Sample taxonomic profile graphs

Fig. 1A. Comparing the relative abundance of bacteria in stool Fig. 1B. Comparing the relative abundance of bacteria from human
samples isolated from various mouse genotypes at the genus level, skin swabs at the family level, showing the top 10 families identified
showing the top 10 genus identified in the samples. in the samples.
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Sample alpha-diversity graphs

Fig. 2B. Sample alpha-diversity graphs comparing untreated control subjects with

Fig. 2A. Sample alpha-diversity graphs comparing untreated control subjects with
those treated with the drug of interest at different timepoints
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Sample beta-diversity graphs

Fig. 3A. PCoA graph to compare beta-diversity between different
drug treatments against the untreated (control) group
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Fig. 3B. PCoA graph to compare beta-diversity between different
diets in patients grouped by age
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Sample heatmap grouping (Advanced analyses

Fig. 4. Relative abundance of the top 20 OTUs. Samples and OTUs are grouped using hierarchical clustering. Observed OTUs (“Richness”)
plotted below heatmap.

Color Key

-:- Relative Abundance by Treatment Group

4 2 0 2 4
Column Z-Score

i A T T i o L,
L PRI

Bacteroides massiliensis dnLKV3 21
Lachnospiraceae; 23
Lachnospiraceae 18
Lactobacillus 17
Lachnospiraceae NK4A136 group 22
I Enterococcus 20
Peptococcaceae; 15
I Bifidobacterium 25
Lactobacillus 13
I Staphylococcus 19
Streptococcus 24
I Rikenellaceae RC9 gut group 11
Bacteroides massiliensis dnLKV3 4
I Lactobacillus murinus 8
I Muribaculaceae 12
Blautia 16
I I I Escherichia-Shigella 10
I Clostridiales vadinBB60 group 14

I Enterobacteriaceae 9
Ureaplasma 6
|: u Staphylococcus 5

Corynebacterium 17

—|: I I Prevotellaceae UCG-001 2
Prevotellaceae NK3B31 group 3
- I I I I Akkermansia 1




	Sample taxonomic profile graphs 
	Slide Number 2
	Slide Number 3
	Slide Number 4

