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Abstract: Infections due to antimicrobial-resistant bacteria have become a major threat to global health.
Some patients may carry resistant bacteria in their gut microbiota. Specific risk factors may trigger
the conversion of these carriages into infections in hospitalized patients. Preventively eradicating
these carriages has been postulated as a promising preventive intervention. However, previous
attempts at such eradication using oral antibiotics or probiotics have led to discouraging results.
Phage therapy, the therapeutic use of bacteriophage viruses, might represent a worthy alternative in
this context. Taking inspiration from this clinical challenge, we built Gut-On-A-Chip (GOAC) models,
which are tridimensional cell culture models mimicking a simplified gut section. These were used to
better understand bacterial dynamics under phage pressure using two relevant species: Pseudomonas
aeruginosa and Escherichia coli. Model mucus secretion was documented by ELISA assays. Bacterial
dynamics assays were performed in GOAC triplicates monitored for 72 h under numerous conditions,
such as pre-, per-, or post-bacterial timing of phage introduction, punctual versus continuous phage
administration, and phage expression of mucus-binding properties. The potential genomic basis
of bacterial phage resistance acquired in the model was investigated by variant sequencing. The
bacterial “escape growth” rates under phage pressure were compared to static in vitro conditions.
Our results suggest that there is specific bacterial prosperity in this model compared to other in vitro
conditions. In E. coli assays, the introduction of a phage harboring unique mucus-binding properties
could not shift this balance of power, contradicting previous findings in an in vivo mouse model and
highlighting the key differences between these models. Genomic modifications were correlated with
bacterial phage resistance acquisition in some but not all instances, suggesting that alternate ways are
needed to evade phage predation, which warrants further investigation.

Keywords: bacteriophage; E. coli; P. aeruginosa; Gut-On-A-Chip; digestive decolonization; mucus

1. Introduction

Infections due to drug-resistant organisms, including antimicrobial-resistant bacte-
ria, have become a major global health threat. These are estimated to be responsible for
around 1.2 million yearly deaths, while recent predictions have warned that this could
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increase to up to 10 million by 2050, especially affecting low- and middle-income countries,
if no significant action is taken to curb this trend [1,2]. In the hospital setting, specific
subsets of patients may be subjected to various screening programs to detect asymp-
tomatic carriages of certain multi- (and, by extension, extensively- and pan-) drug-resistant
(MDR/XDR/PDR) bacteria to optimize the prevention and control of hospital-acquired
infections. Among them, rectal swab admission screening is considered a cost-effective
and efficient method to detect asymptomatic digestive carriage of certain MDR bacteria
of interest, including Gram-negative bacilli, such as extended-spectrum beta-lactamase-
producing or carbapenemase-producing Enterobacterales (ESBL-PE/CPE), or other MDR
Gram-negative bacilli, such as MDR-Pseudomonas aeruginosa [3,4]. These screening results
allow for preventive measures, such as patient isolation, to be carried out, which can limit
the nosocomial spread of these bacteria [5].

Besides their role in limiting nosocomial spread, rectal swab screening results can also
benefit the screened patients themselves by refining their infectious risk profiles. Indeed,
the asymptomatic digestive carriage of the aforementioned MDR bacteria puts carriers
at a significantly increased risk of later developing an infection caused by the carried
bacteria, with the magnitude of this risk varying according to other risk factors such as
intensive care unit stay, major abdominal surgery, and hematological conditions including
immune suppression [6-8]. Hence, the morbidity, mortality, and costs associated with
these infections foster the need for preventive suppression strategies for these carriages.
However, previous suppression strategies such as oral antibiotic decolonization, oral
probiotic regimens, as well as limited experience with fecal microbiota transplantation
have yielded disappointing results, reaching temporary suppression at best rather than
durable eradication [8]. In addition, oral large-spectrum antibiotic regimens also present
potentially serious side effects regarding gut microbiota modification and antimicrobial
resistance induction, and fecal microbiota transplantation, although generally safe, has led
to serious and sometimes fatal adverse events on rare occasions [8,9]. This discouraging
situation can thus be considered as an unmet medical need for alternative or complementary
suppression approaches, which warrant further research. Phage therapy (PT) has been
mentioned among them [8].

PT is the use of selected viruses infecting bacteria (called bacteriophages, or phages for
short) as bactericidal agents in replacement or in combination with antibiotics. Phages are
viruses that specifically prey on bacteria and are naturally found in various environmental
samples. Recently, the use of PT in the treatment of various bacterial infections that are often
difficult to treat has been rekindled in the Western world, along with the study of its safety
and efficacy [10]. Both case-based and trial-based studies in the literature unanimously
report the general safety of PT regardless of the administration route, though reversible and
non-clinically significant cases of transaminitis have been reported on rare occasions [10-12].
This favorable safety profile might be partly attributed to phages’ very narrow bactericidal
spectrum, conditioned by complex bacterial surface receptor recognition. This makes
phages ideal candidates for species-specific bactericidal therapy, minimizing collateral
damage on commensal microbiota. PT efficacy is still mostly, though not exclusively,
appreciated through case-based studies in the literature, which have recently reported
impressive salvage therapies in situations that reached therapeutic dead-ends [13,14].

PT can be delivered in a number of administration routes to target various body com-
partments, such as topical administration on surface wounds, in situ instillations in abscess
cavities, pulmonary nebulization, or intravenous infusion. However, among them, the oral
administration of phages to target bacteria in the digestive tract is notoriously challenging
and has occasionally yielded disappointing results in both animal and human applica-
tions [15,16]. Interestingly, this contrasts with the well-documented massive presence and
impact of the resident gut commensal phage community, whose complex role in shaping
the bacterial compartment of the gut microbiota in both health and disease is increasingly
investigated [17-19]. Green and colleagues recently illustrated that the digestive tract’s
inhospitable nature towards oral phage therapy was at least partly caused by one key
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inhibitory compound: mucin [16]. Moreover, they showed that this inhibitory effect could
be surpassed by the administration of a phage featuring unique mucus-binding properties
(MBPs), resulting in significantly increased lytic power against a gut-colonizing Escherichia
coli strain (subtype ST131) in both in vitro and mice models compared to another anti-E.
coli phage devoid of MBPs.

In this paper, we translate the clinical challenge of phage-mediated targeted digestive
decolonization into a preliminary yet complex in vitro pre-clinical model: the Gut-On-A-
Chip (GOAC). GOACs are part of a larger family of microfluidic tridimensional tubular
cell culture models, human organs-on-chips, whose development has been directed and
published by Donald Ingber and colleagues since 2010 [20]. Since then, they have published
thorough microfabrication and handling protocols that allowed others to reproduce these
models and adapt them to their specific research needs and organs of interest [21]. Some
have since brought a proof of concept that GOACs can be fine-tuned to high degrees of com-
plexity, aiming for maximum physiological relevance, including the ability to sustain the
growth of a complex pseudo-gut microbiota [22]. Others, including phage researchers, have
used simpler GOAC designs to model a smaller subset of chosen key characteristics without
relying on complex materials and scarce technology [23,24]. Here, taking inspiration from
the latter, we use custom GOACs to investigate the quantitative and qualitative aspects
of bacterial dynamics under phage pressure in simplified gut-like conditions, including
the impact of phage MBPs, focusing on two bacterial species of interest: P. aeruginosa and
E. coli.

2. Materials and Methods
2.1. GOAC Microfabrication—Inorganic Scaffold Assembly

Our GOAC microfabrication protocol results from a mix of previously described
elements from the aforementioned works of Huh et al., 2013 [21], Jalili-Firoozinezhad
et al. [22], 2019, and Chin and Barr, 2019 [23], as well as occasional personal adaptation
through trial and error. We chose to work with single-channel GOAC models similar to the
one described by Chin and Barr, 2019, as opposed to the double-channel GOAC models
described by Huh et al., 2013 [21] and Jalili-Firoozinezhad et al., 2019 [22]. A schematic
view of the GOAC models used in our work is displayed in Figure 1.

The general scaffold of the single-channel GOAC relies on the bonding of a poly-
dimethylsiloxane (PDMS) chip onto a glass slide, between which the GOAC’s internal
channel volume, carved into the PDMS chip, is delimitated. This requires the creation of a
custom mold in which PDMS will be poured and shaped into the desired pattern. Our mold
was built using a plastic 3D printer (UltiMaker 3, UltiMaker B.V., Utrecht, the Netherlands)
and associated software (UltiMaker Cura, v4.11, UltiMaker B.V., the Netherlands) after
modeling the desired pattern file through an online 3D-printing-modelization platform
(Tinkercad, Autodesk Inc., San Rafael, CA, USA). PDMS and its curing agent (Sylgard-184
Silicone Elastomer Kit, Dow Inc., Midland, MI, USA) were then poured in a disposable
plastic weighing dish at a recommended 10:1 mass ratio and thoroughly mixed by hand
using a stainless steel lab spatula for 5 min. The mixture was then left to rest at room
temperature for about 30 min before residual bubbles were removed with the tip of a
sterile needle.

The PDMS mixture was then manually poured in the mold at the most gentle and
constant pace possible until the mold was full. The full mold was then left to rest and cure
at room temperature for at least 36 h before the fully solidified PDMS chip was carved out
of the mold with the help of a surgical blade or a lab spatula. Between each use, the mold
was thoroughly washed by being brushed under tap water followed by 70% v/v isopropyl
alcohol (IPA) (20842.330, VWR international, Radnor, PA, USA) to ensure the full clearance
of PDMS residue, and then it was left to evaporate under a fume hood until completely dry
before it was used again. Carved PDMS chips were then further cured in a dry incubator
at 60 °C for at least one hour with the channel side up. Their four corners were trimmed
using a surgical blade to give the chips an octagonal shape while ensuring the cuts did not
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become close to the molded channel pattern. Finally, the chips were bathed in 70% v/v IPA
and left to fully dry before being stored in any clean container.

W, Q

Top
b 500 um
Upstream — Downstream
[ sl Left Right

Down

€ |c

Upstream Downstream

Down

Figure 1. Schematic and photographic views of the Gut-On-A-Chip (GOAC). (A) A schematic upper
view of the GOAC pattern. The lower left and upper right circles represent the inlet and outlet
pores, respectively, between which the GOAC channel is carved. The dark blue arrow represents
the direction of the microfluidic flow of the culture medium in the GOAC. The dotted line axes
b (red) and c (blue) are used for further schematic representations. (B) The transversal section in
the GOAC is shown along axis b. The floor of the GOAC is a glass slide (blue) on which a carved
polydimethylsiloxane (PDMS) chip (white) is sealed, between which the GOAC channel itself is
delimitated. The several concentric layers of the GOAC’s “gut wall” are represented, from outer to
inner: the extra-cellular matrix (pink), epithelium (violet), parietal mucus layer (yellow), and the
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central flow of the culture medium (grey). (C) The longitudinal section in the GOAC is shown along
axis ¢. The elements are similar to those of the transversal section. (D) A schematic zoom in a segment
(*) of the longitudinal section. In this work, the GOAC model is designed to recapitulate the scenario
of phage therapy targeting bacteria in the digestive micro-environment, which includes a parietal
mucus layer. (E) A picture of a GOAC. The GOAC itself (g) is connected to the inlet (i) and outlet (o)
winged catheters, respectively, introducing and evacuating all reagents to and from the GOAC. The
winged catheters’ needles are manually curved to be punched in inlet and outlet pores, forming a 90°
angle with the PDMS chip surface. At the point where the needles are punched into the PDMS chip,
epoxy glue is applied to ensure impermeability. The culture medium is infused by a microfluidic
pump connected to the inlet catheter by a connecting catheter (p). Egressing medium coming out of
the GOAC through the outlet catheter is evacuated in a glass collecting vessel (v) filled with a base
level of 70% v /v isopropyl alcohol (IPA).

Plasma bonding of the PDMS chips to glass slides (Superfrost Plus, Thermo Fischer
Scientific (Menzel-Glaser), Waltham, MA, USA) was then performed. Right before the
PDMS chip and the glass slide underwent plasma treatment, the glass slide was gently
wiped clean with 70% v/v IPA and left to dry fully while visually ensuring the PDMS chip
and wiped slide were devoid of any residue or dust particle. The PDMS chip (channel side
up) and the glass slide were placed in the barrel of the plasma cleaner (TePla 300E, PVA
TePla, Wettenberg, Germany). The venting valve of the plasma cleaner was opened on a
high throughput so as to minimize post-plasma venting delay. O, plasma treatment was
initiated at 70 watts for 45 s. As soon as venting was complete and the plasma cleaner’s
door could be opened, the glass slide was swiftly taken out while leaving the plasma-
treated area untouched with the intention of bonding to the PDMS chip. The PDMS chip
was then also taken out without touching its plasma-treated face (channel face), and then
the respective plasma-treated faces of the PDMS chip and the glass slide were manually
pressed against each other. The plasma-induced surface activation effects wore off quickly;
the delay between door opening and face-to-face application should not exceed ten seconds.
Both parts were pressed firmly together using fingers without moving for at least 30 s.
Then, to strengthen the plasma bonding, annealing of the assembled chip was performed
by placing it in an oven at 80 °C for at least two hours. The chip was then taken out of
the oven and stored in a clean container for later use. These chips formed the inorganic
scaffold of the future GOAC models.

2.2. GOAC Microfabrication—Cell Culture

This part of the GOAC microfabrication process can be divided into three successive
steps: (i) inlet and outlet catheter connection, (ii) extra-cellular matrix (ECM) coating, and
(iii) cell seeding.

Inlet and outlet catheters were needed to, respectively introduce and evacuate all
reagents, cells, bacteria, and phages from the GOAC, including the continuous unidirec-
tional flow of culture medium infused in the GOAC to sustain cell growth (see below); they
formed an upstream and downstream tubular continuity with the actual GOAC channel
inside the chip. Winged 21G catheters (21BLK03, Terumo, Tokyo, Japan) were used after
cutting their wings short with a surgical blade and manually bending their needle to give
it a smooth ~90° curvature. The curved needles were then manually punched inside the
PDMS chip’s inlet and outlet pores, forming a ~90° angle with the chip’s upper surface.
Punching needles sufficiently deep and accurately inside the channel pores is critical to
ensure future top-to-bottom permeability in the system. To ensure the needle-PDMS junc-
tion was durably impermeable, once the needles were punched in place, the needle-PDMS
junctions at the surface of the chip were covered in two-component epoxy glue (Super Mix
Universal, Power Epoxy, Pattex, Henkel, Diisseldorf, Germany), which was then left to
solidify at room temperature for at least one hour. Chips were then placed under UV light
overnight for sterilization.
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The GOAC’s inner walls were then coated with ECM solution. The end of the GOAC'’s
outlet catheter was placed in a collecting vessel that collected egressing fluid from the
GOAC from then on. When working on a series of several GOACs at the same time, GOACs
seeded with different cells, bacteria, or phages should always have their outlet catheters
placed in separate collecting vessels to mitigate the cross-contamination risk. A base level
of 70% v /v IPA was poured in this collecting vessel for further instant sterilization of the
egressing fluid. To prepare 10 mL of ECM solution under the laminar flow, the following
refrigerated (4 °C) reagents were poured in a 50 mL sterile tube (Cellstar, Greiner bio-one,
Frickenhausen, Germany) put in ice: 9800 uL of serum-free DMEM (41965-039, Gibco,
Thermo Fischer Scientific, Waltham, MA, USA), 180 uL of rat tail type I collagen (354236,
Corning, NY, USA), and 20 pL of Matrigel (354234, Corning, USA). This ECM solution
was then gently mixed by manually shaking the closed tube before putting it back in ice.
This refrigerated ECM solution must be used immediately. A 3 mL sterile plastic syringe
was loaded with 1.5 mL of ECM solution. Loading the syringe very slowly reduces bubble
formation. The filled syringe was then connected to the GOAC’s inlet catheter before the
ECM solution was gently infused through the GOAC until egressing ECM was visible at
the end of the outlet catheter. A visual check ensures no visible bubble is present in the
ECM-filled GOAC since these spots would then remain uncoated. The ECM-filled GOAC
was placed in a humidified cell culture incubator (37 °C; 5% CO,) overnight with the ECM
syringe still connected to the inlet catheter.

The next day, the ECM excess fluid was gently flushed out of the GOAC by slowly
instilling, with a syringe connected to the inlet catheter, 1.5 mL of the following culture
medium that was used from then on (“FULL medium”): DMEM supplemented with
20% fetal bovine serum (10270-106, Gibco, Thermo Fischer Scientific, USA), 1% penicillin-
streptomycin (15140-122, Gibco, Thermo Fischer Scientific, USA), and 1% non-essential
amino acids (11140-050, Gibco, Thermo Fischer Scientific, USA). The GOAC was then
ready for cell seeding. In this work, according to tested conditions (see the Section 3),
GOACs were either seeded with 100% Caco-2 cells (HTB-37, American Type Culture
Collection-ATCC, USA) or with 50-50% Caco-2/LS 174T cells (CL-188, ATCC, Manassas,
VA, USA). Once, a triplicate of GOACs was seeded with 100% LS 174T cells for the purpose
of comparative ELISA validation only (see below), but were not used for infection assays.
Caco-2 cells and LS 174T cells required for GOAC seeding were retrieved by trypsinization,
centrifugation, and the resuspension of 90% confluent T175 culture flasks previously
cultured with FULL medium. With the help of trypan blue cell counting calibration, a
1 mL sterile syringe was loaded with 1 mL of cell suspension at a total cell seeding density
of about 1.5 x 107 cells/mL. This syringe was then connected to the inlet catheter and
instilled in full in the GOAC; to ensure cell delivery in the GOAC was sufficient, this
was performed with the GOAC’s channel under a microscope. The GOAC was then put
back statically in the incubator to ensure cell adhesion to the GOAC’s walls, with the
1 mL syringe still connected, for four hours. The GOAC was then instilled with 1 mL of
FULL medium to flush out unattached cells from its lumen. The GOAC was then put back
statically in the incubator overnight, with the flushing syringe still attached, to ensure cell
growth to epithelial confluence.

The next day, the GOAC was ready to be put under microfluidic infusion. Microfluidic
infusion was ensured using a 12-channel microfluidic pump (Braintree Scientific, Braintree,
MA, USA) in which 3 mL sterile syringes containing FULL medium were loaded. The
GOAC was taken out of the incubator and its inlet catheter was connected to the 3 mL
syringe loaded in the pump with the help of a long connecting catheter (PN3120, CAIR
L.G.L,, Lissieu, France) also pre-filled with FULL medium. The connecting catheter’s length
ensures the GOAC can still be moved in and out of the incubator while the pump stays
outside the incubator. The GOAC was placed back in the incubator with the connecting
catheter passing through the incubator door’s rubber joint. The pump was started with an
infusion rate set to 60 uL/h (1 pL/min) for 72 h, to sustain epithelial growth and parietal
mucus secretion under microfluidic conditions. At least 12 h before inoculating the GOAC
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(see the next section), the medium has to be switched from FULL to antibiotic-free medium
(“NAB medium”), which has the same composition as the FULL medium except for the
absence of 1% penicillin-streptomycin. To connect the GOAC to the NAB medium for more
than 12 h, the connecting catheter was first disconnected from the GOAC’s inlet catheter
and flushed of its inner FULL medium with new NAB medium using a 3 mL syringe
loaded with NAB medium. This 3 mL syringe was then fully refilled with NAB medium,
connected again to the connecting catheter, and loaded in the pump. The downstream end
of the connecting catheter could then be reconnected to the GOAC's inlet catheter. This
ensured the NAB medium was delivered right from the inlet catheter once the pump was
re-started. After more than 12 h of NAB medium infusion, the pump rate was doubled to
120 uL/h (2 pL/min).

2.3. GOAC Microfabrication—Bacteria and Phage Introduction and Monitoring

After at least 12 h of NAB medium infusion, bacteria and phages can be introduced
in the GOAC. In this work, GOACs were either inoculated with the P. aeruginosa strain
CNb573 and the corresponding anti-P. aeruginosa phage named PNM (both sourced from
the Laboratory of Molecular and Cellular Technology, Queen Astrid Military Hospital,
Brussels, Belgium) or with E. coli subtype ST131 and corresponding anti-E. coli phages
named HP3 and ES17 (all three sourced from the Baylor College of Medicine, Houston,
TX, USA). CN573 and ST131’s antibiotic susceptibility testing was performed by standard
automated disk-diffusion read by Adagio (Bio-Rad, Hercules, CA, USA) and is included as
Supplementary Material (Table S1).

According to the desired test condition (see the Section 3), GOACs were either infected
with 1 x 107 CFU (colony forming unit)/mL or 1 x 10° CFU/mL bacterial solutions. Prior
to introduction in the GOAC, both P. aeruginosa and E. coli were subcultured in a 37 °C
incubator overnight on self-made LB agar slants. The slant was then washed by adding
5 mL of NAB medium and vortexing the slant tube at a high speed for 10 s, providing an
initial bacterial solution that was then systematically titered by serial dilutions in phosphate-
buffered saline (Dulbecco’s PBS, PBS-1A, Capricorn Scientific, Ebdorsfergrund, Germany)
and plating on 5% sheep blood Columbia agar plates (254071, Becton Dickinson, Franklin
Lakes, NJ, USA). The agar plates were incubated overnight, and the titer of the original
bacterial suspension was determined post hoc by CFU counting. By experience, this initial
solution’s titer was reliably comprised in the 1-2 x 10° CFU/mL interval for both bacterial
species, and thus diluted 100 and 10,000 times to reach the aforementioned desired titers of
~1 x 10”7 and ~1 x 10° CFU/mL, respectively. Variation among the exact infective titers
(determined post hoc the next day by plate CFU count, as explained) was neutralized by
standardizing each initial titer on a conventional zero and expressing subsequent variation
in the GOAC'’s infection on a log10 basis (see the Section 2.4).

Phages are similarly titered to establish their PFU (plaque forming unit)/mL titer using
standard double agar overlay (DAO) method [25]. Knowing the respective CFU/mL and
PFU/mL titers of the instilled bacterial and phage solutions, the multiplicity of infection
(MO, the ratio of phages per bacteria in presence) can be determined when applicable:
in this work, the tested MOl is either 1 or 10. In preventive assays in which bacteria-free
GOAG:s are pre-treated with phages, the inner GOAC volume is filled with phage solution
at 108 PFU/mL and then statically incubated at 37 °C/5% CO, before being reconnected to
the pump and washed with NAB medium either perfused at 1 mL/h for 90 min (“hard
wash” protocol) or at 120 uL/h for 12 h (“soft wash” protocol).

According to the tested conditions, the aforementioned bacterial loads and phage
loads were introduced in the GOAC, either by direct manual syringe instillation before
immediately reconnecting the GOAC to the pumping system or by pump instillation
starting from the pump’s syringe all the way to the connecting catheter and the GOAC. “Day
0” always marks the time of initial bacterial introduction to the GOAC. The evolution of
the model’s bacterial titer was then assessed every 24 h for 72 h. To achieve this monitoring,
10 uL of egressing fluid were pipetted out of the outlet catheter terminal cupule by inserting
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a fine pipette tip inside the lumen of the end of the outlet catheter. Through serial dilutions
of this 10 uL output, daily in-model CFU/mL counts were established using the same
spread plate and colony count technique as that mentioned above.

2.4. GOAC Statistics

GOAC statistics are computed using SPSS (IBM Corp. Released 2020. IBM SPSS
Statistics for Windows, Version 27.0. Armonk, NY, USA: IBM Corp). Between and within
comparisons of the GOACs’ bacterial counts expressed in log10 basis over the days are
assessed through repeated measures ANOVA (analysis of variance) tests, with the “within”
variable being time (days) and the “between” variable being the different tested conditions.
Greenhouse—Geisser correction is automatically applied if Mauchly’s sphericity test’s null
hypothesis is not met. ANOVA’s main effects comparison is obtained after Bonferroni
correction. Post hoc multiple paired comparisons are generated after Bonferroni correction.
All error bars on graphs represent 95% confidence intervals (CI95). Significance is always
based on « = 0.05. All tested conditions are biologically independent triplicates (i.e.,
independent GOACs; n = 3 generally tested in at least two different runs to mitigate batch
effect), with each of these conditions” CFU/mL output being subjected to technological
duplicate (mean count based on spread plating on two agar plates). These evolutions of
log10 basis counts are centered on the aforementioned control count of the introduced
CFU/mL at day 0, which is subtracted to express all further values in comparison to a
conventional zero; the graphs thus represent the loss, gain, or status quo of bacterial titer in
the model compared to the bacterial titer initially instilled in the model.

2.5. GOAC Visuals

To illustrate the tissue architecture of the GOACs, direct in-GOAC coloration was
performed using Alcian Blue, staining acidic mucins. We performed a classic Alcian Blue
staining protocol, which is usually performed on histological sections, but by infusing
and flushing the reagents directly in the GOAC channel instead, via the aforementioned
inlet catheter. We used Alcian Blue 8GX (361180-0005, RAL Diagnostics, Martillac, France).
The GOAC on which staining was performed was first gently flushed manually with
phosphate-buffered saline (Dulbecco’s PBS, Capricorn Scientific GmbH, Ebdorsfergrund,
Germany) and then infused with 4% v/v paraformaldehyde (Q Path, VWR chemicals, VWR
international, Radnor, PA, USA) and left to statically fixate for 10 min at room temperature.
GOAC was then flushed with PBS again before mordanting was performed, infusing
3% v/v acetic acid (based on Acetic Anhydride, ref 33214-M, Sigma-Aldrich, Darmstadt,
Germany) before 3 min of static incubation was carried out at room temperature. Alcian
Blue (1% v/v) was then infused in the GOAC and left to incubate in a dry incubator at
37 °C for 30 min before being finally flushed manually with distilled water. Stained GOACs
were then directly observed through light microscopy. Their stained inlet catheters, found
to often contain similarly cellularized segments, were used to obtain 3 um thick histological
sections after a classic tissue preparation and paraffin embedding protocol.

2.6. OmniLog Assays—Bacterial Growth Kinetics

To compare GOACs’ bacterial dynamics to other in vitro conditions over an identical
timeframe of 72 h, bacterial growth curves were established using an OmniLog incubator
system (Biolog, Hayward, CA, USA). Experiments were carried out in 96-well plates in a
final volume of 200 pL of LB medium supplemented with 100 times diluted tetrazolium dye
mix A according to the manufacturer’s instructions. Control assays were also performed
using 20% FBS-supplemented LB instead, mixed with the same dye. Bacteria were added
at a concentration of 10° CFU /well, calculated based on optical density (OD, at 600 nm)
measurements (with an OD of 0.5 corresponding to 4 x 108 CFU/mL, on average), which
were validated using a classical plate culture method. MOI tested in OmniLog assays was
1 for P. aeruginosa assays and either 1 or 10 for E. coli assays.
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OmniLog data were analyzed using OmniLog data Analysis Software (v1.7). OmniLog
growth curves based on these results represent bacterial proliferation in various conditions
and are presented through relative units of cellular respiration over time. Error bars in
these graphs represent +/—1 standard deviation of the mean. Positive and negative control
conditions were replicated in 16 wells in each assay. In LB-only assays, P. aeruginosa with
PNM at MOI = 1 was replicated in 32 wells. E. coli assays with either phage ES17 or
HP3 were replicated in 24 wells at MOI = 1 and in 8 wells at MOI = 10. In control assays
using serum-supplemented LB, all bacteria-MOI combinations were replicated in 24 wells.
Comparison of bacterial “escape” growth rate between OmniLog assays and GOAC assays
was performed using Fischer’s exact test.

2.7. Bacteria and Phages: Description and Variant Typing

Two bacterial species were used in this work: P. aeruginosa (strain CN573) and E. coli
(extraintestinal pathogenic E. coli-ExPEC-subtype ST131 isolate JJ1901). P. aeruginosa was
subjected to only one phage in this work, lytic phage PNM of the Autographiviridae family
(GenBank: OP292288); both P. aeruginosa CN573 and phage PNM samples were obtained
from the Laboratory of Molecular and Cellular Technology (LabMCT, Queen Astrid Military
Hospital, Brussels, Belgium). E. coli was subjected to two lytic phages: phage ES17 and
phage HP3. Phage HP3 (GenBank: GCA_002619885.1) is a lytic Escherichia-phage member
of the Straboviridae family possessing a myovirus morphology and depending at least
partly on E. coli lipopolysaccharide (LPS) as a bacterial surface receptor [26]. The more
recently described phage ES17 (GenBank: GCA_009744855.2), whose bacterial receptor is
not yet characterized, is another lytic Escherichia-phage member of the Gordonclarkvirinae
subfamily and Kuravirus genus and displays an atypical podovirus-like morphology
featuring an elongated capsid and short tail fibers [16,27]. In addition, phage ES17 has
recently been described for its MBPs compared to their absence in phage HP3 [16]. Both
of these phages, along with the E. coli ST131 JJ1901 strain, were obtained from the Baylor
College of Medicine (Houston, TX, USA).

Some experiments in this work have generated variants of the aforementioned bacte-
rial strains, initially identified on a visual basis by examining colonies on aforementioned
5% sheep blood Columbia agar plates. Some of these variants have been screened for ac-
quired phage resistance by re-performing aforementioned DAO assays to establish relative
efficiency of plating (EOP), the relative ability of a given phage load to achieve lysis plaques
on a bacterial lawn of a given bacterial isolate compared to the phage’s reference bacterial
host, expressed as a ratio theoretically comprised between 0 and 1. All of the analyzed vari-
ants were confirmed to belong to their alleged bacterial species by Matrix-Assisted Laser
Desorption Ionization-Time Of Flight (MALDI-TOF). Some variants of P. aeruginosa and E.
coli were also sequenced to try to investigate potential genomic basis for their phenotypic
modifications; for reasons of chronological and technical constraints as well as respective
expertise, P. aeruginosa and E. coli sequencing were performed by different teams using
different protocols. P. aeruginosa sequencing was performed as follows: Total genomic DNA
was extracted using the MagCore Genomic DNA Bacterial Kit (RBC Bioscience, New Taipei
City, Taiwan). The Nextera XT DNA library preparation kit (Illumina, San Diego, CA, USA)
was used to prepare isolate sequencing libraries. Subsequent short-read sequencing was
performed using Illumina MiSeq sequencing (Illumina, San Diego, CA, USA) according
to the manufacturer’s instructions to produce 2 x 250 bp paired-end reads on DNA pre-
pared with the MiSeq Reagent Kit v3 (Illumina). In parallel, long-read sequencing was
performed using an Oxford Nanopore Technology MinlON equipped with an R9.4.1 flow
cell and the SQK-RBKO004 rapid barcoding kit. Guppy (v6.4.6) was then used with the
dna_r9.4.1_450bps_sup.cfg configuration file for basecalling in super high accuracy mode
and demultiplexing.

Trimmomatic (v0.38) was used to trim the [llumina MiSeq reads with the following
options: “LEADING” set to 10, “TRAILING” set to 10, “SLIDINGWINDOW” set to “4:20”,
“MINLEN" set to 40, and “ILLUMINACLIP” set to “NexteraPE-PE.fa:2:30:10” [28]. The
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quality of the trimmed reads was checked using FastQC (v0.11.7) [29]. Hybrid assemblies
were generated following the recommendations of Wick et al. [30] for automating the
generation of long-read first hybrid assemblies. Briefly, long reads were trimmed using
Filtlong (v0.2.0) (https:/ /github.com/rrwick/Filtlong, accessed on 5 May 2021) and used to
generate de novo assemblies using Flye with the “--genome-size” parameter set to 6,230,593,
and the other parameters were left at their default values (v2.9.1) [31]. The resulting assem-
blies were polished using Medaka (v1.7.3) (https:/ /github.com /nanoporetech /medaka,
accessed on 1 June 2023) with the ‘1941_min_sup_g507" model, followed by Polypolish
(v0.5.0) [32] and POLCA (v4.1.0) [33]. BWA (v0.7.17) (Li and Durbin, 2009) [34] was used to
map the reads to the draft assemblies using the default options, with forward and reverse
reads mapped separately.

SNPs and indels were detected using Snippy (v4.6.0) (https:/ /github.com /tseemann/
snippy, accessed on 3 August 2023) and Samtools (v1.13) [34] with the Bakta (v1.8.2) [35]
annotated reference genome hybrid assembly and the trimmed short-reads as inputs. De-
tected variants were confirmed by manual investigation in IGV [36]. Large structural
deletions were detected by generating coverage plots of the short-reads using tinycov
(v0.4.0) (https:/ /github.com/cmdoret/tinycov, accessed on 17 April 2023) on the BAM
files generated by Snippy. Mummerplots (v3.5) [37] was used to confirm the large chromo-
somal deletions and to search for other large insertions and inversions by comparing the
variant hybrid assemblies to the reference hybrid assembly (i.e., the genome of the original
strain before selection). Pan-genome analysis was performed on the hybrid assemblies
using Prokka (v1.14.6) [38] and Roary (v3.13.0) [39] with the “—malfft” option enabled, the
minimum identity set to 95%, and paralogs not split (“-s”). Data manipulation and visual-
ization for the circular chromosomic view used R (v4.2.2) and the tidyverse (v1.3.2) [40]
and circlize (v0.4.15) [41] packages.

E. coli sequencing was performed as follows: Total genomic DNA was extracted from
the E. coli isolates using the DNeasy UltraClean Microbial kit (Qiagen, Hilden, Germany).
The DNA was prepared for long-read sequencing (Rapid barcoding kit SQK-RBK114.24,
Oxford Nanopore Technology, Oxford, UK) on a MinION equipped with an R10.4.1 flowcell.
Basecalling of the nanopore data was carried out using Guppy (v6.3.8) [13] in super high-
accuracy mode, followed by demultiplexing also with Guppy. The reference genome was
assembled using Unicycler [42] (v0.5.0) [43] and annotated using Prokka [38] (v1.14.6). SNP
calling was carried out with Snippy (https://github.com/tseemann/snippy, accessed on
3 August 2023) (v4.6.0) using the reads of the variants against the annotated reference
genome. Coverage was visually inspected using UGene (v44.0) [44] after mapping the
reads on the reference with Bowtie2 (v2.5.0) [45].

2.8. ELISA Mucin Quantification Assays

Quantitative ELISA tests were performed on GOAC triplicates to assess their mucin
secretion profiles based on the content of the egressing culture medium coming out of their
outlet catheter. Three triplicates of three different cell compositions were analyzed: 100%
Caco-2, 50%/50% Caco-2-LS 174T, and 100% LS 174T. Standards, controls, and samples
were obtained in technical duplicates. All GOACs were analyzed 120 h after cell seeding;:
after this delay, GOACs’ egressing fluid was collected at a pumping speed of 1.0 mL/h for
30 min (volume of 0.5 mL required for the assay) and centrifuged at 2000 g for 10 min to
remove debris, and then stored at —20 °C. Both protocols were then carried out according
to the manufacturer’s instructions considering the following points: For the Human MUC2
SimpleStep ELISA® Kit (ABCAM ab282871, Cambridge, UK), the samples were diluted at
a 1:2 ratio into Sample Diluent solution. For the Human Mucin 5AC SimpleStep ELISA®
Kit (ABCAM ab303761), the samples were diluted at a 1:20 ratio into Sample Diluent
solution. The optical density measurements were recorded at 450 nm during 1 s by well.
The analysis was performed by subtracting the average blank control standard absorbance
value from all other absorbance values. Four-parameter logistic (4PL) curve fit was created
by plotting the absorbance values for each standard concentration plotted on log-log axes.


https://github.com/rrwick/Filtlong
https://github.com/nanoporetech/medaka
https://github.com/tseemann/snippy
https://github.com/tseemann/snippy
https://github.com/cmdoret/tinycov
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The concentration of the target protein in the sample was then determined considering
the sample dilution factor. Mean comparison between tested groups was obtained by
univariate ANOVA using SPSS (IBM SPSS Statistics for Windows, Version 27.0. IBM
Corp., Armonk, NY, USA). Post hoc multiple paired comparisons were generated after
Bonferroni correction.

3. Results
3.1. GOAC Cell Culture

Our first GOAC series was initially seeded with Caco-2 cells only. To visually validate
their viability and their aptitude for parietal mucus secretion, direct in-GOAC Alcian
blue staining was performed. The same staining was performed on a negative control
chip seeded with the same Caco-2 load but without prior ECM coating of the GOAC,
theoretically preventing cell adhesion, growth to confluence, and parietal mucus secretion.
Light microscopy through the GOAC’s fully transparent PDMS and glass scaffold allows
for a direct upper view of these stained GOAC channels (Figure 2A,B). Furthermore, by
performing the in-GOAC Alcian blue staining protocol, we serendipitously discovered
that some segments of the stained GOAC’s inlet catheters remained similarly stained and
were thus suspected to have been cellularized during the ECM coating and cell seeding
processes. While the glass—PDMS scaffold of the actual GOAC channel was not suited for
microtome sectioning, these catheter segments were deemed microtome-compatible. To
further validate the developed model, transverse histological sections were performed in
one of these catheters, confirming the hypothesis that the Caco-2 mono-culture achieved
circumferential epithelialization of the catheter’s inner walls, displaying a continuous
~2 um thick apical strip of intensely Alcian blue-stained material, likely to be an apical
mucus layer (Figure 2D,E).

E
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Figure 2. GOAC visualization and mucus production. (A) An upper view in light microscopy of
a negative control GOAC (seeded with the usual cell load but without prior extra-cellular matrix
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coating) shows little to no staining after in-GOAC Alcian blue staining protocol compared to a fully
confluent 100% Caco-2 cellularized GOAC (B) and a 50%/50% Caco-2-LS 174T bicellular GOAC
(C). A general view (D) and close-up view (from the rectangle in D, © as graphical marker) (E) of a
histological section performed in a cellularized segment of a 100% Caco-2 GOAC'’s inlet catheter add
further validation of the model’s inner tissue architecture. A continuous mono-layer epithelium is
seen lining the inner plastic wall (°) of the inlet catheter, seemingly producing a continuous ~2 um
thick layer of an intensely Alcian blue-stained compound, likely mucus. Quantitative ELISA tests
targeting mucin MUC2 (F) reveals significantly superior MUC2 production in bicellular GOACs than
in both the medium negative control and any mono-cellular GOACs. An identical assay targeting
mucin MUC5AC (G) reveals significantly superior MUC5AC production in the bicellular GOACs
than in the medium negative control and in the Caco-2 mono-cellular GOACs but significantly inferior
MUCS5AC production than in the LS 174T mono-cellular GOACs. *: statistically significant difference
(p < 0.05) in univariate ANOVA (see Section 2).

When the ulterior GOACs were instead seeded with a 50%/50% mix of Caco-2 and LS
174T cells (“bicellular GOACs”), we similarly showed the ability of these cell lines to co-exist
in cultured GOAC:s (Figure 2C). To validate the functional maturity of these GOACs, two
quantitative ELISA tests specifically targeting mucins MUC2 and MUC5AC, respectively,
were performed on egressing culture medium of three triplicates of GOACs (100% Caco-2;
100% LS 174T; 50%/50% Caco-2-LS 174T) and on FULL medium as a negative control.
The results suggest that the bicellular GOACs produced an optimal compromise in the
MUC2-MUC5AC secretion profile compared to the mono-cellular counterparts. MUC2
titers were indeed significantly higher in the bicellular GOACs than in the 100% Caco-2
(univariate ANOVA p-value < 0.001) or 100% LS 174T (p = 0.01) GOACs. MUCSAC titers
were significantly higher in the bicellular GOAC models than in the 100% Caco-2 GOACs
(p < 0.001), but lower than in the 100% LS 174T GOACs (p < 0.001) (Figure 2EG).

3.2. GOAC Bacterial Infection Outcomes

We started our first infection series with P. aeruginosa CN573. At this stage, we were
still culturing GOAC series seeded either with 100% Caco-2 cells or with 50%/50% Caco-
2-LS 174T cells. Therefore, several infection conditions tested with P. aeruginosa were
compared in both GOAC types. This was not the case during our later infection series with
E. coli ST131, which focused solely on bicellular GOACs.

GOAC infection and outcome follow-ups over 72 h were performed. When introduced
alone at 10’ CFU/mL, without adding any phage over 72 h, P. aeruginosa and E. coli infection
in the GOACs followed similar dynamics: on a logl0 scale, the bacterial titer egressing
from the GOAC significantly increased by approximately onefold at 24 h regardless of the
tested condition (Figure 3A-C). The bacterial titer then remained stable on a plateau around
108 CFU/mL at 48 h and 72 h for P. aeruginosa in the 100% Caco-2 GOACs. Comparatively,
the P. aeruginosa titer mildly decreased at 48 h in the bicellular GOACs but reached similar
titers as both conditions again at 72 h (Figure 3A). On the contrary, E. coli showed a
temporary spike in bacterial growth at 48 h. A similar assay with a lower initial bacterial
load of 10° CFU/mL, used as control conditions for preventive assays, resulted in the same
dynamics with a similar 108 CFU/mL titer at 24 h, remaining stable afterwards (Figure 3C).
These series of bacterial infections served as control conditions for phage assays in the next
GOAC series.
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Figure 3. GOAC and OmniLog bacteria-only control conditions. Bacterial titers” evolution in
GOACs when infected with P. aeruginosa CN573 (107 CFU/m; n = 3) (A) or E. coli ST131 at either
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higher (107 CFU/mL; n = 3) (B) or lower (10° CFU/mL; n = 3) initial titer concentrations (C). Bacterial
control growth curves in static in vitro conditions using OmniLog automated incubator, with bacterial
respiration units being measured as proxy for bacterial growth (n = 16 wells for each condition; initial
bacterial load of 10° CFU /well; error bars represent +/—1 standard deviation of mean) (D). Micro-
scopic view of GOAC inlet catheter transversal histological section after 48 h P. aeruginosa CN573
107 CFU/mL colonization after Gram staining. P. aeruginosa appear as numerous typical Gram-
negative pink-red bacili that seemingly form homogeneously adherent lining to apical pole of contin-
uous Caco-2 GOAC epithelium (e), and can also be seen forming consortium in likely apical mucus
lining (m, grey). (E) Microscopic view of GOAC inlet catheter transversal histological section after 48 h
P. aeruginosa CN573 107 CFU/mL colonization after Gram staining. P. aeruginosa appear as numerous
typical Gram-negative pink-red bacilli that seemingly form homogeneously adherent lining to apical
pole at continuous Caco-2 GOAC epithelium (e) and can also be seen forming consortium in likely
apical mucus lining (m, grey). [Pa: P. aeruginosa; CFU: colony forming unit; L: luminal; P: parietal].

Furthermore, these in-GOAC bacterial infection dynamics seemed similar to those
observed over 72 h in an OmniLog automated incubator, serving as a control in in vitro
growth conditions. Indeed, a logarithmic phase of bacterial growth was systematically
completed after less than 24 h of incubation, and a stable plateau was maintained until
final read at 72 h (Figure 3D). Co-existence and expected adherence of inoculated bacteria
to the apical side of the epithelium, and likely inside its secreted mucus, were observed
on Gram-stained histological sections after 48 h of 107 CFU/mL P. aeruginosa inoculation
(Figure 3E).

3.3. P. aeruginosa CN573 versus Phage PNM

The joint introduction of both P. aeruginosa and its corresponding phage PNM was
analyzed under different conditions in both Caco-2 GOACs and bicellular GOACs. The
only tested MOI was 1. On at least one out of three timepoints (24, 48, and 72 h), all tested
conditions differed significantly from the aforementioned control GOACs infected with the
same P. aeruginosa load without phage, though to different extents (Figure 4).

P. aeruginosa and PNM were first mixed at MOI 1 immediately before manual instil-
lation in 100% Caco-2 GOACs and restart of the pumping system. This led to a marked
reduction in bacterial titers inside the GOACs, with all three GOACs of the triplicate
reaching below the bacterial detection threshold at 24 h (<10> CFU/mL). One of these two
GOAC s then reconstituted a detectable bacterial population, eventually surpassing the
initial instilled bacterial titer at 72 h only. The other two GOACs remained at undetectable
bacterial titers for 72 h, suggesting sterility (Figure 4A).

We then introduced these same bacterial and phage loads inside a similar triplicate of
100% Caco-2 GOACs, but this time by first instilling P. aeruginosa alone and letting it stati-
cally incubate in the GOACs in a 37 °C/5% CO, incubator for one hour before introducing
the same phage load (MOI = 1). Again, a reduction in bacterial titers was observed in all
three GOACs, but to a lesser extent compared to the previous condition of simultaneous
administration. Indeed, none of the GOACs reached bacterial undetectability at any time-
point, and all three had grown back to surpass the initial bacterial titer concentration at
72 h (Figure 4B).

Replicating both of these conditions in bicellular GOACs instead of Caco-2 GOACs led
to even more bacterial-favoring outcomes, with all other factors being equal. Simultaneous
phage-bacteria introduction again led to a significant reduction in bacterial titers at 24 h,
but no GOAC ever reached bacterial undetectability, contrasting with their 100% Caco-2
counterparts. In addition, the bacterial titers surpassed the initial instilled titers at 48 h.
Sequential administration after a similar one-hour delay after bacterial incubation was this
time unable to induce any reduction in the initial instilled bacterial titers at 24 h. At 72 h,
both of these conditions’ bacterial titers had reached similar levels as their bacteria-only
control GOACs (Figure 4C).
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Figure 4. P. aeruginosa CN573 versus phage PNM assays. P. aeruginosa titer evolution when intro-
duced in GOACs with phage PNM (MOI = 1) in various conditions: (A) simultaneous introduction
of P. aeruginosa and PNM in 100% Caco-2 GOACs (dotted line represents detection threshold in
spread plating, <102 CFU/mL) (n = 3), (B) sequential introduction of P. aeruginosa first with subse-
quent introduction of phage PNM after 1 h static incubation delay in 100% Caco-2 GOACs (n = 3),
(C) replication of these two conditions in bicellular GOACs (n = 3 each). (D) P. aeruginosa and PNM
(MOI = 1) control growth curves in static in vitro conditions using OmniLog automated incubator,
with bacterial respiration units being measured as proxy for bacterial growth (initial bacterial load of
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105 CFU/well; n = 32 wells for P. aeruginosa + PNM, 16 wells for P. aeruginosa only, and 16 wells for
negative control; error bars represent +/—1 standard deviation of mean). (E) Spread plating on 5%
sheep blood Columbia agar plates highlights intense phenotypic diversification in P. aeruginosa CN573
after co-evolution with phage PNM in GOACs, displaying at least four distinct colony morphologies
out of single GOAC after 48 h. (F) Close-up view of one of these plates reveals co-existence of
wild-type colonies (white arrow), systematically including phage-induced lysis plaques, along with
modified colonies, for example, exhibiting dark pigmented halo (black arrow), systematically devoid
of any lysis plaques. [Pa: P. aeruginosa; GOAC: Gut-On-A-Chip; MOI: Multiplicity of Infection].

During these assays, bacterial growth or regrowth despite phage lytic pressure was
accompanied by the emergence of phenotypic variants of P. aeruginosa, identified on a
visual basis of modified colony morphology on blood agar plates (Figure 4E,F). All of
these variants were confirmed to belong to the P. aeruginosa species by MALDI-TOF. These
variants” morphotypes were reproductible between GOAC replicates in which both P.
aeruginosa and PNM were introduced, but not in any of the bacteria-only control GOACs.
This led us to suspect a non-random selection of a significant fitness advantage correlated
to these phenotypic alterations, including, for example, the de novo acquisition of bacterial
phage resistance (BPR) mechanisms, allowing for bacterial regrowth. To test this hypothesis,
these variants were subcultured on blood agar plates, and the phage PNM’s EOP was
assessed anew on each of them compared to the initial P. aeruginosa CN573 strain. The
results confirm the emergence of BPR in all variants (Table 1).

Table 1. Typing of P. aeruginosa variants. Summary of phage susceptibility testing and genomic
characterization of 9 variants of P. aeruginosa CN573 retrieved after co-evolution with phage PNM
in GOACs.

Phage PNM . . Structural
Isolate Colony Phenotype PNM EOP Susceptibility Mutations in Genes Variation
Bricht ereen Frameshift variant in pilM,
CN573-V1 BN BTe 0.0009 Partly resistant stop gained in exsC,
big colonies . L
missense variant in eutG
CN573-V2 Bright green 0.0010 Partly resistant ~ 1irame deletion in pilT,
big colonies stop gained in exsC
Frameshift variant in pilQ, Chromosomal
CNb573-V3B Brown big colonies 0 Fully resistant stop gained in exsC, deletion (including
missense variant in fabG gall and hmgA)
Frameshift variant in pilQ, Chromosomal
CNb573-V3S Brown small colonies 0 Fully resistant stop gained in exsC, deletion (including
missense variant in fabG gall and hmgA)
Frameshift variant in pilP Chromosomal
CN573-V4 Brown small colonies 0 Fully resistant . . PEE: " deletion (including
stop gained in exsC
gall and hmgA)
. Frameshift variant in pilQ,
CN573-V5 Bljlght green 0 Fully resistant stop gained in exsC, Chromqs omal
big colonies ) o deletion
missense variant in fabG
Pale oreen Frameshift variant in pilP
CN573-V6 greer 0 Fully resistant and wapR, stop
small colonies : :
gained in exsC
Frameshift variant in pilC, Chromosomal
CN573-V7 Brown small colonies 0 Fully resistant stop gained in exsC,and  deletion (including
missense variant in fabG gall and hmgA)
Pale oreen Stop gained in exsC and
CN573-V8 & 0 Fully resistant pilO, missense variants in

irregular colonies

fabG and algC
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These bacterial variants were then sequenced to investigate the potential genomic
basis for these phenotypic modifications. Consistent with the identification of total or
partial BPR phenotype for each of them, genomic variations likely to cause these modified
phenotypes were identified for each of them. All nine sequenced variants showed a variety
of single-nucleotide polymorphisms (SNPs) and indels in genes coding for P. aeruginosa’s
type 1V pilus (T4P) complex (pilC, pilM, pilO, pilP, pilQ, and pilT), which is known to be a
key surface receptor for phage PNM’s infectivity and has already been identified as a BPR
driver in clinical cases of anti-P. aeruginosa phage therapy [13,46] (Table 1, Figure 5). Some
of these variants also showed other SNPs and indels in genes of other complexes, such
as the type III secretion system (exsC) as well as membrane lipids and LPS biosynthesis
(algC, fabG, and wapR). A synonymous variant in a putative protein located next to (and
suspected to be part of) the type VI secretion systems (T6SS) (MLIPEN_12965) was also
detected. Lastly, five variants contained large chromosomal deletions ranging from 46 kb to
330 kb, including four brown-colored variants which were systematically and specifically
found to harbor structural chromosomal deletions including the galU and hmgA genes
(Table 1, Figure 5).

Pilr

0 Mb /

/,)///W " Vi ®
pilp
pilQ f /
wapR %0,

P. aeruginosa CN573
6,230,593 bp

2 Mp

Z
0 N
44/76 'bw ’@/}/C
A
Hc
2

Figure 5. A circular chromosomic view (CCV) of the bacterial genomes of the nine sequenced
P. aeruginosa variants. The first two rings (starting from the outside to the inside) indicate the coding
regions on the plus and minus strands, and the nine inner rings show the genomic variations in the
partially phage PNM-resistant V1 and V2 isolates and the fully resistant V3B, V3S, V4, V5, V6, V7,
and V8 isolates. The orange inner rings indicate the four brown-colored variants. Small deletions are
highlighted in dark blue, insertions are highlighted in green, and SNPs are highlighted in orange.
The light blue boxes highlight the large chromosomal deletions detected in some of the variants. The
position of the galU and hmgA genes, associated with the brown phenotype, are shown in burgundy.
[bp: basepairs; Mb: megabases; SNP: single-nucleotide polymorphism].
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We also tried to compare the rate of emergence of these bacterial growths under
phage pressure to a more neutral in vitro assay. P. aeruginosa CN573 and phage PNM
were thus incubated in 96-well microplates in an automated OmniLog incubator, with
bacterial growth being measured every 20 min by tetrazolium dye reduction assay. For
the sake of comparison to GOAC conditions, the MOI, temperature, and duration of
incubation were the same (1, 37 °C, and 72 h, respectively). Bacterial “escape” growth
despite phage pressure was less frequent in these OmniLog assays than in the GOACs, with
most OmniLog replicates (22/32) not showing detectable growth over 72 h (Figure 4D).
This differs significantly from the bicellular GOACs’ dynamics in both simultaneous and
sequential infection conditions (Fischer’s exact test p-value = 0.0437) and from the Caco-2
GOAC:s in sequential infection condition (p = 0.0437), but it does not differ from the Caco-2
GOACs under a simultaneous infection condition (p = 1).

3.4. E. coli ST131 versus Phages ES17 and HP3

Similar assays were conducted to investigate infection dynamics between E. coli ST131
and the two anti-E. coli lytic phages ES17 and HP3. For these E. coli assays, only bicellular
GOACs were used.

E. coli was first mixed at MOI 1 with phage ES17 or phage HP3 immediately before
manual instillation in bicellular GOACs and the restart of the pumping system. Compared
to the bacteria-only control GOACs, this only induced a statistically significant reduction
in the bacterial titer at 24 h with HP3, but not with ES17. At 48 h, both the ES17- and HP3-
treated GOACs had a lower concentration of bacterial titers than the controls, though both
were also significantly higher than the initially instilled bacterial titer levels. At 72 h, both
conditions had bacterial titer levels similar or superior to the control GOACs (Figure 6A).

We then introduced these same bacterial and phage loads inside a similar triplicate
of bicellular GOACs, but this time by first instilling E. coli alone and letting it statically
incubate in the GOACs in a 37° C/5% CO, incubator for one hour before introducing the
same phage load (MOI 1) of either ES17 or HP3. Similar to the P. aeruginosa assays, this led
to more bacteria-favoring outcomes, with all other factors being equal. The HP3-induced
relative reduction in bacterial titers at 24 h, while still statistically significant, was less
marked. ES17 failed to even maintain the status quo compared to the initially instilled
bacterial titer levels at 24 h. By 72 h, both conditions had reached similar bacterial titer
levels to the bacteria-only controls (Figure 6B).

We decided to replicate this condition of sequential administration using a tenfold
higher phage load (MOI 10 instead of 1 for all previous assays), keeping all other parameters
unchanged. This led to a moderately more favorable phage effect, seemingly reverting the
bacteria-favoring effect of sequential administration instead of simultaneous administration.
The titer curves are indeed largely similar in these conditions to those of the GOACs tested
with simultaneous bacteria—phage introduction. Yet even this higher MOI failed to elicit a
major reduction in bacterial titers below the detectability threshold at any timepoint. In
addition, ES17 again seemed to perform more poorly than HP3 in these conditions, failing
to reduce the bacterial titer levels below the initially instilled bacterial titer levels at any
timepoint (Figure 6B).

We then investigated whether phage efficacy in these GOACs could be improved by
administering them in a continuous way instead of through a single initial introduction of a
given phage load. To test this, syringes loaded with NAB medium in the alimentation pump
were supplemented with MOI 10 titers of either ES17 or HP3, ensuring the continuous
top-down infusion of both phages through the whole length of the model for the whole 72 h
of the assay. This did not lead to significantly better phage outcomes, with bacterial titers
never reaching sub-detectability levels at any timepoint, surpassing the initially instilled
bacterial titer levels at 48 h and even slightly surpassing the bacteria-only control titers at
72 h. However, for the first time, ES17 seemingly performed slightly better than HP3 at
24 h, achieving significantly lower bacterial titer levels than the bacteria-only control as
opposed to HP3 (Figure 6D).
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Figure 6. E. coli ST131 versus phage ES17 or phage HP3 assays. E. coli titer evolution when introduced
in bicellular GOACs with either phage ES17 or phage HP3 in various conditions: (A) simultaneous
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introduction of E. coli and either phage at MOI = 1 (n = 3 each), (B) sequential introduction of
E. coli first with subsequent introduction of either phage after 1 h static incubation delay at MOI = 1
(n =3 each), (C) sequential introduction of E. coli first with subsequent introduction of either phage
after 1 h static incubation delay at MOI = 10 (n = 3 each), (D) introduction of E. coli and then
continuous 72 h infusion of either phage at MOI = 10 (n = 3 each). Preventive assays were also
performed to establish E. coli titer evolution when introduced (at lower initial titer concentration of
10° CFU/mL instead of usual concentration of 107 CFU/mL) in bicellular GOACs pre-treated with
either phage at titer concentration of 108 PFU/mL by letting phage pre-treatment statically incubate
in GOAC:s for 1 h and then submitting GOAC:s to either hard (E) or soft (F) washing protocol before
E. coli introduction (n = 3 each). [Ec: E. coli; GOAC: Gut-On-A-Chip; MOI: Multiplicity of Infection].

In the next assays, we wanted to investigate the potential preventive properties of
these two phages rather than their curative ones. As opposed to the previously investigated
“sequential” condition where bacteria introduction precedes phage introduction, here, we
pre-treated bacteria-free GOACs with phages, and then introduced bacteria and analyzed
whether phage pre-treatment could prevent bacterial settlement in the GOACs. The GOACs
were pre-treated with phages and then washed with two different washing protocols (see
the Section 2). Bacterial introduction to the model was then attempted by infusing E. coli in
a continuous flow, similar to the previous assay; syringes loaded with NAB medium in the
alimentation pump were supplemented with a lower titer concentration of 10° CFU/mL,
and they were then infused through the GOACs at a usual rate of 120 uL/h. The control
GOACs in these conditions were thus also seeded with 10° CFU/mL of E. coli instead of
the usual 107 CFU/mL concentration in all other GOAC assays. Despite evidence of phage
persistence in the pre-treated GOACs through the observance of lysis plaques on the output
CFU in all four conditions, neither of these pre-treatment protocols managed to prevent
bacterial settlement and growth in these GOACs, with none of the bacterial titers measured
being inferior to their bacteria-only controls at any timepoint (Figure 6E,F).

Up to this point, the ES17 and HP3 phages had only been tested separately with the
aim of comparing their respective efficacy, or lack thereof, at modifying in-GOAC bacterial
dynamics. Next, we wanted to investigate whether these phages seemed to have synergistic
potential in this model. Accordingly, we replicated the sequential administration series
by first incubating E. coli alone in GOACs and then introducing a 50% /50% mix of ES17
and HP3 phages (combined MOI of 1 and 10 respectively). At MOI 1, this assay generated
significantly better phage outcomes at 24 h than either mono-phage MOI 1 counterparts in
the same conditions. This was not the case when combining MOI 10, which unexpectedly
performed worse than MOI 1 at 24 h, though still managing to temporarily reduce bacterial
titer levels below initially instilled bacterial titer levels, but not to a greater extent than HP3
or ES17 alone at MOI 10 (Figure 7A,B).

Following a similar approach to the P. aeruginosa assays, the development of thriving
bacterial growth under various conditions of phage pressure in these GOACs led us to
investigate potential underlying causes. In multiple independent GOACs, the occasional
observation of phenotypic modifications in E. coli colony morphologies led us to postulate
a fitness advantage in these variants, which is possibly correlated to BPR acquisition
(Figure 7C). Similarly, these variants were subcultured on blood agar plates, and then the
respective EOPs of phages ES17 or HP3 were assessed again on each of them, according to
the phage they had previously been exposed to. As opposed to P. aeruginosa, though, only
one variant (1/5) displayed a mildly reduced EOP, with the majority (4/5) not displaying
any modifications in phage susceptibility. The long-read sequencing of these variants
did not highlight any genomic modification in line with the described BPR-acquisition
pathways, only highlighting one deletion causing a non-synonymous frameshift variation
in a hypothetical protein in one ES17-induced variant (Table 2).

Similar to P. aeruginosa assays, OmniLog growth assays in similar conditions yielded
significantly lower rates of bacterial “escape” growth over the same timeframe compared
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to GOAC:s, this time for both phages either at MOI 1 (ES17: p = 0.0014; HP3: p = 0.0034) or
at MOI 10 (ES17: p = 0.0061; HP3: p = 0.0242) (Figure 7D,E).
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Figure 7. E. coli ST131: dual phage and OmniLog assays. E. coli titer evolution when introduced in
bicellular GOACs with 50%/50% combination of phage ES17 and phage HP3 in comparison with
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both mono-phage counterparts at MOI = 1 (n = 3 each) (A) or MOI = 10 (n = 3 each) (B). Example
of modified E. coli ST131 colony morphology (left, variant ST131-V1 see Table 2) after exposition
to HP3 at MOI = 1 compared to wild-type colony morphology (right) (C). E. coli with either ES17
(D) or HP3 (E) control growth curves in static in vitro conditions using OmniLog automated incubator,
with bacterial respiration units being measured as proxy for bacterial growth (initial bacterial load
of 10° CFU/well; n = 24 wells for each MOI = 1 assay, 8 wells for each MOI = 10 assay, 16 wells for
E. coli only, and 16 wells for negative control; error bars represent +/—1 standard deviation of mean).
[Ec: E. coli; MOI: Multiplicity of Infection].

Table 2. Typing of E. coli variants. Summary of phage susceptibility testing and genomic characteriza-
tion of 5 variants of E. coli ST131 retrieved after co-evolution with phage ES17 or HP3 in GOACs.

Inductor Phage’s Inductor Phage’s Mutations and/or
Isolate Colony Phenotype  Inductor Phage EOP Susceptibility Structural Variations
ST131-V1 Bright whlt.e HP3 0116 Partly No detectable o
dwarf colonies susceptible non-synonymous variation
ST131-V2 Bright white ES17 1 Fully susceptible No detectable
colonies non-synonymous variation
Hazv era Deletion causing a
ST131-V3 y gray ES17 1 Fully susceptible frameshift variant in a
large colonies h . .
ypothetical protein
ST131-V4 Bright srey HP3 1 Fully susceptible No detectable -
colonies non-synonymous variation
ST131-V5 Bright white ES17 1 Fully susceptible No detectable =
colonies non-synonymous variation

3.5. Serum-Supplemented OmniLog Assays

To maximize comparability, the above-mentioned “control” OmniLog assays were
eventually replicated with the modification of a single parameter: the LB culture medium
was supplemented with 20% FBS to reach identical FBS proportions as the medium infused
in GOACs.

A comparison between these three pairs of assays (i.e., P. aeruginosa CN573 and PNM,
E. coli ST131 and ES17, and E. coli ST131 and HP3) is presented in Figure 8.

Qualitatively, FBS supplementation does not seem to significantly modify the escape
growth profile, still starting at least six hours after the bacteria-only positive control but
eventually reaching a similar plateau by the end of the 72 h period.

Quantitatively, on the other hand, FBS supplementation leads to a significantly higher
rate of bacterial escape growth than in its FBS-free counterpart when considering the
P. aeruginosa-PNM duet (MOI 1: p = 0.0064), but not in the E. coli-ES17 (MOI 1: p = 1;
MOI 10: p = 1) nor the E. coli-HP3 (MOI 1: p = 1; MOI 10: p = 0.443) assays. As opposed
to standard FBS-free Omnilog assays, the FBS-supplemented OmniLog outcomes for
P. aeruginosa-PNM (MOI 1) in terms of the escape growth rate thus do not differ significantly
from those of the GOACs (p = 0.545). FBS supplementation’s deteriorating effect on PNM
outcomes at MOI 1 in these Omnil.og assays can, however, be surpassed by the use of
higher MOlIs like 10 and 100 (Figure 8).
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Figure 8. Serum-supplemented OmniLog assays. Replicating previous OmniLog assays with the
supplementation of 20% fetal bovine serum (the same proportion as in the GOAC culture medium)
to LB yields significantly higher bacterial escape growth rates in P. aeruginosa—-PNM assays (A,B), but
not in E. coli-ES17 (C,D) nor in E. coli-HP3 (E,F) assays.

4. Discussion

This work investigated bacterial dynamics under phage pressure in GOACs under
numerous culture conditions focusing on two bacterial species: P. aeruginosa and E. coli.
The choice to focus on these two species is based on experimental and clinical relevance,
taking inspiration from our clinical practice in Cliniques universitaires Saint-Luc ([CUSL]-
Brussels, Belgium). In CUSL, one of the most important subsets of patients concerned
with MDR bacteria asymptomatic carriage and potential associated infections are pediatric
liver transplant recipients; their high frequency of MDR bacteria carriage can be explained
in part by the diverse geographic origins of these patients [47]. Besides its high carrier
rate, this population is also especially vulnerable to “carriage—infection conversion” as
the liver transplantation they endure automatically induces the three aforementioned risk
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factors that facilitate it: major abdominal surgery (liver transplantation surgery itself),
intensive care unit stay, and immune suppression (related to anti-rejection drugs) [8]. On
the one hand, P. aeruginosa, while not the most frequently encountered carriage in the
CUSL subpopulation, has led, on occasion, to devastating carriage—infection conversions,
which are responsible for high morbidity and limited therapeutic options [13]. Furthermore,
its carriage rate appears as one of the most frequent ones in another large comparable
series of pediatric liver transplant recipients in Korea, advocating for a variable clinical
relevance according to local epidemiology [48]. Lastly, previous works have illustrated
that P. aeruginosa fits the carriage-infection conversion paradigm [49,50]. On the other
hand, choosing to work with E. coli appeared locally relevant given its high carriage
incidence in the CUSL subpopulation. Moreover, this choice gave us access to a pair of
corresponding anti-E. coli phages whose respective properties were recently extensively
described, particularly their MBPs or lack thereof [16]. This made the E. coli bacteria—phage
duet an ideal candidate to transition this clinically inspired problematic research model to
a preliminary digestive research model such as the GOAC model.

Green and colleagues’ findings from the comparative oral administration of two
phages harboring MBPs (phage ES17) or without MBPs (phage HP3) led them to con-
clude that the former was more efficient at lysing E. coli ST131 in the digestive tracts of
mice. They also showed that this difference was likely due to the inhibitory (or at least
bacteria-protective) effect exerted by mucins on phages devoid of MBPs as opposed to
their enhancing effect on a phage harboring MBPs. In this case, the MBPs of phage ES17
seem mediated by a tail fiber protein specifically binding to heparan sulfate proteoglycans,
which are ubiquitous glycoproteins present at the basement and surface membranes of cells.
Their findings are consistent with a previous paradigm proposed by Barr and colleagues,
the “Bacteriophage Adherence to Mucus” (BAM) model [51]. The BAM paradigm implies
that some phages constitutive of animal commensal microbiomes can reach a state of
prosperity in parietal mucus-rich interfaces by harboring MBPs. In the case of BAM, these
MBPs have been described as being mediated by several subtypes of immunoglobulin-like
domains [51-55]. This prosperity allows for more likely phage-bacteria encounters in these
mucus-rich interfaces, inducing bactericidal properties constitutive of a “non-host-derived
immunity”, for example, which is able to prevent bacterial translocation from the gut
lumen to the bloodstream [51,53]. Except for the fact that MBPs of ES17 are not mediated
by immunoglobulin-like domains, both of these groups’ conclusions coincide.

To investigate whether these conclusions could be extrapolated to GOACs, the GOACs
required proper parietal mucus secretion, since it is an essential condition to the BAM
paradigm. Histological sections of Alcian blue-stained inlet catheters of GOACs have
suggested that sustained cell culture in our GOACs could induce the production of a thin
continuous apical mucus layer. Furthermore, mucin quantification by specific quantita-
tive ELISA tests illustrated that our GOACs produced detectable quantities of targeted
mucins MUC5AC and MUC2 and that the production of MUC2 was increased in bicellular
GOACs compared to both mono-cellular counterparts. We initially chose to supplement
100% Caco-2 GOACs with LS 174T cells because of LS 174T’s well-documented MUC2
secretion potential, whereas transcriptomic studies have suggested that Caco-2 cells had no
significant MUC2 production in two-dimensional static culture [56]. Surprisingly, the 100%
Caco-2 GOACs did not produce significantly less MUC2 than the 100% LS 174T GOACs. Be-
sides having different outcome measurements (mMRNA vs. antigen), this difference might be
induced by the different culture conditions (two-dimensional static vs. three-dimensional
dynamic), in line with previous reports of MUC2 secretion by Caco-2 cells in GOACs [57].
Optimizing MUC2 secretion, which was achieved in bicellular GOACs, seemed a key prior-
ity; it is indeed likely the most important mucus compound in organizing the architecture
of the mucus-embedded microbiome along the gut walls [58]. For this reason, bicellular
GOACs were considered the most physiologically relevant after the initial comparative
series and were the only type of GOACs used in the E. coli assays. MUC2 shapes the parietal
mucus layer into two contrasted sublayers, including an inner dense sublayer hostile to
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microbiological life, lining the gut epithelium’s apical surface and protecting it from direct
bacterial contact. On the other hand, the outer sublayer is partly disaggregated, and its
looser structure fosters thriving microbiological life. In P. aeruginosa assays, the relative
lack of MUC2 abundance in 100% Caco-2 GOACs might explain why they did not seem as
protective to bacterial prosperity as the 50%/50% Caco-2-LS 174T bicellular GOACs under
the same phage conditions.

In P. aeruginosa assays, bacterial “escape” growth following an initial decline under
phage pressure was correlated with the emergence of various P. aeruginosa colonies of
modified morphology. We postulated that these morphological modifications were likely
correlated with fitness advantages, allowing for bacterial growth under phage pressure,
such as the acquisition of BPR mechanisms. This seemed especially likely given the absence
of morphologically modified colonies in the bacteria-only control GOACs. Consistent with
this hypothesis, PNM susceptibility testing performed with a DAO assay on these variants
always illustrated a dramatic loss in phage susceptibility, which is consistent with the
clinical thresholds used to qualify BPR (EOP < 0.01). Accordingly, the sequencing of these
variants revealed the systematic acquisition of T4P-related genomic modification, known
as causative of BPR phenotypes [13,46]. Other genomic modifications were also detected,
some of which are also known to cause BPR, affecting structures and functions such as LPS
biosynthesis, pyomelanin metabolism conferring the brown coloration of some variants
(hmgA), or O-antigen-related virulence (galll) [59]. These alterations highlight a key limita-
tion of GOAC:s since all of their associated fitness costs could be comparatively significantly
higher in human hosts. First, a possible loss of virulence due to T4P-, LPS-, or gallUl-related
alterations could hinder in vivo bacterial survival according to the phage-induced virulence
trade-off (PIVT) paradigm [13,59]. Second, potential alterations in the T6SS could hinder
in vivo fitness, especially the digestive fitness of P. aeruginosa given the key role played by
T6SS in inter-species bacterial competition in a given ecological niche, a feature that is likely
not valued in a GOAC devoid of any bacterial competition [60]. It should be noted that the
synonymous variant found in this work and suspected to be part of the T6SS complex does
not necessarily result in an absence of phenotypic modification regarding the T6SS structure
or function since codon usage bias has been shown to potentially generate phenotypic
changes between synonymous codons, including in P. aeruginosa [61,62]. Lastly, pyome-
lanogenic phage-resistant P. aeruginosa variants related to hmgA alterations are correlated to
a higher susceptibility to colistin, a last-resort antibiotic against P. aeruginosa, suggesting
possibly synergistic properties of phage-antibiotic interactions on these variants [59,63].
These mechanisms are part of an increasingly well-described potential for phage-induced
trade-offs in P. aeruginosa, the use of which could yield interesting adjuvant therapeutic
potential regardless of the phages’ lytic efficacy [64].

In E. coli assays, a similar approach to phenotypic variant analysis during bacterial
“escape” growth did not provide similar results. As opposed to the P. aeruginosa assays,
ES17 and HP3 susceptibility testing performed by DAO assays on these variants never
showed dramatic decreases in the EOP, suggesting an absence of BPR acquisition in these
variants. These results could suggest gut-specific mechanisms of E. coli phage resistance
or phage evasion, which cannot be reproduced in phage-bacteria assays outside of the
GOAC and thus can possibly not be correlated with expected BPR-inducing genomic
alterations in these variants. This hypothesis goes in line with the findings of Chibani-
Chennoufi and colleagues [65]. Their findings illustrate that E. coli existing as long-term
colonizers in the guts of mice are significantly more resistant to digestive phage therapy
than E. coli that are newly introduced into the gut, while both types of E. coli display
similar phage susceptibility outside of the gut environment. Whether these gut-specific
determinants of phage resistance were even mediated by bacteria themselves was not
certain, suggesting possible mechanisms of “non-bacterial phage resistance”. Consistent
with this paradigm, sequencing did not highlight any genomic modification in line with
the described BPR acquisition pathways, only highlighting one deletion causing a non-
synonymous frameshift variation in a hypothetical protein in one ES17-induced variant.
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This suggests that in-GOAC E. coli adaptation towards phage evasion might be based on
dynamic gene regulation or even on non-bacterial determinants rather than on durable
genomic alterations. This hypothesis goes in line with the recent in-depth investigation
conducted by Lourengo and colleagues, illustrating the tripartite (bacteria, phage, and
gut environment) nature of this significant in vitro—in vivo mismatch, highlighting the
importance of dynamic gene regulation in gut-colonizing E. coli and its lower associated
fitness costs compared to stable genomic alterations like loss-of-function mutations [66].
The same group previously illustrated that the gut’s architectural features themselves play
a key role in creating “bacterial refuges” in the mucosal environment, creating conditions
for long-term bacteria—phage prosperity at the spatial level regardless of the respective
development of BPR and associated phage co-evolution [67]. The potential of phages
to evolve along gut-specific mutational pathways has also been recently documented,
including in GOAC models [24].

P. aeruginosa and E. coli assays also differ by their comparative outcomes in OmniLog
assays, especially when considering serum-supplemented assays. Besides carrying serum-
free OmniLog assays as “neutral” in vitro comparators, we decided to replicate them using
a similar FBS proportion as that used in the GOAC infusion medium so as to rule out the
contribution of serum itself in the GOAC-OmniLog outcomes’ differences. The rationale
behind this is the previous description of the phage-deteriorating properties of serum,
mostly reported in Staphylococcus aureus, though varying vastly among S. aureus strains [68].
These properties appear to be likely correlated with IgGs, which are thought to compete
with phages for specific surface receptors, hampering phage adsorption [68,69]. Works
reporting similar mechanisms in P. aeruginosa and E. coli phages are rarer, tend to illustrate
these properties in phage-induced immunized serum and not in supposedly “naive” serum,
such as FBS in our case, and report potentially high variance between phages and between
replicates [70-72]. Here, we illustrated significantly different serum-induced effects on
OmniLog outcomes according to species: the effects were apparently neutral for E. coli and
for both ES17 and HP3 phages, but significantly phage-deteriorating for P. aeruginosa and
PNM, although this appears fully reversible with the use of higher MOIs. This represents an
additional layer of analytical complexity in what fosters differences between OmniLog and
GOAC outcomes, but also between GOAC and mice outcomes, as will be discussed below.

In both P. aeruginosa and E. coli assays, the sequential introduction of bacteria followed
by phages after a 1 h static incubation led to more bacteria-favoring outcomes than the
simultaneous introduction of the same quantities of bacteria and phages. In sequential
introduction conditions as opposed to some simultaneous conditions, no GOAC ever
reached undetectable bacterial titers at any timepoint regardless of the phages used and the
corresponding MOI. This bacteria-favoring effect of bacterial chronological pre-existence in
a digestive phage therapy model is again consistent with the aforementioned findings of
Chibani-Chennoufi and colleagues [65]. This might look discouraging given that bacterial
pre-existence is, by definition, present in the clinical problem that is initially tackled in this
work: phage-mediated digestive decolonization. However, the opposite condition of phage
pre-existence in the GOACs did not lead to more encouraging outcomes, either; the phage
pre-treatment of the GOACs proved to be unable to prevent ulterior bacterial colonization
of the GOACs as opposed to previous findings from comparable assays [52].

Our E. coli GOAC assays generated results that seem contradictory to some of Green
and colleagues’ findings after conducting similar assays in mice. Indeed, as opposed to
their results, MBPs of phage ES17 could not revert the bacteria-favoring scenario of our
E. coli-infected GOACs compared to phage HP3, which is devoid of MBPs. ES17 did not
perform better at lowering GOAC bacterial titers than HP3 in any but one culture condition.
Indeed, a slightly better effect at 24 h was observed during continuous phage infusion
condition, achieving significantly lower bacterial titer levels than the bacteria-only con-
trol GOACs but not significantly lower than the HP3 GOACs. This is highly contrasting
with the spectacular bactericidal efficiency of ES17 in Green and colleagues’ mice model,
especially compared to the inefficiency of HP3. Several factors might explain these differ-
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ences. First, the GOACs used in this work do not replicate the complex aero-anaerobic
gradients found in the live digestive tract, though previous complex iterations of GOACs
have been able to achieve this [22]. For example, as a facultative aero-anaerobe, E. coli
has been shown to endure dynamic gene regulation during gut colonization to handle the
aero-anaerobic switch in parallel to the development of phage-resistant mechanisms when
phages were co-introduced in the gut [66]. Anaerobic conditions have been suspected to
influence phage-bacteria interactions, including the adsorption rates and frequency of
BPR-inducing mutations [73]. Second, it has been increasingly documented that phages,
while incapable of actively infecting eukaryotic cells, can become internalized in them.
This is notably the case in the gut, where phages in the digestive lumen are subject to an
epithelial uptake by transcytosis, representing a potential sink for phages and limiting their
in-gut availability [74]. It is unknown whether the intensity of this uptake-mediated loss in
available phages is similar in GOACs and mice. Third, in relation to the aforementioned
digestive phage transcytosis mechanisms, GOACs lack any immune system. While increas-
ing evidence is advocating significant interactions between gut-resident phages and the
mucosal immune system, notably explained via their transcytosis potential in both health
and disease, little is known about the acute implication of the immune system on newly
introduced phages in the gut community in the scenario of oral phage therapy [75,76]. The
idea that phage-immune interactions could result in increased bactericidal properties is
supported by previous findings [77]. Fourth, the tissue architecture in GOACs probably
only resumes part of the complexity of that of the live digestive tract: the aforementioned
spatial determinants influencing gut-specific phage-bacteria coexistence are thus likely
different, too [67]. Fifth, Green and colleagues” MBP-dependent bactericidal effect is mostly
reported in mice’s colons: this specific intestinal segment might not be accurately modeled
by the use of Caco-2 cells which, despite their colic origin, tend to reconstitute a phenotype
closer to that of the small intestine, though the addition of LS 174T cells might mitigate this
mismatch [78]. Lastly, and perhaps most importantly, the GOACs used in this work lack
any sort of intra- and inter-specific bacterial competition, as the only bacterial strain present
in a GOAC model is the one directly targeted by the co-introduced phages. This is a critical
limitation, as these GOACs will likely not reproduce the synergistic bactericidal action
mediated by phage therapy’s lytic pressure and the relative fitness costs associated with
the development of bacterial “escape” growth under this pressure in a competitive microbi-
ological environment. This study thus fails to reproduce one example in the larger family
of “vice effects” that are highly suspected to influence phage therapy’s outcomes [13]. In
line with this hypothesis, the recent findings of Forsyth and colleagues have illustrated that
even though the fitness costs associated with BPR itself in digestive E. coli ST131 were not
intrinsically high, a significant synergistic bactericidal effect against E. coli ST131 could be
achieved by combining phage therapy with a probiotic E. coli Nissle, leading to a dramatic
increase in BPR-associated fitness costs [79]. It should also be noted that, either in Green
and colleagues’ work or in ours, comparing ES17 with HP3 does not allow for a proper
evaluation of the net, with isolated properties of ES17’s MBPs. This could only be achieved
by comparing wild-type ES17 with an engineered loss-of-function mutant of this phage,
similarly to what others have investigated with anti-E. coli phage T4 and its MBP-inducing
outer capsid protein Hoc [52].

Besides the aforementioned factors potentially explaining GOAC—mice mismatch,
there are a number of other limitations to our work. GOACs are work-intensive models.
Developing and validating them in a reproductible fashion starting from no previous
experience will often require a lot of troubleshooting. Recent ambitious efforts have been
made in the development of “next-generation organ-on-chip” through the use of complex
models, including both “in parallel” (i.e., double-channel GOACs) and/or “in series” com-
bined models, such as a “gut-liver-axis-on-a-chip” [22,80]. These rightfully generate much
enthusiasm for the future of complex animal-free experimental models. Yet, while a user
can vastly increase the model’s complexity and physiological relevance by implementing
a baseline simplified healthy gut microbiota and working with double-channel GOACs,
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anaerobic culture chambers, peristaltic pumps, oxygen sensors, heat-inactivating chips,
self-dispensing output pumps, or other custom features, all of these additional aspects will
increase the tedious nature of GOAC development and handling [22,24]. This limitation
also restricts numerical reproducibility: a single user working with a single multichannel
pump can only handle series of a certain number of GOACs at a time, and the delay needed
to bring them from liquid PDMS to ready-to-infect GOACs creates a certain time inertia.
For this reason, our will to test numerous conditions in a limited timeframe led us to
work only with triplicates, which sometimes showed suboptimal internal reproducibility.
This was, for example, the case with simultaneous phage-bacteria introduction conditions,
which were already shown to generate considerable stochastic variations, with each GOAC
model representing a unique, idiosyncratic ecosystem [24]. Another limitation to this work
is the main focus on bacterial outcomes at the expense of phage outcomes. Phages were
not quantified in egressing a GOAC medium to establish the in-GOAC evolution of the
PFU/mL phage titers in parallel to bacterial titers; likewise, co-evolved phages were not
retrieved for a comparative genomic analysis. An example of such parallel monitoring has
been reported using quantitative polymerase chain reaction (QPCR) in a way that can be
automated [24]. Such automation can also allow for significantly finer time granularity
compared to our once-a-day monitoring method. On the other hand, plating-based CFU
monitoring allowed us to screen, isolate, and type phage- and/or GOAC-induced bacterial
variants in a way that qPCR could not have achieved if used alone. These approaches might
be seen as complementary but could also be complemented or, in some cases, replaced by
shotgun metagenomics.

In conclusion, we investigated bacterial dynamics under phage pressure in GOACs,
first with P. aeruginosa and corresponding phage PNM, and then with E. coli and correspond-
ing phages ES17 and HP3. These assays were modulated around numerous conditions of
phage titers, phage MBPs, phage-bacteria timing of introduction, and epithelial cell lines.
GOACs were shown to achieve relevant mucin secretion with an optimized secretion of
MUC2 in bicellular GOACs, which were mostly used in this work. Though the aforemen-
tioned varied growth conditions generated distinct results, our assays have drawn a general
trend of bacterial prosperity and resilience in these models, showing a significantly higher
rate of “escape” growth under phage lytic pressure than in more neutral and static in vitro
assays. Comparative assays illustrated that the serum-induced loss of phage activity might
explain this mismatch for P. aeruginosa, but likely not for E. coli, at least considering the
three phages we worked with. Other factors increasing bacterial advantage were the use of
bicellular GOACs and the temporal pre-existence of the bacteria in the model compared to
phages. In E. coli assays, the temporal pre-existence of phages or continuous infusion of
phages in the model could not shift this balance of power. Increasing the MOI of single
phages or using a two-phage combination led to temporarily lower bacterial titer levels,
though they never reached the threshold of bacterial undetectability at any timepoint.
The phenotypic and genomic characterization of bacterial variants thriving under phage
pressure suggests that achieving phage evasion can either be linked to durable genomic
modifications causing BPR or to suspected dynamic gene regulation and non-bacterial
phage evasion determinants. The contributions of these respective mechanisms might
greatly vary between bacterial species, as might the serum-related loss of phage activity.
The occurrence of this suspected dynamic gene regulation was not directly confirmed in our
model, highlighting the need for transcriptomic or proteomic monitoring in future GOAC-
mediated phage research, for example. Importantly, in E. coli assays, this gut-specific
bacterial prosperity could not be reverted by the use of a phage harboring MBPs (ES17)
compared to an MBP-lacking phage (HP3), potentially contradicting the recent findings
from similar assays in mice models. The numerous differences between GOACs and mice
models might explain these differences. Various perspectives pave the way for future
phage research in GOACs or other digestive models, like the critical need for intra- and
inter-species bacterial competition, the investigation of a “block and replace” synergistic
therapy using a phage—probiotic combination, the study of BPR- and non-BPR-associated
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fitness costs, the extrapolation of phage—antibiotic interactions in these models, and the
comparative genomic analysis between phage-escaping bacterial variants from GOACs
compared to those from control static under in vitro conditions.

Supplementary Materials: The following supporting information can be downloaded at: https://www.
mdpi.com/article/10.3390/v16071047 /s1. Table S1: disk-diffusion antibiotic susceptibility testing
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Author Contributions: B.V.N. wrote the first draft of this manuscript, and all co-authors contributed
to its incremental enrichment and rewriting until the final version was complete. B.V.N. designed,
built, and validated the GOAC model, conducted and monitored all bacteria—phage inoculation series,
performed OmniLog assays, and contributed to E. coli variants sequencing. M.M. contributed to the
phenotyping and genomic typing of bacterial variants, phage production and supply, and OmniLog
assays. N.G., K.V,, B.B. and M.d.]. sequenced and analyzed P. aeruginosa variants. J.R. contributed
to GOAC cell seeding and daily management and performed the ELISA assays. J.W. sequenced
and analyzed the E. coli variants. L.B. and D.V.d.L. supervised every aspect of this work, provided
guidance regarding the initial research hypotheses and their clinical relevance, helped establish the
main structure of this manuscript, and oriented its discussion. All authors have read and agreed to
the published version of the manuscript.

Funding: B.V.N. is an FRIA (Fonds pour la formation a la Recherche dans 1'Industrie et dans
I’Agriculture) Grant Holder of the Fonds de la Recherche Scientifique-FNRS (grant number: FC
36489). MM is funded by the Royal Military Academy, Brussels, Belgium under Project:19-12. The
research that yielded these results was partly funded by Sciensano through the SAPHETY project.

Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.

Data Availability Statement: Sequencing data regarding P. aeruginosa variants has been uploaded
to SRA with the BioProject accession number PRJNA1039750 and can be accessed at the following
link: https:/ /dataview.ncbi.nlm.nih.gov/object/ PRJNA1039750?reviewer=jpoe94tkdc37jf8840v8
odjt74 (accessed on 24 April 2024). Sequencing data regarding the E. coli variants can be similarly
accessible through the BioProject accession number PRINA1041074.

Acknowledgments: We thank the members and former members of the Baylor College of Medicine/
TAILOR group who provided us with the E. coli strain and related phages, especially Sabrina Green
and Austen Terwilliger. We thank Grégoire Emonts, Marc Kanbar, and Arthur Colson for their
material, logistic, and technical support. We thank Caroline Bouzin, Aurélie Daumerie, and Marc de
Bournonville for their help in imaging and microscopy. We thank Christian Renaux and Sébastien
Faniel of UCLouvain/WINFAB for their technical support regarding plasma bonding. We thank the
technical teams of UCLouvain/IREC/MBLG and Lab MCT for their respective support. We thank
the technicians of the service of Transversal activities in Applied Genomics at Sciensano, Belgium, for
performing the Illumina sequencing of the P. aeruginosa strains.

Conflicts of Interest: The authors declare no conflicts of interest.

References

1. Murray, C.J.L.; Ikuta, K.S.; Sharara, F.; Swetschinski, L.; Robles Aguilar, G.; Gray, A.; Han, C.; Bisignano, C.; Rao, P.; Wool, E.; et al.
Global burden of bacterial antimicrobial resistance in 2019: A systematic analysis. Lancet 2022, 399, 629-655. [CrossRef]

2. O’Neill, J. Tackling Drug-Resistant Infections Globally: Final Report and Recommendations; Government of the United Kingdom:
London, UK, 2016.

3.  Bassis, C.M.; Moore, N.M.; Lolans, K.; Seekatz, A.M.; Weinstein, R.A.; Young, V.B.; Hayden, M.K,; for the CDC Prevention
Epicenters Program. Comparison of stool versus rectal swab samples and storage conditions on bacterial community profiles.
BMC Microbiol. 2017, 17, 78. [CrossRef] [PubMed]

4. Lerner, A.; Romano, J.; Chmelnitsky, I.; Navon-Venezia, S.; Edgar, R.; Carmeli, Y. Rectal swabs are suitable for quantifying the
carriage load of KPC-producing carbapenem-resistant Enterobacteriaceae. Antimicrob. Agents Chemother. 2013, 57, 1474-1479.
[CrossRef]

5. Siegel, ].D.; Rhinehart, E.; Jackson, M.; Chiarello, L. Management of multidrug-resistant organisms in health care settings, 2006.

Am. ]. Infect. Control 2007, 35, S165-5193. [CrossRef] [PubMed]


https://www.mdpi.com/article/10.3390/v16071047/s1
https://www.mdpi.com/article/10.3390/v16071047/s1
https://dataview.ncbi.nlm.nih.gov/object/PRJNA1039750?reviewer=jpoe94tkdc37jf884ov8odjt74
https://dataview.ncbi.nlm.nih.gov/object/PRJNA1039750?reviewer=jpoe94tkdc37jf884ov8odjt74
https://doi.org/10.1016/S0140-6736(21)02724-0
https://doi.org/10.1186/s12866-017-0983-9
https://www.ncbi.nlm.nih.gov/pubmed/28359329
https://doi.org/10.1128/AAC.01275-12
https://doi.org/10.1016/j.ajic.2007.10.006
https://www.ncbi.nlm.nih.gov/pubmed/18068814

Viruses 2024, 16, 1047 30 of 32

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

Septimus, E.J.; Schweizer, M.L. Decolonization in Prevention of Health Care-Associated Infections. Clin. Microbiol. Rev. 2016,
29,201-222. [CrossRef]

Béranger, A.; Capito, C.; Lacaille, F; Ferroni, A.; Bouazza, N.; Girard, M.; Oualha, M.; Renolleau, S.; Debray, D.; Chardot, C.; et al.
Early Bacterial Infections after Pediatric Liver Transplantation in the Era of Multidrug-resistant Bacteria: Nine-year Single-center
Retrospective Experience. Pediatr. Infect. Dis. ]. 2020, 39, e169—-175. [CrossRef]

Catho, G.; Huttner, B.D. Strategies for the eradication of extended-spectrum beta-lactamase or carbapenemase-producing
Enterobacteriaceae intestinal carriage. Expert Rev. Anti-Infect. Ther. 2019, 17, 557-569. [CrossRef] [PubMed]

Marcella, C.; Cui, B.; Kelly, C.R.; Ianiro, G.; Cammarota, G.; Zhang, F. Systematic review: The global incidence of faecal microbiota
transplantation-related adverse events from 2000 to 2020. Aliment. Pharmacol. Ther. 2021, 53, 33—42. [CrossRef]

Uyttebroek, S.; Chen, B.; Onsea, ].; Ruythooren, E; Debaveye, Y.; Devolder, D.; Spriet, I.; Depypere, M.; Wagemants, J.; Lavigne,
R.; et al. Safety and efficacy of phage therapy in difficult-to-treat infections: A systematic review. Lancet Infect. Dis. 2022,
22, €208-e220. [CrossRef]

Stacey, H.J.; De Soir, S.; Jones, ].D. The Safety and Efficacy of Phage Therapy: A Systematic Review of Clinical and Safety Trials.
Antibiotics 2022, 11, 1340. [CrossRef]

Doub, ].B.; Wilson, E. Observed transaminitis with a unique bacteriophage therapy protocol to treat recalcitrant Staphylococcal
biofilm infections. Infection 2022, 50, 281-283. [CrossRef]

Van Nieuwenhuyse, B.; Van der Linden, D.; Chatzis, O.; Lood, C.; Wagemans, J.; Lavigne, R.; Schroven, K.; Paeshuyse, J.; de
Magnée, C.; Sokal, E.; et al. Bacteriophage-antibiotic combination therapy against extensively drug-resistant Pseudomonas
aeruginosa infection to allow liver transplantation in a toddler. Nat. Commun. 2022, 13, 5725. [CrossRef]

Eskenazi, A.; Lood, C.; Wubbolts, J.; Hites, M.; Balarjishvili, N.; Leshkasheli, L.; Askilashvili, L.; Kvachadze, L.; van Noort, V,;
Wagemans, J.; et al. Combination of pre-adapted bacteriophage therapy and antibiotics for treatment of fracture-related infection
due to pandrug-resistant Klebsiella pneumoniae. Nat. Commun. 2022, 13, 302. [CrossRef]

Sarker, S.A.; Sultana, S.; Reuteler, G.; Moine, D.; Descombes, P.; Charton, F.; Bourdin, G.; McCallin, S.; Ngom-Bru, C.; Neville, T.;
et al. Oral Phage Therapy of Acute Bacterial Diarrhea With Two Coliphage Preparations: A Randomized Trial in Children From
Bangladesh. eBioMedicine 2016, 4, 124-137. [CrossRef]

Green, S.I; Liu, C.G,; Yu, X.; Gibson, S.; Salmen, W.; Rajan, A.; Carter, H.E.; Clark, ].R.; Song, X.; Ramig, R.F; et al. Targeting of
Mammalian Glycans Enhances Phage Predation in the Gastrointestinal Tract. mBio 2021, 12, e03474-20. [CrossRef]

Shkoporov, A.N.; Hill, C. Bacteriophages of the Human Gut: The “Known Unknown” of the Microbiome. Cell Host Microbe 2019,
25,195-209. [CrossRef]

Zuppi, M.; Hendrickson, H.L.; O’Sullivan, ].M.; Vatanen, T. Phages in the Gut Ecosystem. Front. Cell. Infect. Microbiol. 2022,
11, 822562. [CrossRef]

Zhang, Y.; Wang, R. The human gut phageome: Composition, development, and alterations in disease. Front. Microbiol. 2023,
14,1213625. [CrossRef]

Hubh, D.; Matthews, B.D.; Mammoto, A.; Montoya-Zavala, M.; Hsin, H.Y.; Ingber, D.E. Reconstituting Organ-Level Lung Functions
on a Chip. Science 2010, 328, 1662-1668. [CrossRef] [PubMed]

Huh, D.; Kim, H.J; Fraser, ].P; Shea, D.E.; Khan, M.; Bahinski, A.; Hamilton, G.A.; Ingber, D.E. Microfabrication of human
organs-on-chips. Nat. Protoc. 2013, 8, 2135-2157. [CrossRef] [PubMed]

Jalili-Firoozinezhad, S.; Gazzaniga, F.S.; Calamari, E.L.; Camacho, D.M.; Fadel, C.W.; Bein, A.; Swenor, B.; Nestor, B.; Cronce, M.].;
Tovaglieri, A.; et al. A complex human gut microbiome cultured in an anaerobic intestine-on-a-chip. Nat. Biomed. Eng. 2019,
3,520-531. [CrossRef]

Chin, W.H.; Barr, J. Phage research in ‘organ-on-chip” devices. Microbiol. Aust. 2019, 40, 28-32. [CrossRef]

Chin, WH.; Kett, C.; Cooper, O.; Miiseler, D.; Zhang, Y.; Bamert, R.S.; Patwa, R.; Woods, L.C.; Devendran, C.; Korneev, D.; et al.
Bacteriophages evolve enhanced persistence to a mucosal surface. Proc. Natl. Acad. Sci. USA 2022, 119, €2116197119. [CrossRef]
Duyvejonck, H.; Merabishvili, M.; Pirnay, J.-P.; De Vos, D.; Verbeken, G.; Van Belleghem, J.; Gryp, T.; De Leenheer, J.; Van
der Borght, K.; Van Simaey, L.; et al. Development of a qPCR platform for quantification of the five bacteriophages within
bacteriophage cocktail 2 (BFC2). Sci. Rep. 2019, 9, 13893. [CrossRef]

Green, S.I; Kaelber, ].T.; Ma, L.; Trautner, B.W.; Ramig, R.F.; Maresso, A.W. Bacteriophages from ExPEC Reservoirs Kill Pandemic
Multidrug-Resistant Strains of Clonal Group ST131 in Animal Models of Bacteremia. Sci. Rep. 2017, 7, 46151. [CrossRef]
Gibson, S.B.; Green, S.I; Liu, C.G.; Salazar, K.C.; Clark, ].R.; Terwilliger, A.L.; Kaplan, H.B.; Maresso, A.W.; Trautner, B.W.; Ramig,
R.F. Constructing and Characterizing Bacteriophage Libraries for Phage Therapy of Human Infections. Front. Microbiol. 2019,
10, 2537. [CrossRef]

Bolger, A.M.; Lohse, M.; Usadel, B. Trimmomatic: A flexible trimmer for Illumina sequence data. Bioinformatics 2014, 30, 2114-2120.
[CrossRef]

Andrews, S. FASTQC A Quality Control Tool for High Throughput Sequence Data. Available online: https://www.bioinformatics.
babraham.ac.uk/projects/fastqc/ (accessed on 1 January 2022).

Wick, R.R;; Judd, L.M.; Holt, K.E. Assembling the perfect bacterial genome using Oxford Nanopore and Illumina sequencing.
PLoS Comput. Biol. 2023, 19, €1010905. [CrossRef]

Kolmogorov, M.; Yuan, J.; Lin, Y.; Pevzner, P.A. Assembly of long, error-prone reads using repeat graphs. Nat. Biotechnol. 2019,
37,540-546. [CrossRef]


https://doi.org/10.1128/CMR.00049-15
https://doi.org/10.1097/INF.0000000000002662
https://doi.org/10.1080/14787210.2019.1645007
https://www.ncbi.nlm.nih.gov/pubmed/31313610
https://doi.org/10.1111/apt.16148
https://doi.org/10.1016/S1473-3099(21)00612-5
https://doi.org/10.3390/antibiotics11101340
https://doi.org/10.1007/s15010-021-01675-w
https://doi.org/10.1038/s41467-022-33294-w
https://doi.org/10.1038/s41467-021-27656-z
https://doi.org/10.1016/j.ebiom.2015.12.023
https://doi.org/10.1128/mBio.03474-20
https://doi.org/10.1016/j.chom.2019.01.017
https://doi.org/10.3389/fcimb.2021.822562
https://doi.org/10.3389/fmicb.2023.1213625
https://doi.org/10.1126/science.1188302
https://www.ncbi.nlm.nih.gov/pubmed/20576885
https://doi.org/10.1038/nprot.2013.137
https://www.ncbi.nlm.nih.gov/pubmed/24113786
https://doi.org/10.1038/s41551-019-0397-0
https://doi.org/10.1071/MA19006
https://doi.org/10.1073/pnas.2116197119
https://doi.org/10.1038/s41598-019-50461-0
https://doi.org/10.1038/srep46151
https://doi.org/10.3389/fmicb.2019.02537
https://doi.org/10.1093/bioinformatics/btu170
https://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://doi.org/10.1371/journal.pcbi.1010905
https://doi.org/10.1038/s41587-019-0072-8

Viruses 2024, 16, 1047 31 of 32

32.

33.

34.

35.

36.

37.

38.
39.

40.

41.

42.

43.

44.

45.
46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

Wick, R.R.; Holt, K.E. Polypolish: Short-read polishing of long-read bacterial genome assemblies. PLoS Comput. Biol. 2022,
18, €1009802. [CrossRef]

Zimin, A.V,; Salzberg, S.L. The genome polishing tool POLCA makes fast and accurate corrections in genome assemblies. PLoS
Comput. Biol. 2020, 16, e1007981. [CrossRef]

Li, H.; Handsaker, B.; Wysoker, A.; Fennell, T.; Ruan, J.; Homer, N.; Marth, G.; Abecasis, G.; Durbin, R. The Sequence Align-
ment/Map format and SAMtools. Bioinformatics 2009, 25, 2078-2079. [CrossRef]

Schwengers, O.; Jelonek, L.; Dieckmann, M.A.; Beyvers, S.; Blom, J.; Goesmann, A. Bakta: Rapid and standardized annotation of
bacterial genomes via alignment-free sequence identification. Microb. Genom. 2021, 7, 000685. [CrossRef]

Robinson, ].T.; Thorvaldsdéttir, H.; Winckler, W.; Guttman, M.; Lander, E.S.; Getz, G.; Mesirov, ].P. Integrative genomics viewer.
Nat. Biotechnol. 2011, 29, 24-26. [CrossRef]

Delcher, A.L.; Salzberg, S.L.; Phillippy, A.M. Using MUMmer to Identify Similar Regions in Large Sequence Sets. Curr. Protoc.
Bioinform. 2003, 10.13.11-10.13.18. [CrossRef]

Seemann, T. Prokka: Rapid prokaryotic genome annotation. Bioinformatics 2014, 30, 2068-2069. [CrossRef]

Page, A.].; Cummins, C.A.; Hunt, M.; Wong, V.K,; Reuter, S.; Holden, M.T.; Fookes, M.; Falush, D.; Keane, J.A.; Parkhill, ]. Roary:
Rapid large-scale prokaryote pan genome analysis. Bioinformatics 2015, 31, 3691-3693. [CrossRef]

Wickham, H.; Averick, M.; Bryan, ].; Chang, W.; McGowan, L.; Francois, R.; Grolemund, G.; Hayes, A.; Henry, L.; Hester, | ; et al.
Welcome to the Tidyverse. J. Open Source Softw. 2019, 4, 1686. [CrossRef]

Gu, Z; Gu, L.; Eils, R;; Schlesner, M.; Brors, B. circlize Implements and enhances circular visualization in R. Bioinformatics 2014,
30, 2811-2812. [CrossRef]

Wick, R.R.; Judd, L.M.; Gorrie, C.L.; Holt, K.E. Unicycler: Resolving bacterial genome assemblies from short and long sequencing
reads. PLoS Comput. Biol. 2017, 13, €1005595. [CrossRef]

Community, T.G. The Galaxy platform for accessible, reproducible and collaborative biomedical analyses: 2022 update. Nucleic
Acids Res. 2022, 50, W345-W351. [CrossRef]

Okonechnikov, K.; Golosova, O.; Fursov, M. Unipro UGENE: A unified bioinformatics toolkit. Bioinformatics 2012, 28, 1166-1167.
[CrossRef]

Langmead, B.; Salzberg, S.L. Fast gapped-read alignment with Bowtie 2. Nat. Methods 2012, 9, 357-359. [CrossRef]

Ceyssens, PJ.; Glonti, T.; Kropinski, N.M.; Lavigne, R.; Chanishvili, N.; Kulakov, L.; Lashkhi, N.; Tediashvili, M.; Merabishvili, M.
Phenotypic and genotypic variations within a single bacteriophage species. Virol. . 2011, 8, 134. [CrossRef]

Dalex, M. Infections bactériennes survenant durant les 90 premiers jours post-greffe hépatique chez 100 enfants aux Cliniques
Universitaires Saint-Luc (2012-2016). Fac. Méd.—Univ. Cathol. Louvain 2018, 1693, 253-268. [CrossRef]

Kim, J.E.; Oh, S.H.; Kim, K.M.; Choi, B.H.; Kim, D.Y.; Cho, H.R;; Lee, Y.J.; Rhee, KW.; Park, S.].; Lee, Y.J.; et al. Infections after
living donor liver transplantation in children. J. Korean Med. Sci. 2010, 25, 527-531. [CrossRef]

Okuda, J.; Hayashi, N.; Okamoto, M.; Sawada, S.; Minagawa, S.; Yano, Y.; Gotoh, N. Translocation of Pseudomonas aeruginosa from
the Intestinal Tract Is Mediated by the Binding of ExoS to an Na,K-ATPase Regulator, FXYD3. Infect. Immun. 2010, 78, 4511-4522.
[CrossRef]

Markou, P; Apidianakis, Y. Pathogenesis of intestinal Pseudomonas aeruginosa infection in patients with cancer. Front. Cell.
Infect. Microbiol. 2014, 3, 115. [CrossRef]

Barr, J.J.; Auro, R.; Furlan, M.; Whiteson, K.L.; Erb, M.L.; Pogliano, ]J.; Stotland, A.; Wolkowicz, R.; Cutting, A.S.; Doran, K.S,;
et al. Bacteriophage adhering to mucus provide a non-host-derived immunity. Proc. Natl. Acad. Sci. USA 2013, 110, 10771-10776.
[CrossRef] [PubMed]

Barr, J.J.; Auro, R.; Sam-Soon, N.; Kassegne, S.; Peters, G.; Bonilla, N.; Hatay, M.; Mourtada, S.; Bailey, B.; Youle, M.; et al.
Subdiffusive motion of bacteriophage in mucosal surfaces increases the frequency of bacterial encounters. Proc. Natl. Acad. Sci.
USA 2015, 112, 13675-13680. [CrossRef] [PubMed]

Almeida, G.M.F,; Laanto, E.; Ashrafi, R.; Sundberg, L.R. Bacteriophage Adherence to Mucus Mediates Preventive Protection
against Pathogenic Bacteria. mBio 2019, 10, e01984-19. [CrossRef]

Fraser, ].S.; Yu, Z.; Maxwell, K.L.; Davidson, A.R. Ig-like domains on bacteriophages: A tale of promiscuity and deceit. ]. Mol. Biol.
2006, 359, 496-507. [CrossRef]

Fraser, ].S.; Maxwell, K.L.; Davidson, A.R. Imnmunoglobulin-like domains on bacteriophage: Weapons of modest damage? Curr.
Opin. Microbiol. 2007, 10, 382-387. [CrossRef]

Bu, X.D.; Li, N; Tian, X.Q.; Huang, P.L. Caco-2 and LS174T cell lines provide different models for studying mucin expression in
colon cancer. Tissue Cell 2011, 43, 201-206. [CrossRef]

Jalili-Firoozinezhad, S.; Prantil-Baun, R.; Jiang, A.; Potla, R.; Mammoto, T.; Weaver, ].C.; Ferrante, T.C.; Kim, H.J.; Cabral, ] M.S.;
Levy, O.; et al. Modeling radiation injury-induced cell death and countermeasure drug responses in a human Gut-on-a-Chip. Cell
Death Dis. 2018, 9, 223. [CrossRef]

Johansson, M.E.; Larsson, ].M.; Hansson, G.C. The two mucus layers of colon are organized by the MUC2 mucin, whereas the
outer layer is a legislator of host-microbial interactions. Proc. Natl. Acad. Sci. USA 2011, 108 (Suppl. S1), 4659-4665. [CrossRef]
Le, S.; Yao, X;; Lu, S.; Tan, Y,; Rao, X.; Li, M.; Jin, X.; Wang, J.; Zhao, Y.; Wu, N.C,; et al. Chromosomal DNA deletion confers phage
resistance to Pseudomonas aeruginosa. Sci. Rep. 2014, 4, 4738. [CrossRef]


https://doi.org/10.1371/journal.pcbi.1009802
https://doi.org/10.1371/journal.pcbi.1007981
https://doi.org/10.1093/bioinformatics/btp352
https://doi.org/10.1099/mgen.0.000685
https://doi.org/10.1038/nbt.1754
https://doi.org/10.1002/0471250953.bi1003s00
https://doi.org/10.1093/bioinformatics/btu153
https://doi.org/10.1093/bioinformatics/btv421
https://doi.org/10.21105/joss.01686
https://doi.org/10.1093/bioinformatics/btu393
https://doi.org/10.1371/journal.pcbi.1005595
https://doi.org/10.1093/nar/gkac247
https://doi.org/10.1093/bioinformatics/bts091
https://doi.org/10.1038/nmeth.1923
https://doi.org/10.1186/1743-422X-8-134
https://doi.org/10.1007/978-1-4939-7395-8_19
https://doi.org/10.3346/jkms.2010.25.4.527
https://doi.org/10.1128/IAI.00428-10
https://doi.org/10.3389/fcimb.2013.00115
https://doi.org/10.1073/pnas.1305923110
https://www.ncbi.nlm.nih.gov/pubmed/23690590
https://doi.org/10.1073/pnas.1508355112
https://www.ncbi.nlm.nih.gov/pubmed/26483471
https://doi.org/10.1128/mBio.01984-19
https://doi.org/10.1016/j.jmb.2006.03.043
https://doi.org/10.1016/j.mib.2007.05.018
https://doi.org/10.1016/j.tice.2011.03.002
https://doi.org/10.1038/s41419-018-0304-8
https://doi.org/10.1073/pnas.1006451107
https://doi.org/10.1038/srep04738

Viruses 2024, 16, 1047 32 0of 32

60.

61.

62.

63.

64.

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

79.

80.

Chen, C.; Yang, X.; Shen, X. Confirmed and Potential Roles of Bacterial T6SSs in the Intestinal Ecosystem. Front. Microbiol. 2019,
10, 1484. [CrossRef]

Liu, Y. A code within the genetic code: Codon usage regulates co-translational protein folding. Cell Commun. Signal. 2020, 18, 145.
[CrossRef] [PubMed]

Grocock, R.J.; Sharp, PM. Synonymous codon usage in Pseudomonas aeruginosa PA01. Gene 2002, 289, 131-139. [CrossRef]
[PubMed]

Menon, N.D.; Penziner, S.; Montafo, E.T.; Zurich, R.; Pride, D.T.; Nair, B.G.; Kumar, G.B.; Nizet, V. Increased Innate Inmune
Susceptibility in Hyperpigmented Bacteriophage-Resistant Mutants of Pseudomonas aeruginosa. Antimicrob. Agents Chemother.
2022, 66, €0023922. [CrossRef]

Kortright, K.E.; Chan, B.K,; Evans, B.R; Turner, P.E. Arms race and fluctuating selection dynamics in Pseudomonas aeruginosa
bacteria coevolving with phage OMKOL. |. Evol. Biol. 2022, 35, 1475-1487. [CrossRef] [PubMed]

Chibani-Chennoufi, S.; Sidoti, J.; Bruttin, A.; Kutter, E.; Sarker, S.; Briissow, H. In Vitro and In Vivo Bacteriolytic Activities of
Escherichia coli Phages: Implications for Phage Therapy. Antimicrob. Agents Chemother. 2004, 48, 2558-2569. [CrossRef]
Lourenco, M.; Chaffringeon, L.; Lamy-Besnier, Q.; Titécat, M.; Pédron, T.; Sismeiro, O.; Legendre, R.; Varet, H.; Coppée, J.-Y.;
Bérard, M.; et al. The gut environment regulates bacterial gene expression which modulates susceptibility to bacteriophage
infection. Cell Host Microbe 2022, 30, 556-569.e555. [CrossRef]

Lourengo, M.; Chaffringeon, L.; Lamy-Besnier, Q.; Pédron, T.; Campagne, P,; Eberl, C.; Bérard, M.; Stecher, B.; Debarbieux, L.; De
Sordi, L. The Spatial Heterogeneity of the Gut Limits Predation and Fosters Coexistence of Bacteria and Bacteriophages. Cell Host
Microbe 2020, 28, 390-401.e395. [CrossRef]

Brown, M.; Hall, A.; Zahn, H.; Eisenberg, M.; Erickson, S. Bacteriophage-Based Detection of Staphylococcus aureus in Human
Serum. Viruses 2022, 14, 1748. [CrossRef]

Takeuchi, I.; Osada, K.; Azam, A .H.; Asakawa, H.; Miyanaga, K.; Tanji, Y. The Presence of Two Receptor-Binding Proteins
Contributes to the Wide Host Range of Staphylococcal Twort-Like Phages. Appl. Environ. Microbiol. 2016, 82, 5763-5774.
[CrossRef]

Bull, J.J.; Vimr, E.R.; Molineux, L]. A tale of tails: Sialidase is key to success in a model of phage therapy against K1-capsulated
Escherichia coli. Virology 2010, 398, 79-86. [CrossRef]

Knezevic, P.; Obreht, D.; Curcin, S.; Petrusic, M.; Aleksic, V.; Kostanjsek, R.; Petrovic, O. Phages of Pseudomonas aeruginosa:
Response to environmental factors and in vitro ability to inhibit bacterial growth and biofilm formation. J. Appl. Microbiol. 2011,
111, 245-254. [CrossRef]

Hodyra-Stefaniak, K.; Miernikiewicz, P.; Drapala, J.; Drab, M.; Joficzyk-Matysiak, E.; Lecion, D.; Kazmierczak, Z.; Beta, W.;
Majewska, J.; Harhala, M.; et al. Mammalian Host-Versus-Phage immune response determines phage fate in vivo. Sci. Rep. 2015,
5, 14802. [CrossRef]

Schumann, A.R.; Sue, A.D.; Roach, D.R. Hypoxia Increases the Tempo of Phage Resistance and Mutational Bottlenecking of
Pseudomonas aeruginosa. Front. Microbiol. 2022, 13, 905343. [CrossRef]

Bichet, M.C.; Chin, W.H.; Richards, W.; Lin, Y.W.; Avellaneda-Franco, L.; Hernandez, C.A.; Oddo, A.; Chernyavskiy, O.;
Hilsenstein, V.; Neild, A.; et al. Bacteriophage uptake by mammalian cell layers represents a potential sink that may impact phage
therapy. iScience 2021, 24, 102287. [CrossRef]

Gogokhia, L.; Round, J.L. Inmune-bacteriophage interactions in inflammatory bowel diseases. Curr. Opin. Virol. 2021, 49, 30-35.
[CrossRef]

Sausset, R.; Petit, M.A.; Gaboriau-Routhiau, V.; De Paepe, M. New insights into intestinal phages. Mucosal Immunol. 2020,
13,205-215. [CrossRef]

Roach, D.R.; Leung, C.Y.; Henry, M.; Morello, E.; Singh, D.; Di Santo, ].P.; Weitz, ].S.; Debarbieux, L. Synergy between the Host
Immune System and Bacteriophage Is Essential for Successful Phage Therapy against an Acute Respiratory Pathogen. Cell Host
Microbe 2017, 22, 38-47.e34. [CrossRef]

Lopez-Escalera, S.; Wellejus, A. Evaluation of Caco-2 and human intestinal epithelial cells as in vitro models of colonic and small
intestinal integrity. Biochem. Biophys. Rep. 2022, 31, 101314. [CrossRef]

Forsyth, ].H.; Barron, N.L.; Scott, L.; Watson, B.N.J.; Chisnall, M.A.W.; Meaden, S.; van Houte, S.; Raymond, B. Decolonizing
drug-resistant E. coli with phage and probiotics: Breaking the frequency-dependent dominance of residents. Microbiology 2023,
169, 001352. [CrossRef]

Yang, J.; Hirai, Y.; lida, K; Ito, S.; Trumm, M.; Terada, S.; Sakai, R.; Tsuchiya, T.; Tabata, O.; Kamei, K.-i. Integrated-gut-liver-on-a-
chip platform as an in vitro human model of non-alcoholic fatty liver disease. Commun. Biol. 2023, 6, 310. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.


https://doi.org/10.3389/fmicb.2019.01484
https://doi.org/10.1186/s12964-020-00642-6
https://www.ncbi.nlm.nih.gov/pubmed/32907610
https://doi.org/10.1016/S0378-1119(02)00503-6
https://www.ncbi.nlm.nih.gov/pubmed/12036591
https://doi.org/10.1128/aac.00239-22
https://doi.org/10.1111/jeb.14095
https://www.ncbi.nlm.nih.gov/pubmed/36168737
https://doi.org/10.1128/AAC.48.7.2558-2569.2004
https://doi.org/10.1016/j.chom.2022.03.014
https://doi.org/10.1016/j.chom.2020.06.002
https://doi.org/10.3390/v14081748
https://doi.org/10.1128/AEM.01385-16
https://doi.org/10.1016/j.virol.2009.11.040
https://doi.org/10.1111/j.1365-2672.2011.05043.x
https://doi.org/10.1038/srep14802
https://doi.org/10.3389/fmicb.2022.905343
https://doi.org/10.1016/j.isci.2021.102287
https://doi.org/10.1016/j.coviro.2021.04.010
https://doi.org/10.1038/s41385-019-0250-5
https://doi.org/10.1016/j.chom.2017.06.018
https://doi.org/10.1016/j.bbrep.2022.101314
https://doi.org/10.1099/mic.0.001352
https://doi.org/10.1038/s42003-023-04710-8

	Introduction 
	Materials and Methods 
	GOAC Microfabrication—Inorganic Scaffold Assembly 
	GOAC Microfabrication—Cell Culture 
	GOAC Microfabrication—Bacteria and Phage Introduction and Monitoring 
	GOAC Statistics 
	GOAC Visuals 
	OmniLog Assays—Bacterial Growth Kinetics 
	Bacteria and Phages: Description and Variant Typing 
	ELISA Mucin Quantification Assays 

	Results 
	GOAC Cell Culture 
	GOAC Bacterial Infection Outcomes 
	P. aeruginosa CN573 versus Phage PNM 
	E. coli ST131 versus Phages ES17 and HP3 
	Serum-Supplemented OmniLog Assays 

	Discussion 
	References

