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OTU name Phylum Most closest Species Identity p-value E2€ 1 -y (W<
total OTUO0046 Firmicutes Lactobacillus murinus 100 0.0088 LPM
total OTUO008S  Firmicutes Pseudoflavonifractor capillosus 88.34 0.0001 LPM
total OTUO0022 Bacteroidetes Tannerella forsythia 79.06 0.0057 LPM
total OTUOO006 Bacteroidetes Prevotella sp. canine oral taxon 282 86.94 0.0008 LPM
total OTU00285 Bacteroidetes Parabacteroides distasonis 81.33 0.0002 LPM
total OTUOO185 Firmicutes Oscillibacter valericigenes 91.36 2.76E-05 control
total OTUO0024 Firmicutes Lactococcus lactis 99.37 0.0010 control
total OTUOO013 Bacteroidetes Rikenella microfusus 8153 0.0011 control
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