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Top 10 Sequences

] k__Bacteria,p__Firmicutes,c__Bacilli,o__Bacillales,f__Staphylococcaceae,g__Staphylococcus,s_ _

] k__Bacteria,p__Actinobacteria,c__Actinobacteria,o__Actinomycetales,f__Corynebacteriaceae,g__Corynebacterium,s_ _
[] k__Bacteria,p__Firmicutes,c__Bacilli,o__Lactobacillales,f__Lactobacillaceae,g__Lactobacillus,s__
[] k__Bacteria,p__Bacteroidetes,c__Bacteroidia,o__Bacteroidales,f__Bacteroidaceae,g__Bacteroides,s
[ k__Bacteria,p__Firmicutes,c__Bacilli,o__Lactobacillales,f__Streptococcaceae,g__Streptococcus,s__
] k__Bacteria,p__Proteobacteria,c__Gammaproteobacteria,o__Pseudomonadales,f__Pseudomonadaceae,g__Pseudomonas,s__
L] k__Bacteria,p__Bacteroidetes,c__Bacteroidia,o__Bacteroidales,f__Rikenellaceae,g__,s_
| k__Bacteria,p__Bacteroidetes,c__Bacteroidia,o__Bacteroidales,f__S24-7,9__,s__

] k__Bacteria,p__Proteobacteria,c__Betaproteobacteria,o__Burkholderiales,f__Comamonadaceae,g__,s
[] k__Bacteria,p__Actinobacteria,c__Actinobacteria,o__Actinomycetales,f__ACK-M1,g__,s__



