k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Corynebacteriales;f__Corynebacteriaceae;g__Corynebacterium;s__mastitidis_ HMT_328
k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Eggerthellales;f__Eggerthellaceae;g__Paraeggerthella;s__hongkongensis_nov_92.157%
k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f_Bacteroidaceae;g__Bacteroides;s__fragilis
k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prevotellaceae;g__Prevotella;s__melaninogenica_HMT_469
k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Tannerellaceae;g__Parabacteroides;s__goldsteinii
k__Bacteria;p__Bacteroidetes;c__Cytophagia;o__Cytophagales;f__Flammeovirgaceae;g_ Fulvivirga;s__kasyanovii_nov_84.706%
k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus;s__multispecies_spp35_3
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Christensenellaceae;g__Christensenella;s__timonensis
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g_ Blautia;s__faecis_nov_93.873%
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Lachnoclostridium;s__saccharolyticum_nov_95.792%

k__ Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae_[XIVa];g__Lacnoclostridium;s__hathewayi
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Ruminococcaceae_[G-1];s__bacterium_HMT_075
k__Bacteria;p__Fusobacteria;c__Fusobacteriia;o__Fusobacteriales;f__Leptotrichiaceae;g__Leptotrichia;s__buccalis_ HMT_563
k__Bacteria;p__Fusobacteria;c__Fusobacteriia;o__Fusobacteriales;f__Leptotrichiaceae;g__Leptotrichia;s__shahii_HMT_214

k__ Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f _Bradyrhizobiaceae;g_ Bradyrhizobium;s__multispecies_spp143_5
k__Bacteria;p__Proteobacteria;c_ Gammaproteobacteria;o__Enterobacterales;f_Enterobacteriaceae;g_ Klebsiella;s__pneumoniae_HMT_731
k__Bacteria;p__Proteobacteria;c_ Gammaproteobacteria;o__Pasteurellales;f _Pasteurellaceae;g_ Bisgaardia;s__hudsonensis_nov_86.343%
k__Bacteria;p__Proteobacteria;c_ Gammaproteobacteria;o_ Pseudomonadales;f _Pseudomonadaceae;g_ Pseudomonas;s__resinovorans_nov_90.023%
k__Bacteria;p__Proteobacteria;c_ Gammaproteobacteria;o_Xanthomonadales;f_Xanthomonadaceae;g__ Stenotrophomonas;s__chelatiphaga_nov_88.222%



