S2 Fig: Impact of Cary-Blair medium on microbiota profiles
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k__Archaea;p__Euryarchaeota;c__Methanobacteria;o__Methanobacteriales;f__Methanobacteriaceae
k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Actinomycetales;f__Actinomycetaceae
k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Actinomycetales;f__Corynebacteriaceae
k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Bifidobacteriales;f__Bifidobacteriaceae
k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Coriobacteriaceae
k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f_Bacteroidaceae
k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Porphyromonadaceae
k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f_Prevotellaceae
k__Bacteria;p__Bacteroidetes;c__ Bacteroidia;o__Bacteroidales;f Rikenellaceae
k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__S24-7
k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__[Barnesiellaceae]
k__Bacteria;p__Bacteroidetes;c_ Bacteroidia;o__Bacteroidales;f_[Odoribacteraceae]
k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__[Paraprevotellaceae]
k__Bacteria;p__Cyanobacteria;c_ 4C0d-2;0_ YS2;f

k__Bacteria;p__Firmicutes;c_ Bacilli;o__Lactobacillales;f__Enterococcaceae
k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Lactobacillaceae
k__Bacteria;p__Firmicutes;c_ Bacilli;o__Lactobacillales;f__Streptococcaceae
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;Other
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Christensenellaceae
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiaceae
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Peptostreptococcaceae
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__ Ruminococcaceae
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Veillonellaceae
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__[Mogibacteriaceae]
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__[Tissierellaceae]
k__Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f__Erysipelotrichaceae
k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o_ RF32;f
k__Bacteria;p__Proteobacteria;c_ Betaproteobacteria;o__Burkholderiales;f__Alcaligenaceae
k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfovibrionales;f__Desulfovibrionaceae
k__Bacteria;p__Proteobacteria;c__Epsilonproteobacteria;o__Campylobacterales;f__Campylobacteraceae
k__Bacteria;p__Proteobacteria;c_ Gammaproteobacteria;o__Enterobacteriales;f_ Enterobacteriaceae
k__Bacteria;p__Verrucomicrobia;c__Verrucomicrobiae;o__Verrucomicrobiales;f__Verrucomicrobiaceae
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PC1 - Percent variation explained 64.27%



