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What is the impact of phage therapy on the composition of the gut microbiome? = — §
0.50- \;\
V4 region PCR = s N
amplification b .
barcodes < 0.004 :’ ® \S‘Q.\“:\ ,/‘ """" ‘:—-.“--:\
barcodes 0.504 % B ¢ o \:"s\\ e W 1 ‘; I
HE . B 2 o o = i | aa e :
ﬂ = va . ~0.50- T Treatment
parcoces = D32 D34 ® Phage CT
0.25- 2 N T ® Vehicle
Adding barcodes ® )
and sequencing e ‘ ’
- 0.25- N W :{"“\\.
~0.25- oo e \‘\\ \‘, \\\ \“'.
&:‘:“:’..’ 5 - v o1 PRI Phylum . Actinobacteriota . Bacteroidota . Firmicutes . Proteobacteria . Verrucomicrobiota o I I A I
e " N e S &% ARG a8 B Che SR | 05 00 05 -0.5 0.0 0.5
47 d19 53 Axisd [27.8%]
Siphophage Siphophage Siphophage Myophage Myophage
Figure 3: Relative abundance and diversity of microbiota profiles over treatment course
llumina MiSeq A. The top five most prevalent phyla in microbial communities profiled from mouse fecal samples stratified by date of collection and
Primary phage course Secondary phage course Analysis of treatment received for mice treated with two courses of phage or vehicle injections. Samples with missing data are result of inability to
B or vehicle or vehicle sequencing data collect fecal pellet at time of sampling or read depth not exceeding the standard set of >700 reads per sample. Phyla not displayed
constitute proportions of <1% of total phyla in sample. Microbial composition notably does not change consistently over period of
r Z I I r I I I treatment with phage therapy compared to treatment with vehicle control, suggesting microbial profile is not significantly impacted b
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B. Beta diversity graphed using Bray-Curtis statistics to quantify compositional dissimilarity between treatments. Each point represents
a mouse microbial community sampled on the given timepoint. Different treatment groups were housed in different cages. Mice
|—|—|—|—|—|—|—| receiving treatment as part of the two-course treatment model were pooled with mice receiving a single course of treatment for a total
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Mouse fecal pellets were obtained from four cages each housing five « Explore different routes of administration such as intravenous injection, subdermal, and inhalation
Figure 1: Murine model to assess phage cocktail administration on gut microbiota mice for n=5 biological replicates per treatment group per duration of « Collect metatranscriptomic data from microbial communities before, during, and after phage therapy administration
A. Five phage from two different families (Siphoviridae and Myoviridae) were chosen for the treatment. Stool was stored according to individual sample in a 96-
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