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Enterococcaceae;g__Enteroc

occus 
8 20 0 23 9 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Lactobacillaceae;g__Lactoba

cillus 
5171 5985 568 7527 2482 13 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Lactobacillaceae;g__Pedioco

ccus 
8 0 3 3 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Leuconostocaceae;g__Leuco

nostoc 
6 3 10 5 10 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Leuconostocaceae;g__Weiss

ella 
7 2 8 0 0 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Streptococcaceae;g__Lactoc

occus 
87 1517 94 683 583 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Streptococcaceae;g__Strepto

coccus 
249 435 1757 126 217 0 

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;__;__ 12 0 32 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Christensenellaceae;g__Cata

bacter 
5 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Christensenellaceae;g__Chri

stensenellaceae R-7 group 
9 0 4 3 6 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Christensenellaceae;g__unc

ultured 
6 3 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiaceae 

1;g__Candidatus Arthromitus 
0 5 0 2 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiaceae 

1;g__Clostridium sensu stricto 1 
55 54 276 274 32 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiaceae 

1;g__Clostridium sensu stricto 12 
0 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiaceae 

1;g__Proteiniclasticum 
0 0 0 0 5 0 
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k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiaceae 

4;g__Caminicella 
0 0 6 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiales vadinBB60 

group;g__uncultured Clostridia bacterium 
0 24 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiales vadinBB60 

group;g__uncultured Clostridiales bacterium 
0 56 0 22 9 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiales vadinBB60 

group;g__uncultured bacterium 
18 306 26 102 78 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiales vadinBB60 

group;__ 
3 20 5 29 11 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Defluviitaleaceae;g__Defluv

iitaleaceae UCG-011 
0 15 0 0 5 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Family XI;g__Anaerococcus 2 3 32 0 4 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Family XI;g__Ezakiella 0 0 10 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Family XI;g__Finegoldia 0 0 8 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Family XI;g__Peptoniphilus 0 0 2 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Family 

XI;g__Tepidimicrobium 
7 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Family XIII;g__Family XIII 

AD3011 group 
3 3 0 6 5 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Family 

XIII;g__[Eubacterium] brachy group 
0 0 13 7 9 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Family XIII;__ 0 0 0 0 16 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Butyriv

ibrio 2 
5 0 0 2 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Coproc

occus 1 
0 0 3 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Dorea 8 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Epulop

iscium 
3 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Hungat

ella 
0 14 0 0 22 0 
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k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Lachno

anaerobaculum 
0 0 3 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Lachno

clostridium 
0 5 0 5 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Lachno

spiraceae NK4A136 group 
91 436 107 437 149 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Lachno

spiraceae XPB1014 group 
0 0 6 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Tyzzer

ella 
0 0 0 22 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__[Bacter

oides] pectinophilus group 
0 4 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__[Eubac

terium] hallii group 
0 0 0 0 4 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__[Eubac

terium] ruminantium group 
0 0 6 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__[Eubac

terium] xylanophilum group 
16 65 8 54 51 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__[Rumin

ococcus] torques group 
7 94 4 8 258 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;__ 117 527 32 258 395 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Peptococcaceae;g__uncultur

ed 
2 84 16 71 24 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Peptostreptococcaceae;g__P

aeniclostridium 
6 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Peptostreptococcaceae;g__P

eptoclostridium 
6 2 0 0 16 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Peptostreptococcaceae;g__P

eptostreptococcus 
3 0 4 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Peptostreptococcaceae;g__P

roteocatella 
0 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Peptostreptococcaceae;g__R

omboutsia 
7 207 61 68 271 0 
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k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Anaer

otruncus 
0 0 0 0 3 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Butyr

icicoccus 
6 0 0 0 8 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Candi

datus Soleaferrea 
4 0 0 4 6 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Faeca

libacterium 
0 0 10 0 8 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Fourn

ierella 
6 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__GCA-

900066225 
0 5 3 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Intesti

nimonas 
0 75 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Oscill

ibacter 
32 99 9 36 18 7 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Papill

ibacter 
0 11 5 34 18 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

niclostridium 
0 15 0 0 18 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

niclostridium 1 
0 33 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

niclostridium 5 
18 304 6 76 34 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

niclostridium 6 
0 55 3 5 9 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

niclostridium 9 
15 185 0 96 16 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

nococcaceae NK4A214 group 
6 22 3 17 25 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

nococcaceae UCG-002 
5 0 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

nococcaceae UCG-004 
11 19 88 6 0 0 
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k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

nococcaceae UCG-005 
7 19 2 0 10 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

nococcaceae UCG-007 
0 0 0 15 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

nococcaceae UCG-009 
0 18 3 11 0 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

nococcaceae UCG-010 
32 286 42 112 136 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

nococcaceae UCG-013 
56 193 27 179 85 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

nococcaceae UCG-014 
308 2555 557 1361 2029 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

nococcus 1 
6 114 9 75 51 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Rumi

nococcus 2 
0 0 0 0 7 4 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__[Euba

cterium] coprostanoligenes group 
29 246 51 80 217 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__uncult

ured 
39 607 2 156 44 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;__ 413 1102 156 812 863 0 

k__Bacteria;p__Firmicutes;c__Clostridia;o__DTU014;f__uncultured 

bacterium;g__uncultured bacterium 
0 0 0 0 11 0 

k__Bacteria;p__Firmicutes;c__Erysipelotrichia;o__Erysipelotrichales;f__Erysipelotrichac

eae;g__Candidatus Stoquefichus 
11 0 0 21 50 0 

k__Bacteria;p__Firmicutes;c__Erysipelotrichia;o__Erysipelotrichales;f__Erysipelotrichac

eae;g__Dubosiella 
0 0 414 165 0 0 

k__Bacteria;p__Firmicutes;c__Erysipelotrichia;o__Erysipelotrichales;f__Erysipelotrichac

eae;g__Erysipelatoclostridium 
13 74 0 45 49 0 

k__Bacteria;p__Firmicutes;c__Erysipelotrichia;o__Erysipelotrichales;f__Erysipelotrichac

eae;g__Erysipelotrichaceae UCG-002 
0 0 4 0 0 0 

k__Bacteria;p__Firmicutes;c__Erysipelotrichia;o__Erysipelotrichales;f__Erysipelotrichac

eae;g__Faecalibaculum 
0 6 0 0 4 0 
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k__Bacteria;p__Firmicutes;c__Erysipelotrichia;o__Erysipelotrichales;f__Erysipelotrichac

eae;g__Faecalitalea 
0 0 0 0 6 0 

k__Bacteria;p__Firmicutes;c__Erysipelotrichia;o__Erysipelotrichales;f__Erysipelotrichac

eae;g__Solobacterium 
0 0 9 0 0 0 

k__Bacteria;p__Firmicutes;c__Erysipelotrichia;o__Erysipelotrichales;f__Erysipelotrichac

eae;g__Turicibacter 
0 681 465 1094 1841 0 

k__Bacteria;p__Firmicutes;c__Erysipelotrichia;o__Erysipelotrichales;f__Erysipelotrichac

eae;g__[Clostridium] innocuum group 
0 2 0 0 0 0 

k__Bacteria;p__Firmicutes;c__Erysipelotrichia;o__Erysipelotrichales;f__Erysipelotrichac

eae;g__uncultured 
24 31 4 27 55 0 

k__Bacteria;p__Firmicutes;c__Erysipelotrichia;o__Erysipelotrichales;f__Erysipelotrichac

eae;__ 
47 76 0 412 252 0 

k__Bacteria;p__Firmicutes;c__Negativicutes;o__Selenomonadales;f__Veillonellaceae;g__

Dialister 
0 0 13 0 0 0 

k__Bacteria;p__Firmicutes;c__Negativicutes;o__Selenomonadales;f__Veillonellaceae;g__

Megasphaera 
3 0 21 0 0 0 

k__Bacteria;p__Firmicutes;c__Negativicutes;o__Selenomonadales;f__Veillonellaceae;g__

Quinella 
262 330 9 488 96 0 

k__Bacteria;p__Firmicutes;c__Negativicutes;o__Selenomonadales;f__Veillonellaceae;g__

Selenomonas 3 
0 0 7 0 0 0 

k__Bacteria;p__Firmicutes;c__Negativicutes;o__Selenomonadales;f__Veillonellaceae;g__

Selenomonas 4 
0 0 4 0 0 0 

k__Bacteria;p__Firmicutes;c__Negativicutes;o__Selenomonadales;f__Veillonellaceae;g__

Veillonella 
50 50 699 64 46 0 

k__Bacteria;p__Firmicutes;c__Negativicutes;o__Selenomonadales;f__Veillonellaceae;g__

uncultured 
0 0 7 0 0 0 

k__Bacteria;p__Fusobacteria;c__Fusobacteriia;o__Fusobacteriales;f__Fusobacteriaceae;g

__Fusobacterium 
5 0 0 9 0 7 

k__Bacteria;p__Fusobacteria;c__Fusobacteriia;o__Fusobacteriales;f__Leptotrichiaceae;g_

_Leptotrichia 
0 0 41 0 11 0 

k__Bacteria;p__Fusobacteria;c__Fusobacteriia;o__Fusobacteriales;f__Leptotrichiaceae;g_

_Streptobacillus 
7 0 0 0 0 0 

k__Bacteria;p__Gemmatimonadetes;c__Gemmatimonadetes;o__Gemmatimonadales;f__G

emmatimonadaceae;__ 
0 0 0 0 6 0 
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k__Bacteria;p__Kiritimatiellaeota;c__Kiritimatiellae;o__WCHB1-41;f__uncultured 

bacterium;g__uncultured bacterium 
0 0 2 0 0 0 

k__Bacteria;p__Nitrospirae;c__Nitrospira;o__Nitrospirales;f__Nitrospiraceae;g__Nitrospi

ra 
0 0 6 0 3 0 

k__Bacteria;p__Patescibacteria;c__Saccharimonadia;o__Saccharimonadales;f__Saccharim

onadaceae;g__Candidatus Saccharimonas 
1620 10369 933 2371 2347 0 

k__Bacteria;p__Patescibacteria;c__Saccharimonadia;o__Saccharimonadales;f__Saccharim

onadaceae;g__uncultured Candidatus Saccharibacteria bacterium 
0 0 3 0 0 0 

k__Bacteria;p__Patescibacteria;c__Saccharimonadia;o__Saccharimonadales;f__Saccharim

onadaceae;g__uncultured bacterium 
0 0 0 6 18 0 

k__Bacteria;p__Patescibacteria;c__Saccharimonadia;o__Saccharimonadales;f__Saccharim

onadaceae;__ 
5 2 3 0 7 0 

k__Bacteria;p__Patescibacteria;c__Saccharimonadia;o__Saccharimonadales;__;__ 0 2 0 2 0 0 

k__Bacteria;p__Planctomycetes;c__Phycisphaerae;o__Phycisphaerales;f__Phycisphaerace

ae;g__SM1A02 
59 0 37 14 46 0 

k__Bacteria;p__Planctomycetes;c__Planctomycetacia;o__Gemmatales;f__Gemmataceae;g

__Gemmata 
29 3 36 37 69 0 

k__Bacteria;p__Planctomycetes;c__Planctomycetacia;o__Gemmatales;f__Gemmataceae;g

__uncultured 
0 7 8 0 6 0 

k__Bacteria;p__Planctomycetes;c__Planctomycetacia;o__Planctomycetales;f__uncultured

;g__uncultured bacterium 
4 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Acetobacterales;f__Acetobacte

raceae;g__Gluconobacter 
3 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Acetobacterales;f__Acetobacte

raceae;g__uncultured 
0 0 5 0 8 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Caulobacterales;f__Caulobacte

raceae;g__Brevundimonas 
128 40 29 50 85 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Caulobacterales;f__Caulobacte

raceae;g__Caulobacter 
126 36 90 59 153 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Caulobacterales;f__Hyphomon

adaceae;g__Hyphomonas 
0 0 0 0 4 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Dongiales;f__Dongiaceae;g__

Dongia 
7 0 0 0 0 0 
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k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Elsterales;f__Elsteraceae;g__E

lstera 
0 2 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Elsterales;f__Elsteraceae;g__u

ncultured 
26 12 21 7 19 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Holosporales;f__Holosporacea

e;g__uncultured 
318 147 272 96 239 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Paracaedibacterales;f__Paraca

edibacteraceae;g__uncultured 
0 0 0 0 13 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Reyranellales;f__Reyranellace

ae;g__Reyranella 
15 0 13 5 22 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Beijerinckiace

ae;g__Bosea 
6 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Beijerinckiace

ae;g__Methylobacterium 
712 289 339 489 834 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Beijerinckiace

ae;g__Methylocystis 
0 0 10 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Beijerinckiace

ae;g__Microvirga 
4 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Beijerinckiace

ae;g__alphaI cluster 
0 6 7 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Devosiaceae;g

__Devosia 
3 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Hyphomicrobi

aceae;g__Pedomicrobium 
0 0 0 0 6 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Kaistiaceae;g_

_Kaistia 
109 11 66 30 60 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Labraceae;g__

Labrys 
7 5 0 4 10 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Rhizobiaceae;g

__Allorhizobium-Neorhizobium-Pararhizobium-Rhizobium 
18 14 15 0 14 14 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Rhizobiaceae;g

__Aminobacter 
0 5 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Rhizobiaceae;g

__Mesorhizobium 
8 13 17 13 30 0 
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k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Rhizobiaceae;g

__Ochrobactrum 
43 0 28 0 13 11 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Rhizobiaceae;g

__Paenochrobactrum 
0 12 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Rhizobiaceae;g

__uncultured 
0 0 0 2 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Rhizobiales 

Incertae Sedis;g__Nordella 
0 0 0 0 2 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Rhizobiales 

Incertae Sedis;g__uncultured 
0 0 0 5 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Xanthobactera

ceae;g__Bradyrhizobium 
82 39 195 91 80 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Xanthobactera

ceae;g__Xanthobacter 
11 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Xanthobactera

ceae;g__uncultured 
0 0 0 0 7 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales;f__Rhodobac

teraceae;g__Amaricoccus 
0 0 8 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales;f__Rhodobac

teraceae;g__Palleronia 
0 0 0 0 7 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales;f__Rhodobac

teraceae;g__Paracoccus 
532 117 274 11 20 4 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales;f__Rhodobac

teraceae;g__Rubellimicrobium 
0 0 0 0 10 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales;f__Rhodobac

teraceae;g__uncultured 
0 0 0 0 5 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales;f__Rhodobac

teraceae;__ 
0 0 0 0 5 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodospirillales;f__Rhodopiril

laceae;g__Defluviicoccus 
29 0 0 0 12 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodospirillales;f__Rhodospir

illaceae;g__Candidatus Riegeria 
0 0 6 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodospirillales;f__uncultured

;g__gut metagenome 
7 28 0 0 0 0 
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k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodospirillales;f__uncultured

;g__uncultured bacterium 
12 89 7 150 15 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodospirillales;f__uncultured

;__ 
0 0 0 0 64 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rickettsiales;f__Mitochondria;

g__uncultured alpha proteobacterium 
0 9 0 11 6 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rickettsiales;f__Mitochondria;

__ 
17 10 16 19 12 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rickettsiales;f__uncultured;g_

_uncultured alpha proteobacterium 
0 0 0 67 18 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rickettsiales;f__uncultured;g_

_uncultured bacterium 
3 10 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rickettsiales;f__uncultured;__ 13 26 17 26 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Sneathiellales;f__Sneathiellace

ae;g__Taonella 
67 7 79 42 82 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Sphingomonadales;f__Sphing

omonadaceae;g__Blastomonas 
26 10 0 0 33 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Sphingomonadales;f__Sphing

omonadaceae;g__Novosphingobium 
30170 8210 20920 9750 33073 2 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Sphingomonadales;f__Sphing

omonadaceae;g__Sphingobium 
82 44 135 57 98 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Sphingomonadales;f__Sphing

omonadaceae;g__Sphingomonas 
349 54 145 69 289 8 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Sphingomonadales;f__Sphing

omonadaceae;__ 
0 0 4 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Tistrellales;f__Geminicoccace

ae;g__Geminicoccus 
8 0 13 0 0 0 

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__uncultured;__;__ 14 0 16 0 13 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Bdellovibrionales;f__Bacteriov

oracaceae;g__Peredibacter 
0 0 0 0 3 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Bdellovibrionales;f__Bdellovib

rionaceae;g__OM27 clade 
3 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfarculales;f__Desulfarcul

aceae;g__uncultured 
10 0 0 0 0 0 
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k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfobacterales;f__Desulfob

ulbaceae;g__Desulfobulbus 
0 0 0 0 5 3 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfobacterales;f__Desulfob

ulbaceae;g__Desulfofustis 
0 0 0 0 3 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfovibrionales;f__Desulfo

vibrionaceae;g__Bilophila 
0 6 6 6 0 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfovibrionales;f__Desulfo

vibrionaceae;g__Desulfovibrio 
0 238 40 96 61 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfovibrionales;f__Desulfo

vibrionaceae;g__Lawsonia 
0 0 10 61 315 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfovibrionales;f__Desulfo

vibrionaceae;g__uncultured 
0 123 0 102 11 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfuromonadales;f__Geoba

cteraceae;g__Geobacter 
0 0 0 0 8 9 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__MBNT15;f__delta 

proteobacterium WX152;g__delta proteobacterium WX152 
0 0 7 0 0 0 

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Myxococcales;f__Blfdi19;__ 0 2 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Aeromonadales;f__Aeromon

adaceae;g__Aeromonas 
49 0 36 4 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Aeromonadales;f__Aeromon

adaceae;g__Oceanimonas 
0 184 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Alteromonadales;f__Alterom

onadaceae;g__Rheinheimera 
6 0 0 0 0 2 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Alteromonadales;f__Alterom

onadaceae;__ 
3 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Alteromonadales;f__Idiomar

inaceae;g__Aliidiomarina 
0 22 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Alteromonadales;f__Idiomar

inaceae;g__Idiomarina 
0 12 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Alteromonadales;f__Marino

bacteraceae;g__Marinobacter 
5 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Alteromonadales;f__Shewan

ellaceae;g__Shewanella 
0 0 0 0 4 0 
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k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__AAP99 
0 2 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Achromobacter 
77 17 16 12 34 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Aquabacterium 
14 0 22 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Burkholderia-Caballeronia-Paraburkholderia 
117 33 77 34 87 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Candidatus Tremblaya 
0 0 0 0 5 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Comamonas 
0 0 0 0 10 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Cupriavidus 
0 0 0 5 8 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Delftia 
58 10 17 10 51 43 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Duganella 
0 0 0 0 7 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Herbaspirillum 
52 0 14 0 19 26 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Janthinobacterium 
23 0 0 0 25 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Lautropia 
0 0 4 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Massilia 
0 0 9 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Oligella 
4 810 28 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Paenalcaligenes 
0 125 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Parasutterella 
0 202 68 156 31 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Pelistega 
0 0 0 0 5 0 
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k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Pelomonas 
44 0 0 11 27 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Pseudacidovorax 
0 0 6 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Pusillimonas 
0 16 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__Ralstonia 
0 0 0 0 0 3 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;g__uncultured 
0 7 0 11 6 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Bur

kholderiaceae;__ 
17 11 0 0 31 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Hy

drogenophilaceae;g__Tepidiphilus 
25 0 12 0 0 9 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Me

thylophilaceae;g__Methylophilus 
0 0 0 3 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Me

thylophilaceae;__ 
7 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Nei

sseriaceae;g__Eikenella 
0 7 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Nei

sseriaceae;g__Neisseria 
16 9 149 6 9 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Nei

sseriaceae;g__uncultured 
0 0 7 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Nit

rosomonadaceae;g__DSSD61 
28 5 21 11 8 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__Rh

odocyclaceae;g__Thauera 
0 0 0 0 4 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Betaproteobacteriales;f__TR

A3-20;__ 
0 5 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Cardiobacteriales;f__Cardio

bacteriaceae;g__uncultured 
0 0 0 0 5 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Cellvibrionales;f__Cellvibrio

naceae;g__Cellvibrio 
0 0 0 7 0 0 
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k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Cellvibrionales;f__Cellvibrio

naceae;g__uncultured 
0 0 0 0 3 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Diplorickettsiales;f__Diplori

ckettsiaceae;g__Rickettsiella 
0 10 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Diplorickettsiales;f__Diplori

ckettsiaceae;g__uncultured 
0 0 15 0 6 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__EPR3968-O8a-Bc78;__;__ 0 0 0 0 7 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales;f__Enterob

acteriaceae;g__Enterobacter 
28 15 0 2 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales;f__Enterob

acteriaceae;g__Escherichia-Shigella 
44 12 18 12 34 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales;f__Enterob

acteriaceae;g__Klebsiella 
25 0 0 6 11 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales;f__Enterob

acteriaceae;g__Pantoea 
8 0 0 0 13 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales;f__Enterob

acteriaceae;g__Pectobacterium 
0 0 7 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales;f__Enterob

acteriaceae;g__Proteus 
5 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales;f__Enterob

acteriaceae;g__Serratia 
7 0 3 0 5 5 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales;f__Enterob

acteriaceae;__ 
108 0 41 218 52 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Gammaproteobacteria 

Incertae Sedis;f__Unknown Family;g__Acidibacter 
53 11 31 15 46 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Legionellales;f__Legionellac

eae;g__Legionella 
0 0 0 0 13 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Oceanospirillales;f__Halomo

nadaceae;g__Chromohalobacter 
0 0 0 3 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Oceanospirillales;f__Halomo

nadaceae;g__Halomonas 
14 3188 14 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Oceanospirillales;f__Pseudo

hongiellaceae;g__Pseudohongiella 
0 0 0 0 7 0 
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k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Orbales;f__Orbaceae;g__Gil

liamella 
0 2 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pasteurellales;f__Pasteurella

ceae;g__Aggregatibacter 
0 0 43 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pasteurellales;f__Pasteurella

ceae;g__Haemophilus 
5 0 92 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pasteurellales;f__Pasteurella

ceae;g__Rodentibacter 
0 34 9 7 20 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pseudomonadales;f__Morax

ellaceae;g__Acinetobacter 
176 46 250 34 200 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pseudomonadales;f__Morax

ellaceae;g__Enhydrobacter 
16 0 19 0 11 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pseudomonadales;f__Morax

ellaceae;g__Psychrobacter 
28 10789 535 57 194 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pseudomonadales;f__Morax

ellaceae;__ 
0 0 7 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pseudomonadales;f__Pseudo

monadaceae;g__Pseudomonas 
307 627 15 75 393 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Salinisphaerales;f__Solimon

adaceae;g__Hydrocarboniphaga 
18 0 14 0 37 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Vibrionales;f__Vibrionaceae

;g__Vibrio 
0 0 17 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Xanthomonadales;f__Rhoda

nobacteraceae;g__Rhodanobacter 
12 0 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Xanthomonadales;f__Rhoda

nobacteraceae;g__uncultured 
6 0 0 0 0 4 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Xanthomonadales;f__Xantho

monadaceae;g__Luteimonas 
0 0 0 0 11 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Xanthomonadales;f__Xantho

monadaceae;g__Lysobacter 
0 44 3 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Xanthomonadales;f__Xantho

monadaceae;g__Pseudoxanthomonas 
0 0 0 0 9 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Xanthomonadales;f__Xantho

monadaceae;g__Stenotrophomonas 
65 0 30 0 17 6 
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k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Xanthomonadales;f__Xantho

monadaceae;g__uncultured 
0 13 0 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__uncultured;f__metagenome;g

__metagenome 
0 0 0 0 4 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__uncultured;__;__ 4 0 4 0 0 0 

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;__;__;__ 0 0 4 0 0 0 

k__Bacteria;p__Spirochaetes;c__Spirochaetia;o__Spirochaetales;f__Spirochaetaceae;g__T

reponema 2 
8 0 10 33 24 0 

k__Bacteria;p__Spirochaetes;c__Spirochaetia;o__Spirochaetales;f__Spirochaetaceae;__ 4 74 5 29 9 0 

k__Bacteria;p__Synergistetes;c__Synergistia;o__Synergistales;f__Synergistaceae;g__JGI-

0000079-D21 
8 0 0 0 0 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Anaeroplasmatales;f__Anaeroplasmataceae

;g__Anaeroplasma 
37 47 11 137 29 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Izimaplasmatales;f__gut 

metagenome;g__gut metagenome 
0 38 0 0 0 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Mollicutes 

RF39;f__metagenome;g__metagenome 
0 0 0 6 0 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Mollicutes RF39;f__uncultured 

bacterium;g__uncultured bacterium 
0 59 0 21 25 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Mollicutes RF39;__;__ 10 26 3 13 33 0 

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Mycoplasmatales;f__Mycoplasmataceae;g

__Mycoplasma 
22 17 10 46 5 0 

k__Bacteria;p__Verrucomicrobia;c__Verrucomicrobiae;o__Opitutales;f__Puniceicoccacea

e;g__uncultured 
0 15 0 14 6 0 

k__Bacteria;p__Verrucomicrobia;c__Verrucomicrobiae;o__Pedosphaerales;f__Pedosphae

raceae;__ 
0 0 0 5 0 0 

k__Bacteria;p__Verrucomicrobia;c__Verrucomicrobiae;o__Verrucomicrobiales;f__Akker

mansiaceae;g__Akkermansia 
0 0 40 1821 14231 5 

k__Bacteria;__;__;__;__;__ 3 5 0 2 10 0 

Unassigned;__;__;__;__;__ 9 5 2 6 13 0 
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