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Abstract Numerous intracellular bacterial pathogens interfere with macrophage function,
including macrophage polarization, to establish a niche and persist. However, the spatiotemporal
dynamics of macrophage polarization during infection within host remain to be investigated. Here,
we implement a model of persistent Salmonella Typhimurium infection in zebrafish, which allows
visualization of polarized macrophages and bacteria in real time at high resolution. While macro-
phages polarize toward M1-like phenotype to control early infection, during later stages, Salmonella
persists inside non-inflammatory clustered macrophages. Transcriptomic profiling of macrophages
showed a highly dynamic signature during infection characterized by a switch from pro-inflammatory
to anti-inflammatory/pro-regenerative status and revealed a shift in adhesion program. In agree-
ment with this specific adhesion signature, macrophage trajectory tracking identifies motionless
macrophages as a permissive niche for persistent Salmonella. Our results demonstrate that zebrafish
model provides a unique platform to explore, in a whole organism, the versatile nature of macro-
phage functional programs during bacterial acute and persistent infections.

Editor's evaluation

This useful study introduces the development of Salmonella infection model in zebrafish embryos as
an important model to study the interaction between macrophages and Salmonella during in vivo
infection. Overall, the data presented are convincing and provide an inventory of genes mediating
macrophage cell-cell adhesion and interactions that are useful for dissecting tissue macrophage
responses and heterogeneity during intracellular bacterial infection. This is important to characterise
the infection outcome and the dynamics of the immune response. The work will be of interest to
microbiologists.

Introduction

The outcome of bacterial infections is the result of complex dynamic interactions between the
pathogen and the host's cellular and humoral actors of innate immunity. Deciphering this complexity
is necessary to predict infection outcomes and guide therapeutic strategies. The development of
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tractable systems in which bacteria and cellular actors can be tracked at high spatiotemporal resolu-
tion in a whole living animal is essential to assess the dynamic of host—pathogen interactions.

Salmonella enterica, a Gram-negative facultative intracellular pathogen, comprises more than
2000 non-typhoidal and typhoidal serovars inducing a variety of conditions ranging from benign
gastroenteritis to severe systemic infection (Gogoi et al., 2019). Every year typhoidal serovars
infect 20 millions of people and cause more than 200,000 of deaths (Crump et al., 2004). In some
cases, Salmonella establishes a chronic infection that results in asymptomatic carriers hosting the
environmental reservoir for further infections (Monack, 2012; Ruby et al., 2012, Gal-Mor, 2019).
Salmonella resides within the draining lymph nodes and systemic tissues such as the spleen, where
the bacteria survive mainly inside macrophages and have to deal with this hostile environment
(Eisele et al., 2013; Garai et al., 2012, Ehrhardt et al., 2023). Capitalizing on different virulence
factors, Salmonella can replicate within macrophages inside modified vacuoles called phagosomes
and escape the host's defenses (LaRock et al., 2015). In addition, as reported for several intra-
cellular bacterial pathogens, Salmonella uses strategies to interfere with macrophage polarization
(Thiriot et al., 2020).

Macrophages are among the most plastic immune cells that adapt their phenotype and function
according to their microenvironment by a process called polarization. In vivo, they form a continuum of
activation states whose two extremes are the pro-inflammatory M1 macrophages, that have a bacte-
ricidal activity, and the anti-inflammatory M2 macrophages that promote the resolution of inflamma-
tion and healing (Ginhoux et al., 2016). During the first hours of infection, most bacteria, including
Salmonella enterica serovar Typhimurium (S. Typhimurium), induce macrophage polarization toward
the pro-inflammatory and microbicidal M1 phenotype (Jenner and Young, 2005; Nau et al., 2002).
In contrast, persisting bacteria, like Mycobacterium tuberculosis, Brucella abortus, or S. Typhimurium,
may preferentially reside inside healing/anti-inflammatory M2 macrophages (Eisele et al., 2013;
Thiriot et al., 2020; Xavier et al., 2013). In a mouse model of S. Typhimurium long-term infection,
bacteria were shown to persist mainly in M2 macrophages (Eisele et al., 2013; Pham et al., 2020). In
contrast, another in vivo study showed that S. Typhimurium reside in inducible nitric oxide synthase
(INOS)-expressing macrophages that clustered within splenic granulomas 42 days post-infection in
mice (Goldberg et al., 2018). Although iNOS is a known marker of M1 macrophages, the exact polar-
ization status of these macrophages remained undetermined. In addition, intracellular replication of
S. Typhimurium was shown to vary according to macrophage polarization, with a greater replication in
M2 macrophages (Saliba et al., 2016). To date, however, the dynamics of interactions between patho-
genic bacteria and polarized macrophages between early invasion and late survival remain poorly
understood at the organism level.

Perfectly suited to live observation of immune cells and pathogens in vivo, the transparent zebrafish
embryo has emerged as a powerful vertebrate model to study host-pathogen interactions at the
cellular and whole organism level (Torraca and Mostowy, 2018). This model allows macrophage
plasticity and reprogramming to be monitored using dedicated fluorescent reporters to simultane-
ously tract macrophages and visualize their activation state. Using a non-infected wound model, we
previously showed that macrophages first express pro-inflammatory cytokines (M1-like polarization)
before switching to a new state expressing both M1 and M2 makers during the wound healing process
(Nguyen-Chi et al., 2015). Yet, the dynamics of macrophage polarization in the context of S. Typh-
imurium infection has not been addressed in zebrafish.

Here, we establish the first larval zebrafish model of S. Typhimurium persistent infection. Using
intravital imaging, we show that during early stages of infection, both neutrophils and macrophages
are mobilized to the infection site to engulf bacteria and that macrophages respond by a strong
M1-like activation. In later stages of infection, bacteria survive inside non-inflammatory macrophages
which accumulate in large clusters and provide a niche for persistent bacteria inside the host. Finally,
a comprehensive analysis of the transcriptional profiles of macrophages reveals a highly dynamic tran-
scriptional signature of distinct macrophage subsets during early and late phases of infection, showing
changes in inflammatory response and in expression of adhesion molecules upon persistent infection,
which correlate with a decrease of macrophage motility. This new model provides a unique oppor-
tunity to explore the dynamics of interactions between persistent pathogenic bacteria and polarized
macrophages in a four-dimentional living system.
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Results

Salmonella hindbrain ventricle infection in zebrafish leads to different
outcomes, from systemic to persistent infection

Previous studies on S. Typhimurium-infected zebrafish larva, based on intravenous or subcutaneous
injection or immersion, have been linked to a rapid disease progression with acute symptoms and
high production of pro-inflammatory cytokines, leading to larval mortality (Stockhammer et al., 2009;
van der Sar et al., 2003). To develop a model of persistent bacterial infection using S. Typhimurium
(hereafter named Salmonella), we chose to inject in a closed compartment, the hindbrain ventricle
(HBV) (Figure 1A), which allows direct visualization of immune cell recruitment in a confined space.
To allow direct observation of bacterial burden, a GFP-expressing Salmonella ATCC14028s strain was
constructed (Sal-GFP). We injected 2 days post-fertilization (dpf) zebrafish embryos with different
doses of Sal-GFP in the HBV, or with phosphate buffered saline (PBS) as control (Figure 1B) and
monitored larval survival from 0 to 4 days post-infection (dpi). Increasing injection doses of Salmonella
resulted in increased larval mortality. When less than 500 colony-forming units (CFU) of Sal-GFP were
injected, all zebrafish larvae survived the infection (Figure 1C). On the other hand, HBV injection of
1000-2000 CFU of Sal-GFP led to 50% of larvae survival at 4 dpi (Figure 1D).

To evaluate the bacterial burden in infected hosts, the number of CFU was counted every day from
0 to 4 dpi after HBV injection of Sal-GFP (Figure 1E). Before processing for CFU counting, infected
larvae and their controls were imaged individually by fluorescence microscopy. No CFU were detected
in the PBS-injected larvae (Figure 1—figure supplement 1A). After injecting 1000-2000 CFU, bacteria
efficiently proliferated in 47% of infected larvae, from 1 to 4 dpi (50,000-200,000 CFU, Figure 1E,
G). Those larvae developed a systemic infection with Salmonella proliferation in the HBV and other
tissues, including notochord, heart, and circulating blood (Figure 1F) and usually died between 2
and 4 dpi. Among the 53% of infected larvae that survived the infection at 4 dpi, 40% harbored
live bacteria (10-2000 CFU), while 36% were bacteria free (Figure 1E, G). When injecting less than
500 CFU, no larva exhibited bacterial hyper-proliferation (Figure 1—figure supplement 1B) and 75%
showed evidence of Salmonella persistence at 4 dpi (10-1000 CFU, Figure 1—figure supplement
1B). Importantly, alive infected larvae still harbored persistent bacteria at 14 dpi (Figure 1—figure
supplement 1C).

Altogether, these results show that Salmonella infection in HBV leads to different outcomes, that we
classified as: (1) High Proliferation, indicating a high bacterial burden with systemic infection leading
to death; (2) Infected, indicating surviving larvae with persisting bacteria; and (iii) Cleared, indicating
that larvae completely recovered with no more detectable bacteria (Figure 1G).

Throughout the remainder of this study, an optimized infection dose of 1000-1500 CFU was
injected into the HBV of 2 dpf embryos and we further focused (unless otherwise stated) on the
so-called ‘infected’ cohort with established persistent infection.

The global host inflammatory response to Salmonella HBV infection

To investigate the global host immune response to Salmonella infection in the zebrafish model, the
relative expression of several immune-related genes was examined by gqRT-PCR within whole larvae
from 3 hpi to 4 dpi after Salmonella challenge (Figure 2 and Figure 2—figure supplement 1). At 3
hpi, infected larvae showed elevated levels of expression of pro-inflammatory cytokines: interleu-
kin-1 beta (il-1b), tumor necrosis factor a and b (tnfa and tnfb, two orthologs of mammalian TNF),
interleukin-8 (il-8), and of the inflammation marker matrix metalloproteinase 9 (mmp9) (Figure 2A),
consistent with previous findings in zebrafish models of systemic Salmonella infection (Stockhammer
et al., 2009). Subsequently, pro-inflammatory gene expression (il-1b, tnfb, il-8, and mmp?9) signifi-
cantly decreased at 1 dpi and raised from 2 hpi to 4 dpi to reach similar levels to those detected at
3 hpi. At 4 dpi, tnfa expression was still up-regulated in infected larvae compared to PBS controls
(Figure 2—figure supplement 1). Salmonella infection induced ccl38a.4 gene, encoding CCL2, a key
chemokine of macrophage migration that binds the CCR2 receptor (Cambier et al., 2014) at 4 hpi
but has no effect on cxcrdb and sdf1 (cxcl12a), suggesting a role of the Ccl2/Ccr2 axis in macrophage
mobilization to the infection site (Figure 2A and Figure 2—figure supplement 1). The up-regulation
of the macrophage-specific marker mfap4 during the time course of infection highlighted an overall
macrophage response (Figure 2A). In contrast, we found that the other frequently used macrophage-
specific marker mpeg1 was down-regulated early after Salmonella infection (Figure 2A), as previously
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Figure 1 continued on next page

Figure 1. Zebrafish is a pertinent model for persistent Salmonella infection. (A) Schematic illustration of 2 dpf
zebrafish embryo infected in the hindbrain ventricle (HBV) with Sal-GFP, a GFP-expressing strain. (B) Representative
fluorescent images of HBV-injected larvae with either PBS or 1000 CFU of Sal-GFP shortly after microinjection.
White arrow: bacteria in the HBV. Dots outline the larva. Asterisk: auto-fluorescence of the yolk. Scale bar: 200 pm.
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Figure 1 continued

Survival curves of injected embryos with either PBS or different doses of Sal-GFP, that is (C) <500 CFU or (D)
1000-2000 CFU. One representative of three replicates (n = 24 larvae per condition). Log rank test, ***p < 0.001.
(E) CFU counts per embryos infected with a range of 1000-2000 CFU of Sal-GFP at 1, 2, 3, and 4 dpi. Pool of four
independent experiments (N 4o = 25, N, 41 = 20, N34 = 20, Nyg, = 25 larvae). Kruskal-Wallis test (unpaired, non-
parametric): not significant. (F) Representative fluorescent images of Sal-GFP-infected larvae. Bacteria are in green.
Dots outline the larva. Asterisk: auto-fluorescence of the yolk. Scale bar: 200 pm. (G) Schematic representation of
the different infection outcomes, High Proliferation, Infected, and Cleared, induced by injection of 1000-2000 CFU
of Sal-GFP. From 0 to 4 dpi, 47% of the infected larvae developed a systemic infection where the bacteria
displayed highly proliferation leading to larval death (High Proliferation). At 4 dpi, among the surviving larvae, 24%
still exhibited a systemic infection, while 36% recovered from the infection with no detectable CFU (Cleared) and
40% contained persistent bacteria (Infected).

The online version of this article includes the following figure supplement(s) for figure 1:

Figure supplement 1. Salmonella localized infection leads to persistence in zebrafish embryos.

described during Salmonella and Mycobacterium marinum infections in zebrafish (Benard et al.,
2015). Then, the kinetics of expression of anti-inflammatory genes revealed a down-regulation of
mannose receptor, C type 1b (mrc1b) early after Salmonella infection. Intriguingly, relative levels of
mrc1b expression increased from 3 hpi to 4 dpi. Furthermore, Negative Regulator of Reactive Oxygen
Species (referred to as nrros), regulator of reactive oxygen species and of TGF-b in mammals (Liu
et al., 2013; Ma et al., 2019; Noubade et al., 2014, Qin et al., 2018), showed kinetic of expression
similar to mrc1b during Salmonella infection.

Taken together these results highlight a specific immune response triggered by Salmonella, and
define two main phases: an early pro-inflammatory phase characterized by the induction of pro-
inflammatory markers and down-regulation of anti-inflammatory markers, and a late phase (between
3 and 4 dpi) characterized by de novo up-regulation of pro-inflammatory gene expression concomi-
tant with the increased expression of anti-inflammatory genes (Figure 2B). Based on these results, we
decided to further focus our study on deciphering the immune response to Salmonella infection both
during the early phase, few hours post-infection, and during the late phase at 4 dpi.

Early phase of Salmonella HBV infection induces strong macrophage
and neutrophil responses

Among immune cells, macrophages are a niche for Salmonella infection in mammals (Gogoi et al.,
2019; Garai et al., 2012) and in zebrafish (Stockhammer et al., 2009; van der Sar et al., 2003).
To investigate the role of macrophages in the control of Salmonella infection, macrophage reporter
embryos, Tg(mfap4:mCherry-F) were injected in the HBV with Sal-GFP or PBS and the global macro-
phage population was imaged by fluorescence microscopy from 3 hpi to 4 dpi (Figure 3A). We noticed
that Salmonella infection led to an increase in the global macrophage population that persisted over
days compared to PBS-injected larvae, suggesting that Salmonella infection triggers myelopoiesis
(Figure 3A, B). At 3 hpi macrophages were specifically recruited to the HBV of infected embryos. In
addition, at 4 dpi, an intense macrophage accumulation persisted in the brain of infected embryos, in
line with the development of a Salmonella persistent localized infection. To test whether Salmonella
persistence depends on the infection site, we injected either Sal-GFP or PBS in the otic vesicle of 2
dpf macrophage reporter embryos, Tg(mfap4:mCherry-F) (Figure 3—figure supplement 1A). At 4
dpi, intravital confocal imaging revealed macrophage recruitment to the infected otic vesicle and the
presence of bacteria, confirming the intrinsic capacity of Salmonella to persist within the host for a
long time (Figure 3—figure supplement 1B).

To obtain a 4D (space + time) description of macrophage interactions with Salmonella, we used a
light sheet fluorescence microscopy (LSFM) system, convenient to study the 3D architecture of cells
over a large field of view and long periods of time with minimal side effects. Tg(mfap4:mCherry-F)
larvae were infected with Sal-GFP and imaged. The resulting video sequences revealed the macro-
phage recruitment within 2 hpi (Figure 3C and Video 1) and immediate Salmonella internalization
(Figure 3C, arrowheads, Figure 3D and Video 2).

To investigate the role of macrophages in the control of Salmonella infection, we ablated macro-
phages using Tg(mpeg1:Gal4/UAS:nfsB-mCherry) embryos and metronidazole (MTZ) treatment
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Figure 2. The global host inflammatory response to Salmonella infection. (A) RT-gPCR analysis of il1b, tnfb, il8, mmp?9, ccr2, ccl38a.4, mpeg1, mfap4,
mrc1b, and nrros, mRNA expression infected versus non-infected, normalized with efa. Larvae were either PBS- or Sal-GFP injected and RNA samples
were extracted from whole larvae at 3 hpi, 1, 2, 3 and 4 dpi. After infection, larvae displaying 'high proliferation’ of bacteria or bacteria ‘cleared’ were
excluded from the analysis. Data are presented as relative expression in the infected larvae compared with the relevant PBS-injected controls (2724¢°).
Values are the means + standard error of the mean (SEM) of eight replicates (n = 8 larvae per time point). Kruskal-Wallis test (unpaired, non-parametric).
*p < 0.05; **p < 0.01; ***p < 0.001 show significant differences compared to 3 hpi. (B) Diagram of global host inflammatory response to Salmonella
infection.

The online version of this article includes the following figure supplement(s) for figure 2:

Figure supplement 1. Expression of tnfa, cxcrdb, cxcl12a mRNA during Salmonella infection.

(Nguyen-Chi et al., 2020; Figure 3—figure supplement 2A, B). MTZ (added at 48 hr post-fertilization
(hpf)) specifically ablated 71% of macrophages in transgenic larvae after 24 hr of treatment (Figure 3—
figure supplement 2, D). DMSO treatment on transgenic larvae (NTR+MTZ-) and MTZ treatment
on WT embryos (NTR-MTZ+) were used as controls (Figure 3—figure supplement 2C-H and not
shown). PBS injection had no effect on the mortality of embryos from the different groups, confirming
the absence of toxicity of MTZ treatment (Figure 3—figure supplement 2E). After infection with
a sublethal dose of 500 CFU of Sal-GFP, MTZ-mediated macrophage depletion increased larval
mortality up to 54% at 4 dpi while control group showed 4% mortality (Figure 3—figure supplement
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Figure 3. Early phase of Salmonella hindbrain ventricle (HBV) infection induces strong macrophage and neutrophil responses. (A-D)
Tg(mfap4:mCherry-F) larvae were injected with either PBS or Sal-GFP in HBV. (A) Representative fluorescent images of larvae showing macrophage
recruitment at the site of injection at 3 hpi and at 4 dpi. Asterisk: auto-fluorescence. Scale bar: 200 pm. (B) Quantification of total macrophages at 0, 1, 2,
3, and 4 dpi. One representative of three replicates (mean number of leukocyte units/larva £ SEM, ng gy = 24, i 4o = 11, Ny = 6, N3445 = 5 per condition,

Figure 3 continued on next page
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Mann-Whitney test, two-tailed, *p < 0.05, **p < 0.01). (C) Representative maximum projections of fluorescent images extracted from 4D sequences
using light sheet fluorescence microscopy starting 35 min post-infection during 2 hr, showing recruitment of macrophages (red) to the infection site
(Salmonella, green). Scale bar: 30 um. (D) 3D reconstruction of a macrophage phagocytosing Salmonella at 3 hpi. Scale bar: 5 um. (E, F) Tg(mpx:GFP)
larvae were injected with PBS or Sal-DsRed in HBV. (E) Representative maximum projections of fluorescent images extracted from 4D sequences using
confocal microscopy at 2 hpi during 13 hr, showing recruitment of neutrophils (green) to the infection site (Salmonella, red). Scale bar: 35 ym. (F) 3D
reconstruction of a neutrophil phagocytosing Salmonella at 2 hpi. Scale bar: 5 um. (G, H) Tg(mfap4:mCherry-F/mpx:GFP) larvae were injected with
either PBS or Sal-E2Crimson in HBV. (G) Representative maximum projections extracted from 4D sequences using confocal microscopy from 3 to 14
hpi showing recruitment of both neutrophils (green) and macrophages (red) to the infection sites. Asterisk: auto-fluorescence. Scale bar: 50 ym. (H)
Quantification of the total volume of recruited cells (mfap4* or mpx* cells) from 3 to 16 hpi. Data of three replicates pooled (mean volume/larva = SEM,
n=11from 3to 4 hpi, n =15 from 5to 14 hpi, n = 4 from 15 to 16 hpi per condition, Mann-Whitney test, two-tailed, significance of Sal versus PBS
conditions *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001).

The online version of this article includes the following figure supplement(s) for figure 3:
Figure supplement 1. Macrophage response upon Salmonella injection in the otic vesicle.

Figure supplement 2. Macrophages are essential to control Salmonella infection in zebrafish.

2F). MTZ-mediated macrophage depletion also strongly impacted bacterial clearance with develop-
ment of a systemic infection, as shown by fluorescence microscopy and quantification of bacterial
burden (Figure 3—figure supplement 2G, H). Altogether, these data show that macrophages are
instrumental to control Salmonella infection in HBV.

Neutrophils are also innate immune players in the defense against Salmonella in various models
(Cheminay et al., 2004; Hall et al., 2012). To
investigate their role in our model, we infected
Tg(mpx:GFP) neutrophil reporter embryos with
DsRed-fluorescent Salmonella (Sal-DsRed). The
fluorescence analysis of global neutrophil popula-
tions showed an increase within 2 dpi, in line with
the reported Salmonella-induced granulopoiesis
(Hall et al., 2012) (data not shown). Time-lapse
imaging was used to visualize early neutrophil-
bacteria interactions (Figure 3E and Video 3):
while neutrophils were absent from PBS-injected
HBV, they were immediately recruited in the

Video 1. Salmonella early-infection induces a strong
macrophage response. Tg(mfap4:mCherry-F) larvae

were infected with Sal-GFP in hindbrain ventricle.
Time-lapse videos of labeled macrophages were
acquired using light sheet microscopy at 35 min post-
infection during 2 hr and image series were collected
every 1 min. One representative movie (maximum
projections) is presented, showing the recruitment of
macrophages (mfap4* cells, red) to the infection site
(Salmonella, green). Time is indicated in the top left
corner. Scale bar: 30 pm.
https://elifesciences.org/articles/89828/figures#video’

Video 2. Macrophages are able to phagocytose
Salmonella during early stages of infection.
Tg(mfap4:mCherry-F) larvae were infected with Sal-
GFP-int in hindbrain ventricle and imaged by confocal
microscopy at 3 hpi. This movie is a 3D reconstruction
animation created from representative fluorescent
confocal images using Imaris software and shows a
single macrophage (red) that have phagocytosed
Salmonella (green) at 3 hpi. Scale bar: 5 ym.
https://elifesciences.org/articles/89828/figures#video2
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Video 3. Salmonella early infection induces a strong
neutrophil response. Tg(mpx:GFP) larvae were injected
with PBS or Sal-DsRed in hindbrain ventricle. Time-
lapse videos of labeled neutrophils were acquired by
confocal microscopy at 2 hpi during 13 hr and image
series were collected every 3 min. Two representative
movies (maximum projections) of PBS-injected larva
(left panel) and Salmonella-infected larva (right panel)
are presented, showing the recruitment of neutrophils
(mpx* cells, green) to the infection site (Salmonella,
red). Time is indicated in the top left corner of each
panel. Scale bar: 30 um.
https://elifesciences.org/articles/89828/figurestvideo3

Microbiology and Infectious Disease

infected HBV and participated to bacterial clear-
ance through phagocytosis. Subsequently, after 3
hpi, the number of neutrophils decreased at the
infection site (Figure 3E, F).

To assess the relative contribution of both
macrophages and neutrophils to control Salmo-
nella infection, Tg(mfap4:mCherry-F/mpx:GFP)
embryos were infected in the HBV with E2Crimson
fluorescent Salmonella (Sal-E2Crimson) and
imaged from 3 to 14 hpi (Figure 3G and Video 4).
Because counting individual leukocytes that stack
together at the infection site is not reliable, we
measured the total of volume of both macro-
phages (mfap4* cells) and neutrophils (mpx* cells)
using 3D reconstructions. Total volume analysis
showed that macrophages and neutrophils were
both strongly recruited to the infection site in
the first hours of infection compared to controls
and that their mobilization slightly diminished
over time post-infection with similar kinetics
(Figure 3G, H).

Altogether, we concluded that both macro-
phages and neutrophils actively participate to the
immediate innate immune response to Salmonella
infection in the HBV, characterized by myelopoi-
esis, granulopoiesis, leukocyte recruitment to the
infection site, and phagocytosis of bacteria.

Salmonella HBYV infection induces hyper-accumulation of macrophages
harboring persistent bacteria at late stage of infection

Video 4. Both macrophages and neutrophils

are recruited early upon Salmonella infection.
Tg(mfap4:mCherry-F/mpx:GFP) larvae were injected
with either PBS or Sal-E2Crimson in hindbrain ventricle.
Time-lapse videos of labeled cells were acquired by
confocal microscopy at 3 hpi during 12 hr and image
series were collected every 1 hr. Two representative
movies (maximum projections) of PBS-injected larva
(left panel) and Salmonella-infected larva (right panel)
are presented, showing recruitment of both neutrophils
(green) and macrophages (red) to the infection site
(Salmonella, magenta). Time is indicated in the top left
corner of each panel. Scale bar: 30 pm.

https://elifesciences.org/articles/89828/figurest#videod

To image long-term Salmonella infection, we
used a Salmonella strain harboring a stable chro-
mosomal version of the GFP gene (Sal-GFP-int).
Macrophage reporter embryos Tg(mfap4:mCher-
ry-F) were infected with Sal-GFP-int and imaged
at 4 dpi using intravital confocal microscopy.
Infected larvae displayed a massive accumula-
tion of macrophages in the HBV, with clusters
associated with persisting fluorescent Salmo-
nella (Figure 4A, shown with arrows). 3D recon-
struction of mfap4-positive cell volumes from
confocal images revealed that Salmonella resided
mainly inside some macrophages and only few
Salmonella outside macrophages were observed
(Figure 4B). Similar experiments with neutrophil
reporter embryos, Tg(mpx:GFP), showed that
although persisting bacteria could be observed,
few neutrophils were present in the HBV at 4 dpi,
but they were not clustered and did not contain
persistent Salmonella (Figure 4C, D).

To simultaneously visualize the relative posi-
tion of both macrophages and neutrophils at
the infection site with persistent Salmonella,
Tg(mfap4:mCherry-F/mpx:GFP) embryos were
infected with Sal-E2Crimson and imaged at 4 dpi

Leiba et al. eLife 2024;13:e89828. DOI: https://doi.org/10.7554/eLife.89828
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Figure 4. Salmonella hindbrain ventricle (HBV) infection induces hyper-accumulation of macrophages harboring
persistent bacteria at late time point of infection. (A) Tg(mfap4:mCherry-F) larvae were injected with either PBS or
Sal-GFP-int in HBV. Representative maximum projections of fluorescent confocal images, showing accumulation
of macrophages (red) that co-localize with persistent Salmonella (green) at 4 dpi. Scale bar: 50 ym. (B) 3D

Figure 4 continued on next page
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Figure 4 continued

reconstruction of persistent Salmonella residing inside a macrophage at 4 dpi. Scale bar: 5 um. (C) Tg(mpx:GFP)
larvae injected with either PBS or Sal-DsRed in HBV. Representative maximum projections of fluorescent confocal
images showing that Salmonella (red) do not co-localize with neutrophils (green) at 4 dpi. Scale bar: 50 pm. (D)
3D reconstruction of neutrophils and persistent Salmonella at 4 dpi. Scale bar: 30 pm. (E-G) Tg(mfap4:mCherry-F/
mpx:GFP) larvae were injected with either PBS or Sal-E2Crimson in HBV. (E) Representative maximum projections
of fluorescent confocal images showing macrophage clusters (red), persistent Salmonella (magenta) and
neutrophils (green) at 4 dpi. Scale bar: 50 um. (F) Quantification of the total volume of recruited cells (mfap4* or
mpx* cells) at 4 dpi. Data of three replicates pooled (mean volume/larva £ SEM, ns, = 20, ngss = 8, Mann-Whitney
test, two-tailed, *p < 0.05, ****p < 0.0001). (G) 3D reconstruction of the HBV (middle panel) showing macrophage
clusters (red) in which Salmonella (gray) persist, surrounded by neutrophils (green) at 4 dpi. Right and left panels
are zooms of regions boxed by dotted lines. Scale bar: 30 um. Scale bar zooms: 10 pym.

(Figure 4E and Video 5). Quantification of the total volume of recruited macrophages (mfap4* cells)
and neutrophils (mpx* cells) in HBV confirmed an important macrophage recruitment, which was five
time stronger at 4 dpi than at 16 hpi (Figures 3H and 4F). In contrast, neutrophils were similarly
recruited at 4 dpi compared to 16 hpi. Importantly, this experiment confirmed that neutrophils do not
co-localize with persistent Salmonella at late stages of infection (Figure 4G). In contrast, bacteria were
primarily associated with macrophages at 4 dpi (Figure 4G).

Moreover, we quantified the proportion of macrophages harboring bacteria, revealing that the
frequencies of infected macrophages within the recruited macrophage population ranged from 20%
to 30% in the early stages to around 60% during the late stages (4 dpi) (Figure 5A). Intracellular bacte-
rial levels of infected leukocytes were also compared between these two stages (Figure 5B). At 5 hpi,
the volumes of E2Crimson-positive events (E2Crimson*) were lower than that at 4 dpi (Figure 5C). The
size distribution analysis of E2Crimson* events indicated a higher representation of smaller sizes (0.5-
1.5 and 1.5-10 pm?®) at 5 hpi compared to 4 dpi, a stage during which very large E2Crimson* events
were observed (100-1000 um?3, with some exceeding 1000 pm?) (Figure 5D). This analysis supports
an elevated number of bacteria within macrophages during persistent stages and that intracellular
bacteria are predominantly observed as clusters rather than as single cells.

Altogether, these findings show that at later stages of infection, Salmonella infection triggers a
massive macrophage recruitment in the HBV with formation of large macrophage clusters containing
numerous persistent bacteria.

During Salmonella infection,
macrophages first acquire a M1-
like phenotype and polarize
toward non-inflammatory
phenotype at later stages

The initial macrophage response to Salmo-
nella infection was previously shown to be pro-
inflammatory in mouse and zebrafish models
(Eisele et al., 2013; Pham et al., 2020; Hall et al.,
2013; Ordas et al., 2011; Sheppe et al., 2018).
We thus hypothesized that zebrafish macrophages

Video 5. Salmonella late infection induces hyper- polarize toward M1-like phenotype upon Salmo-

accumulation of macrophages harboring persistent
bacteria. Tg(mfap4:mCherry-F/mpx:GFP) larvae were
injected with either PBS or Sal-E2Crimson in hindbrain
ventricle and imaged by confocal microscopy at 4 dpi.
This movie is a 3D reconstruction animation created
from representative fluorescent confocal images using
Imaris software and shows neutrophils (mpx* cells,
green) and a cluster of macrophages (mfap4* cells, red)
containing persistent Salmonella (white) at 4 dpi. Scale
bar: 100 ym.
https://elifesciences.org/articles/89828/figures#video5

nella infection. The pro-inflammatory cytokine
TNFa is a known marker for M1-like macrophage
in various species including zebrafish (Nguyen-Chi
et al., 2015). First, the transgenic line Tg(tnfa:G-
FP-F) was used to track Tnfa producing cells by
expression of a farnesylated GFP (GFP-F) during
acute infection. Embryos were infected with Sal-
DsRed and imaged every 5 min from 1 to 10 hpi.
Time-lapse videos showed that GFP-F expression
was induced at the infection site and labeled cells

Leiba et al. eLife 2024;13:€89828. DOI: https://doi.org/10.7554/eLife.89828
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Figure 5. Salmonella persistence leads to a higher proportion of macrophages containing bacteria. Tg(mfap4:mCherry-F/tnfa:GFP-F) and
Tg(mfap4:mCherry-F/mpx:GFP) larvae were injected with PBS or Sal-E2Crimson in HBV. (A) Quantification of the percentage of infected macrophages
in Sal-infected larvae at indicated time post-infection. Data of three replicates pooled (mean percentage/larva + SEM, ns 141, = 15 embryos and ng 4 =
43 embryos). (B) 3D reconstruction confirming the intramacrophagic and intraneutrophilic localization of a bacterial aggregate at 3 hpi and 4 dpi. Scale
bar: 20 um. (C) Size of intracellular E2Crimson* events (in um?), quantified following 3D reconstruction. Median volume, ns,,; = 506, ny 4o = 990, Mann—
Whitney test, two-tailed, ***p < 0.001. (D) Size repartition of E2Crimson* events (10 embryos were imaged at each time point).
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harbored a myeloid morphology, suggesting that
they are macrophages (Figure 6—figure supple-
ment 1A and Video 6). To investigate the dynamic
of macrophage polarization during Salmonella
infection in vivo, we used the double transgenic
line Tg(mfap4:mCherry-F/tnfa:GFP-F) in which all
macrophages express a farnesylated mCherry and
cells producing Tnfa, express GFP-F (Nguyen-Chi
et al., 2015). Tg(mfap4:mCherry-F/tnfa:GFP-F)
larvae were infected with Sal-E2Crimson and

Video 6. Salmonella early infection induces a strong imaged at early time and at 4 dpi (Figure 6 and
activation of tumor necrosis factor a (tnfa) -expressing Video 7). Quantification of volumes of mfap4- and
cells. Tg(tnfa:GFP-F) larvae were injected with PBS or tnfa-positive cells, every hour from 4 to 15 hpi,

Sal-DsRed in the HBV. Time-lapse videos of labeled
cells were acquired using light sheet microscopy at

3 hpi during 8 hr and image series were collected
every 5 min. Two representative movies (maximum
projections) of PBS-injected larva (left panel) and
Salmonella-infected larva (right panel) are presented,

showed that Salmonella infection induced a strong
tnfa response increasing over time, unlike PBS-
injected controls in which only few tnfa-positive
cells were observed (Figure 6A-C and Figure 6—
figure supplement 1A). During the first hours of

showing recruitment of tnfa* cells (green) to the infection, a maximum of 80% of mfap4-positive
infection site (Salmonella, red). Time is indicated in the  cells became also tnfa-positive (mfap4*tnfa* cells)
top left corner of each panel. Scale bar: 30 pm. corresponding to M1-like activated macrophages

https://elifesciences.org/articles/89828/figures#videcé (Figure 6B). Interestingly, both macrophages with
and without bacteria expressed tnfa (Figure 6C).
These results show that in the early phase of
Salmonella infection, most of the macrophages
polarize toward M1 like, including both infected and bystander macrophages.

To check macrophage polarization in persistently infected zebrafish, we analyzed infected
Tg(mfap4:mCherry-F/tnfa:GFP-F) larvae at 4 dpi (Figure 6D). Macrophage volume analysis revealed
that few tnfa-positive macrophages (mfap4*tnfa* cells) were still present at the infection site (less than
10%), but that the vast majority of accumulated macrophages were tnfa-negative (Figure 6D-F and
Figure 6—figure supplement 1B, C). In agreement with the finding that the vast majority of accumu-
lated macrophages at 4 dpi were not expressing tnfa, persistent Salmonella were found within tnfa-
negative macrophages at late stages of infection (Figure 6E).

These results reveal that recruited macrophages switch their phenotype from M1-like states toward
non-M1 states during the time course of Salmonella infection and that Salmonella survives in non-M1
macrophages at late stages of infection.

Macrophages display dynamic transcriptional profiles upon Salmonella
infection

To interrogate the molecular basis of macrophage activation during Salmonella infection, we compared
the transcriptomic profiles of ‘activated’ macrophages in infected host versus ‘inactivated’ macro-
phages in non-infected condition at 4 hpi and 4 dpi. First, we confirmed that Fluorescence-Activated
Cell Sorting (FACS) from Tg(mfap4:mCherry-F) allowed enrichment in macrophage population, as
shown by RT-qPCR analysis of mfap4 mRNA (Figure 7—figure supplement 1). Second we designed
the following experimental setup: Tg(mfap4:mCherry-F/tnfa:GFP-F) larvae were either infected with
Salmonella (Sal-INF) or not infected (Non-INF) (Figure 7A). FACS analysis on whole larvae in Non-
INF condition revealed that a large majority of mfap4* cells (mCherry*) were tnfa” (GFP") both at 4
hpi and 4 dpi (100% and 90.4% = 4, respectively) (Figure 7—figure supplement 2). These expected
populations were referred to as ‘inactivated’ macrophages. FACS analysis in Sal-INF condition at 4 hpi
revealed that the majority (92.5% + 6) of mfap4* cells (mCherry*) were tnfa* (GFP*), while the majority
(80.9% =+ 4) were tnfa” (GFP") at 4 dpi (Figure 7—figure supplement 2). Therefore, mfap4* tnfa* cells
at 4 hpi, which represent the main macrophage population of early infection phase, were referred to
as 'M1-activated'. In contrast the main macrophage population at 4 dpi consists of mfap4* tnfa™ cells
that were referred to as ‘non-M1-activated'.
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Figure 6. Macrophages polarize toward a pro-inflammatory M1-like phenotype upon Salmonella infection at early stage but not at late stage. (A-F)
Tg(mfap4:mCherry-F/tnfa:GFP-F) larvae were injected with PBS or Sal-E2Crimson in HBV. (A) Representative maximum projections of fluorescent
confocal images extracted from a 4D sequence, showing recruitment of macrophages (mfap4* cells, red) and M1-like activation (mfap4*-tnfa* cells,
yellow) to Salmonella (magenta) from 4 to 15 hpi. Asterisk: auto-fluorescence. Scale bar: 50 pm. (B) Quantification of the percentage of M1 macrophages

Figure 6 continued on next page
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at indicated time post-infection. Data of two replicates pooled (mean percentage/larva = SEM, n = 12 per condition). (C) Zoom of fluorescent confocal
images in A. Scale bar: 20 pm, arrow: infected tnfa* macrophages and arrowhead tnfa* bystander macrophages. (D) Representative maximum
projections of fluorescent confocal images of PBS-injected and Sal-E2Crimson-infected larvae at 4 dpi (upper panels). Scale bar: 50 um. Zooms of
regions boxed by dotted lines (bottom panels). Scale bar zoom: 10 um. (E) 3D reconstruction of macrophage clusters (red) containing persistent
Salmonella (gray), surrounded by few tnfa* macrophages (green) at 4 dpi. Scale bar: 10 um. (F) Quantification of the percentage of M1 macrophages at 4
dpi. Data of four replicates pooled (mean percentage/larva = SEM, 4 dpi, ns, = 23 larvae, npss = 20, one sample Wilcoxon test, ****p < 0.0001).

The online version of this article includes the following figure supplement(s) for figure 6:

Figure supplement 1. Salmonella early infection induces a strong activation of tumor necrosis factor (TNF)-expressing cells.

Global gene expression analysis on these different populations was performed by RNA sequencing
(Figure 7A). The principal component analysis showed that each biological sample formed distinct
clusters according to the 4 hpi and 4 dpi experimental conditions (Figure 7B). All were pure myeloid
populations as all sorted populations expressed considerable levels of several key macrophage markers
such as mfap4, mpeg1.2, marco, csflra, and lygl1, but neither muscle marker (smyhc2), lymphocyte
markers (Ick, rag2, and cd79b), neutrophil marker (mpx) nor other cell type markers (Figure 7C and
Figure 7—figure supplement 3). In addition, only the cells sorted as mfap4* tnfa* from the Sal-INF
condition at 4 hpi expressed tnfa (Figure 7C). To compare the functional differences between ‘inac-
tivated' and ‘activated’ macrophages, we performed a differentially expressed gene (DEG) analysis
between Non-INF and Sal-INF conditions at 4 hpi and 4 dpi (adjusted p value (p-adj) <0.05|log,(Fold
Change (FC)) 21). Salmonella infection induced massive changes of gene expression in macrophages
at 4 hpi (Figure 7D, Figure 7—source data 1) and M1-activated macrophages harbored specific gene
expression signature with 3173 up-regulated and 2847 down-regulated genes, whereas at 4 dpi, only
104 up-regulated and 440 down-regulated genes were specific to the non-M1 signature (Figure 7E, F
and Figure 7—source data 1). These results reveal that macrophages display a highly dynamic signa-
ture during the time course of infection.

At 4 hpi, M1-activated macrophages were characterized by a specific up-regulation of pro-

inflammatory genes including those involved
in the TNF pathway (tnfa, trafdb, traf7, traflb,
tnfrsf1b, tnfrsf9b, tnfaip2, and tnfaip3), pro-
inflammatory cytokines (il12a and il12bb), chemo-
taxis (ccl38a.5, ccl38a.4, ccl19, cxcl18b, and
cxcl20), complement (c3a.1, c3a.3, c3a.4, and
c3a.6), innate immune sensing of pathogens and
antimicrobial responses (tIr5, statla, stat2, mxc,
irf9, crfb17, card11, card9, and hif1ab), and matrix
metalloproteinases (mmp9, mmp14a, mmp14b,
mmp11b, mmp13b, mmp30, and mmp23bb)
(Figure 6F). Interestingly, il10 and il6, that were
described for their dual role during inflammation
(Mocellin et al., 2003; Scheller et al., 2011),
were also up-regulated, while known markers of

o

Video 7. Macrophages polarize toward a pro-
inflammatory M1-like phenotype upon Salmonella
early infection. Tg(mfap4:mCherry-F/tnfa:GFP-F) larvae
were injected with PBS or Sal-E2Crimson in the HBV.

M2 and anti-inflammation such as mrc1b, tgm2I,
tgfbr2, kif2, kif4, irf2, and mertka were down-
regulated. Up-regulated genes at 4 hpi were

Time-lapse videos of labeled macrophages were
acquired using confocal microscopy at 3 hpi during

12 hr and image series were collected every 1 hr. Two
representative movies (maximum projections) of PBS-
injected larva (left panel) and Salmonella-infected larva
(right panel) are presented, showing recruitment of
macrophages (mfap4* cells, red) and M1-like activation
(mfap4*-tnfa* cells, yellow) to Salmonella (magenta).
Time is indicated in the top left corner of each panel.
Scale bar: 30 um.
https://elifesciences.org/articles/89828/figurest#video’

classified according the gene ontology (GO)
terms and the KEGG pathways (Figure 7—figure
supplement 4B, Figure 7—source data 1). Top
ranking GO terms enriched in macrophages at
4 hpi were ‘inflammatory response’, ‘neutrophil
migration’, ‘macrophage migration’, and ‘defense
response to gram negative bacterium’. Enriched
KEGG pathways were ‘Protein processing in
endoplasmic reticulum’, ‘phagosome’, and ‘cyto-
kine—cytokine receptor interactions’ (Figure 7G,

Leiba et al. eLife 2024;13:€89828. DOI: https://doi.org/10.7554/eLife.89828

15 of 33


https://doi.org/10.7554/eLife.89828
https://elifesciences.org/articles/89828/figures#video7

e Llfe Research article

Microbiology and Infectious Disease

RNA extraction and sequencing

Expression of marker genes
200,000 4 hpi
[}
mm Non-INF 4hpi 2 rt
£ 1500007 = SakINF 4hpi 2w L
3 1 Non-INF 4dpi I L
S 400,000 B Sal-INF 4dpi © AR
3 o AR
() ° ., .
% 50,000 = b
g ’ CEJ) 1
5] P [ |
Z 0 === - TT-~-—~—---1
[ -5 0 5 10
Yo & o &Yoo Fold Change (Log2
W A Y R A O ALK
& S e @\'b Qef) @ EN
©
4 hpi 4 dpi
Non-INF Sal-INF Non-INF  Sal-INF
tnfa, traf4b, tnfaip2b, tnfrsfob,
il12a, ccl38a, cxcl20, tir5, statla,
mxc
Down 4 hpi / 3173
g kif2
8 ﬂf; 2847
tgm2/
tgfbr2
egr2b
myb
mrc1b
mertka
Row z-score
2 0 2

Enriched Kegg pathways upon differentially expressed genes
logaFC)21
Protein processing in endoplasmic reticulum | [ NEGTGNGNGINGNGGEGG
Phagosome N
Cytokine—cytokine receptor interaction |

0.0

-log10(FDR)

3

4
5
6
7

05 10 15
Fold Enrichment

2.0

4 dpi_ allDEGs _jog10(FDR)
ight junction | NN o
Tight junction 335
Cell adhesion molecules |

3.40
3.45
0 1 2 3
Fold Enrichment

A B
PCA

Tg(mfap4:mCherry-Fitnfa:GFP) FACS sorting o Sal-INF 4dpi

) . 2 sakINF 4hpi I

4 hpi 4 dpi 2 T
mCherry*GFP- mCherry*GFP g
L Non-INF Inactivated Inactivated o\>°
©
mCherry*GFP* mCherry'GFP <

Sal-INF M1 activated non-M1 activated S N
a 1\”/‘ Non-INF 4hpi

PC1: 66% variance

Differential gene expression upon infection

4 dpi

S

2
P
N

[
o
o
o
o

10 ? ! !

o

[

o

!

Lo
[ R R Qe
1 1

Fold Change

4 8

(Loga

Genes differentially expressed upon infection

Up 4 dpi

c1qTNF6b, cxcl13, dgatta, cfhl2,
phgdh,f5, kmo, ppp1ri14aa, wt1b,
cx47.1

Lo Down 4 dpi

oclnb
cldnh
cldne
pcdh17
tip3
tip2a
ptk2ab
itgaba

log2FC)>1 or < -1

Figure 7. RNAseq analysis reveals macrophage transcriptome switch during Salmonella infection. (A) Schematic diagram of macrophage RNA-
sequencing experimental design. Tg(mfap4:mCherry-F/tnfa:GFP-F) larvae were either infected with Salmonella (Sal-INF) or non-infected (Non-INF).
Fluorescence-Activated Cell Sorting (FACS) was used to isolate mfap4*-tnfa™ cells (mCherry* GFP") and mfap4*-tnfa* cells (mCherry® GFP*) at 4 hpi and
4 dpi. (B) Principal component analysis (PCA) score plot of mfap4*-tnfa™ cells in Non-INF condition (n = 4) and mfap4*-tnfa* cells in Sal-INF condition (n

Figure 7 continued on next page
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Figure 7 continued

= 4) at 4 hpi and of mfap4*-tnfa™ cells in Non-INF condition (n = 3) and mfap4*-tnfa cells in Sal-INF condition (n = 4) at 4 dpi. (C) Normalized expression
of several marker genes of muscle cells, lymphocytes, neutrophils, and macrophages in the different sorted macrophage populations. (D) Volcano plot
showing differentially expressed genes (DEGs) between Non-INF and Sal-INF conditions at 4 hpi and 4 dpi. Adjusted p value (p-adj) <0.05 was used as
the threshold to judge the significance of the difference in gene expression. Red plots: up-regulated genes; blue plots: down-regulated genes; gray
plots: unchanged genes. (E) Heatmap of DEGs between macrophage populations across infection (p-adj <0.05|Log,(FC) >1). Selected top DEGs from
each population are shown. Color coding, decreased expression: blue, no expression: white, high expression: red. (F) Venn diagram showing unique and
intersecting up- or down-regulated genes (indicated as Up and Down, respectively) upon infection from macrophage transcriptome at 4 hpi and 4 dpi.
The numbers of up- and down-regulated genes are indicated in bold in each unique and overlapping sector of the Venn diagram. The most noteworthy
genes of each unique sector of the Venn diagram are indicated (p-adj <0.05|(Log,(FC) 21 or <1)). (G) Chart representation of Kyoto Encyclopedia of
Genes and Genomes (KEGG) pathways enriched in up-regulated genes (p-adj <0.05|Log,(FC) 21) at 4 hpi (upper panel) and all DEGs at 4 dpi (lower
panel) (p-adj <0.05). Graph shows the fold enrichment, red color: lowest enrichment false discovery rate (FDR) and blue color: highest enrichment FDR.

The online version of this article includes the following source data and figure supplement(s) for figure 7:

Source data 1. List of all the differentially expressed genes upon Salmonella infection and analysis.

Source data 2. List of selected differentially expressed genes upon Salmonella infection.

Figure supplement 1. mfap4 mRNA expression in mCherry-F* or mCherry-F~ sorted cells.

Figure supplement 2. Macrophage populations were sorted by Fluorescence-Activated Cell Sorting (FACS) before transcriptomic analysis.
Figure supplement 3. Normalized expression of marker genes confirms the purity of sorted macrophage populations.

Figure supplement 4. RNAseq analysis shows dynamic transcriptional profiles of macrophages upon Salmonella infection.

Figure 7—source data 1). Together, these results confirm the pro-inflammatory signature of tnfa*
macrophages at 4 hpi.

In contrast non-M1-activated macrophages at 4 dpi specifically up-regulated genes involved in
anti-inflammation and M2 markers in mammalian systems (c1qtnféb, cxcl13, dgat1a, cfhl2[ortholog of
F13B in human], phgdh, 15, kmo, and ppp1r14aa), retinoic acid pathway (rdh10a, rdh12, and ugt1a),
bacterial defense (npsn, c9, hamp, and nos2b), regeneration (wt1b), tissue protection and develop-
ment (cx47.1, Ita, and ecm1b), and extracellular matrix remodeling (mmp25b) (Figure 7F, Figure 7—
source data 1). Interestingly, some pro-inflammatory genes, like saa, cxcl11.1, s100b, ptgs2a, itgb3b,
illr4 (CLEC orthologous), and pppr2r2bb were up-regulated at both times points but with a higher
fold change at 4 hpi than 4 dpi, while others like noxo1a, Isp1, plat, Ipar1, selm, elf3, and irf6 were
up-regulated at 4 hpi and down-regulated at 4 dpi. In contrast, genes involved in anti-inflammatory
response and tissue regeneration (prg4a, cxcl19, cd59, and clic2) were down-regulated at 4 hpi and
up-regulated at 4 dpi (Figure 7—figure supplement 4A). Of note, some markers of microglia (apoeb,
ccl34b.1, and csfi1rb) were down-regulated at both time points, suggesting a re-differentiation of this
cell population upon HBV infection. KEGG pathways analysis performed on DEGs at 4 dpi revealed the
absence of a pro-inflammatory signature and that the most significantly enriched pathways were ‘tight
junction’ and ‘cell adhesion’ (Figure 7G, Figure 7—source data 1), suggesting profound changes in
their polarization status and cell-adhesion program. Surprisingly, the most significantly enriched GO
terms in up-regulated genes included ‘Astrocyte’, ‘Myelination’, ‘Oligodendrocyte’, and ‘Myelin main-
tenance’ (Figure 7—figure supplement 1C, Figure 7—source data 1). Macrophages may express
genes supporting astrocyte and oligodendrocyte function in the injured microenvironment of the
infected HBV or these up-regulated genes may reflect the presence of internalized transcripts after
efferocytosis in the infected area, as previously observed in other biological context (Lantz et al.,
2020).

We confirmed the specific expression profile for one candidate gene via an alternative approach.
Wilms Tumor 1b (wt1b) delineates a pro-regenerative macrophage subset and was shown to be
required for heart and fin regeneration in zebrafish (Sanz-Morején et al., 2019). We checked the
expression of wt1b in macrophages by crossing Tg(wt1b:GFP) line with Tg(mfap4:mCherryF) line
to track simultaneously wt1b-expressing cells and macrophages. Double transgenic embryos were
infected and imaged at 4 hpi and 4 dpi. Confocal microscopy analysis showed that, while macro-
phages did not express wt1b at 4 hr after infection, they strongly expressed wt1b 4 days after infec-
tion. Large clusters of wt1b-positive macrophages harboring persistent bacteria were also observed
(Figure 8). These data reveal phenotypical distinct macrophage signatures during early and persistent
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Figure 8. Salmonella persistence induces large clusters of pro-regenerative wt1b-expressing macrophages. (A-D) Tg(mfap4:mCherry-F/wt1b:GFP-F)
larvae were injected with PBS or Sal-E2Crimson in the HBV. (A) Representative maximum projections of fluorescent confocal images showing
macrophages (mfap4* cells, red) and wt1b-expressing cells (wt1b* cells, green) after Salmonella infection at (A) 4 hpi and at (B) 4 dpi. Asterisk: auto-
fluorescence. Scale bar: 30 um. Big clusters of wt1b-expressing macrophages (mfap4*-wt1b* cells, yellow) were observed at 4 dpi. (C, D) Zoom of two
representative fluorescent confocal images showing large clusters of wt1b-expressing macrophages (mfap4*-wt1b* cells, yellow) at 4 dpi. Scale bar:
10 um, arrow: mfap4*-wt1b* macrophage.

infection stages that can be identified in situ and highlight the pro-regenerative state of late non-M1-
activated macrophages.

Altogether, these data suggest that macrophages skew their phenotype from acute to persistent
infection, switching from a pro-inflammatory phenotype to an anti-inflammatory/pro-regenerative
phenotype with a unique cell-adhesion signature.

Salmonella persistence in the host is accompanied with macrophages
harboring low motility

Our transcriptomic analysis data revealed that many genes related to cell adhesion were differen-
tially regulated in Salmonella infection compared to control and that this cell-adhesion signature was
not the same during acute and persistent infections (Figure 9A). These genes encompassed cell-
cell-adhesion molecules, likes cadherins (cdh1, cdh2, cdh11, cdh17, and cdh18), occludins (oclna,
oclnb, cldnk, and cIn19) and tight junction proteins (tjp1a, tjp3, tjp2a, and tjp2b), extracellular matrix-
adhesion proteins (itgb 1a, itgb 1b, itgb4, itgaba, and cd44a), regulators of cell adhesion (pxna, ptk2ba,
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Figure 9. Salmonella persistence induces drastic changes in cell adhesion-related gene expression and motility in macrophages. (A) Heatmap of
differentially expressed genes (DEGs) involved in cell adhesion, between macrophage populations across infection (p-adj <0.05). Selected DEGs from
each population are indicated. Color coding, decreased expression: blue, no expression: white, high expression: red. (B-D) Tg(mfap4:mCherry-F)
larvae were injected with PBS or Sal-E2Crimson in HBV and time-lapse videos of labeled macrophages were acquired during 2 hr at 1 hpi or 4 dpi. (B)

Figure 9 continued on next page
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Migration of macrophages in response to PBS or Sal-E2Crimson at 1 hpi or 4 dpi. Representative trajectory plots of individual macrophage movement
tracks are shown, with the initial position in the center of the graph. Number of macrophage tracks are indicated. (C) Quantification of the individual
macrophage velocity from PBS-injected or Sal-infected larvae at 1 hpi and 4 dpi. Data of four replicates per time point pooled (mean velocity/
macrophage + SEM, at 1 hpi: npgs = 76, ns, = 195; at 4 dpi: npgs = 93, ns, = 162; t-test, two-tailed, significance of Sal versus PBS conditions, ****p <
0.0001, *p < 0.05). (D) Quantification of the individual bystander macrophage or infected macrophage velocity from PBS-injected or Sal-infected larvae
at 1 hpi and 4 dpi. Data of two replicates per time point pooled (mean velocity/macrophage + SEM, at 1 hpi: negs = 76, Nyystandermo = 925 Nintecteavo = 33; at
4 dpi: Npgs = 93, Noystandermio = 67; Niptecreamio = 17; analysis of variance (ANOVA) Kuskal-Wallis’ test with Dunns’ post-test, ****p < 0.0001, **p < 0.01, *p <
0.05, ns: not significant).

The online version of this article includes the following figure supplement(s) for figure 9:

Figure supplement 1. Neutrophils remain motile during the establishment of Salmonella persistent infection.

and ptk2ab), and regulators of cytoskeleton remodeling (rac1a, rock2b, and rhoua) and most of them
are down-regulated at 4 dpi (Figure 9A). This shift in adhesion program of activated macrophages
during the establishment of persistent infection suggests profound changes in their interaction with
their environment and their migratory properties. Indeed, macrophage function relies on the estab-
lishment of contact with neighboring cells and stable attachments to their substrate, allowing trans-
migration through tissues, positioning, and signaling. Cadherins were shown to regulate macrophage
functions (To et al., 2022, Van den Bossche et al., 2015) and integrins and small GTPases are also
important for macrophage migration (Aflaki et al., 2011; Paterson and Ldmmermann, 2022). To
test whether the changes in expression of cell adhesion and cytoskeletal regulators were mirrored by
changes in macrophage adhesion associated motility, we generated a double transgenic line, Tg(m-
fap4:Gal4/UAS:nfsB-mCherry), in which mfap4 promoter drives indirectly the expression of NTR fused
with mCherry specifically in macrophages. In these larvae, macrophages are strongly and mosaically
labeled by red fluorescence allowing an accurate tracking of individual macrophages. Larvae were
infected with Sal-E2Crimson and imaged using confocal microscopy during 2 hr at 1 hpi and at 4 dpi.
Analysis of macrophage trajectories at the injection site revealed that macrophage motility at 1 hpi
was enhanced in infected larvae, with long-distance migration compared to PBS control (Figure 9B
and Videos 8, 9). In contrast, macrophage motility at the injection site at 4 dpi in infected larvae was
decreased compared to PBS control, with very

O

Video 9. The motility of macrophages is decreased

Video 8. Highly motile macrophages are recruited
during Salmonella early infection. Tg(mfap4:mCherry-F)
larvae were injected with PBS or Sal-E2Crimson in

HBV. Time-lapse videos of labeled macrophages were
acquired by confocal microscopy during 2 hr at 1 hpi
and image series were collected every 2 min. Two
representative movies (maximum projections) of PBS-
injected larva (left panel) and Salmonella-infected larva
(right panel) are presented, showing in different colors
individual macrophage trajectory tracks (mfap4* cells,
red). Time is indicated in the top left corner of each
panel. Scale bar: 30 pm.
https://elifesciences.org/articles/89828/figures#video8

Salmonella-injected larvae compared to PBS-injected
larvae during persistent infection. Tg(mfap4:mCherry-F)
larvae were injected with PBS or Sal-E2Crimson in

HBV. Time-lapse videos of labeled macrophages

were acquired confocal microscopy during 2 hr at

4 dpi and image series were collected every 2 min.

Two representative movies (maximum projections) of
PBS-injected larva (left panel) and Salmonella-infected
larva (right panel) are shown, showing in different colors
individual macrophage trajectory tracks (mfap4* cells,
red). Time is indicated in the top left corner of each
panel. Scale bar: 30 pm.
https://elifesciences.org/articles/89828/figurestvideo?
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short trajectories. In addition, macrophage migration speed was significantly enhanced at 1 hpi in
the infected larvae compared to the control condition, whereas at 4 dpi, this speed was reduced
compared to the control condition (Figure 9C). To compare the motility of uninfected bystander
macrophages versus infected macrophages, a similar analysis was performed on macrophages with
and without intracellular bacteria. At 1 hpi, bystander macrophages exhibited heightened velocity
during acute infection, while infected macrophages maintained a speed comparable to the control
group (Figure 9D). In contrast, during persistent infection (4 dpi), both bystander and infected macro-
phages exhibited reduced velocity compared to unstimulated macrophages (Figure 9D). To evaluate
the motility of another leukocyte population, we measured neutrophil velocity. At 1 hpi, neutrophil
speed was increased by the infection while at 4 dpi, it was unchanged compared to control (Figure 9—
figure supplement 1). Importantly, neutrophil velocity was higher than that of macrophages in each
condition. These observation underscores the dynamic cellular characteristics exhibited by leuko-
cytes, including macrophages, influenced by their infection status, and the stage of the infection.
These data also demonstrate that, during persistent infection, clusters of motionless macrophages are
formed while they provide a niche for Salmonella to survive.

Discussion

While some pathogens transiently infect an organism, others can survive inside the host for a long
period of time or even for life. Salmonella can persist inside macrophages for long term (Monack,
2012; Gal-Mor, 2019) and this persistence has been proposed to depend on macrophage polariza-
tion status (Eisele et al., 2013). Here, we describe the first model of Salmonella persistence in trans-
parent zebrafish that allows the detailed analysis of the dynamic interactions between Salmonella and
polarized macrophages during early and late phases of infection in a whole organism.

In other zebrafish infection models with Salmonella, acute symptoms — hyper-proliferation of the
bacteria, larval mortality — presumably prevent the establishment of a long-term infection (Stock-
hammer et al., 2009; van der Sar et al., 2003). Unlike these studies, we injected Salmonella in a
closed compartment, the larval HBV. This mode of infection led to diverse outcomes, including acute
infection, clearance, and persistence. Indeed, in 47% of the larvae, Salmonella replicated intensively,
leading to the rapid larval death. In surviving larvae, the bacteria were either cleared or survived inside
the host, possibly up to 14 dpi. These bacteria that survive for an extended period of time within the
tissues were called ‘persistent Salmonella’. These ‘persistent bacteria’ should not be confused with
‘Persisters’, which refers to bacteria that persist for prolonged periods despite antibiotic treatment
(Fisher et al., 2017), even though they may share some common features. These diverse outcomes
of infected zebrafish could be explained by multiple factors, including stochastic cell-to-cell differ-
ences in genetically identical bacteria or the complexity of immune cell population. Indeed, in in vitro
systems, heterogeneous activity of the bacteria creates phenotypically diverse bacterial subpopula-
tions which shape different cellular environments and potentiate adaptation to a new niche (Saliba
et al., 2016; Avraham et al., 2015).

We focused our in vivo study on embryos infected with persistent Salmonella up to 4 dpi. During
the course of infection, the infected host displayed two main phases characterized by distinct inflam-
matory status: an early pro-inflammatory phase and a late phase characterized by both pro- and
anti-inflammatory signals. We analyzed the interaction of Salmonella with innate immune cells during
both phases. Similar to previous work (Masud et al., 2019), during early infection, both neutrophils
and macrophages engulfed the bacteria. Macrophages played a crucial role in bacterial clearance,
as shown by the increased bacterial burden upon macrophage depletion. Exploiting the imaging
possibilities of this system, we visualized macrophage activation thanks to tnfa expression in real
time in response to Salmonella infection and showed that engulfing macrophages and bystanders
polarized toward M1-like phenotypes. This pro-inflammatory response from the host was rapid and
robust as more than 90% of the macrophages activated as M1 like within the first hours. Besides, we
assessed the full transcriptome of zebrafish macrophages during early infection and we demonstrated
that macrophages adopted a pro-inflammatory program characterized by the up-regulation of genes
involved in inflammation, cytokine—cytokine receptor, and phagosome pathways. These results are
consistent with our initial analysis on whole larvae and are reminiscent to previous studies using whole
Salmonella-infected larvae where genes encoding matrix metalloproteinases, pro-inflammatory cyto-
kines, and chemokine pathways are up-regulated (Stockhammer et al., 2009; Ordas et al., 2011).
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There are also similarities with the activation program detected in human macrophages infected with
different pathogens including Salmonella (Nau et al., 2002), which may represent an evolutionarily
conserved program for host defense.

During the persistent phase, high-resolution intravital imaging showed that Salmonella mainly local-
ized inside macrophages that were organized in large clusters. In contrast, although some neutrophils
were detected in the HBV, they were poorly recruited, not clustered and did not harbor persistent
bacteria. Importantly, most of the mobilized macrophages did not express tnfa in late stages of
infection; we could not observe infected macrophages expressing tnfa. Transcriptomic profiling of
these non-inflammatory macrophages during bacterial persistence revealed an anti-inflammatory and
regenerative profile characterized (1) by the attenuation of pro-inflammatory genes and (2) by the
up-regulation of genes involved in anti-inflammation, tissue maintenance, development, and regen-
eration. This included the expression of wt1b an important pro-regenerative gene that defines a pro-
regenerative macrophage subtype in zebrafish (Sanz-Morején et al., 2019). Surprisingly, neuronal
function-related genes, involved in myelination or expressed in astrocytes and oligodendrocytes were
also up-regulated. This should not result from cell contamination given the macrophage specificity
of the RNAseq datasets, which did not recover other cell type markers. We therefore propose two
possible scenarios. In the first scenario, the brain damages caused by the persistent infection may
trigger a regenerative response involving pro-regenerative macrophages, which participate to the
regeneration of axons and the restoration of their function by remyelination and maintenance of
myelin homeostasis (McNamara et al., 2023; Rawji et al., 2016; Tsarouchas et al., 2018). Alterna-
tively, during persistent infection, macrophages may perform efferocytosis of damaged or dying cells
and internalize transcripts originating from them. The internalization of apoptotic RNAs by macro-
phages during efferocytosis has been demonstrated in the context of murine macrophages co-cul-
tured with apoptotic human T cells (Lantz et al., 2020). Both scenarios suggest that the macrophages
interact tightly with their microenvironment during persistent infection. It is important to emphasize
that the dynamic variations in macrophage transcriptomes between acute and persistent infections
may indicate disparities in proliferation, death, and polarization, altering the composition of macro-
phage populations over time. However, it might also denote a phenotypic switch from M1- to M2-like
polarization within individual macrophages over time. In the future, a more comprehensive analysis
at single-cell level of resolution will better discriminate phenotypically distinct populations of macro-
phages at play in this model.

Our data indicate that Non-M1 macrophages which have limited bactericidal activity, can be used
by Salmonella as a niche to sustain persistent infections in their hosts. Salmonella persistence was
previously associated with M2 macrophages in a mouse model of long-term infection (Eisele et al.,
2013; Goldberg et al., 2018). Molecularly, M2-permissive macrophage polarization in granulomas
is partially dependent on SteE, an effector of the Salmonella pathogenicity island-2 type Il secre-
tion system (SPI2 T3SS), while the host cytokine TNF limits M2 polarization (Pham et al., 2020). In
infected cultured macrophages, SteE regulates STAT3, reorienting macrophage polarization toward
M2 phenotypes (Gibbs et al., 2020; Panagi et al., 2020). Another study revealed that macrophages
harboring Salmonella Typhimurium during persistent stages express high levels of the inducible nitric
oxide synthase (known as iINOS or NOS2) (Goldberg et al., 2018). Interestingly, we also observed
an up-regulation of nos2b in zebrafish macrophages 4 days after Salmonella infection. Furthermore,
non-growing, antibiotic-tolerant bacteria, also called persisters, were shown to translocate SPI2
T3SS effectors, including SteE, into the macrophage to reprogram it into a non-inflammatory macro-
phage (Stapels et al., 2018). Our data are in line with these studies, emphasizing the potential of the
zebrafish model for the study of persistent infections. However, further investigations are still needed
to identify the bacterial factors involved in macrophage reprogramming in our system.

An efficient immune response requires the interplay of a cocktail of cell-adhesion molecules and
immune cells (Cui et al., 2018; Friedl and Weigelin, 2008). Macrophages express various cell-
adhesion proteins including integrin b1 (itgb1) that is crucial for cell movements and protrusiveness
during surveillance (Paterson and Lammermann, 2022). Tight junctions are important for particle
uptake and exchange (Blank et al., 2011) and RAC proteins were shown to be necessary for macro-
phage basic motility and migration (Rosowski et al., 2016; Wheeler et al., 2006). We demonstrated
a shift in macrophage adhesion program during persistent stages with several cell adhesion-related
genes that were down-regulated, including itgb1, rac2, and tight junction-related genes. This shift
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in adhesion program was accompanied with a decrease in macrophage motility. The observation
that macrophages remained stationary while neutrophil exhibited normal mobility implies that cell
density within tissue does not appear to affect the motility of leukocytes in persistent infection stages.
Chemokines also play a pivotal role in macrophage chemotaxis, and alterations in these signaling
pathways may contribute to the lower motility of macrophages during persistent infection stages.
Previous studies have established the involvement of Ccl2 and its receptor Ccr2 in guiding macro-
phages toward bacterial pathogens in mice and zebrafish (Cambier et al., 2014). Here, both ccr2 and
ccl2 orthologs, ccl38a.4, were up-regulated at 4 hpi, yet their expression reverted to baseline levels by
4 dpi. In contrast, Salmonella infection had no impact on the expression of cxcr4b and sdf1 (cxcl12a),
representing another crucial chemoattractant signal. Based on our transcriptomic analysis, cxcr3 and
cxcl11 are regulated in response to Salmonella infection. Therefore, our data suggest a dynamic shift
in major chemotaxis signals between the acute and persistent stages of Salmonella infection that may
contribute to the regulation of macrophage motility. Because these motionless macrophages appear
non-inflammatory and contain persistent bacteria, they may constitute a permissive environment for
bacterial survival. Of interest, the Salmonella SPI12 T3SS effector Ssel, which is involved in long-term
infection in mice, has been previously found to modulate the migration of cultured macrophages
(McLaughlin et al., 2009). Subversion of macrophage motility has been also previously observed with
another pathogen, M. marinum, which uses the ESX-1/RD1 secretion system to enhance macrophage
recruitment to nascent granulomas and favor granulomas formation (Davis and Ramakrishnan, 2009).

Granulomas are a key pathological feature of some intracellular bacterial infections; they do contain
a high proportion of macrophages. Salmonella enterica can cause granuloma formation in different
animal species (Work et al., 2019), including mice (Goldberg et al., 2018) and humans (Muniraj et al.,
2015; Narechania et al., 2015; Nasrallah and Nassar, 1978). The complex cellular structure of gran-
uloma is thought to be important for bacterial persistence. Recently, using single-cell transcriptomics,
Pham et al. identified diverse macrophage populations within Salmonella Typhimurium-induced gran-
ulomas (Pham et al., 2023). In the present study, Salmonella persisted within aggregates of tnfa-
negative macrophages that remind early granulomas. Mycobacterial granulomas are characterized
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Figure 10. From acute to persistent Salmonella infection, macrophages switch their polarization states and motility. Schematic representation of the two
main phases of Salmonella hindbrain ventricle infection in zebrafish. The early phase corresponds to an acute infection characterized by the recruitment
of leukocyte populations, phagocytosis of Salmonella and M1 polarization of highly motile macrophages (M®), while during the late-phase Salmonella
persists inside motionless macrophages (M @) that display an anti-inflammatory and pro-regenerative status and form clusters.
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by epithelioid macrophages expressing tight junction proteins, E-cadherin (CDH1) and ZO-1 (tjp1)
(Cronan et al., 2021; Pagan and Ramakrishnan, 2018). Interestingly, in the context of persistent
Salmonella infection, we showed that tnfa-negative macrophages down-regulated the expression of
several tight junction-related genes during persistence, such as cdh1 and tjpTa. This is similar to what
has been observed in Salmonella-induced granulomas in mice where macrophages weakly express
E-cadherin or ZO-1 (Goldberg et al., 2018) and suggests that these structures are non-epithelioid
granulomas initiated by an innate immune mechanism.

In conclusion, the zebrafish larva proves to be an extraordinary platform for the analysis of Salmo-
nella persistent infection and the understanding of long-term interactions with host cells inside a
whole living animal. The highly dynamic changes of macrophage gene expression between early infec-
tion and persistent phases confirm the highly versatile nature of macrophage-Salmonella interactions
and suggest that macrophage polarization and motility switch plays an important role in the establish-
ment of a secure niche for Salmonella (Figure 10).

Materials and methods

Fish husbandry

Fish (Danio rerio) maintenance, staging and husbandry were performed as described (Nguyen-Chi
et al., 2014) with golden, AB strains and transgenic lines. Tg(mfap4:mCherry-Flumpétg (Phan et al.,
2018) referred to as Tg(mfap4:mCherry-F) and Tg(mfap4:Gal4VP16)ump10TG referred to as Tg(m-
fap4:Gal4) were used to visualize macrophages. Tg(mpx:eGFP)ill4 referred to as Tg(mpx:eGFP)
(Renshaw et al., 2006) was used to visualize neutrophils. Tg(tnfa:GFP-F)Jump5Tg referred to as Tg(t-
nfa:GFP-F) was used to visualize cell expressing tnfa (Nguyen-Chi et al., 2015). Tg(mfap4:mCherry-F)
crossed with tg(tnfa:GFP-F) were used to visualize activated M1 macrophages. Tg(mpeg1:Gal4)gl25
(Ellett et al., 2011) and Tg(UAS-E1b:nfsB-mCherry)i149 (Davison et al., 2007) were used to ablate
macrophages. Tg(wt1b:GFP)li1Tg were used to visualize wt1b-expressing cells (Bollig et al., 2009).
Embryos were obtained from pairs of adult fishes by natural spawning and raised at 28°C in tank
water. Embryos and larvae were staged according to Kimmel et al., 1995 and used for experiments
from O hpf to 17 dpf. Larvae were anaesthetized in zebrafish water supplemented with 200 pg/ml
tricaine (ethyl 3-aminobenzoate methanesulfonate, MS-222 Sigma #A5040) before any manipulation
(infection or imaging) and if necessary were replaced in their medium at 28°C.

Salmonella strains

Salmonella strains were grown overnight in Luria-Bertani (LB) medium at 37°C with 100 pg/ml ampi-
cillin, 10 pg/ml tetracycline, or 25 pg/ml kanamycin when required. Salmonella enterica serovar Typh-
imurium ATCC14028s (here called Salmonella) was used as the original parental Salmonella strain.
Salmonella carrying plasmid pRZT3::dsRED (van der Sar et al., 2003), pE2-Crimson (Clontech), and
pFPV25.1 (Valdivia and Falkow, 1996), that express red fluorescent protein (dsRED), far-red fluores-
cent protein (E2Crimson), and green fluorescent protein (GFP), respectively, were used for microinjec-
tion in zebrafish embryos (see below). To create a Salmonella strain expressing chromosomal copies
of GFP, the rpsM::gfp fusion from strain SM022 (Vazquez-Torres et al., 1999) was transferred by P22
transduction of the rpsM::gfp fusion, linked to kanamycin resistance gene into the original parental
Salmonella strain ATCC14028s through selection for kanamycin resistance.

Salmonella injections

Salmonella strains were grown to exponential phase and recovered by centrifugation, washed twice
and resuspended in PBS at an OD,y, of 5 or 2.5 (depending on the required dose) with phenol red.
Infection was carried out by microinjection of 1.5 nl of bacterial suspensions in the Hindbrain Ventricule
(HBV) of dechorionated and anesthetized 2 dpf embryos. Two different doses of Salmonella were used
for microinjection in zebrafish embryos: low (<500 CFU) and high (1000-2000 CFU). The inoculum
dose was checked by counting the CFU containing in 1.5 nl of the bacterial suspension. For larva
survival analysis, a minimum of 30 larvae were infected per replicate and three replicates were done
for each experiment.
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Quantification of bacterial load by CFU counts

A minimum of five larvae per time points were anesthetized in zebrafish water supplemented with
200 pg/ml tricaine and then each embryo was crushed in 1% Triton X-100-PBS in an Eppendorf tube
using a pestle (MG Scientific #T409-12). After 10 min incubation at room temperature, dilutions of
total lysates were plated on LB agar plates containing appropriate antibiotics. CFU were counted after
an overnight incubation of the plates at 37°C. Larvae used for CFU counts were randomly chosen
among surviving larvae.

Macrophage ablation

For macrophage depletion, we used Tg(mpeg1:Gal4/UAS:nfsB-mCherry) embryos expressing nfsB-
mCherry under the indirect control of mpeg1 promoter. nfsB-mCherry encodes an Escherichia coli
nitroreductase (NTR) fusionned to mCherry protein that converts Metronidazole (MTZ) into a toxic
agent that kills the cells. Tg(mpeg1:Gal4/UAS:nfsB-mCherry) embryos were incubated in zebrafish
water containing 10 mM MTZ (Sigma-Aldrich) and 0.1% DMSO at 48 hpf and 24 hr before injection
with Salmonella or PBS. Treatment with 0.1% DMSO was used as a control. Depletion efficiently was
assessed by imaging using the MVX10 Olympus microscope just before HBV injection. Effects of
macrophage depletion on embryo survival and bacterial load during infection were analyzed at 1, 2,
3, and 4 dpi.

Generation of the macrophage reporter line, Tg(Mfap4:Gal4VP16)

The Gal4VP16 ORF was amplified by PCR and used to replace the mCherry ORF downstream of the
Mfap4 promoter in the transgenesis vector used in Phan et al., 2018 to generate the Tg(zMfap4:m-
Cherry-Flump6TG insertion. The resulting plasmid, Tol2zMfap4:Gal4VP16 was co-injected with the
ISce-I meganuclease in fertilized Tg(mpx:gal4/UAS:nfsB-mcherry) eggs. The offspring with red fluo-
rescent macrophages and no fluorescent neutrophils were raised and screened for transmission of the
Tg(Mfap4:Gal4VP16) insertion to its offspring.

Imaging of live zebrafish larvae

Larvae were anesthetized in 200 pg/ml tricaine, positioned on 35 mm glass-bottomed dishes (WillCo-
dish), immobilized in 1% low-melting-point agarose and covered with 2 ml of embryo water supple-
mented with 160 pg/ml tricaine. Epi-fluorescence microscopy was performed by using an MVX10
Olympus MacroView microscope that was equipped with MVPLAPO x1 objective and XC50 camera.
Confocal microscopy was performed using an ANDOR CSU-W1 confocal spinning disk on an inverted
NIKON microscope (Ti Eclipse) with ANDOR Neo sCMOS camera (x20 air/NA 0.75 objective). Image
stacks for time-lapse acquisitions were performed at 28°C. The 4D files generated by the time-lapse
acquisitions were processed using ImageJ as described below. Three-dimensional reconstructions
were performed on the four-dimension files for time-lapse acquisitions or on three-dimension files
using Imaris (Bitplan AG, Zurich, Switzerland). In Figure 3C and in Figure 6—figure supplement 1,
a custom-made LSFM developed at ICFO was used (Bernardello et al., 2022). For the described
LSFM experiments, we made use of two illumination air objectives (Nikon x4/NA 0.13), one water-
immersion detection objective (Olympus x20/NA 0.5), a sCMOS camera (Hamamatsu Orca Flash4.v2),
and a 200-mm tube lens (Thorlabs), obtaining an overall magnification of x22.2. For LSFM imaging,
zebrafish embryos were embedded within a fluorinated ethylene propylene (FEP) tube (ID 2 mm, OD
3 mm) containing 0.2% low melting agarose (LMP) agarose with the addition of 160 pg/ml tricaine.
The inner walls of the FEP tube would have been previously coated with a 3% methyl cellulose layer
to avoid tail adhesion. After plugging with 1.5% LMP agarose the bottom end of the FEP tube, it was
inserted into the LSFM imaging chamber and mounted vertically and upside-down. The temperature-
controlled chamber was then filled with 15 ml of embryo water supplemented with 160 pg/ml tricaine.

Visualization of interaction between Salmonella, macrophages, and
neutrophils

The 3D and 4D files generated by confocal microscopy were processed using ImageJ. First, stacks of
images from multiple time points were concatenated and then brightness and contrast were adjusted
for better visualization with the same brightness and contrast per channel for every infected and PBS-
control larva in each experiment. To generate the figure panels, stacks of images were compressed
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into maximum intensity projections and cropped. For visualization of bacteria localization related to
macrophages and neutrophils, surfaces tool of Imaris software was used to reconstruct the 3D surfaces
of leukocytes and bacteria.

Quantification of total leukocyte population, quantification of recruited
neutrophils and macrophages, and intracellular bacterial aggregates

To quantify total leukocyte populations, transgenic reporters were tricaine-anesthetized and whole
larvae were imaged using MVX10 Olympus microscope. Total numbers of fluorescent leukocytes were
counted by computation using Fiji (ImageJ software) as following: (1) leukocytes (Leukocyte Units, LU)
were detected using ‘Find Maxima’ function, (2) maxima were automatically counted using run ('ROI
Manager..."), roi-Manager (‘Add’), and (3) roiManager (‘Measure’) functions. To quantify recruited
leukocyte populations in the HBV, only the infection sites of reporter larvae were imaged using Spin-
ning disk Nikon Ti Andor CSU-W1 microscope. ImageJ was used to concatenate stacks of images
containing multiple time points and to adjust and set the same brightness and contrast per channel
for every infected and PBS-control larva in each experiment. ‘Surfaces’ tool of Imaris was used to
reconstruct in 3D cell surfaces. Total volumes of immune cells were then extracted for relative quanti-
fication and expressed as mean volume (um?®) with standard error of the mean. For the quantification
of the percentage of M1 macrophages, the ratio of the total volume of mfap4*-tnfa* cells among
mfap4* cells was calculated. To quantify intracellular bacterial aggregates in the HBV, ‘Surfaces’ tool
of Imaris was used to reconstruct in 3D surfaces based on E2Crimson fluorescence. Only intracel-
lular E2Crimson-positive events were analyzed. Volumes of each E2Crimson-positive event were then
extracted.

Leukocyte tracking and motility analysis

Macrophages and neutrophils were tracked in every time step using Manual Tracking ImageJ Plugln.
Velocity was extracted directly from manual tracking data table. Directionality graphs were obtained
by Chemotaxis and Migration Tool Plugln using the X-Y position of each macrophage extracted from
manual tracking data table.

RNA preparation on whole larva and quantitative RT-PCR analysis

For quantitative RT-PCR analysis, 2 dpf larvae were either injected in the HBV with Sal-GFP or with
PBS as described above. To determine the relative expression of il1b, tnfb, tnfa, il8, ccr2, ccl38a.4,
mmp9, mrc1b, nrros, mfap4, mpeg1, cxcrdb, and cxcl12a, total RNA from infected larvae or controls
(pools of eight larvae each) was prepared at 3 hpi, 1 dpi, 2 dpi, 3 dpi, and 4 dpi using Macherey-Nagel
Nucleospin RNA Kit (# 740955.250). RNAs were reverse transcribed using OligodT and M-MLV reverse
transcriptase (# 28025-013) according to the manufacturer’s recommendations. Quantitative RT-PCR
were performed using LC480 and SYBER Green (Meridian BIOSCIENCE, SensiFAST SYBR # BIO-
98050) according to the manufacturer’s recommendations and analyzed using LC480 software. The
final results are displayed as the fold change of target gene expression in infected condition relative
to PBS-control condition, normalized to ef1a as reference gene (mean values from eight independent
experiments with standard error of mean) with the formula 2722°7, Results for tnfa, cxcrdb, and cxcl12a
are presented as relative target gene expression in PBS or in infected condition, normalized to ef1a as
reference gene (272°"). The primers used are listed below.

Gene Primers Sequences 5'-3'
Forward TTCTGTTACCTGGCAAAGGG
efla Reverse TTCAGTTTGTCCAACACCCA
Forward TGGACTTCGCAGCACAAAATG
ilb Reverse CGAAGAAGGTCAGAAACCCA
Forward TTCACGCTCCATAAGACCCA
tnfa Reverse CCGTAGGATTCAGAAAAGCG
Forward CGAAGAAGGTCAGAAACCCA
tnfb Reverse GTTGGAATGCCTGATCCACA

Continued on next page

Leiba et al. eLife 2024;13:e89828. DOI: https://doi.org/10.7554/eLife.89828 26 of 33


https://doi.org/10.7554/eLife.89828

eLife

Microbiology and Infectious Disease

Continued

Gene Primers Sequences 5'-3'
Forward CCTGGCATTTCTGACCATCAT

i8 Reverse GATCTCCTGTCCAGTTGTCAT
Forward CTCAGAGAGACAGTTCTGGG

mmp?9 Reverse CCTTTACATCAAGTCTCCAG
Forward TGGCAACGCAAAGGCTTTCAGTGA

ccr2 Reverse TCAGCTAGGGCTAGGTTGAAGAG
Forward GCATCTTCATCGCCTGTC

ccl38a.4 Reverse GCATCCACCAGATTCATCAG
Forward CGCCAAAGTGATGAGCCCAACT

mrc1b Reverse GCAGGAAGCGATGTTGTGACCTT
Forward CTGTCCGTCGTGCTCAGTCA

nrros Reverse GAGCTGACGACCGCTGCAC
Forward GGAGGATGGACGGTGATTC

mfap4.2 Reverse TCCTCCAGATCCACTCTCAGC
Forward GTGAAAGAGGGTTCTGTTACA

mpegl.1 Reverse GCCGTAATCAAGTACGAGTT
Forward GCACCACAAGTCCATTGCCA

cxcrdb Reverse GCTGTGAGAGGAGGGCGGTT
Forward GCACACCTCCTTGTTGTTCTTC

cxcl12a Reverse TCCACAGTCAACACAGTCC

Transcriptomic analysis on FACS-sorted macrophages

Double transgenic larvae, Tg(mfap4:mCherry-F; tnfa:GFP-F), were either non-infected (uninfected
groups) or infected with non-labeled Salmonella at 48 hpf (infected groups), as described above.
Cell dissociation from pools of 300 larvae were performed at 4 hpi and 4 dpi. Because Salmonella
induces different outcomes in zebrafish larvae at late time points (4 dpi), it may result in different
transcriptomic profiles of macrophages. We thus anticipated that bulk RNA sequencing would not
provide meaningful biological signals and would be difficult to interpret. Therefore, we selectively
focused on the ‘infected’ cohort, which displays persistent infection at 4 dpi, and only larvae harboring
macrophage clusters in the brain were kept. Cell dissociation, FACS sorting, and RNA preparation
were performed as described in Begon-Pescia et al., 2022. A total of 15 samples were processed
for transcriptome analysis using cDNA sequencing. The four experimental groups are: ‘uninfected/4
hpi’, ‘Salmonella infected/4 hpi’, ‘uninfected/4 dpi’, and ‘Salmonella infected/4 dpi’. Experimental
groups were obtained from four replicates, except for the condition ‘uninfected/4 dpi’ which was
obtained from three replicates. The 15 samples were sent to Montpellier GenomiX plateform (MGX,
Institut de Genomique Fonctionnelle, Montpellier, France) for library preparation and sequencing.
RNA-seq libraries were generated from 5 ng of RNA with the SMART-Seq v4 Ultra Low Input RNA
Kit from Takara Bio (#634889) and the DNA Prep Kit from lllumina (#20060060) and were clustered
and sequenced using an lllumina NovaSeq 6000 instrument, a flow cell SP and NovaSeq Xp Workflow
according to the manufacturer's instructions, with a read length of 100 nucleotides. Image analysis
and base calling were done using the lllumina NovaSeq Control Software and lllumina RTA software.
Demultiplexing and trimming were performed using lllumina’s conversion software (bcl2fastq 2.20).
The quality of the raw data was assessed using FastQC (v11.9) from the Babraham Institute and the
lllumina software SAV (Sequencing Analysis Viewer). FastqScreen (v0.15) was used to identify potential
contamination. The RNAseq data were mapped on the zebrafish genome (version GRCz11) and gene
counting was performed with Featurecounts v2.0.3. Sequencing depth of all samples was between
53 and 87 million reads. All reads were aligned to the GRCz11 version of the zebrafish genome using
TopHat2 v2.1.1 (using Bowtie v2.3.5.1) software, and Samtools (v1.9) was used to sort and index the
alignment files. Subsequently, normalization and differential gene expression analysis was performed
using DESeq2 and edgeR methods. After comparison of the two methods, DESeg2 method (Love
et al., 2014) was kept. P values were adjusted using Benjamini and Hochberg, 1995 corrections for
controlling false-positive rate (False Discovery Rate_FDR, also called p-adjusted (p-adj)) and results
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were considered statistically significant when p-adj <0.05. Analysis was performed based on the log,
fold change (FC). Gene Ontology analysis of DEGs and KEGG pathways enrichment analysis were
performed with ShinyGO 0.76 (Ge et al., 2020) with criteria of p -adj<0.05 up-regulatedllog,(FC) >0 or
>1 and down-regulatedilog,(FC) <0 or <1. Purity of the different sorted macrophage populations was
confirmed by absence of expression of several marker genes of various cell types (Farnsworth et al.,
2020; Metikala et al., 2021).

Statistical analysis

Studies were designed to generate experimental groups of approximatively equal size, using random-
ization and blinded analysis. The sample size estimation and the power of the statistical test were
computed using GPower. A preliminary analysis was used to determine the necessary sample size N
of a test given a < 0.05, power = 1 — > 0.80 (where a is the probability of incorrectly rejecting HO
when it is in fact true and g is the probability of incorrectly retaining HO when it is in fact false). Then
the effect size was determined. Groups include the number of independent values, and the statis-
tical analysis was done using these independent values. No inclusion/exclusion criteria of data were
applied. The number of independent experiments (biological replicates) is indicated in the figure
legends when applicable. The level of probability p < 0.05 constitutes the threshold for statistical
significance for determining whether groups differ. GraphPad Prism 7 Software (San Diego, CA, USA)
was used to construct graphs and analyze data in all figures. Specific statistical tests were used to
evaluate the significance of differences between groups (the test and p value is indicated in the figure
legend).
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Data availability

The raw sequencing data are available in the NCBI GEO database under accession number:
GSE224985, https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE224985. Figure 7—source
data 1 contains the numerical data used to generate the figures. Other data that support the findings
are openly available from the public repository Zenodo at https://zenodo.org/records/10409519.

The following datasets were generated:

Author(s) Year Dataset title Dataset URL Database and Identifier

NCBI Gene Expression
Omnibus, GSE224985

Laiba J, Begon-Pescia 2023
C, Nguyen-Chi M

Dynamic changes of https://www.ncbi.
macrophage polarization  nlm.nih.gov/geo/
during Salmonella infection query/acc.cgi?acc=
in zebrafish GSE224985

Laiba J, Begon-Pescia 2023
C, Sipka T, Tairi S,
Nguyen-Chi M

Dynamics of macrophage  https://zenodo.org/  Zenodo, 10.5281/
polarization in Salmonella  records/10409519 zenodo.10409519
infection : Raw data

References

Aflaki E, Balenga NAB, Luschnig-Schratl P, Wolinski H, Povoden S, Chandak PG, Bogner-Strauss JG, Eder S,
Konya V, Kohlwein SD, Heinemann A, Kratky D. 2011. Impaired Rho GTPase activation abrogates cell
polarization and migration in macrophages with defective lipolysis. Cellular and Molecular Life Sciences
68:3933-3947. DOI: https://doi.org/10.1007/s00018-011-0688-4, PMID: 21533980

Avraham R, Haseley N, Brown D, Penaranda C, Jijon HB, Trombetta JJ, Satija R, Shalek AK, Xavier RJ, Regev A,
Hung DT. 2015. pathogen cell-to-cell variability drives heterogeneity in host immune responses. Cell 162:1309-
1321. DOI: https://doi.org/10.1016/j.cell.2015.08.027, PMID: 26343579

Begon-Pescia C, Boireau S, Boyer-Clavel M, Lutfalla G, Nguyen-Chi M. 2022. Preparing sequencing grade RNAs
from a small number of FACS-sorted larvae macrophages isolated from enzyme free dissociated zebrafish
larvae. MethodsX 9:101651. DOI: https://doi.org/10.1016/j.mex.2022.101651, PMID: 35342722

Benard EL, Racz Pl, Rougeot J, Nezhinsky AE, Verbeek FJ, Spaink HP, Meijer AH. 2015. Macrophage-expressed
perforins mpeg1 and mpeg1.2 have an anti-bacterial function in zebrafish. Journal of Innate Immunity
7:136-152. DOI: https://doi.org/10.1159/000366103, PMID: 25247677

Benjamini Y, Hochberg Y. 1995. Controlling the False Discovery Rate: A Practical and Powerful Approach to
Multiple Testing. Journal of the Royal Statistical Society 57:289-300. DOI: https://doi.org/10.1111/j.2517-6161.
1995.tb02031.x

Bernardello M, Gualda EJ, Loza-Alvarez P. 2022. Modular multimodal platform for classical and high throughput
light sheet microscopy. Scientific Reports 12:1969. DOI: https://doi.org/10.1038/s41598-022-05940-2, PMID:
35121789

Blank F, Wehrli M, Lehmann A, Baum O, Gehr P, von Garnier C, Rothen-Rutishauser BM. 2011. Macrophages and
dendritic cells express tight junction proteins and exchange particles in an in vitro model of the human airway
wall. Immunobiology 216:86-95. DOI: https://doi.org/10.1016/j.imbio.2010.02.006, PMID: 20362352

Bollig F, Perner B, Besenbeck B, Kéthe S, Ebert C, Taudien S, Englert C. 2009. A highly conserved retinoic acid
responsive element controls wt1a expression in the zebrafish pronephros. Development 136:2883-2892. DOI:
https://doi.org/10.1242/dev.031773, PMID: 19666820

Cambier CJ, Takaki KK, Larson RP, Hernandez RE, Tobin DM, Urdahl KB, Cosma CL, Ramakrishnan L. 2014.
Mycobacteria manipulate macrophage recruitment through coordinated use of membrane lipids. Nature
505:218-222. DOI: https://doi.org/10.1038/nature12799, PMID: 24336213

Cheminay C, Chakravortty D, Hensel M. 2004. Role of neutrophils in murine salmonellosis. Infection and
Immunity 72:468-477. DOI: https://doi.org/10.1128/IA1.72.1.468-477.2004, PMID: 14688128

Cronan MR, Hughes EJ, Brewer WJ, Viswanathan G, Hunt EG, Singh B, Mehra S, Oehlers SH, Gregory SG,
Kaushal D, Tobin DM. 2021. A non-canonical type 2 immune response coordinates tuberculous granuloma
formation and epithelialization. Cell 184:1757-1774. DOI: https://doi.org/10.1016/j.cell.2021.02.046, PMID:
33761328

Crump JA, Luby SP, Mintz ED. 2004. The global burden of typhoid fever. Bulletin of the World Health
Organization 82:346-353 PMID: 15298225.

Cui K, Ardell CL, Podolnikova NP, Yakubenko VP. 2018. Distinct migratory properties of M1, M2, and resident
macrophages are regulated by aDB2 and aMp2 integrin-mediated adhesion. Frontiers in Immunology 9:2650.
DOI: https://doi.org/10.3389/fimmu.2018.02650

Davis JM, Ramakrishnan L. 2009. The role of the granuloma in expansion and dissemination of early tuberculous
infection. Cell 136:37-49. DOI: https://doi.org/10.1016/j.cell.2008.11.014, PMID: 19135887

Davison JM, Akitake CM, Goll MG, Rhee JM, Gosse N, Baier H, Halpern ME, Leach SD, Parsons MJ. 2007.
Transactivation from Gal4-VP16 transgenic insertions for tissue-specific cell labeling and ablation in zebrafish.
Developmental Biology 304:811-824. DOI: https://doi.org/10.1016/j.ydbio.2007.01.033, PMID: 17335798

Leiba et al. eLife 2024;13:€89828. DOI: https://doi.org/10.7554/eLife.89828 30 of 33


https://doi.org/10.7554/eLife.89828
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE224985
https://zenodo.org/records/10409519
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE224985
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE224985
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE224985
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE224985
https://zenodo.org/records/10409519
https://zenodo.org/records/10409519
https://doi.org/10.1007/s00018-011-0688-4
http://www.ncbi.nlm.nih.gov/pubmed/21533980
https://doi.org/10.1016/j.cell.2015.08.027
http://www.ncbi.nlm.nih.gov/pubmed/26343579
https://doi.org/10.1016/j.mex.2022.101651
http://www.ncbi.nlm.nih.gov/pubmed/35342722
https://doi.org/10.1159/000366103
http://www.ncbi.nlm.nih.gov/pubmed/25247677
https://doi.org/10.1111/j.2517-6161.1995.tb02031.x
https://doi.org/10.1111/j.2517-6161.1995.tb02031.x
https://doi.org/10.1038/s41598-022-05940-2
http://www.ncbi.nlm.nih.gov/pubmed/35121789
https://doi.org/10.1016/j.imbio.2010.02.006
http://www.ncbi.nlm.nih.gov/pubmed/20362352
https://doi.org/10.1242/dev.031773
http://www.ncbi.nlm.nih.gov/pubmed/19666820
https://doi.org/10.1038/nature12799
http://www.ncbi.nlm.nih.gov/pubmed/24336213
https://doi.org/10.1128/IAI.72.1.468-477.2004
http://www.ncbi.nlm.nih.gov/pubmed/14688128
https://doi.org/10.1016/j.cell.2021.02.046
http://www.ncbi.nlm.nih.gov/pubmed/33761328
http://www.ncbi.nlm.nih.gov/pubmed/15298225
https://doi.org/10.3389/fimmu.2018.02650
https://doi.org/10.1016/j.cell.2008.11.014
http://www.ncbi.nlm.nih.gov/pubmed/19135887
https://doi.org/10.1016/j.ydbio.2007.01.033
http://www.ncbi.nlm.nih.gov/pubmed/17335798

e Llfe Research article

Microbiology and Infectious Disease

Ehrhardt K, Becker AL, Grassl GA. 2023. Determinants of persistent Salmonella infections. Current Opinion in
Immunology 82:102306. DOI: https://doi.org/10.1016/].c0i.2023.102306, PMID: 36989589

Eisele NA, Ruby T, Jacobson A, Manzanillo PS, Cox JS, Lam L, Mukundan L, Chawla A, Monack DM. 2013.
Salmonella require the fatty acid regulator PPARS for the establishment of a metabolic environment essential
for long-term persistence. Cell Host & Microbe 14:171-182. DOI: https://doi.org/10.1016/j.chom.2013.07.010,
PMID: 23954156

Ellett F, Pase L, Hayman JW, Andrianopoulos A, Lieschke GJ. 2011. mpeg1 promoter transgenes direct
macrophage-lineage expression in zebrafish. Blood 117:e49-e56. DOI: https://doi.org/10.1182/blood-2010-10-
314120, PMID: 21084707

Farnsworth DR, Saunders LM, Miller AC. 2020. A single-cell transcriptome atlas for zebrafish development.
Developmental Biology 459:100-108. DOI: https://doi.org/10.1016/j.ydbio.2019.11.008, PMID: 31782996

Fisher RA, Gollan B, Helaine S. 2017. Persistent bacterial infections and persister cells. Nature Reviews.
Microbiology 15:453-464. DOI: https://doi.org/10.1038/nrmicro.2017.42, PMID: 28529326

Friedl P, Weigelin B. 2008. Interstitial leukocyte migration and immune function. Nature Immunology 9:960-969.
DOI: https://doi.org/10.1038/ni.f.212, PMID: 18711433

Gal-Mor O. 2019. Persistent infection and long-term carriage of typhoidal and nontyphoidal Salmonellae. Clinical
Microbiology Reviews 32:e00088-18. DOI: https://doi.org/10.1128/CMR.00088-18, PMID: 30487167

Garai P, Gnanadhas DP, Chakravortty D. 2012. Salmonella enterica serovars Typhimurium and Typhi as model
organisms: revealing paradigm of host-pathogen interactions. Virulence 3:377-388. DOI: https://doi.org/10.
4161/viru.21087, PMID: 22722237

Ge SX, Jung D, Yao R. 2020. ShinyGO: a graphical gene-set enrichment tool for animals and plants.
Bioinformatics 36:2628-2629. DOI: https://doi.org/10.1093/biocinformatics/btz931, PMID: 31882993

Gibbs KD, Washington EJ, Jaslow SL, Bourgeois JS, Foster MW, Guo R, Brennan RG, Ko DC. 2020. The
Salmonella secreted effector SarA/SteE mimics cytokine receptor signaling to activate STAT3. Cell Host &
Microbe 27:129-139. DOI: https://doi.org/10.1016/j.chom.2019.11.012, PMID: 31901521

Ginhoux F, Schultze JL, Murray PJ, Ochando J, Biswas SK. 2016. New insights into the multidimensional concept
of macrophage ontogeny, activation and function. Nature Immunology 17:34-40. DOI: https://doi.org/10.
1038/ni.3324, PMID: 26681460

Gogoi M, Shreenivas MM, Chakravortty D. 2019. Hoodwinking the big-eater to prosper: the Salmonella-
macrophage paradigm. Journal of Innate Immunity 11:289-299. DOI: https://doi.org/10.1159/000490953,
PMID: 30041182

Goldberg MF, Roeske EK, Ward LN, Pengo T, Dileepan T, Kotov DI, Jenkins MK. 2018. Salmonella persist in
activated macrophages in T cell-sparse granulomas but are contained by surrounding CXCR3 ligand-positioned
Th1 cells. Immunity 49:1090-1102. DOI: https://doi.org/10.1016/j.immuni.2018.10.009, PMID: 30552021

Hall CJ, Flores MV, Oehlers SH, Sanderson LE, Lam EY, Crosier KE, Crosier PS. 2012. Infection-responsive
expansion of the hematopoietic stem and progenitor cell compartment in zebrafish is dependent upon
inducible nitric oxide. Cell Stem Cell 10:198-209. DOI: https://doi.org/10.1016/j.stem.2012.01.007, PMID:
22305569

Hall CJ, Boyle RH, Astin JW, Flores MV, Oehlers SH, Sanderson LE, Ellett F, Lieschke GJ, Crosier KE, Crosier PS.
2013. immunoresponsive gene 1 augments bactericidal activity of macrophage-lineage cells by regulating
B-oxidation-dependent mitochondrial ROS production. Cell Metabolism 18:265-278. DOI: https://doi.org/10.
1016/j.cmet.2013.06.018

Jenner RG, Young RA. 2005. Insights into host responses against pathogens from transcriptional profiling.
Nature Reviews. Microbiology 3:281-294. DOI: https://doi.org/10.1038/nrmicro1126, PMID: 15806094

Kimmel CB, Ballard WW, Kimmel SR, Ullmann B, Schilling TF. 1995. Stages of embryonic development of the
zebrafish. Developmental Dynamics 203:253-310. DOI: https://doi.org/10.1002/aja. 1002030302, PMID:
8589427

Lantz C, Radmanesh B, Liu E, Thorp EB, Lin J. 2020. Single-cell RNA sequencing uncovers heterogenous
transcriptional signatures in macrophages during efferocytosis. Scientific Reports 10:14333. DOI: https://doi.
org/10.1038/s41598-020-70353-y, PMID: 32868786

LaRock DL, Chaudhary A, Miller SI. 2015. Salmonellae interactions with host processes. Nature Reviews.
Microbiology 13:191-205. DOI: https://doi.org/10.1038/nrmicro3420, PMID: 25749450

Liu J, Zhang Z, Chai L, Che Y, Min S, Yang R. 2013. Identification and characterization of a unique leucine-rich
repeat protein (LRRC33) that inhibits Toll-like receptor-mediated NF-kB activation. Biochemical and Biophysical
Research Communications 434:28-34. DOI: https://doi.org/10.1016/j.bbrc.2013.03.071

Love MI, Huber W, Anders S. 2014. Moderated estimation of fold change and dispersion for RNA-seq data with
DESeq2. Genome Biology 15:8. DOI: https://doi.org/10.1186/513059-014-0550-8

Ma W, Qin Y, Chapuy B, Lu C. 2019. LRRC33 is a novel binding and potential regulating protein of TGF-B1
function in human acute myeloid leukemia cells. PLOS ONE 14:e0213482. DOI: https://doi.org/10.1371/
journal.pone.0213482, PMID: 31600200

Masud S, Prajsnar TK, Torraca V, Lamers GEM, Benning M, Van Der Vaart M, Meijer AH. 2019. Macrophages
target Salmonella by Lc3-associated phagocytosis in a systemic infection model. Autophagy 15:796-812. DOI:
https://doi.org/10.1080/15548627.2019.1569297, PMID: 30676840

McLaughlin LM, Govoni GR, Gerke C, Gopinath S, Peng K, Laidlaw G, Chien Y-H, Jeong H-W, Li Z, Brown MD,
Sacks DB, Monack D. 2009. The Salmonella SPI2 effector Ssel mediates long-term systemic infection by
modulating host cell migration. PLOS Pathogens 5:e1000671. DOI: https://doi.org/10.1371/journal.ppat.
1000671, PMID: 19956712

Leiba et al. eLife 2024;13:€89828. DOI: https://doi.org/10.7554/eLife.89828 31 0f 33


https://doi.org/10.7554/eLife.89828
https://doi.org/10.1016/j.coi.2023.102306
http://www.ncbi.nlm.nih.gov/pubmed/36989589
https://doi.org/10.1016/j.chom.2013.07.010
http://www.ncbi.nlm.nih.gov/pubmed/23954156
https://doi.org/10.1182/blood-2010-10-314120
https://doi.org/10.1182/blood-2010-10-314120
http://www.ncbi.nlm.nih.gov/pubmed/21084707
https://doi.org/10.1016/j.ydbio.2019.11.008
http://www.ncbi.nlm.nih.gov/pubmed/31782996
https://doi.org/10.1038/nrmicro.2017.42
http://www.ncbi.nlm.nih.gov/pubmed/28529326
https://doi.org/10.1038/ni.f.212
http://www.ncbi.nlm.nih.gov/pubmed/18711433
https://doi.org/10.1128/CMR.00088-18
http://www.ncbi.nlm.nih.gov/pubmed/30487167
https://doi.org/10.4161/viru.21087
https://doi.org/10.4161/viru.21087
http://www.ncbi.nlm.nih.gov/pubmed/22722237
https://doi.org/10.1093/bioinformatics/btz931
http://www.ncbi.nlm.nih.gov/pubmed/31882993
https://doi.org/10.1016/j.chom.2019.11.012
http://www.ncbi.nlm.nih.gov/pubmed/31901521
https://doi.org/10.1038/ni.3324
https://doi.org/10.1038/ni.3324
http://www.ncbi.nlm.nih.gov/pubmed/26681460
https://doi.org/10.1159/000490953
http://www.ncbi.nlm.nih.gov/pubmed/30041182
https://doi.org/10.1016/j.immuni.2018.10.009
http://www.ncbi.nlm.nih.gov/pubmed/30552021
https://doi.org/10.1016/j.stem.2012.01.007
http://www.ncbi.nlm.nih.gov/pubmed/22305569
https://doi.org/10.1016/j.cmet.2013.06.018
https://doi.org/10.1016/j.cmet.2013.06.018
https://doi.org/10.1038/nrmicro1126
http://www.ncbi.nlm.nih.gov/pubmed/15806094
https://doi.org/10.1002/aja.1002030302
http://www.ncbi.nlm.nih.gov/pubmed/8589427
https://doi.org/10.1038/s41598-020-70353-y
https://doi.org/10.1038/s41598-020-70353-y
http://www.ncbi.nlm.nih.gov/pubmed/32868786
https://doi.org/10.1038/nrmicro3420
http://www.ncbi.nlm.nih.gov/pubmed/25749450
https://doi.org/10.1016/j.bbrc.2013.03.071
https://doi.org/10.1186/s13059-014-0550-8
https://doi.org/10.1371/journal.pone.0213482
https://doi.org/10.1371/journal.pone.0213482
http://www.ncbi.nlm.nih.gov/pubmed/31600200
https://doi.org/10.1080/15548627.2019.1569297
http://www.ncbi.nlm.nih.gov/pubmed/30676840
https://doi.org/10.1371/journal.ppat.1000671
https://doi.org/10.1371/journal.ppat.1000671
http://www.ncbi.nlm.nih.gov/pubmed/19956712

e Llfe Research article

Microbiology and Infectious Disease

McNamara NB, Munro DAD, Bestard-Cuche N, Uyeda A, Bogie JFJ, Hoffmann A, Holloway RK,
Molina-Gonzalez |, Askew KE, Mitchell S, Mungall W, Dodds M, Dittmayer C, Moss J, Rose J, Szymkowiak S,
Amann L, McColl BW, Prinz M, Spires-Jones TL, et al. 2023. Microglia regulate central nervous system myelin
growth and integrity. Nature 613:120-129. DOI: https://doi.org/10.1038/s41586-022-05534-y, PMID: 36517604

Metikala S, Casie Chetty S, Sumanas S. 2021. Single-cell transcriptome analysis of the zebrafish embryonic trunk.
PLOS ONE 16:€0254024. DOI: https://doi.org/10.1371/journal.pone.0254024, PMID: 34234366

Mocellin S, Panelli MC, Wang E, Nagorsen D, Marincola FM. 2003. The dual role of IL-10. Trends in Immunology
24:36-43. DOI: https://doi.org/10.1016/s1471-4906(02)00009-1, PMID: 12495723

Monack DM. 2012. Salmonella persistence and transmission strategies. Current Opinion in Microbiology 15:100-
107. DOI: https://doi.org/10.1016/j.mib.2011.10.013, PMID: 22137596

Muniraj K, Padhi S, Phansalkar M, Sivakumar P, Varghese RG, Kanungo R. 2015. Bone marrow granuloma in
typhoid Fever: a morphological approach and literature review. Case Reports in Infectious Diseases
2015:628028. DOI: https://doi.org/10.1155/2015/628028, PMID: 25789187

Narechania S, Duran M, Karivedu V, Gopalakrishna KV. 2015. A case of typhoid fever with hepatic granulomas
and enteritis. Case Reports in Pathology 2015:745461. DOI: https://doi.org/10.1155/2015/745461, PMID:
25699196

Nasrallah SM, Nassar VH. 1978. Enteric fever: a clinicopathologic study of 104 cases. The American Journal of
Gastroenterology 69:63-69 PMID: 645689.

Nau GJ, Richmond JFL, Schlesinger A, Jennings EG, Lander ES, Young RA. 2002. Human macrophage activation
programs induced by bacterial pathogens. PNAS 99:1503-1508. DOI: https://doi.org/10.1073/pnas.
022649799, PMID: 11805289

Nguyen-Chi M, Phan QT, Gonzalez C, Dubremetz JF, Levraud JP, Lutfalla G. 2014. Transient infection of the
zebrafish notochord with E. coli induces chronic inflammation . Disease Models & Mechanisms 7:871-882. DOI:
https://doi.org/10.1242/dmm.014498

Nguyen-Chi M, Laplace-Builhe B, Travnickova J, Luz-Crawford P, Tejedor G, Phan QT, Duroux-Richard I,

Levraud J-P, Kissa K, Lutfalla G, Jorgensen C, Djouad F. 2015. Identification of polarized macrophage subsets in
zebrafish. eLife 4:e07288. DOI: https://doi.org/10.7554/eLife.07288, PMID: 26154973

Nguyen-Chi M, Luz-Crawford P, Balas L, Sipka T, Contreras-Lopez R, Barthelaix A, Lutfalla G, Durand T,
Jorgensen C, Djouad F. 2020. Pro-resolving mediator protectin D1 promotes epimorphic regeneration by
controlling immune cell function in vertebrates. British Journal of Pharmacology 177:4055-4073. DOI: https://
doi.org/10.1111/bph.15156, PMID: 32520398

Noubade R, Wong K, Ota N, Rutz S, Eidenschenk C, Valdez PA, Ding J, Peng |, Sebrell A, Caplazi P, DeVoss J,
Soriano RH, Sai T, Lu R, Modrusan Z, Hackney J, Ouyang W. 2014. NRROS negatively regulates reactive oxygen
species during host defence and autoimmunity. Nature 509:235-239. DOI: https://doi.org/10.1038/
nature13152, PMID: 24739962

Ordas A, Hegedus Z, Henkel CV, Stockhammer OW, Butler D, Jansen HJ, Racz P, Mink M, Spaink HP, Meijer AH.
2011. Deep sequencing of the innate immune transcriptomic response of zebrafish embryos to Salmonella
infection. Fish & Shellfish Immunology 31:716-724. DOI: https://doi.org/10.1016/].fs.2010.08.022

Pagan AJ, Ramakrishnan L. 2018. The formation and function of granulomas. Annual Review of Immunology
36:639-665. DOI: https://doi.org/10.1146/annurev-immunol-032712-100022, PMID: 29400999

Panagi I, Jennings E, Zeng J, Guinster RA, Stones CD, Mak H, Jin E, Stapels DAC, Subari N, Pham THM,

Brewer SM, Ong SYQ, Monack DM, Helaine S, Thurston TLM. 2020. Salmonella effector SteE converts the
mammalian serine/threonine kinase GSK3 into a tyrosine kinase to direct macrophage polarization. Cell Host &
Microbe 27:41-53. DOI: https://doi.org/10.1016/j.chom.2019.11.002, PMID: 31862381

Paterson N, Ldmmermann T. 2022. Macrophage network dynamics depend on haptokinesis for optimal local
surveillance. eLife 11:€75354. DOI: https://doi.org/10.7554/elife.75354, PMID: 35343899

Pham THM, Brewer SM, Thurston T, Massis LM, Honeycutt J, Lugo K, Jacobson AR, Vilches-Moure JG,

Hamblin M, Helaine S, Monack DM. 2020. Salmonella-driven polarization of granuloma macrophages
antagonizes TNF-mediated pathogen restriction during persistent infection. Cell Host & Microbe 27:54-67.
DOI: https://doi.org/10.1016/j.chom.2019.11.011, PMID: 31883922

Pham THM, Xue Y, Brewer SM, Bernstein KE, Quake SR, Monack DM. 2023. Single-cell profiling identifies ACE*
granuloma macrophages as a nonpermissive niche for intracellular bacteria during persistent Salmonella
infection. Science Advances 9:eadd4333. DOI: https://doi.org/10.1126/sciadv.add4333, PMID: 36608122

Phan QT, Sipka T, Gonzalez C, Levraud JP, Lutfalla G, Nguyen-Chi M. 2018. Neutrophils use superoxide to
control bacterial infection at a distance. PLOS Pathogens 14:e1007157. DOI: https://doi.org/10.1371/journal.
ppat.1007157, PMID: 30016370

Qin Y, Garrison BS, Ma W, Wang R, Jiang A, Li J, Mistry M, Bronson RT, Santoro D, Franco C, Robinton DA,
Stevens B, Rossi DJ, Lu C, Springer TA. 2018. A milieu molecule for TGF- required for microglia function in the
nervous system. Cell 174:156-171. DOI: https://doi.org/10.1016/j.cell.2018.05.027, PMID: 29909984

Rawji KS, Mishra MK, Yong VW. 2016. Regenerative capacity of macrophages for remyelination. Frontiers in Cell
and Developmental Biology 4:47. DOI: https://doi.org/10.3389/fcell.2016.00047, PMID: 27243011

Renshaw SA, Loynes CA, Trushell DMI, Elworthy S, Ingham PW, Whyte MKB. 2006. A transgenic zebrafish model
of neutrophilic inflammation. Blood 108:3976-3978. DOI: https://doi.org/10.1182/blood-2006-05-024075,
PMID: 16926288

Rosowski EE, Deng Q, Keller NP, Huttenlocher A. 2016. Rac2 functions in both neutrophils and macrophages to
mediate motility and host defense in larval zebrafish. The Journal of Immunology 197:4780-4790. DOI: https://
doi.org/10.4049/jimmunol.1600928

Leiba et al. eLife 2024;13:€89828. DOI: https://doi.org/10.7554/eLife.89828 32 0f 33


https://doi.org/10.7554/eLife.89828
https://doi.org/10.1038/s41586-022-05534-y
http://www.ncbi.nlm.nih.gov/pubmed/36517604
https://doi.org/10.1371/journal.pone.0254024
http://www.ncbi.nlm.nih.gov/pubmed/34234366
https://doi.org/10.1016/s1471-4906(02)00009-1
http://www.ncbi.nlm.nih.gov/pubmed/12495723
https://doi.org/10.1016/j.mib.2011.10.013
http://www.ncbi.nlm.nih.gov/pubmed/22137596
https://doi.org/10.1155/2015/628028
http://www.ncbi.nlm.nih.gov/pubmed/25789187
https://doi.org/10.1155/2015/745461
http://www.ncbi.nlm.nih.gov/pubmed/25699196
http://www.ncbi.nlm.nih.gov/pubmed/645689
https://doi.org/10.1073/pnas.022649799
https://doi.org/10.1073/pnas.022649799
http://www.ncbi.nlm.nih.gov/pubmed/11805289
https://doi.org/10.1242/dmm.014498
https://doi.org/10.7554/eLife.07288
http://www.ncbi.nlm.nih.gov/pubmed/26154973
https://doi.org/10.1111/bph.15156
https://doi.org/10.1111/bph.15156
http://www.ncbi.nlm.nih.gov/pubmed/32520398
https://doi.org/10.1038/nature13152
https://doi.org/10.1038/nature13152
http://www.ncbi.nlm.nih.gov/pubmed/24739962
https://doi.org/10.1016/j.fsi.2010.08.022
https://doi.org/10.1146/annurev-immunol-032712-100022
http://www.ncbi.nlm.nih.gov/pubmed/29400999
https://doi.org/10.1016/j.chom.2019.11.002
http://www.ncbi.nlm.nih.gov/pubmed/31862381
https://doi.org/10.7554/eLife.75354
http://www.ncbi.nlm.nih.gov/pubmed/35343899
https://doi.org/10.1016/j.chom.2019.11.011
http://www.ncbi.nlm.nih.gov/pubmed/31883922
https://doi.org/10.1126/sciadv.add4333
http://www.ncbi.nlm.nih.gov/pubmed/36608122
https://doi.org/10.1371/journal.ppat.1007157
https://doi.org/10.1371/journal.ppat.1007157
http://www.ncbi.nlm.nih.gov/pubmed/30016370
https://doi.org/10.1016/j.cell.2018.05.027
http://www.ncbi.nlm.nih.gov/pubmed/29909984
https://doi.org/10.3389/fcell.2016.00047
http://www.ncbi.nlm.nih.gov/pubmed/27243011
https://doi.org/10.1182/blood-2006-05-024075
http://www.ncbi.nlm.nih.gov/pubmed/16926288
https://doi.org/10.4049/jimmunol.1600928
https://doi.org/10.4049/jimmunol.1600928

e Llfe Research article

Microbiology and Infectious Disease

Ruby T, MclLaughlin L, Gopinath S, Monack D. 2012. Salmonella‘s long-term relationship with its host. FEMS
Microbiology Reviews 36:600-615. DOI: https://doi.org/10.1111/].1574-6976.2012.00332.x, PMID: 22335190

Saliba AE, Li L, Westermann AJ, Appenzeller S, Stapels DAC, Schulte LN, Helaine S, Vogel J. 2016. Single-cell
RNA-seq ties macrophage polarization to growth rate of intracellular Salmonella. Nature Microbiology 2:16206.
DOI: https://doi.org/10.1038/nmicrobiol.2016.206, PMID: 27841856

Sanz-Morején A, Garcia-Redondo AB, Reuter H, Marques |J, Bates T, Galardi-Castilla M, GroB3e A, Manig S,
Langa X, Ernst A, Piragyte |, Botos MA, Gonzalez-Rosa JM, Ruiz-Ortega M, Briones AM, Salaices M, Englert C,
Mercader N. 2019. Wilms Tumor 1b expression defines a pro-regenerative macrophage subtype and is required
for organ regeneration in the Zebrafish. Cell Reports 28:1296-1306. DOI: https://doi.org/10.1016/j.celrep.
2019.06.091, PMID: 31365871

Scheller J, Chalaris A, Schmidt-Arras D, Rose-John S. 2011. The pro- and anti-inflammatory properties of the
cytokine interleukin-6. Molecular Cell Research 1813:878-888. DOI: https://doi.org/10.1016/j.bbamcr.2011.01.
034

Sheppe AEF, Kummari E, Walker A, Richards A, Hui WW, Lee JH, Mangum L, Borazjani A, Ross MK,
Edelmann MJ. 2018. PGE2 augments inflammasome activation and M1 polarization in macrophages infected
with Salmonella Typhimurium and Yersinia enterocolitica Frontiers in Microbiology 9:2447. DOI: https://doi.org/
10.3389/fmicb.2018.02447, PMID: 30429830

Stapels DAC, Hill PWS, Westermann AJ, Fisher RA, Thurston TL, Saliba AE, Blommestein |, Vogel J, Helaine S.
2018. Salmonella persisters undermine host immune defenses during antibiotic treatment. Science 362:1156-
1160. DOI: https://doi.org/10.1126/science.aat7148, PMID: 30523110

Stockhammer OW, Zakrzewska A, Hegedis Z, Spaink HP, Meijer AH. 2009. Transcriptome profiling and
functional analyses of the zebrafish embryonic innate immune response to Salmonella infection. Journal of
Immunology 182:5641-5653. DOI: https://doi.org/10.4049/jimmunol.0900082, PMID: 19380811

Thiriot JD, Martinez-Martinez YB, Endsley JJ, Torres AG. 2020. Hacking the host: exploitation of macrophage
polarization by intracellular bacterial pathogens. Pathogens and Disease 78:ftaa009. DOI: https://doi.org/10.
1093/femspd/ftaa009, PMID: 32068828

To S, Chavula T, Pedroza M, Smith J, Agarwal SK. 2022. Cadherin-11 regulates macrophage development and
function. Frontiers in Immunology 13:795337. DOI: https://doi.org/10.3389/fimmu.2022.795337, PMID:
35211116

Torraca V, Mostowy S. 2018. Zebrafish infection: from pathogenesis to cell biology. Trends in Cell Biology
28:143-156. DOI: https://doi.org/10.1016/j.tcb.2017.10.002, PMID: 29173800

Tsarouchas TM, Wehner D, Cavone L, Munir T, Keatinge M, Lambertus M, Underhill A, Barrett T, Kassapis E,
Ogryzko N, Feng Y, van Ham TJ, Becker T, Becker CG. 2018. Dynamic control of proinflammatory cytokines
II-1B and Tnf-a by macrophages in zebrafish spinal cord regeneration. Nature Communications 9:4670. DOI:
https://doi.org/10.1038/s41467-018-07036-w, PMID: 30405119

Valdivia RH, Falkow S. 1996. Bacterial genetics by flow cytometry: rapid isolation of Salmonella typhimurium
acid-inducible promoters by differential fluorescence induction. Molecular Microbiology 22:367-378. DOI:
https://doi.org/10.1046/j.1365-2958.1996.00120.x, PMID: 8930920

Van den Bossche J, Laoui D, Naessens T, Smits HH, Hokke CH, Stijlemans B, Grooten J, De Baetselier P,
Van Ginderachter JA. 2015. E-cadherin expression in macrophages dampens their inflammatory responsiveness
in vitro, but does not modulate M2-regulated pathologies in vivo. Scientific Reports 5:12599. DOI: https://doi.
org/10.1038/srep12599, PMID: 26226941

van der Sar AM, Musters RJP, van Eeden FJM, Appelmelk BJ, Vandenbroucke-Grauls C, Bitter W. 2003.
Zebrafish embryos as a model host for the real time analysis of Salmonella typhimurium infections. Cellular
Microbiology 5:601-611. DOI: https://doi.org/10.1046/j.1462-5822.2003.00303.x, PMID: 12925130

Vazquez-Torres A, Jones-Carson J, Bdumler AJ, Falkow S, Valdivia R, Brown W, Le M, Berggren R, Parks WT,
Fang FC. 1999. Extraintestinal dissemination of Salmonella by CD18-expressing phagocytes. Nature 401:804—
808. DOI: https://doi.org/10.1038/44593, PMID: 10548107

Wheeler AP, Wells CM, Smith SD, Vega FM, Henderson RB, Tybulewicz VL, Ridley AJ. 2006. Rac1 and Rac2
regulate macrophage morphology but are not essential for migration. Journal of Cell Science 119:2749-2757.
DOI: https://doi.org/10.1242/jcs.03024, PMID: 16772332

Work TM, Dagenais J, Stacy BA, Ladner JT, Lorch JM, Balazs GH, Barquero-Calvo E, Berlowski-Zier BM,
Breeden R, Corrales-Gémez N, Gonzalez-Barrientos R, Harris HS, Hernandez-Mora G, Herrera-Ulloa A,
Hesami S, Jones TT, Morales JA, Norton TM, Rameyer RA, Taylor DR, et al. 2019. A novel host-adapted strain
of Salmonella Typhimurium causes renal disease in olive ridley turtles (Lepidochelys olivacea) in the Pacific.
Scientific Reports 9:9313. DOI: https://doi.org/10.1038/s41598-019-45752-5, PMID: 31249336

Xavier MN, Winter MG, Spees AM, den Hartigh AB, Nguyen K, Roux CM, Silva TMA, Atluri VL, Kerrinnes T,
Keestra AM, Monack DM, Luciw PA, Eigenheer RA, Bdumler AJ, Santos RL, Tsolis RM. 2013. PPARy-mediated
increase in glucose availability sustains chronic Brucella abortus infection in alternatively activated
macrophages. Cell Host & Microbe 14:159-170. DOI: https://doi.org/10.1016/j.chom.2013.07.009, PMID:
23954155

Leiba et al. eLife 2024;13:€89828. DOI: https://doi.org/10.7554/eLife.89828 33 0f 33


https://doi.org/10.7554/eLife.89828
https://doi.org/10.1111/j.1574-6976.2012.00332.x
http://www.ncbi.nlm.nih.gov/pubmed/22335190
https://doi.org/10.1038/nmicrobiol.2016.206
http://www.ncbi.nlm.nih.gov/pubmed/27841856
https://doi.org/10.1016/j.celrep.2019.06.091
https://doi.org/10.1016/j.celrep.2019.06.091
http://www.ncbi.nlm.nih.gov/pubmed/31365871
https://doi.org/10.1016/j.bbamcr.2011.01.034
https://doi.org/10.1016/j.bbamcr.2011.01.034
https://doi.org/10.3389/fmicb.2018.02447
https://doi.org/10.3389/fmicb.2018.02447
http://www.ncbi.nlm.nih.gov/pubmed/30429830
https://doi.org/10.1126/science.aat7148
http://www.ncbi.nlm.nih.gov/pubmed/30523110
https://doi.org/10.4049/jimmunol.0900082
http://www.ncbi.nlm.nih.gov/pubmed/19380811
https://doi.org/10.1093/femspd/ftaa009
https://doi.org/10.1093/femspd/ftaa009
http://www.ncbi.nlm.nih.gov/pubmed/32068828
https://doi.org/10.3389/fimmu.2022.795337
http://www.ncbi.nlm.nih.gov/pubmed/35211116
https://doi.org/10.1016/j.tcb.2017.10.002
http://www.ncbi.nlm.nih.gov/pubmed/29173800
https://doi.org/10.1038/s41467-018-07036-w
http://www.ncbi.nlm.nih.gov/pubmed/30405119
https://doi.org/10.1046/j.1365-2958.1996.00120.x
http://www.ncbi.nlm.nih.gov/pubmed/8930920
https://doi.org/10.1038/srep12599
https://doi.org/10.1038/srep12599
http://www.ncbi.nlm.nih.gov/pubmed/26226941
https://doi.org/10.1046/j.1462-5822.2003.00303.x
http://www.ncbi.nlm.nih.gov/pubmed/12925130
https://doi.org/10.1038/44593
http://www.ncbi.nlm.nih.gov/pubmed/10548107
https://doi.org/10.1242/jcs.03024
http://www.ncbi.nlm.nih.gov/pubmed/16772332
https://doi.org/10.1038/s41598-019-45752-5
http://www.ncbi.nlm.nih.gov/pubmed/31249336
https://doi.org/10.1016/j.chom.2013.07.009
http://www.ncbi.nlm.nih.gov/pubmed/23954155

	Dynamics of macrophage polarization support ﻿Salmonella﻿ persistence in a whole living organism
	Editor's evaluation
	Introduction
	Results
	﻿Salmonella﻿ hindbrain ventricle infection in zebrafish leads to different outcomes, from systemic to persistent infection
	The global host inflammatory response to ﻿Salmonella﻿ HBV infection
	Early phase of ﻿Salmonella﻿ HBV infection induces strong macrophage and neutrophil responses
	﻿Salmonella﻿ HBV infection induces hyper-accumulation of macrophages harboring persistent bacteria at late stage of infection
	During ﻿Salmonella﻿ infection, macrophages first acquire a M1-like phenotype and polarize toward non-inflammatory phenotype at later stages
	Macrophages display dynamic transcriptional profiles upon ﻿Salmonella﻿ infection
	﻿Salmonella﻿ persistence in the host is accompanied with macrophages harboring low motility

	Discussion
	Materials and methods
	Fish husbandry
	﻿Salmonella﻿ strains
	﻿Salmonella﻿ injections
	Quantification of bacterial load by CFU counts
	Macrophage ablation
	Generation of the macrophage reporter line, Tg(﻿Mfap4:Gal4VP16﻿)
	Imaging of live zebrafish larvae
	Visualization of interaction between ﻿Salmonella﻿, macrophages, and neutrophils
	Quantification of total leukocyte population, quantification of recruited neutrophils and macrophages, and intracellular bacterial aggregates
	Leukocyte tracking and motility analysis
	RNA preparation on whole larva and quantitative RT-PCR analysis
	Transcriptomic analysis on FACS-sorted macrophages
	Statistical analysis

	Acknowledgements
	Additional information
	﻿Funding
	Author contributions
	Author ORCIDs
	Ethics
	Decision letter and Author response

	Additional files
	Supplementary files

	References


