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Abstract: The gut microbiota has emerged as a key mediator of human physiology, and germ-free
mice have been essential in demonstrating a role for the microbiome in disease. Preclinical models
using conventional mice offer the advantage of working with a mature immune system. However,
optimal protocols for fecal microbiota transplant (FMT) engraftment in conventional mice are yet
to be established. Conventional BALB/c mice were randomized to receive 3-day (3d) or 3-week
(3w) antibiotic (ABX) regimen in their drinking water followed by 1 or 5-daily FMTs from a human
donor. Fecal samples were collected longitudinally and characterized using 16S ribosomal RNA
(rRNA) sequencing. Semi-targeted metabolomic profiling of fecal samples was also done with liquid
chromatography–mass spectrometry (LC-MS). Lastly, we sought to confirm our findings in BKS
mice. Recovery of baseline diversity scores were greatest in the 3d groups, driven by re-emergence
of mouse commensal microbiota, whereas the most resemblance to donor microbiota was seen in
the 3w + 5-FMT group. Amplicon sequence variants (ASVs) that were linked to the input material
(human ASVs) engrafted to a significantly greater extent when compared to mouse ASVs in the
3-week groups but not the 3-day groups. Lastly, comparison of metabolomic profiles revealed
distinct functional profiles by ABX regimen. These results indicate successful model optimization
and emphasize the importance of ABX duration and frequency of FMT dosing; the most stable and
reliable colonization by donor ASVs was seen in the 3wk + 5-FMT group.

Keywords: microbiome; conventional mice; antibiotics; engraftment

1. Introduction

The gastrointestinal tract is composed of a complex microbial community that plays
a critical role in several key host functions [1]. Accumulating evidence has linked the
gut microbiome to changes in host physiology mediated through the immune system;
alterations in microbial equilibrium often referred to as ‘dysbiosis’ has been associated with
a wide range of disease conditions [2–4]. This is particularly relevant in light of several
recent clinical trials showing that modulation of the gut microbiome via fecal microbiota
transplant (FMT) or tailored bacterial consortia can improve treatment responses across
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various diseases ranging from cancer [5–7], recurrent Clostridioides difficile infection [8], to
ulcerative colitis [9]. While the utility of microbial modulation in improving clinical out-
comes in patients continues to be evaluated in clinical trials, its mechanistic underpinnings
are still incompletely understood. Therefore, translational studies in animal models are
necessary to begin to transition from association to causation.

Germ-free mice have long been the cornerstone for translational research in micro-
biome studies and have been used to demonstrate causal relationships by transferring
the donor phenotype following microbiome engraftment [10,11]. They are devoid of any
endogenous microbiota and can be colonized by foreign microbiota derived from fresh or
frozen human or murine stool samples. They offer the advantage of allowing large pro-
portions of the input microbiota to engraft, thereby enabling greater humanization of the
recipient mice [12,13]. Nevertheless, there are several challenges associated with using this
system. As a consequence of not containing any microbiota during development, germ-free
mice have altered metabolic capabilities, an immature gut with a thin mucus layer [14]
and an immune system characterized by atrophic Peyer’s patches, reduced B and T-cell
numbers and reduced numbers of IgA secreting plasma cells [15,16]. Transfer of foreign
microbiota triggers developmental changes in the germ-free recipients which may mask
disease effects. Furthermore, the handling of germ-free mice is logistically challenging and
technique sensitive as these mice are quite susceptible to contamination [17].

Preclinical animal models using conventional, specific pathogen free (SPF) mice offer
the advantage of working with an intact and mature immune system, and a greater context
for studying host–microbiota interactions [18,19]. This model involves preconditioning
the gastrointestinal tracts (gut) of recipient mice with antibiotics (ABX) followed by the
introduction of candidate bacteria. Accordingly, broad-spectrum ABX have been shown
to result in better engraftment compared to single ABX [20], though several other factors
play a role, such as richness of input material [21] and the presence of any residual ABX;
bowel cleansing with polyethylene glycol (PEG) has also yielded inconsistent results [22].
ABX cleanout of conventional mice is particularly complicated by re-emergence of baseline
mouse microbiota [19]. Therefore, optimal protocols for microbial engraftment from foreign
input material such as stool into conventional mice are yet to be established.

Herein we compare and contrast the impact of different antibiotic regimens, and
frequency of fecal microbiota transplant (FMT) dosing on engraftment of bacteria in con-
ventional mice and assess its durability over time. We evaluated the engraftment kinetics
of microbiota that were linked to the input material and those that were unique to the
recipient mice at baseline. We also investigated functional changes using semi-targeted
metabolomics.

2. Materials and Methods
2.1. Experimental Model

Animal experiments were carried out in replicate with conventional specific pathogen
free (SPF), female BALB/c mice at 6 weeks of age, purchased from Envigo and housed
at AstraZeneca in Techniplast Bioexclusion cages (air-tight, positive pressure, cage-level
hepa filter). Two independent donors were randomly chosen for each experiment. All
procedures were approved by and performed in accordance to The Institutional Animal
Care and Use Committee at AstraZeneca (AZ).

Mice were randomly assigned into 6 groups with 5 mice per group (Figure 1). Groups
(G) 1–3 received our 3-day (3d) ABX regimen, wherein G1 received no FMT, G2 received 1
fecal FMT dose (3d + 1-FMT), and G3 5 FMT doses (3d + 5-FMT). G 4–6 received our 3-week
ABX regimen (3wk), wherein G4 received no FMT, G5 received 1 FMT dose (3wk + 1-FMT),
and G6 received 5 FMT (3-wk + 5-FMT) doses.

Antibiotic Regimen

The 3-day ABX regimen [23] was a cocktail consisting of 0.2 mg/mL neomycin sulfate,
0.1 mg/mL vancomycin and 1g aspartame in sterile water administered ad libitum within
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a bioexclusion cage water bottle. The antibiotic cocktail was administered for 3 sequential
days, immediately followed by 12 h of 10% PEG in sterile water to flush antibiotic cocktail
from gut.
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Figure 1. Experimental schema for primary experiment in Balb/c mice. Classification and sampling scheme for mice
(n = 5/group) receiving either the (A) 3-day or (B) 3-week antibiotic regimen. Representative data from two experi-
ments shown.

The 3-week ABX regimen [18] consisted of specific antibiotic cocktails administered
ad libitum in bioexclusion cage water bottles in a cycled manner, with each cycle consisting
of 5 sequential days of an antibiotic cocktail followed by a 2 day water wash-out.

Cycle 1 is the non-absorbable antibiotic cocktail, each at 1 mg/mL consisting of
ertapenem sodium (Invanz®; Merck and Co., Inc., Kenilworth, NJ, USA), neomycin sul-
fate (MilliporeSigma, Burlington, VT, USA), and vancomycin hydrochloride (BioVision
Incorporated, Milpitas, CA, USA).

Cycle 2 is the absorbable antibiotic cocktail, each at 1 mg/mL, consisting of ampicillin,
cefoperazone sodium salt, and clindamycin hydrochloride (MilliporeSigma).

Cycle 3 is the non-absorbable antibiotic cocktail, each at 1 mg/mL, consisting of
ertapenem sodium (Invanz®; Merck and Co., Inc.), neomycin sulfate (MilliporeSigma), and
vancomycin hydrochloride (BioVision Incorporated).

All antibiotic cocktails were prepared on the first day of the cycle in sterile DNase/RNase-
free molecular grade water.
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2.2. FMT Preparation and Gavage

Donors were randomly chosen from an internal repository of stool samples at AZ.
Aliquoted human stool samples stored at −80 ◦C were thawed on wet ice. Fecal suspen-
sions were prepared at 10 mg/mL in sterile 1X phosphate-buffered saline (PBS), homoge-
nized for 2 cycles at 30 Hz for 60 s a cycle with the Lysis Matrix A tubes (MP Biomedicals,
Irvine, CA, USA), then filtered 2X with a 100 µm followed by a 40 µm cell strainer to
remove any unhomogenized particulates. A total of 0.2 mL of FMT preparations were
administered to mice by oral gavage immediately after preparation [11] under aseptic
conditions using a laminar flow hood.

2.3. DNA Extraction

DNA extraction of 10–50 mg of fecal sample was performed using the QIAamp 96
PowerFecal QIAcube HT Kit (Qiagen, Hilden, Germany) according to the manufacturer’s
instructions. Briefly, fecal samples were added to Power Bead tubes (Garnet, 0.7 mm,
Qiagen) containing 800 µL prewarmed Buffer PW1 and homogenized by mechanical
disruption in a TissueLyser II for 10 min at 30 Hz. Samples were subsequently centrifuged
at 6000 RPM for 5 min and 400 µL of supernatant was transferred into a deep 96-well block.
Then, 150 µL of buffer C3 was added and mixed thoroughly by pipetting. Samples were
incubated overnight at 4 ◦C followed by centrifugation at 3500 RPM for 10 min. In total,
300 µL of this supernatant was transferred to an S block containing 20 µL of proteinase K
followed by a 10-min incubation at room temperature. The subsequent steps were carried
out on the QIAcube HT running the QIAamp 96 PowerFecal protocol. DNA was eluted in
a final volume of 100 µL.

2.4. 16S rRNA Sequencing
2.4.1. Amplicon PCR and Library Preparation

The Amplicon polymerase chain reaction (PCR) and library preparation was carried
out essentially as described before [24]. Briefly, V4 16S rRNA gene amplicons were con-
structed using dual-index primers and AccuPrime Taq DNA Polymerase, High Fidelity
(Invitrogen, Waltham, MA, USA). Amplicon clean up and normalization was performed
using the SequalPrep Normalization Kit (Invitrogen). Amplicons were pooled and the final
library concentration was determined by quantitative PCR using the NEBNext Library
Quant Kit (New England Biolabs, Ipswich, MA, USA).

2.4.2. Sequencing

Libraries were mixed with PhiX Control v3 (Illumina, San Diego, CA, USA) and
denatured using fresh NaOH. Pooled libraries were sequenced on an Illumina MiSeq®

instrument using a 2 × 250 base-pair (bp) MiSeq® Reagent Kit v2.

2.4.3. Analysis

After appropriate read merging and quality filtering, denoising of V4 amplicons into
amplicon sequence variants (ASVs) was done with DADA2 [25]. Phylogenetic classification
of ASVs and calculation of level abundances was done by mapping to SILVA v132 [26].
Quality plots of Phred scores and error plots were well within acceptable limits (Figures
S1–S3). In order to track ‘origin’, ASVs were classified as (1) human: if they were identified
only in the input FMT material, (2) mouse: if they were identified in any mouse from a
group at baseline and (3) both: if they were common to both (1) and (2) above. Lastly,
estimation of alpha (Inverse Simpson) and beta diversity (Weighted and Unweighted
UniFrac; [27]) was done using QIIME (Quantitative Insights into Microbial Ecology) [28].

2.5. Metabolomics

Analysis of short-chain fatty acids (SCFAs) in fecal samples was performed based
on a method developed by Borchers and coworkers [29]. This method was previously
modified for semitargeted analysis by liquid chromatography–mass spectrometry (LC-
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MS) and described in detail [30]. Metabolite extraction of fecal samples was performed
with 50:50 acetonitrile:water at a ratio of 10 µL extraction solvent:1 mg fecal sample.
Samples were manually homogenized, mixed at 2000 revolutions per minute (RPM) for
20 min at 4 ◦C, and centrifuged for 15 min at 18,000× g and 4 ◦C. Metabolite extracts
(25 µL) were derivatized with 3-nitrophenylhydrazine (3-NPH). Extracts were mixed
with 10 µL of 200 mM 3-NPH·HCl in 50:50 acetonitrile:water (ACN:H2O) solution and
10 µL of 120 mM N-(3-Dimethylaminopropyl)-N′-ethylcarbodiimide·HCl (EDC) in 50:44:6
ACN:H2O:pyridine solution. Derivatization was performed at 40 ◦C with 800 RPM mixing
for 30 min. Derivatization was quenched by addition of 960 µL of 50:50 ACN:H2O at 4 ◦C.

Relative quantitation of SCFAs was performed by LC-MS on an Agilent 1290 Infinity II
LC coupled to a 6560 Q-TOF operated in negative ionization mode as previously described
in detail [30]. Briefly, chromatography was performed with a Waters Acquity UPLC BEH
C18 column (1.7 µm, 2.1 mm × 100 mm). Mobile phases A and B were composed of 0.01%
formic acid in H20 and 0.01% formic acid in ACN, respectively.

Feature extraction, retention time alignment, and relative quantitation of SCFAs was
performed using MS-DIAL version 4.60 [31]. Identities of SCFAs were verified by m/z and
retention time matching using pure 3-NPH-derivatized SCFA standards. SCFA abundances
were normalized in MS-DIAL to the total ion chromatogram (TIC) in order to account for
any differences in metabolite content of fecal samples from different groups. Normalized
abundances are reported in Table S1. Donor values from 3 replicates were averaged.

2.6. Statistical Analysis

Comparison of alpha diversity scores between groups was performed using the
Kruskal–Wallis test. Ordination of beta-diversity distances were examined using princi-
pal coordinate analysis (PCoA) and centroids were compared by Analysis of Similarity
(ANOSIM) [32]. In tracking engraftment kinetics, human and mouse derived ASV abun-
dances at timepoints T3–T5 were compared using the one-sided paired Wilcoxon signed
rank test with the alternative hypothesis that human-derived ASVs will occupy more of the
microbial niche compared to mouse ASVs after FMT. Lastly, principal component analysis
(PCA) was used to compare the metabolic potential of G3 versus G6 mice. All statistical
analyses and visualizations (using the ggplot2 package [33]) were done in R [34].

3. Results

All mice were randomized to receive 3-day (3d) or 3-week (3w) ABX followed by 0, 1
or 5 doses of FMT. Fecal samples were collected longitudinally at prespecified timepoints
(T) and characterized using 16S rRNA sequencing (Figure 1, also see Section 2).

3.1. Longitudinal Changes in Alpha and Beta-Diversity Are Appreciable in All Groups

Overall, there was a significant decline in diversity scores (both alpha diversity,
Figure 2A, and richness, Figure S4A) after treatment with antibiotics, (T1–T2), with a
steady increase thereafter (T2–T5) in all groups. Global differences between groups in
both richness and alpha-diversity were best appreciated in the weeks following FMT
dosing (T3–T5). Mice in the 3d ABX groups (G1–G3) recovered most of their baseline
diversity scores over time, even beyond the level of the input FMT material (Figure 2A
and Figure S4A). Conversely, diversity of the microbiome in mice in the 3w ABX groups
(G4–G6) remained below baseline for the remainder of the experiment.

On tracking compositional differences over time using unweighted UniFrac distances,
we found notable shifts in sample clusters longitudinally. Expectedly, the most profound
effect was seen after antibiotic treatment. The microbiomes of mice in G1 and G2 almost
completely reverted back to their baseline state, with one FMT dose in G2 proving unable
to find a niche within the endogenous microbiota (Figure 2B and Figure S4B,C). Mice in G4
received no FMT after 3 w-ABX and showed least resemblance to the donor or to their own
baseline state (Figure S4D). Importantly, the greatest resemblance to the donor was seen in
mice receiving five doses of the FMT (G3 and G6), and more so in G6 (Figure 2B–D).
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3.2. Greater Engraftment Seen in Mice Receiving 3wABX Compared to Those Receiving 3d ABX

In order to track kinetics of engraftment, ASVs within a group were classified as
‘human’ ASVs if they were linked to the input FMT material, and ‘mouse’ ASVs if they
were only identified in any one of the recipient mice at baseline. ASVs that were shared
between the input human material and the baseline mouse microbiome were also included
in the human ASVs based on the assumption that foreign bacteria may thrive in the
presence of similar species in the recipient [35].

Among the groups that received five doses of FMT, more robust engraftment of ASVs
uniquely identified in the input FMT material was seen in G6 compared to G3 (n = 73 ASVs
in G6 versus n = 28 in G3). In both G3 and G6 mice, the greatest density of engraftment
was seen at T3 (1-week post-FMT), with a successive decline thereafter (Figure 3A,B). In
order to track longitudinal changes in ASV abundances by origin we compared mouse
ASVs to human ASVs (Figure 3C,D and Figure S5), including those that were uniquely
derived from the input material (Figure S6). Re-emergence of mouse ASVs after FMT
(T2–T5) was greater in the 3d ABX groups (G2 and G3; Figure 3C, Figures S5A and S6A,B).
In these groups, mouse ASVs constituted roughly 50% of the microbial niche at T4 and
T5 after 5-FMT doses (G3, Figure 3C and Figure S6B), but more than 75% after only one
dose (Figures S5A and S6A). In contrast, in groups that received the 3w ABX regimen,
re-emergence of mouse ASVs was less than 25% and occupied significantly lesser amounts
of the niche compared to human ASVs (Figure 3D, Figures S5B and S6C,D).
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Figure 3. Comparison of engraftment kinetics. Unsupervised hierarchical clustering heatmap of ASVs uniquely identified
in the input FMT material in (A) G3 and (B) G6 mice (n = 5 mice/group). Columns represent ASVs. Rows are samples
temporally arranged from T1 through T5. Line plot to compare changes in ‘human’ and ‘mouse’ ASV abundances over time
in (C) G3 and (D) G6 mice (n = 5 mice/group). The mean and standard deviation of ASV abundances is represented at each
time point. The p-value is calculated from a one-sided paired Wilcoxon signed-rank test and adjusted for false discovery
rate [36]. Other groups in Figure S5. Additionally, see line plot for ASVs uniquely derived from input material in Figure S6.

Human ASVs colonized more 60% of the niche after one FMT dose in all groups
but dropped to under 50% in G3 (after five FMT doses) and under 25% in G2 (after
only one FMT dose) (Figure 3C and Figure S5A). In mice receiving the 3w ABX regimen,
human ASVs colonized up to 75% of the niche after FMT, with stable engraftment seen
throughout the course of the experiment (Figure 3D and Figure S5B), including ASVs
that were uniquely derived from the input material (Figure S6C,D). Our findings were
confirmed in a repeat experiment.

3.3. Taxonomic and Functional Landscape of Recipient Mice Is Dictated by Choice of ABX Regimen

Next, we characterized the taxonomic distribution across all recipient mice and input
FMT material and found that the donor had an enrichment of the Firmicutes phylum and
Lachnospiraceae family (Figure 4, Figures S7–S11). Upon tracking the engraftment of taxa
that were uniquely derived from the input material, we found greater colonization by Fir-
micutes and Lachnospiraceae in groups receiving five FMT doses—G3 and G6 (Figure 4A,B
and Figure S8B,D). Mice receiving only one FMT dose showed greater colonization by
input-derived Proteobacteria and Burkholderiaceae; Proteobacteria were more durably
engrafted in G5 (3w ABX) (Figures S7 and S8A,C).
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Figure 4. Taxonomic landscape. Stacked bar plot showing engraftment of phyla uniquely derived from the input material
in recipient mice in (A) G3 and (B) G6 mice, n = 5 mice/group. See other groups in Figure S7. Additionally, see analogous
plot for families in Figure S8. Stacked bar plot comparing the overall taxonomic landscape at the phylum level of the input
material and recipient mice over time in (C) G3 and (D) G6, n = 5 mice/group. Only the most abundant taxa are shown. See
other groups in Figure S9. See analogous plot for families in Figures S10 and S11. (E) Principal component analysis plot of
metabolite abundances. Data points represent individual samples (n = 5 mice/group) and arrows show an overlaid biplot
of loadings for each metabolite.

We next considered the overall taxonomic distribution in all mice including taxa
that were inherently present in the recipient mice at baseline. Notably, across all groups,
there was an increase in Proteobacteria abundance immediately after ABX-cleanout (T1),
though eventually they were retained at T4 and T5 only in mice from G5, whereas G2,
G3, G4, and G6 mice were colonized instead by Firmicutes and Bacteroidetes (Figure 4C,D
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and Figure S9B,D). In mice receiving 3d ABX without any subsequent FMT (G1), the
Proteobacteria was almost completely replaced by Firmicutes and Bacteroidetes over the
course of the experiment (Figure S9A).

Further investigation of all taxa (including those that were human derived) at the
family level also revealed important trends. Specifically, at T0 (baseline), all mice were col-
onized by Lachnospiraceae, followed by Rikenellaceae, Ruminococcaceae, Lactobacillaceae
and Bacteroidaceae in order of decreasing abundance (Figures S10 and S11). However, their
eventual microbial niche was highly dependent on both the ABX-regimen and number
of FMT doses. Among the 3d ABX groups, G1 mice most closely resembled the baseline
distribution followed by G2 (Figure S10A,B); G3 mice showed an increase in Rikenel-
laceae and Tannerellaceae (Figure S10C). In stark contrast, the 3-wk ABX mice showed
a major compensatory increase in Bacteroidaceae and Tannerellaceae at the expense of
Rikenellaceae (Figure S11A–C).

Importantly, we also performed functional profiling of fecal samples obtained at T5
(3-wk after FMT) from G3 and G6 recipient mice using semi-targeted metabolomics. In
these studies, we observed a notable clustering effect by group, suggestive of functional
differences, with the biplot indicating that caproate and valerate were driving clustering of
G6 whereas acetate and 2-methylbutyrate were driving the clustering of G3 mice. These
data suggest that choice of ABX regimen and the type of subsequent engraftment also
impacts the metabolic capabilities of the microbiome in recipient mice (Figure 4E, Table S1).

3.4. Confirmation of Findings in BKS Mice

Lastly, we sought to confirm if our findings were applicable to mice from other strains
such as BKS (Figure 5A), which were treated with the 3w ABX regimen followed by gavage
with five doses of FMT (analogous to G6 above) from an unrelated donor. Consistent
with our prior findings using beta-diversity, we noted a shift from baseline following ABX
treatment. Additionally, there was greater intra-group clustering and a close resemblance to
the overall composition of the input FMT material in recipient mice from T2–T4 (Figure 5B).
Importantly, mouse ASVs were depleted significantly and re-emerged to only low levels
after FMT (<25%) (Figure 5C), suggesting durable engraftment. On characterizing bacterial
taxonomy, we observed high levels of Bacteroidetes (and Bacteroidaceae) at post-FMT
timepoints in recipient mice that were uniquely derived from the input material at the
expense of Firmicutes (and Lachnospiraceae) which was prevalent at baseline (Figure 5D
and Figure S12).
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4. Discussion

Alterations of microbial ecology have been linked to various disease conditions. As
such, microbiome modulation strategies are increasingly being considered as an investiga-
tional treatment, either as a stand-alone therapy or as an adjunct to improve the efficacy
and tolerability of standard of care therapies [5–7,37,38]. This paradigm has been primarily
spurred by promising results seen with recurrent Clostridioides difficile infection which
serves as the prototypical example, wherein FMT has achieved high efficacy rates. Clinical
resolution has been attributed to shifting of the disease-linked microbiome state and an
increased diversity post transplantation [39,40]. More recently, positive outcomes have also
been seen in the context of immune-checkpoint blockade therapies [5,6], even in patients
who were historically refractory such therapies.

The basic principle of FMT involves transplanting the entire microbial ecosystem of
the donor to achieve robust engraftment and reversal of clinical phenotype in recipients.
Recent studies have emphasized the importance of establishing donor-derived bacteria
alongside the endogenous microbes in the host [41,42]. Establishing a robust preclinical
model system that incorporates human-derived microbiota provides the best opportunity
to further characterize physiological roles of these bacteria.

Germ-free mice have long been considered the ideal setting to study the physiologic
effects of human-derived microbiota on the host, but intrinsic limitations such as incomplete
maturation of the intestinal immune system and failure to develop colonization resistance
against some pathogens post-transplant of human fecal matter (as opposed to mouse fecal
matter) warrant consideration of alternative options [43,44]. Therefore, there is a need
for the development conventional mouse models suitable for exploration of FMT and
elucidation of mechanisms connecting the microbiome and host.

Use of antibiotics for elimination of host commensals is dependent on several factors
such as class, absorption and bioavailability [45]. Therefore, it is improbable for a single
antibiotic to achieve high cleanout efficiency against a complex microbial ecosystem, sug-
gesting the need for carefully selected ABX cocktails that can act in synergy [18,46,47]. In
this context, it is desirable that the ABX achieves disruption of the existing host micro-
bial community and/or reduction of their density to enable foreign bacteria to durably
engraft. It is also important to note, that metrics for successful colonization have not
been universally agreed upon with both establishment of diversity and/or engraftment
of the dominant bacterial group considered as appropriate [12]. The primary objective is
to consider the limitations of the model while generalizing the results of humanization of
mouse microbiota [48].

In our study, we characterized ASVs to enhance precision, and longitudinally track
exact sequences. Our approach to quantifying engraftment was multipronged. We con-
sidered human ASVs that were linked to the donor input material and mouse ASVs that
were only identified in the recipient mice at baseline. Successful engraftment required
robust acceptance of input ASVs as well as limited re-emergence of mouse ASVs in order
to sustain the newly acquired bacteria from the donor. We also tracked a subgroup of ASVs
within the human ASVs that were unique to the input material.

We used our ASV classification scheme to compare and contrast two previously
established antibiotic schedules [18,23], and examined engraftment of bacteria in two
different mouse strains. Both regimens resulted in a dramatic decline in diversity, and
an emergence of Proteobacteria after ABX treatment. Following FMT, there was a rise in
diversity caused by early colonization with donor bacteria.

We found that pretreatment with the 3w ABX regimen, consisting of three courses of
alternating antibiotic cocktails, followed by five doses of FMT (group G6) helped achieve
greater resemblance to the input donor material in the recipient mice. These groups had ro-
bust and durable engraftment of ASVs derived from the input material and baseline mouse
microbiota repopulated the gut ecology to a much lesser extent when compared to mice
receiving the 3d ABX regimen (G2 and G3). It is likely that the low levels of re-emergence
of pretransplant baseline bacteria in G5 and G6 mice helped create an environment that
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was permissive towards human ASVs. Consequently, due to the reduced competition
from mouse ASVs, shared ASVs (between human and mouse) in BALB/c mice—which
originally constituted a small proportion (<10%) of the baseline niche—and human ASVs in
BKS mice, thrived considerably in the 3w groups after FMT. This finding is consistent with
FMT studies in humans where donor and recipient strains displayed durable coexistence
after transplantation [35] suggesting that foreign bacteria can be readily accepted in an
environment where similar species/strains are already persisting. It is also clear, that host
genetics plays an important role, in determining microbial profiles, and therefore the appli-
cability of our findings in two independent strains of mice is notable [49]. Taken together,
our findings suggest that the 3-wk ABX regimen resulted in a greater acceptance of donor
bacteria and a robust microbiome shift, which emphasizes the translational relevance of
this methodology.

While human and mouse microbiota both share major microbial phyla, namely Firmi-
cutes and Bacteroidetes, they have been shown to differ significantly at lower levels [50,51],
and there is a well-documented discordance in the Firmicutes:Bacteroidetes ratio. In both
strains of mice (and especially in the BKS mice) there was a preferential increase in abun-
dance of bacteria belonging to the Bacteroidetes phylum at the expense of the Firmicutes
phylum, likely linked to the enhanced ability of Bacteroidetes bacteria to extract benefit
from mouse chow and the glycoproteins in the intestinal mucus of mice [12,20,52]. There-
fore, taxonomic implications may not be directly generalizable to humans. Both ABX
regimen and FMT dosing dictated the taxonomic composition of recipient mice, with
multiple inoculations resulting in greater resemblance to the donor as was previously
reported [20].

There was an outgrowth of Proteobacteria immediately after ABX in all groups, but
this was more apparent after treatment with the 3d ABX regimen. Nevertheless, they
persisted at post-FMT timepoints only in G5 mice, driven by Proteobacteria ASVs that
were derived from the input material. Interestingly, G6 mice, which received more doses of
FMT did not retain Proteobacteria and were instead colonized by Firmicutes ASVs from
the input material, thereby resulting in these recipients resembling the donor microbiota
profile more closely.

Through our semi-targeted metabolomics assay, we found that there were substantial
changes in the metabolomes of mice, and that metabolic profiles differed by ABX-regimen
consistent with reports from other investigators [53]. Additionally, the identified metabo-
lites were consistent with what would be expected based on the taxonomic landscape in
the recipient mice; e.g., Lachnospiraceae, Ruminococcaceae and butyrate production [54].
This is also a relevant finding in the context of being able to gain insight into the dynamic
interplay between microbiome, disease and therapy.

5. Conclusions

FMT has gained popularity as a therapeutic modality for various disease conditions,
though the engraftment kinetics of donor-derived bacteria and their mechanistic implica-
tions in the recipients are still incompletely understood. Humanizing disease models in
conventional mice is scalable and offers a complementary approach to germ-free mouse
studies. Our results, though admittedly on a limited sample size, build on the notion that
that ABX cleanout in conventional mice followed by FMT from a human donor is a viable
option. It will also allow the study of engraftment of donor bacteria from both a pharma-
cokinetic (taxonomy) as well as a pharmacodynamic (metabolites) perspective. Careful
consideration must be given to the choice of ABX-regimen and frequency of FMT dosing
as they have significant downstream effects in the recipient mice. This model could be
used in future studies to study phenotypic effects of FMT from healthy vs. disease donors,
as well as to study the efficacy of microbiome-modulators to alter disease phenotypes.
Learnings from such studies could also provide valuable guidance as this class of treatment
progresses in the clinic.
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Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/microorganisms9071399/s1, Table S1. TIC normalized metabolite abundances per sample.
Figure S1. Representative phred score plots of Read 1 after quality filtering using the DADA2
algorithm. Figure S2. Representative phred score plots of Read 2 after quality filtering using the
DADA2 algorithm. Figure S3. Representative DADA2 model error plots. Figure S4. (A) Box plots
of longitudinal changes in richness over time (n = 5 mice/group; p-value by Kruskal–Wallis test).
PCOA plot of unweighted UniFrac beta-diversity distances in (B) G1, (C) G2, (D) G4 and (E) G5
mice (n = 5 mice/group; p-value by ANOSIM with 999 permutations). Figure S5. Line plot to
compare changes in ‘human’ and ‘mouse’ ASV abundances over time in (C) G2 and (D) G5 mice
(n = 5 mice/group). The mean and standard deviation of ASV abundances is represented at each
time point. p-value by one-sided paired Wilcoxon signed-rank test, and adjustment for multiple
correction by FDR. Figure S6. Line plot to compare changes in ‘human’ (only those uniquely derived
from input material) and ‘mouse’ ASV abundances over time in (A) G2, (B) G3, (C) G5 and (D) G6
mice (n = 5 mice/group). The mean and standard deviation of ASV abundances is represented at
each time point. p-value by one-sided paired Wilcoxon signed-rank test, and adjustment for multiple
correction by FDR. Figure S7. Stacked bar plot showing engraftment of only those phyla that were
uniquely derived from the input material in (A) G2 and (B) G5 recipient mice. Figure S8. Stacked
bar plot showing engraftment of only those families that were uniquely derived from the input
material in (A) G2, (B) G3, (C) G5, and (D) G6 recipient mice. Figure S9. Stacked bar plot of the
overall taxonomic landscape at the phylum level of the input material and recipient mice over time
in (A) G1, (B) G2, (C) G4, and (D) G5 mice. n = 5 mice/group. Only the most abundant phyla are
shown. Figure S10. Stacked bar plot of the overall taxonomic landscape at the family level of the
input material and recipient mice over time in mice receiving 3-day ABX. (A) G1, (B) G2, and (C) G3
mice. n = 5 mice/group. Only the most abundant families are shown. Figure S11. Stacked bar plot of
the overall taxonomic landscape at the family level of the input material and recipient mice over time
in (A) G4, (B) G5, and (C) G6 mice. n = 5 mice/group. Only the most abundant families are shown.
Figure S12. Validation experiment in BKS mice using the G6 regimen (3w ABX + 5-FMT). (A) Stacked
bar plot showing engraftment of phyla uniquely derived from the input material. Stacked bar plot
comparing the most abundant (B) phyla and (C) families in the input material and recipient mice
over time.

Author Contributions: Conceptualization, V.G. and T.S.C.; data curation, V.G. and C.M.; formal
analysis, V.G., S.N. and C.M.; methodology, E.A.D., M.S.G., M.F., P.W., C.C. and T.S.C.; resources,
B.R.S. and T.S.C.; supervision, S.H., B.R.S. and T.S.C.; validation, E.A.D., M.S.G. and T.S.C.; visualiza-
tion, V.G., S.N. and C.M.; writing—original draft, V.G.; writing—review and editing, V.G., E.A.D.,
M.S.G., S.N., P.W., S.H., B.R.S. and T.S.C. All authors have read and agreed to the published version
of the manuscript.

Funding: This research was funded by AstraZeneca.

Institutional Review Board Statement: The study was conducted according to the guidelines of the
Declaration of Helsinki, and approved by the Institutional Review Board of AstrZeneca (protocol
code MI-20-0007.AI).

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.

Data Availability Statement: All raw microbiome data are available from the SRA (sequence read
archive) under accession number PRJNA732891 (https://www.ncbi.nlm.nih.gov/sra/PRJNA732891,
accessed on 4 June 2021).

Acknowledgments: The authors thank Lisa Cazeres for her guidance in experimental design and
crafting of the manuscript.

Conflicts of Interest: V.G. is an inventor on a US patent application (PCT/US17/53,717), submitted
by The University of Texas MD Anderson Cancer Center, that covers methods to enhance checkpoint
blockade therapy by the microbiome. V.G., E.A.D., M.F., M.G., P.W., C.C., S.H., B.R.S., T.S.C. are
employed by, and own stock in AstraZeneca.

https://www.mdpi.com/article/10.3390/microorganisms9071399/s1
https://www.mdpi.com/article/10.3390/microorganisms9071399/s1
https://www.ncbi.nlm.nih.gov/sra/PRJNA732891


Microorganisms 2021, 9, 1399 14 of 16

References
1. Thomas, S.; Izard, J.; Walsh, E.; Batich, K.; Chongsathidkiet, P.; Clarke, G.; Sela, D.A.; Muller, A.J.; Mullin, J.M.; Albert, K.; et al.

The host microbiome regulates and maintains human health: A primer and perspective for non-microbiologists. Cancer Res. 2017,
77, 1783–1812. [CrossRef]

2. Karlsson, F.; Tremaroli, V.; Nielsen, J.; Bäckhed, F. Assessing the human gut microbiota in metabolic diseases. Diabetes 2013, 62,
3341–3349. [CrossRef]

3. Gopalakrishnan, V.; Helmink, B.A.; Spencer, C.N.; Reuben, A.; Wargo, J.A. The Influence of the Gut Microbiome on Cancer,
Immunity, and Cancer Immunotherapy. Cancer Cell 2018, 33, 570–580. [CrossRef]

4. Chassaing, B.; Etienne-Mesmin, L.; Gewirtz, A.T. Microbiota-liver axis in hepatic disease. Hepatology 2014, 59, 328–339. [CrossRef]
5. Davar, D.; Dzutsev, A.K.; McCulloch, J.A.; Rodrigues, R.R.; Chauvin, J.M.; Morrison, R.M.; Deblasio, R.N.; Menna, C.; Ding, Q.;

Pagliano, O.; et al. Fecal microbiota transplant overcomes resistance to anti-PD-1 therapy in melanoma patients. Science 2021, 371,
595–602. [CrossRef] [PubMed]

6. Baruch, E.N.; Youngster, I.; Ben-Betzalel, G.; Ortenberg, R.; Lahat, A.; Katz, L.; Adler, K.; Dick-Necula, D.; Raskin, S.;
Bloch, N.; et al. Fecal microbiota transplant promotes response in immunotherapy-refractory melanoma patients. Science 2021,
371, 602–609. [CrossRef] [PubMed]

7. Gopalakrishnan, V.; Weiner, B.; Ford, C.B.; Sellman, B.R.; Hammond, S.A.; Freeman, D.J.; Dennis, P.; Soria, J.-C.; Wortman, J.R.;
Henn, M.R. Intervention strategies for microbial therapeutics in cancer immunotherapy. Immuno Oncol. Technol. 2020, 6, 9–17.
[CrossRef]

8. Ratner, M. Microbial cocktails raise bar for C. diff. treatments. Nat. Biotechnol. 2020, 38, 1366–1367. [CrossRef] [PubMed]
9. Borody, T.J.; Clancy, A. Fecal microbiota transplantation for ulcerative colitis—Where to from here? Transl. Gastroenterol. Hepatol.

2019, 4, 48. [CrossRef]
10. Gopalakrishnan, V.; Spencer, C.N.; Nezi, L.; Reuben, A.; Andrews, M.C.; Karpinets, T.V.; Prieto, P.A.; Vicente, D.; Hoffman, K.;

Wei, S.C.; et al. Gut microbiome modulates response to anti-PD-1 immunotherapy in melanoma patients. Science 2018, 359,
97–103. [CrossRef] [PubMed]

11. Le Roy, T.; Llopis, M.; Lepage, P.; Bruneau, A.; Rabot, S.; Bevilacqua, C.; Martin, P.; Philippe, C.; Walker, F.; Bado, A.; et al.
Intestinal microbiota determines development of non-alcoholic fatty liver disease in mice. Gut 2013, 62, 1787–1794. [CrossRef]
[PubMed]

12. Turnbaugh, P.J.; Ridaura, V.K.; Faith, J.J.; Rey, F.E.; Knight, R.; Gordon, J.I. The effect of diet on the human gut microbiome:
A metagenomic analysis in humanized gnotobiotic mice. Sci. Transl. Med. 2009, 1, 6ra14. [CrossRef]

13. Ridaura, V.K.; Faith, J.J.; Rey, F.E.; Cheng, J.; Duncan, A.E.; Kau, A.L.; Griffin, N.W.; Lombard, V.; Henrissat, B.; Bain, J.R.; et al.
Gut microbiota from twins discordant for obesity modulate metabolism in mice. Science 2013, 341, 1241214. [CrossRef]

14. Johansson, M.E.; Jakobsson, H.E.; Holmén-Larsson, J.; Schütte, A.; Ermund, A.; Rodríguez-Piñeiro, A.M.; Arike, L.; Wising, C.;
Svensson, F.; Bäckhed, F.; et al. Normalization of host intestinal mucus layers requires long-term microbial colonization.
Cell Host Microbe 2015, 18, 582–592. [CrossRef]

15. Smith, P.; Willemsen, D.; Popkes, M.; Metge, F.; Gandiwa, E.; Reichard, M.; Valenzano, D.R. Regulation of life span by the gut
microbiota in the short-lived African turquoise killifish. eLife 2017, 6. [CrossRef]

16. Macpherson, A.J.; Harris, N.L. Interactions between commensal intestinal bacteria and the immune system. Nat. Rev. Immunol.
2004, 4, 478–485. [CrossRef]

17. Kennedy, E.A.; King, K.Y.; Baldridge, M.T. Mouse microbiota models: Comparing germ-free mice and antibiotics treatment as
tools for modifying gut bacteria. Front. Physiol. 2018, 9, 1534. [CrossRef]

18. Staley, C.; Kaiser, T.; Beura, L.K.; Hamilton, M.J.; Weingarden, A.R.; Bobr, A.; Kang, J.; Masopust, D.; Sadowsky, M.J.; Khoruts, A.
Stable engraftment of human microbiota into mice with a single oral gavage following antibiotic conditioning. Microbiome 2017,
5, 87. [CrossRef] [PubMed]

19. Wrzosek, L.; Ciocan, D.; Borentain, P.; Spatz, M.; Puchois, V.; Hugot, C.; Ferrere, G.; Mayeur, C.; Perlemuter, G.; Cassard, A.M.
Transplantation of human microbiota into conventional mice durably reshapes the gut microbiota. Sci. Rep. 2018, 8, 6854.
[CrossRef] [PubMed]

20. Hintze, K.J.; Cox, J.E.; Rompato, G.; Benninghoff, A.D.; Ward, R.E.; Broadbent, J.; Lefevre, M. Broad scope method for creating
humanized animal models for animal health and disease research through antibiotic treatment and human fecal transfer.
Gut Microbes 2014, 5, 183–191. [CrossRef]

21. Ericsson, A.C.; Personett, A.R.; Turner, G.; Dorfmeyer, R.A.; Franklin, C.L. Variable Colonization after Reciprocal Fecal Microbiota
Transfer between Mice with Low and High Richness Microbiota. Front. Microbiol. 2017, 8, 196. [CrossRef]

22. Le Roy, T.; Debédat, J.; Marquet, F.; Da-Cunha, C.; Ichou, F.; Guerre-Millo, M.; Kapel, N.; Aron-Wisnewsky, J.; Clément, K.
Comparative evaluation of microbiota engraftment following fecal microbiota transfer in mice models: Age, kinetic and microbial
status matter. Front. Microbiol. 2019, 9, 3289. [CrossRef] [PubMed]

23. Ni, J.; Shen, T.D.; Chen, E.Z.; Bittinger, K.; Bailey, A.; Roggiani, M.; Sirota-Madi, A.; Friedman, E.S.; Chau, L.; Lin, A.; et al. A role
for bacterial urease in gut dysbiosis and Crohn’s disease. Sci. Transl. Med. 2017, 9. [CrossRef] [PubMed]

24. Kozich, J.J.; Westcott, S.L.; Baxter, N.T.; Highlander, S.K.; Schloss, P.D. Development of a dual-index sequencing strategy and
curation pipeline for analyzing amplicon sequence data on the MiSeq Illumina sequencing platform. Appl. Environ. Microbiol.
2013, 79, 5112–5120. [CrossRef]

http://doi.org/10.1158/0008-5472.CAN-16-2929
http://doi.org/10.2337/db13-0844
http://doi.org/10.1016/j.ccell.2018.03.015
http://doi.org/10.1002/hep.26494
http://doi.org/10.1126/science.abf3363
http://www.ncbi.nlm.nih.gov/pubmed/33542131
http://doi.org/10.1126/science.abb5920
http://www.ncbi.nlm.nih.gov/pubmed/33303685
http://doi.org/10.1016/j.iotech.2020.05.001
http://doi.org/10.1038/s41587-020-00765-8
http://www.ncbi.nlm.nih.gov/pubmed/33273738
http://doi.org/10.21037/tgh.2019.06.04
http://doi.org/10.1126/science.aan4236
http://www.ncbi.nlm.nih.gov/pubmed/29097493
http://doi.org/10.1136/gutjnl-2012-303816
http://www.ncbi.nlm.nih.gov/pubmed/23197411
http://doi.org/10.1126/scitranslmed.3000322
http://doi.org/10.1126/science.1241214
http://doi.org/10.1016/j.chom.2015.10.007
http://doi.org/10.7554/eLife.27014
http://doi.org/10.1038/nri1373
http://doi.org/10.3389/fphys.2018.01534
http://doi.org/10.1186/s40168-017-0306-2
http://www.ncbi.nlm.nih.gov/pubmed/28760163
http://doi.org/10.1038/s41598-018-25300-3
http://www.ncbi.nlm.nih.gov/pubmed/29717179
http://doi.org/10.4161/gmic.28403
http://doi.org/10.3389/fmicb.2017.00196
http://doi.org/10.3389/fmicb.2018.03289
http://www.ncbi.nlm.nih.gov/pubmed/30692975
http://doi.org/10.1126/scitranslmed.aah6888
http://www.ncbi.nlm.nih.gov/pubmed/29141885
http://doi.org/10.1128/AEM.01043-13


Microorganisms 2021, 9, 1399 15 of 16

25. Callahan, B.J.; McMurdie, P.J.; Rosen, M.J.; Han, A.W.; Johnson, A.J.; Holmes, S.P. DADA2: High-resolution sample inference
from Illumina amplicon data. Nat. Methods 2016, 13, 581–583. [CrossRef] [PubMed]

26. Quast, C.; Pruesse, E.; Yilmaz, P.; Gerken, J.; Schweer, T.; Yarza, P.; Peplies, J.; Glöckner, F.O. The SILVA ribosomal RNA gene
database project: Improved data processing and web-based tools. Nucleic Acids Res. 2013, 41, D590–D596. [CrossRef]

27. Lozupone, C.; Lladser, M.E.; Knights, D.; Stombaugh, J.; Knight, R. UniFrac: An effective distance metric for microbial community
comparison. ISME J. 2011, 5, 169–172. [CrossRef]

28. Caporaso, J.G.; Kuczynski, J.; Stombaugh, J.; Bittinger, K.; Bushman, F.D.; Costello, E.K.; Fierer, N.; Peña, A.G.; Goodrich, J.K.;
Gordon, J.I.; et al. QIIME allows analysis of high-throughput community sequencing data. Nat. Methods 2010, 7, 335–336.
[CrossRef]

29. Han, J.; Lin, K.; Sequeira, C.; Borchers, C.H. An isotope-labeled chemical derivatization method for the quantitation of short-chain
fatty acids in human feces by liquid chromatography–tandem mass spectrometry. Anal. Chim. Acta 2015, 854, 86–94. [CrossRef]

30. Jones-Nelson, O.; Tovchigrechko, A.; Glover, M.S.; Fernandes, F.; Rangaswamy, U.; Liu, H.; Tabor, D.E.; Boyd, J.;
Warrener, P.; Martinez, J.; et al. Antibacterial monoclonal antibodies do not disrupt the intestinal microbiome or its
function. Antimicrob. Agents Chemother. 2020, 64, e02347-19. [CrossRef]

31. Tsugawa, H.; Ikeda, K.; Takahashi, M.; Satoh, A.; Mori, Y.; Uchino, H.; Okahashi, N.; Yamada, Y.; Tada, I.; Bonini, P.; et al.
A lipidome atlas in MS-DIAL 4. Nat. Biotechnol. 2020, 38, 1159–1163. [CrossRef] [PubMed]

32. Anderson, M.J.; Walsh, D.C. PERMANOVA, ANOSIM, and the Mantel test in the face of heterogeneous dispersions: What null
hypothesis are you testing? Ecol. Monogr. 2013, 83, 557–574. [CrossRef]

33. Ginestet, C. ggplot2: Elegant graphics for data analysis. R. Stat. Soc. 2011, 174, 245–246. [CrossRef]
34. R Core Team. R: A Language and Environment for Statistical Computing; R Foundation for Statistical Computing: Vienna,

Austria, 2010.
35. Li, S.S.; Zhu, A.; Benes, V.; Costea, P.I.; Hercog, R.; Hildebrand, F.; Huerta-Cepas, J.; Nieuwdorp, M.; Salojärvi, J.; Voigt, A.Y.; et al.

Durable coexistence of donor and recipient strains after fecal microbiota transplantation. Science 2016, 352, 586–589. [CrossRef]
[PubMed]

36. Benjamini, Y.; Hochberg, Y. Controlling the false discovery rate: A practical and powerful approach to multiple testing. J. R. Stat.
Soc. Ser. B (Methodol.) 1995, 57, 289–300. [CrossRef]

37. Van Nood, E.; Vrieze, A.; Nieuwdorp, M.; Fuentes, S.; Zoetendal, E.G.; de Vos, W.M.; Visser, C.E.; Kuijper, E.J.; Bartelsman, J.F.;
Tijssen, J.G.; et al. Duodenal infusion of donor feces for recurrent Clostridium difficile. N. Engl. J. Med. 2013, 368, 407–415.
[CrossRef]

38. Vrieze, A.; Van Nood, E.; Holleman, F.; Salojärvi, J.; Kootte, R.S.; Bartelsman, J.F.; Dallinga-Thie, G.M.; Ackermans, M.T.;
Serlie, M.J.; Oozeer, R.; et al. Transfer of intestinal microbiota from lean donors increases insulin sensitivity in individuals with
metabolic syndrome. Gastroenterology 2012, 143, 913–916.e7. [CrossRef] [PubMed]

39. Kelly, C.R.; Kahn, S.; Kashyap, P.; Laine, L.; Rubin, D.; Atreja, A.; Moore, T.; Wu, G. Update on Fecal Microbiota Transplantation
2015: Indications, Methodologies, Mechanisms, and Outlook. Gastroenterology 2015, 149, 223–237. [CrossRef]

40. Mintz, M.; Khair, S.; Grewal, S.; LaComb, J.F.; Park, J.; Channer, B.; Rajapakse, R.; Bucobo, J.C.; Buscaglia, J.M.; Monzur, F.; et al.
Longitudinal microbiome analysis of single donor fecal microbiota transplantation in patients with recurrent Clostridium difficile
infection and/or ulcerative colitis. PLoS ONE 2018, 13, e0190997. [CrossRef]

41. Fuentes, S.; van Nood, E.; Tims, S.; Heikamp-de Jong, I.; ter Braak, C.J.; Keller, J.J.; Zoetendal, E.G.; de Vos, W.M. Reset of a
critically disturbed microbial ecosystem: Faecal transplant in recurrent Clostridium difficile infection. ISME J. 2014, 8, 1621–1633.
[CrossRef]

42. Angelberger, S.; Reinisch, W.; Makristathis, A.; Lichtenberger, C.; Dejaco, C.; Papay, P.; Novacek, G.; Trauner, M.; Loy, A.;
Berry, D. Temporal bacterial community dynamics vary among ulcerative colitis patients after fecal microbiota transplantation.
Am. J. Gastroenterol. 2013, 108, 1620–1630. [CrossRef]

43. Park, J.C.; Im, S.-H. Of men in mice: The development and application of a humanized gnotobiotic mouse model for microbiome
therapeutics. Exp. Mol. Med. 2020, 52, 1383–1396. [CrossRef]

44. Pamer, E.G. Fecal microbiota transplantation: Effectiveness, complexities, and lingering concerns. Mucosal Immunol. 2014, 7,
210–214. [CrossRef]

45. Johnson, S.A.; Nicolson, S.W.; Jackson, S. The effect of different oral antibiotics on the gastrointestinal microflora of a wild rodent
(Aethomys namaquensis). Comp. Biochem. Physiol. A Mol. Integr. Physiol. 2004, 138, 475–483. [CrossRef]

46. Schlegel, L.; Coudray-Lucas, C.; Barbut, F.; Le Boucher, J.; Jardel, A.; Zarrabian, S.; Cynober, L. Bacterial dissemination and
metabolic changes in rats induced by endotoxemia following intestinal E. coli overgrowth are reduced by ornithine alpha-
ketoglutarate administration. J. Nutr. 2000, 130, 2897–2902. [CrossRef] [PubMed]

47. Wiesner, S.M.; Jechorek, R.P.; Garni, R.M.; Bendel, C.M.; Wells, C.L. Gastrointestinal colonization by Candida albicans mutant
strains in antibiotic-treated mice. Clin. Diagn. Lab. Immunol. 2001, 8, 192–195. [CrossRef] [PubMed]

48. Silley, P. Human flora-associated rodents—Does the data support the assumptions? Microb. Biotechnol. 2009, 2, 6–14. [CrossRef]
49. Benson, A.K.; Kelly, S.A.; Legge, R.; Ma, F.; Low, S.J.; Kim, J.; Zhang, M.; Oh, P.L.; Nehrenberg, D.; Hua, K.; et al. Individuality in

gut microbiota composition is a complex polygenic trait shaped by multiple environmental and host genetic factors. Proc. Natl.
Acad. Sci. USA 2010, 107, 18933–18938. [CrossRef] [PubMed]

http://doi.org/10.1038/nmeth.3869
http://www.ncbi.nlm.nih.gov/pubmed/27214047
http://doi.org/10.1093/nar/gks1219
http://doi.org/10.1038/ismej.2010.133
http://doi.org/10.1038/nmeth.f.303
http://doi.org/10.1016/j.aca.2014.11.015
http://doi.org/10.1128/AAC.02347-19
http://doi.org/10.1038/s41587-020-0531-2
http://www.ncbi.nlm.nih.gov/pubmed/32541957
http://doi.org/10.1890/12-2010.1
http://doi.org/10.1111/j.1467-985X.2010.00676_9.x
http://doi.org/10.1126/science.aad8852
http://www.ncbi.nlm.nih.gov/pubmed/27126044
http://doi.org/10.1111/j.2517-6161.1995.tb02031.x
http://doi.org/10.1056/NEJMoa1205037
http://doi.org/10.1053/j.gastro.2012.06.031
http://www.ncbi.nlm.nih.gov/pubmed/22728514
http://doi.org/10.1053/j.gastro.2015.05.008
http://doi.org/10.1371/journal.pone.0190997
http://doi.org/10.1038/ismej.2014.13
http://doi.org/10.1038/ajg.2013.257
http://doi.org/10.1038/s12276-020-0473-2
http://doi.org/10.1038/mi.2013.117
http://doi.org/10.1016/j.cbpb.2004.06.010
http://doi.org/10.1093/jn/130.12.2897
http://www.ncbi.nlm.nih.gov/pubmed/11110843
http://doi.org/10.1128/CDLI.8.1.192-195.2001
http://www.ncbi.nlm.nih.gov/pubmed/11139219
http://doi.org/10.1111/j.1751-7915.2008.00069.x
http://doi.org/10.1073/pnas.1007028107
http://www.ncbi.nlm.nih.gov/pubmed/20937875


Microorganisms 2021, 9, 1399 16 of 16

50. Wos-Oxley, M.; Bleich, A.; Oxley, A.P.; Kahl, S.; Janus, L.M.; Smoczek, A.; Nahrstedt, H.; Pils, M.C.; Taudien, S.; Platzer, M.; et al.
Comparative evaluation of establishing a human gut microbial community within rodent models. Gut Microbes 2012, 3, 234–249.
[CrossRef]

51. Chung, H.; Pamp, S.J.; Hill, J.A.; Surana, N.K.; Edelman, S.M.; Troy, E.B.; Reading, N.C.; Villablanca, E.J.; Wang, S.; Mora, J.R.; et al.
Gut immune maturation depends on colonization with a host-specific microbiota. Cell 2012, 149, 1578–1593. [CrossRef]

52. Koropatkin, N.M.; Cameron, E.A.; Martens, E.C. How glycan metabolism shapes the human gut microbiota. Nat. Rev. Microbiol.
2012, 10, 323–335. [CrossRef] [PubMed]

53. Sun, L.; Zhang, X.; Zhang, Y.; Zheng, K.; Xiang, Q.; Chen, N.; Chen, Z.; Zhang, N.; Zhu, J.; He, Q. Antibiotic-Induced Disruption of
Gut Microbiota Alters Local Metabolomes and Immune Responses. Front. Cell. Infect. Microbiol. 2019, 9, 99. [CrossRef] [PubMed]

54. Vital, M.; Karch, A.; Pieper, D.H. Colonic Butyrate-Producing Communities in Humans: An Overview Using Omics Data.
mSystems 2017, 2, e00130-17. [CrossRef] [PubMed]

http://doi.org/10.4161/gmic.19934
http://doi.org/10.1016/j.cell.2012.04.037
http://doi.org/10.1038/nrmicro2746
http://www.ncbi.nlm.nih.gov/pubmed/22491358
http://doi.org/10.3389/fcimb.2019.00099
http://www.ncbi.nlm.nih.gov/pubmed/31069173
http://doi.org/10.1128/mSystems.00130-17
http://www.ncbi.nlm.nih.gov/pubmed/29238752

	Introduction 
	Materials and Methods 
	Experimental Model 
	FMT Preparation and Gavage 
	DNA Extraction 
	16S rRNA Sequencing 
	Amplicon PCR and Library Preparation 
	Sequencing 
	Analysis 

	Metabolomics 
	Statistical Analysis 

	Results 
	Longitudinal Changes in Alpha and Beta-Diversity Are Appreciable in All Groups 
	Greater Engraftment Seen in Mice Receiving 3wABX Compared to Those Receiving 3d ABX 
	Taxonomic and Functional Landscape of Recipient Mice Is Dictated by Choice of ABX Regimen 
	Confirmation of Findings in BKS Mice 

	Discussion 
	Conclusions 
	References

