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Abstract The origin of Langerhans cells (LCs), which are skin epidermis-resident macrophages,
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remains unclear. Current lineage tracing of LCs largely relies on the promoter-Cre-LoxP system,
which often gives rise to contradictory conclusions with different promoters. Thus, reinvestigation
with an improved tracing method is necessary. Here, using a laser-mediated temporal-spatial
resolved cell labeling method, we demonstrated that most adult LCs originated from the ventral
wall of the dorsal aorta (VDA), an equivalent to the mouse aorta, gonads, and mesonephros (AGM),
where both hematopoietic stem cells (HSCs) and non-HSC progenitors are generated. Further finefate mapping analysis revealed that the appearance of LCs in adult zebrafish was correlated with
the development of HSCs, but not T cell progenitors. Finally, we showed that the appearance of
tissue-resident macrophages in the brain, liver, heart, and gut of adult zebrafish was also correlated
with HSCs. Thus, the results of our study challenged the EMP-origin theory for LCs.
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Introduction
Langerhans cells (LCs) are resident macrophages in skin epidermis, where they have immune-stimulatory capacities. Under both steady and inflammatory conditions, upon activation, LCs migrate from
the epidermis to the skin-draining lymph nodes to present antigens to T cells, resulting in the activation of acquired immunity (Hemmi et al., 2001; Merad et al., 2008; Romani et al., 2010;
Stoitzner et al., 2005). In addition, several studies have suggested that LCs also confer immune tolerance of the skin (Bobr et al., 2010; Chopin and Nutt, 2015; Kaplan et al., 2005; Merad et al.,
2008; Romani et al., 2012; Shklovskaya et al., 2011; van der Aar et al., 2013). The biological significance of the opposing roles of LCs remains unclear, but it is thought that LCs dampen the
immune response under steady-state conditions, but activate the response upon challenge
(Seneschal et al., 2012).
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Although LCs were identified over 100 years ago, their origins have been debated ever since their
discovery. Initially, LCs were considered to be nerve cells in the skin (Langerhans, 1868) and subsequently were thought to have a melanocyte or keratinocyte origin (Birbeck et al., 1961; Reams and
Tompkins, 1973). The hematopoietic origin of LCs was not revealed until 1979, when researchers
observed that donor-derived LCs were present in the skin of lethally-irradiated mice transplanted
with allogeneic or semi-allogeneic hematopoietic precursors (Frelinger et al., 1979; Katz et al.,
1979). This led to the hypothesis that LCs were replenished continually by circulating monocytes
(Romani et al., 2012). However, this view was challenged by several subsequent studies. The first
clue came from transplantation studies by Merad et al., who reported that most LCs in lethally-irradiated mice reconstituted with either congenic hematopoietic precursors or T cell-free allogenic precursors were of a host origin (Merad et al., 2004; Merad et al., 2002). Subsequent studies further
documented that LCs turn over slowly in steady-state. In fact, LCs are replenished by a small number
of proliferative LC precursors residing in the skin, although circulating precursors do contribute to
LCs when a severe injury occurs (Chorro et al., 2009; Collin et al., 2006; Ghigo et al., 2013;
Gomez Perdiguero et al., 2015; Hoeffel et al., 2015; Hoeffel et al., 2012; Kanitakis et al., 2004;
Krueger et al., 1983; Schulz et al., 2012; Vishwanath et al., 2006; Yona et al., 2013). Despite
these studies, the origin and nature of the proliferative LC precursors remain largely undefined.
The self-renewal ability of adult LCs led to the hypothesis that LCs are generated from sources
independent of hematopoietic stem cells (HSCs), which are born in the aorta, gonads, and mesonephros (AGM) in mammals (Orkin and Zon, 2008). This was supported by a recent fate-mapping
study by Hoeffel et al., who utilized Runx1-MER-Cre-MER/Rosa26-YFP reporter mice and showed
that adult LCs in mice had dual origins: YS primitive monocytes and fetal liver monocytes
(Hoeffel et al., 2012). Further fate-mapping studies with similar MER-Cre-MER/Rosa26 reporter systems suggested that adult LCs in mice were predominantly generated from YS-derived erythro-myeloid precursors (EMPs) (Gomez Perdiguero et al., 2015; Hoeffel et al., 2015). Yet, this EMP-origin
theory was challenged by a recent study by Sheng et al., who utilized the c-Kit-MER-Cre-MER/
Rosa26-YFP reporter system to trace the origin of tissue-resident macrophages and found that most
resident macrophages, including LCs, in adult mice were predominantly derived from HSCs but not
from EMPs (Sheng et al., 2015). However, despite their elegant designs, these fate-mapping studies, relied on promoter-controlled CreER-loxP tracking systems. The exact transcription activity of
these promoters in the tissue of interest remains to be further elucidated, so such studies cannot
provide a definitive answer about the origin of LCs. Furthermore, conventional lineage-tracing systems cannot selectively label and distinguish cells from different anatomic locations. These shortcomings have hindered the identification of the origin of LCs, so a new cell labeling strategy that
can provide both temporal and spatial resolution is required.
Similar to mammals, zebrafish experience multiple waves of hematopoiesis (JagannathanBogdan and Zon, 2013; Jing and Zon, 2011; Stachura and Traver, 2011; Xu et al., 2012). The first
or embryonic hematopoiesis in the zebrafish initiates at ~11 hr post fertilization (hpf) in the posterior
lateral mesoderm (PLM) and rostral blood island (RBI), which are, similar to the mammalian yolk sac
(YS), producing embryonic erythroid and myeloid cells respectively. The second or definitive wave of
hematopoiesis occurs at ~28 hpf in the ventral wall of the dorsal aorta (VDA), a tissue equivalent to
the mammalian AGM (Orkin and Zon, 2008), and gives rise to HSCs capable of generating all blood
cell types during fetal life and adulthood. A third or intermediate wave of hematopoiesis, which generates EMPs, is believed to initiate autonomously from the posterior blood island (PBI) at around 30
hpf and produces erythroid and myeloid cells during both embryonic and fetal development
(Bertrand et al., 2007). Thus, its conserved hematopoietic program, genetic amenability, and imaging feasibility have made zebrafish an excellent model system to use for fate-mapping studies of
LCs.
In the current study, we utilized the recently developed temporospatially resolved cell labeling IRLEGO-CreER-loxP system (Deguchi et al., 2009; Kamei et al., 2009; Xu et al., 2015), together with
genetic analysis, to delineate the origins of adult LCs in zebrafish. We showed that most LCs in adult
zebrafish are derived from the VDA, a tissue equivalent to the mouse AGM, from where HSCs
emerge. Genetic studies showed that VDA-derived LCs required runx1 and cMyb functions. Further
fate-mapping analyses showed that adult LCs were largely accompanied by HSCs but not non-HSC
T cell progenitors. Finally, we showed that other adult tissue-resident macrophages in the brain,
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liver, heart, and gut are also correlated with HSCs, suggesting that primary adult tissue-resident
macrophages were likely derived from HSCs in zebrafish.

Results
Adult LCs in zebrafish arise predominantly from the VDA region
The IR-LEGO system was previously demonstrated to provide high-resolution temporospatial cell
labeling in zebrafish (Deguchi et al., 2009; Kamei et al., 2009; Xu et al., 2015). To apply this system to study the origin of LCs in zebrafish, we generated a Tg(mpeg1:loxP-DsRedx-loxP-GFP) transgenic line, in which macrophages, including LCs, were specifically marked by DsRedx under normal
conditions but by GFP upon loxP excision (Ellett et al., 2011). The transgenic fish were outcrossed
with a heat shock-inducible Tg(hsp70:mCherry-T2a-CreERT2) line (Hans et al., 2011) and the resulting double transgenic fish Tg(hsp70:mCherry-T2a-CreERT2;mpeg1:loxP-DsRedx-loxP-GFP) were
used for LC fate mapping analysis (Figure 1—figure supplement 1). To track the contribution of all
hematopoietic sources to LCs, we locally heat-shocked the RBI, VDA, and PBI, the hematopoietic tissues for the generation of embryonic macrophages, HSCs, and EMPs respectively (JagannathanBogdan and Zon, 2013; Jing and Zon, 2011; Stachura and Traver, 2011; Xu et al., 2012), with a
1342–1350 nm infrared (IR) laser followed by treatment with 4-OH tamoxifen (4-OHT) (Figure 1—figure supplement 1). The RBI region was labeled at 14–16 hpf when embryonic myelopoiesis begins
(Ciau-Uitz et al., 2014), the VDA region was labeled at 28 hpf when the endothelial hematopoietic
transition (EHT) occurs (Kissa and Herbomel, 2010), and the PBI region was heat-shocked at 20 hpf
to prevent contamination of the RBI- and VDA-derived cells by the circulation which begins at ~25
hpf (Figure 1—figure supplement 1C and D) (Ciau-Uitz et al., 2014). The heat-shocked embryos
were raised to 4 days post fertilization (dpf) and adulthood, and the contribution from each labeled
region to LCs was determined by anti-GFP staining. To identify LCs, we co-stained mpeg1-transgenic DsRedx with krtt1c19e-transgenic GFP in mpeg1 and krtt1c19e double transgenic fish, which
primarily marks the basal epidermal layer (Lee et al., 2014). We found that most DsRedx+ macroophages on the superficial part of the adult skin located within the krtt1c19e+ epidermal layer, suggesting that they were indeed LCs (Figure 1—figure supplement 1E). We then considered the
mpeg1-transgenic DsRedx/GFP cells on the superficial part of the skin as LCs in the rest of the study.
Tracing results showed that, although the RBI was the primary source for LCs at early embryonic
stages, most (~80% LCs are GFP+) LCs in the adult zebrafish (3 months old) were of a VDA origin
and only limited numbers of adult LCs were derived from the RBI and PBI, compared with non-heatshocked control fish (Figure 1B–D, Figure 1—source data 1). Although we attempted to label the
whole VDA region, we were unable to guarantee that every hematopoietic stem/progenitor cell
(HSPC) was successfully labeled. According to the tracing result that ~80% of adult LCs were
labeled, we hypothesized that our labeling efficiency was also about 80%. The remaining ~20% nonGFP +LCs were likely derived from unlabeled HSPCs in VDA due to the incomplete heat-shock or
loxP recombination. To check when LCs shifted from a RBI origin to a VDA origin, heat-shocked
embryos were examined from 4 dpf to 12 dpf at 2 day intervals (Figure 1—figure supplement 1F).
The results showed that the percentage of RBI-derived LCs gradually decreased and only ~7% of
LCs were derived from a RBI origin at 12 dpf (Figure 1—figure supplement 1G and H, Figure 1—
figure supplement 1—source data 1). By contrast, the VDA-derived LCs became obvious at 6 dpf
and their percentage reached 54% by 12 dpf (Figure 1—figure supplement 1G and H, Figure 1—
figure supplement 1—source data 1). A small portion of PBI-derived LCs was observed from 6 dpf.
In contrast to the prosperous LCs from the VDA, the PBI-derived LCs maintain their percentage
at ~15% from 8 dpf to 12 dpf suggesting limited cell proliferation or input from the PBI (Figure 1—
figure supplement 1G and H, Figure 1—figure supplement 1—source data 1). Taken together,
these data suggested that LCs gradually shifted from a RBI origin to a VDA origin during the early
larval stages of zebrafish development. Eventually, most adult LCs were derived from the VDA
region in the zebrafish.

VDA-derived LCs require Runx1 and cMyb functions
Given that the zebrafish VDA region is equivalent to the mouse AGM where HSCs are born
(Orkin and Zon, 2008), we reasoned that a large portion of adult LCs in the zebrafish were likely to
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Figure 1. Adult LCs are largely derived from the VDA region in zebrafish. (A) A schematic diagram indicates the RBI, VDA and PBI regions and the time
point (4 dpf and 3 months) when the heat-shocked fish are analyzed. (B) Quantification of the percentage of GFP+ LCs derived from the RBI, VDA, PBI,
and non-heat-shocked control at 4 dpf and adulthood. n = 13, 7, 10 and 6 for the RBI-, VDA-, PBI-, and non-heat-shocked control fish analyzed at 4 dpf
respectively. n = 5, 5, 5 and 6 for the RBI-, VDA-, PBI-, and non-heat-shocked control fish analyzed at adulthood, respectively. Error bars represent mean
SEM. ***p<0.001. (C) Anti-GFP staining shows that GFP+ LCs are detected in the RBI-labelled fish, but not VDA- and PBI-labelled fish at 4 dpf. The red
box indicates the imaging region. (D) Anti-GFP staining indicates that GFP+ LCs are mainly detected in the VDA-labelled fish, but not the RBI- and PBIlabelled fish in adulthood. The red box indicates the imaging region.
DOI: https://doi.org/10.7554/eLife.36131.002
The following source data and figure supplements are available for figure 1:
Source data 1. Quantification of GFP+ Langerhans cells at embryonic and adult stages.
DOI: https://doi.org/10.7554/eLife.36131.005
Figure supplement 1. Experimental design of the IR-LEGO-CreER-loxP cell labelling system for LC fate mapping.
Figure 1 continued on next page
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Figure 1 continued
DOI: https://doi.org/10.7554/eLife.36131.003
Figure supplement 1—source data 1. Quantification of GFP+ Langerhans cells at early developmental stages.
DOI: https://doi.org/10.7554/eLife.36131.004

be the progeny of HSPCs in the VDA. To test this hypothesis, we crossed Tg(hsp70:mCherry-T2aCreERT2;mpeg1:loxP-DsRedx-loxP-GFP) with runx1W84X mutants, in which HSPC formation in the
VDA region was severely impaired (Bertrand et al., 2010; Boisset et al., 2010; Chen et al., 2009;
Jin et al., 2009; Kissa and Herbomel, 2010; Sood et al., 2010), and examined the VDA-derived
LCs at ~12 dpf. Our results showed a reduction of >85% (7.0 cells/mm2 in the mutants versus 53.8
cells/mm2 in siblings) in the density of GFP+ LCs in runx1W84X mutants (Figure 2A and B, Figure 2—
source data 1). The total density of LCs in runx1W84X mutants was also reduced (57.7 cells/mm2 in
the mutants versus 173.2 cells/mm2 in siblings) (Figure 2—figure supplement 1E, Figure 2—figure
supplement 1—source data 1). By contrast, the RBI-derived GFP+ LCs showed no obvious differences between mutants and siblings when heat-shock labeling was performed in the RBI region (Figure 2—figure supplement 1C, Figure 2—figure supplement 1—source data 1). This result was not
surprising given that the RBI-derived macrophages are not reduced in runx1W84X mutants (Jin et al.,
2012).
To further test whether VDA-derived LCs were derived from HSPCs, we also examined these cells
in cmybhkz3 mutants with a Tg(hsp70:mCherry-T2a-CreERT2;mpeg1:loxP-DsRedx-loxP-GFP) background, in which HSPCs were gradually depleted as a result of the inactivation of cMyb, a transcription factor essential for HSC development in mice and fish (Mucenski et al., 1991;
Mukouyama et al., 1999; Soza-Ried et al., 2010; Sumner et al., 2000; Zhang et al., 2011). Given
that cmybhkz3 mutants have a developmental delay and cannot survive beyond 1 month of age
(Xu et al., 2015), we assessed the LCs in 20 dpf cmybhkz3 mutants, comparing them with sizematched 12–15 dpf siblings (Figure 2—figure supplement 1B, Figure 2—figure supplement 1—
source data 1). Our results showed a partial reduction (15.2 cells/mm2 in the mutants versus 40.4
cells/mm2 in siblings) in the density of GFP+ LCs in cmybhkz3 mutants (Figure 2C and D, Figure 2—
source data 1). The remaining GFP+ LCs in the mutants might reflect either a cMyb-independent
non-stem cell-derived population in VDA or differentiated progenies from the residual surviving
HSCs. The total density of LCs in cmybhkz3 mutants was also reduced (66.3 cells/mm2 in the mutants
versus 133.3 cells/mm2 in siblings) (Figure 2—figure supplement 1F, Figure 2—figure supplement
1—source data 1). Unsurprisingly, there was no obvious difference in RBI-derived GFP+ LCs
between the mutants and siblings when heat-shock labeling was performed in the RBI region (Figure 2—figure supplement 1D, Figure 2—figure supplement 1—source data 1). This result was
consistent with a previous report that cMyb was not required for the development of RBI-derived
macrophages (Jin et al., 2016). Nevertheless, this result clearly showed that, although it was not
absolutely necessary, cMyb was partially required for these cells. These data, together with the fatemapping results, indicated that adult LCs in the zebrafish likely arose from HSPCs.

The origin of adult LCs correlates spatially with HSCs
We previously showed that the VDA region contained non-HSC derived T cell progenitors
(Tian et al., 2017). This finding prompted us to speculate that both HSCs and non-HSC progenitors
in VDA give rise to adult LCs. To test which is the primary origin of adult LCs, we randomly labeled a
single spot of the VDA region in Tg(mpeg1:loxP-DsRedx-loxP-GFP);Tg(hsp70:mCherry-T2a-CreERT2)
embryos (Figure 3A), with the hope that we might be able to separate non-HSC progenitors from
HSCs. Labeled fish (a total of 13 fish) were raised to adulthood and the distribution patterns of VDAderived LCs were determined by GFP expression. We found that 8 out of the 13 fish contained
abundant GFP+ LCs (Figure 3B–C, Figure 3—source data 1). Notably, abundant GFP+ cells were
also present in the circulation of these fish suggesting the successful labeling of HSCs (Figure 3D
and E, Figure 3—source data 1). This group of fish was designated the ‘HSC Group’ (Figure 3B–E).
In the remaining five VDA-labeled fish, GFP+ LCs failed to be abundantly detected (Figure 3B and
C) and few GFP+ cells were found in the circulation, suggesting a failure of HSC labeling (Figure 3D
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Figure 2. The VDA-derived LCs are reduced in Runx1 and cMyb mutants. (A) Anti-GFP staining shows that the VDA-derived LCs are significantly
reduced in 12 dpf runx1W84X mutants comparing with those in siblings. (B) Quantification of the density of the VDA-derived GFP+ LCs in 12 dpf
runx1W84X mutants and siblings. n = 5 for siblings and n = 6 for mutants. Error bars represent mean SEM. **p<0.01. (C) Anti-GFP staining reveals a
reduction of the VDA-derived LCs in 20 dpf cmybhkz3 mutants comparing with size matching siblings. (D) Quantification of the density of the VDAderived GFP+ LCs in 20 dpf cmybhkz3 mutants and size matching siblings. n = 11 and 10 for siblings and mutants respectively. Error bars represent
mean SEM. **p<0.01.
DOI: https://doi.org/10.7554/eLife.36131.006
The following source data and figure supplements are available for figure 2:
Source data 1. Quantification of VDA derived LCs in Runx1 and cMyb mutants.
DOI: https://doi.org/10.7554/eLife.36131.009
Figure supplement 1. Quantification of body length and RBI derived LCs in Runx1 and cMyb mutants.
DOI: https://doi.org/10.7554/eLife.36131.007
Figure supplement 1—source data 1. Quantification of body length and RBI derived LCs in Runx1 and cMyb mutants.
DOI: https://doi.org/10.7554/eLife.36131.008

and E). These fish were defined as the ‘non-HSC Group’ (Figure 3B–E). These data indicated that
the primary population of GFP+ LCs observed in the VDA-labeled fish was associated with HSCs.
We previously showed that the density of HSCs gradually decreased from the anterior to the posterior VDA (Tian et al., 2017). If adult LCs arose from HSCs, they should follow this distribution pattern. To test this hypothesis, we artificially divided the VDA region into four positions, namely
position 1 (P1) to position 4 (P4), from the anterior to posterior (Figure 3F) and heat-shocked only
one position in each Tg(mpeg1:loxP-DsRedx-loxP-GFP);Tg(hsp70:mCherry-T2a-CreERT2) embryo.
The heat-shocked embryos were then raised to adulthood, and the percentage of the adult fish
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Figure 3. The VDA-derived LCs correlate with HSCs spatially. (A) A schematic view of the single spot VDA heat-shocked experiment. A single IR laser
hit is performed in the VDA region. The heat-shocked embryos are raised to adult (about 3 months) for analysis. (B) GFP+ LCs are mainly found in the
HSC group but not in the non-HSC group of VDA labeling. (C) Quantification of the relative contribution of GFP+ LCs in HSC (n = 8) and non-HSC
(n = 5) groups. Error bars represent mean SEM. ***p<0.001. (D) Flow cytometry shows GFP+ cells are mainly found in the circulation of HSC group but
not in the circulation of non-HSC group. (E) Quantification of the relative contribution of GFP+ cells in the circulation of HSC (n = 8) and non-HSC
(n = 5) groups. Error bars represent mean SEM. ***p<0.001. (F) A schematic view of the position restricted single spot VDA heat-shocked experiment.
The VDA region from anterior to posterior is artificially divided into four positions (P1 to P4) and each position is labeled by a single IR laser hit. The
embryos are raised to adult and the percentage of successful LCs labelling is analyzed for each labeled position. (G) The percentage of fish with widely
labeled LCs in each position. Three independent experiments were performed. There are total 35 fish for position 1, 44 fish for position 2, 40 fish for
position 3, and 38 fish for position 4. *p<0.05.
DOI: https://doi.org/10.7554/eLife.36131.010
The following source data is available for figure 3:
Source data 1. Quantification data for Figure 3C, E, and G.
DOI: https://doi.org/10.7554/eLife.36131.011
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containing GFP+ LCs was calculated for each group. Our results showed that 70%, 71%, and 54% of
the labeled fish contained abundant LCs for the P1, P2, and P3 groups, respectively. By contrast,
only 22% of the labeled fish contained abundant LCs in the P4 group (Figure 3G, Figure 3—source
data 1). This suggested that the generation of adult LCs was correlated with the density gradient of
HSCs along the VDA.

The generation of adult LCs correlates with HSCs but not non-HSC T
cell progenitors
In addition to HSCs, the VDA of zebrafish also produces non-HSC progenitors that give rise to T cells
(Tian et al., 2017). Adult LCs might share common progenitors with non-HSC-derived T cells. NonHSC-derived T cells were reported to generate the first wave of T cells, whereas HSCs generate the
second wave of T cells after 5 dpf (Tian et al., 2017). This phenomenon provides a temporal criterion to separate HSCs from non-HSC T cell progenitors. To do so, we utilized the Tg(hsp70:
mCherry-T2a-CreERT2;coro1a:loxP-DsRedx-loxP-GFP) fish in which the coro1a promoter drove the
expression of GFP/DsRedx reporter genes in all leukocytes, including T cells and LCs (Li et al.,
2012). The embryos of this double transgenic line were labeled at the P2 position at about ~24 hpf.
All labeled embryos were raised to 5 dpf and the GFP contribution in thymocytes (visualized by
coro1a:GFP in the thymus) was examined under a confocal microscope. The embryos were separated into two groups according to the GFP contribution to thymocytes. Group I contained abundant GFP+ thymocytes (>10 cells). By contrast, Group II contained few GFP+ cells (0–5 cells)
suggesting a failure of labeling the first wave of T cells (Figure 4A and B). Embryos containing 5–10
GFP+ thymocytes were discarded. Group I and II were raised to adulthood and their peripheral
blood was analyzed. According to the GFP contribution to their peripheral blood, the fish were
divided into two subgroups for each group. Group I-A and Group II-A contained significant GFP+
cells in their peripheral blood, suggesting the successful labeling of HSCs (Figure 4A,C and D, Figure 4—source data 1). Group I-B and Group II-B contained few GFP+ cells in their peripheral blood,
suggesting that Group I-B only labeled non-HSC progenitors which could give rise to the first wave
of T cells but not HSCs, and Group II-B represented a failure to label cells (Figure 4A,C and D, Figure 4—source data 1). Interestingly, only in Group I-A and Group II-A, but not in Group I-B and
Group II-B, were significant GFP+ cells found in the skin (Figure 4E and F, Figure 4—source data
1). Although we do not have LC antibodies to specifically distinguish LCs from other GFP+ leukocytes, a significant portion of GFP+ cells showed a ramified LC-like morphology (Figure 4F), suggesting that LCs were labeled in Group I-A and Group II-A. We then estimated the labeling efficiency by
counting the GFP contribution in all leukocytes labeled by the anti-Lcp1 antibody (Figure 4F). We
found 18–19% GFP+ leukocytes in Group I-A and Group II-A compared with almost no GFP+ leukocytes in Group I-B and Group II-B and the non-heat-shocked control groups (Figure 4E and F, Figure 4—source data 1). Taken together, our results suggested that adult LCs associated with HSCs
but not non-HSC T cell progenitors.

Adult tissue-resident macrophages in the liver, heart, gut, and brain
also correlate with HSCs in lineage tracing
The HSC-associated origin of adult LCs prompted us to trace the origins of other tissue-resident
macrophages in zebrafish. We also investigated whether other tissue-resident macrophages derived
from RBI, PBI, or VDA. Similar to LCs and previously reported microglia (Xu et al., 2015), the primary adult tissue-resident macrophages in liver, gut, and heart were also derived from VDA, but not
from RBI or PBI (Figure 5—figure supplement 1A–D, Figure 5—figure supplement 1—source
data 1). To further differentiate whether these resident macrophages were generated by HSCs or
not, we examined the contribution of GFP+ macrophages in single-point VDA-labeled HSC and nonHSC groups (Figure 3). The results showed that GFP+ macrophages in the liver, gut, heart and even
brain were primarily found in the HSC group but not the non-HSC group (Figure 5—figure supplement 1E, Figure 5—figure supplement 1—source data 1), suggesting that tissue-resident macrophages in zebrafish spatially correlated with HSCs. To further test whether tissue-resident
macrophages were derived from an HSC origin, Group I-A, I-B, II-A and II-B Tg(hsp70:mCherry-T2aCreERT2;coro1a:loxP-DsRedx-loxP-GFP) fish were assayed. Similar to the results of LCs, only fish
labeled with HSCs (Group I-A and Group II-A) contained significant number of GFP+ cells in brain,
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Figure 4. Adult LCs correlate with HSCs but not non-HSC progenitors. (A) A schematic view of the experimental design for laser labeling of Tg(hsp70:
mCherry-T2a-CreERT2;coro1a:loxP-DsRedx-loxP-GFP) embryos. A single IR laser hit was performed at Position 2 of VDA at about 24 hpf. After 4-OHT
treatment, the heat-shocked embryos were raised to 5 dpf and the embryos were then separated into two groups according the GFP contribution to
thymocytes. Group I embryos contain abundant GFP+ thymocytes, whereas Group II embryos hardly have GFP+ thymocytes. These two groups of
embryos were raised to adult (over 3 months) and were subdivided into Group I-A, I-B, II-A and II-B according to the GFP contribution in circulation. (B)
Confocal images show that Group I embryos, but not Group II embryos, contain abundant GFP+ thymocytes. (C) Flow cytometry shows that the
circulation of Group I-A and II-A, but not I-B and II-B contain abundant GFP+ cells. (D) Quantification of the contribution of GFP+ cells in all fluorescent
positive leukocytes in the circulation of Group I-A, I-B, II-A, II-B, and non-heat-shocked control group (n = 6 for each group). Error bars represent mean
SEM. ***p<0.001. (E) Quantification of the contribution of GFP+ cells in all Lcp1 positive leukocytes in the skin of adult Group I-A, I-B, II-A, II-B, and
non-heat-shocked control group (n = 5 for each group). Error bars represent mean SEM. ***p<0.001. (F) Confocal images show that GFP+ cells are
mainly found on the skin of Group I-A and II-A, but not I-B and II-B. a significant portion of GFP+ cells showed ramified LC-like morphology, suggesting
that they are LCs presumably.
DOI: https://doi.org/10.7554/eLife.36131.012
The following source data is available for figure 4:
Source data 1. Quantification data for Figure 4D and E.
DOI: https://doi.org/10.7554/eLife.36131.013

liver, heart, and gut (Figure 5, Figure 5—source data 1), suggesting that adult resident macrophages in brain, liver, heart, and gut were associated with HSCs in zebrafish. Interestingly, most
GFP+ cells were Lcp1+, with the exception of gut GFP+ cells, which only partially overlapped with
Lcp1 signals, suggesting that Lcp1 and coro1a marked different sub-populations of leukocytes in the
gut. The identity of either Lcp1 or coro1a positive leukocytes warrants further study.

Adult tissue-resident macrophages are largely associated with HSCs
during transplantation
To further support the hypothesis that a substantial portion of adult tissue-resident macrophages
were derived from HSCs, we performed cell transplantation experiments, in which hematopoietic
cells isolated from the adult kidney of Tg(mpeg1:loxP-DsRedx-loxP-GFP) transgenic fish were
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Figure 5. Adult tissue-resident macrophages in the brain, liver, heart and gut correlate with HSCs. (A–D) Confocal images show that GFP+ cells are
found in the brain (A), liver (B), heart (C) and gut (D) of Group I-A and II-A, but not I-B and II-B. Most GFP+ cells are Lcp1+ with the exception of gut
GFP+ cells which only partially overlap with Lcp1 signals. (E–H) Quantification of the contribution of GFP+ cells in all Lcp1 positive leukocytes in the
brain (E), liver (F), heart (G), and gut (H) of adult Group I-A, I-B, II-A, II-B, and non-heat-shocked control group (n = 4 for each group of brain and liver; n
= 3 for each group of heart and gut). Error bars represent mean SEM. ***p<0.001; **p<0.01.
DOI: https://doi.org/10.7554/eLife.36131.014
The following source data and figure supplements are available for figure 5:
Source data 1. Quantification data for Figure 5E, F, G, and H.
DOI: https://doi.org/10.7554/eLife.36131.017
Figure supplement 1. Other tissue-resident macrophages also correlate with HSCs.
DOI: https://doi.org/10.7554/eLife.36131.015
Figure supplement 1—source data 1. Quantification data for Figure 5—figure supplement 1D and E.
DOI: https://doi.org/10.7554/eLife.36131.016

transplanted into 2 dpf runx1W84X;Tg(coro1a:eGFP) transgenic mutant embryos that were more
appropriate to accept the donor cells because of the impairment of VDA-born hematopoiesis
(Figure 6A) (Jin et al., 2009; Sood et al., 2010). The Tg(mpeg1:loxP-DsRedx-loxP-GFP) and Tg
(coro1a:eGFP) transgenic lines allowed us to distinguish donor-derived mpeg1-DsRedx+ cells
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Figure 6. Adult tissue-resident macrophages are largely associated with HSCs during transplantation. (A) A schematic view of the cell transplantation
experiment. Hematopoietic cells collected from the whole kidney marrow of adult Tg(mpeg1:loxP-DsRedx-loxP-eGFP) fish are transplanted into the
circulation of 2 dpf Tg(coro1a:eGFP);runx1W84X embryos. The recipients are raised to adulthood for analysis. (B) Donor Dsredx+ cells were predominant
in the brain, skin, liver, gut, and heart of Group I fish. In Group II fish, donor cells were only significant in the brain but not in other tissues. (C)
Quantification of the relative contribution of donor DsRedx+ cells versus total fluorescent cells (Dsredx+ and GFP+) in brain, skin, liver, gut, heart, and
circulation in Group I fish (n = 8 for brain, skin, liver, gut, and circulation; n = 7 for heart). Error bars represent mean SEM. Donor DsRedx+ cells were
predominant in all tissues and in circulation of Group I fish. (D) Quantification of the relative contribution of donor cells (Dsredx+) versus total
fluorescent cells (Dsredx+ and GFP+) in brain, skin, liver, gut, heart, and circulation in Group II fish (n = 16 for brain, skin and circulation; n = 15 for liver
and gut; n = 14 for heart). Error bars represent mean SEM. ***p<0.001. In Group II fish, although donor cells were significant in the brain, they were
drastically decreased in other tissues.
DOI: https://doi.org/10.7554/eLife.36131.018
The following source data is available for figure 6:
Source data 1. Quantification data for Figure 6C and D.
DOI: https://doi.org/10.7554/eLife.36131.019

(predominantly macrophages) from host-derived coro1a-GFP+ cells (leukocytes and their progenitors) (Ellett et al., 2011; Li et al., 2012). The transplanted recipients were then raised to adulthood
(3–4 months old), and the contribution of donor-derived cells was determined by calculating the relative contribution of DsRedx+ in total fluorescent (DsRedx+ plus GFP+) cells in the skin, liver, gut,
heart, brain, and circulation. Among the 31 surviving recipients, seven did not contain detectable
donor-derived DsRedx+ cells (data not shown), suggesting a failure of long-term reconstitution of
donor cells in these recipients. The survival of these seven recipients was likely due to the recovery
of their own hematopoiesis, as shown previously (Sood et al., 2010). The remaining 24 recipients
containing donor-derived Dsredx+ cells were classified into group I and group II. Group I recipients
(eight fish) were those containing abundant donor-derived DsRedx+ cells in their circulation. In this
group, a large number of DsRedx+ donor cells were present in the brain (microglia, 93%), skin (LCs,
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87%), liver (94%), gut (75%), heart (92%), and circulation (84%) (Figure 6B and C, Figure 6—source
data 1), showing that these Group I recipients were well reconstituted by donor-derived hematopoietic cells, including HSCs. By contrast, Group II recipients (16 fish) contained very few DsRedx+
donor cells (~2%) in their circulation (Figure 6D, Figure 6—source data 1), indicating that these
recipients were reconstituted by donor-derived progenitor cells but not HSCs. This group of recipients contained only small numbers of donor-derived DsRedx+ LCs in the skin (7%), liver (16%), gut
(5%), and heart (12%). One exception was the brain, which contained ~50% of donor-derived
DsRedx+ microglia (Figure 6B and D, Figure 6—source data 1). However, based on our previous
spatial restricted cell tracing analysis, adult microglia also likely arise from the VDA-born HSCs and
the HSC-independency we observed in the transplantation assay is likely due to the self-maintenance
of microglia (Ajami et al., 2007; Huang et al., 2018), thus myeloid progenitors from donor kidney
marrows are sufficient to generate long lasting microglia. Taken together, our data suggested that
adult tissue-resident macrophages are largely associated with HSCs during transplantation.

Discussion
In this study, by utilizing a temporospatially resolved cell fate-mapping method, we documented
that LCs and other tissue-resident macrophages in the adult zebrafish were largely associated with
HSCs.
Although we cannot completely rule out the possibility that LCs and other tissue-resident macrophages were derived from non-HSC progenitors, which must be linked with HSCs so closely that
they cannot be distinguished by our spatial-restricted labeling, we suggested that a large portion of
the adult LCs and other tissue-resident macrophages in the zebrafish were derived from an HSC origin, This conclusion differed from previous reports in mice suggesting that adult LCs and other tissue-resident macrophages arise from EMPs born in the YS (Ginhoux and Guilliams, 2016;
Gomez Perdiguero et al., 2015; Hoeffel et al., 2015; Kierdorf et al., 2015; Schulz et al., 2012).
Also, our conclusion was different from another report, in which microglia was suggested to originate from non-HSC progenitors (Sheng et al., 2015). One possible explanation for the different conclusions could be the species differences. Zebrafish might differ from mice in terms of the origin of
tissue-resident macrophages. Another explanation was that this discrepancy was due to the different
fate-mapping methods used in these studies. Unlike the high temporospatial resolved fate-mapping
used in the current study, the fate mapping studies conducted in mice relied on the promoter-controlled CreER-loxP tracking system, in which the labeling resolution was determined by the specificity of the promoter (Gomez Perdiguero et al., 2015; Hoeffel et al., 2015; Schulz et al., 2012;
Sheng et al., 2015). Thus, confounding conclusions could be obtained with the different promoters
as drivers. In fact, by utilizing the c-Kit-MER-Cre-MER-loxp reporter system, Sheng et al., showed
that most LCs and some other tissue-resident macrophages in adult mice arose from HSCs, which
differed from the EMP origin obtained from previous fate-mapping studies using the Runx1-MERCre-MER-loxp and Tier2-MER-Cre-MER-loxp reporter systems (Gomez Perdiguero et al., 2015;
Hoeffel et al., 2015; Schulz et al., 2012; Sheng et al., 2015). Interestingly, evidence supporting an
HSC origin of LCs in mice can be found in reports supporting an EMP origin of LCs. For instance, a
substantial number (30%) of LCs were recorded in 1-year-old Flt3CreRosa26YFP reporter mice
(Gomez Perdiguero et al., 2015), in which HSCs and HSCs-derived hematopoietic progenitors were
labeled upon Cre-mediated excision (Christensen and Weissman, 2001; Gomez Perdiguero et al.,
2015). Therefore, it was conceivable that a substantial portion of adult LCs and other tissue-resident
macrophages in mice were derived from conventional HSCs born in the AGM. Further in-depth studies in mice with high temporospatially resolved fate mapping will be necessary to clarify this issue.
Our study also reinforced the hypothesis that the density of HSCs gradually decreased from the
anterior to the posterior of the VDA. An important question is which molecular determinants dictate
the fate decision of HSCs versus non-HSCs in the VDA. We speculated that the Wnt-Notch signaling
pathways and inflammatory signaling cascades, which are involved in HSC specification in the VDA
(Clements et al., 2011; Espı́n-Palazón et al., 2014; He et al., 2015; Li et al., 2014), were likely to
have critical roles in HSC fate determination. Several previous studies in mice have shown that the
aorta endothelium isolated from different time windows of mouse embryos appears to manifest, at
least under in vitro culture conditions, distinct differentiation potentials, including non-HSC features
(Bertrand et al., 2005; North et al., 2002; Ody et al., 1999; Taoudi and Medvinsky, 2007;
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Yoshimoto et al., 2011). These studies suggested that, perhaps similar to zebrafish, this non-HSC
population of cells also exists in the mammalian aorta endothelium. All these issues warrant further
studies, and the zebrafish system provides an excellent platform to address these questions.

Materials and methods
Key resources table
Reagent type (species) or resource

Designation

Source or reference

Identifiers Additional information

strain, strain background (Danio rerio) Tg(mpeg1:loxP-DsRedx-loxP-GFP) doi: 10.1016/j.devcel.2016.06.018.
strain, strain background (Danio rerio) Tg(coro1a:loxP-DsRedx-loxP-GFP)

doi: 10.1016/j.devcel.2015.08.018.

strain, strain background (Danio rerio) runx1W84X mutant

doi: 10.1242/dev.029637.

strain, strain background (Danio rerio) cmybhkz3 mutant

doi: 10.1182/blood-2011-03-342501.

antibody

Anti-GFP

Abcam

ab6658

1:400 Overnight 4˚C

antibody

Anti-DsRedx

Clontech

632496

1:100 Overnight 4˚C

antibody

anti-Lcp1

doi: 10.1242/dev.029637.

1:400 Overnight 4˚C

Zebrafish
Zebrafish were maintained according to standard protocol (Westerfield, 1995). AB wild-type,
cmybhkz3 mutant (Zhang et al., 2011), runx1W84X mutant (Jin et al., 2009; Sood et al., 2010), Tg
(coro1a: loxP-DsRedx-loxP-GFP) (Xu et al., 2015), Tg(hsp70:mCherry-T2a-CreERT2)#12(Hans et al.,
2011), Tg(krtt1c19e:EGFP) (Lee et al., 2014), and Tg(mpeg1:loxP-DsRedx-loxP-GFP) lines were
used in this study.

Cell labelling with the IR-LEGO-CreER-loxP system
The experiment was performed according to the previous report (Xu et al., 2015). In brief, the RBI,
VDA or PBI region of fish embryos was heat-shocked with IR laser at 65–80 mw for two minutes per
hit. The heat-shocked embryos were then treated with 4-OHT (10 mM, Sigma) for 17–22 hr. After
washing with egg water, the 4-OHT-treated embryos were raised and analyzed at the desired stage.

Generation of transgenic lines
The 4.3 kb mpeg1 promoter, loxP sequence, coding regions of DsRedx or GFP were cloned into the
pTol2 vector to generate the mpeg1:loxP-DsRedx-loxP-GFP construct. The resulting construct was
injected, together with the mRNA of transposase, into 1 cell stage fertilized embryos
(Kawakami et al., 2000). The embryos were raised to adult and the transgenic founder was identified by direct observation under a fluorescent microscope.

Fish dissection, antibody staining, and imaging
The experiment was performed as previously described (Xu et al., 2015). In brief, fishes were fixed
in 4% PFA at 4˚C for 1–2 days. After washing, the fish were either directly subjected to whole-mount
antibody staining (for 4 dpf fish) or dissection (for adult fish). The adult skin and other tissues were
applied to whole-mount antibody staining as previously described (Barresi et al., 2000; Jin et al.,
2006). The primary antibodies included anti-GFP antibody (ab6658, Abcam), anti-DsRedx antibody
(632496, Clontech), and anti-Lcp1 antibody (Jin et al., 2009). The secondary antibodies were Alexa
488-anti-goat antibody (A11055 Invitrogen) and Alexa 555-anti-rabbit antibody (A31572 Invitrogen).
Images were taken under Leica SP8, Zeiss LSM710, or Zeiss LSM880 confocal microscope. The quantification was performed manually.

Transplantation of whole kidney marrow (KM) cells
The transplantation experiment was performed as described (Traver et al., 2003). In brief, the kidneys of adult Tg(mpeg1:loxP-DsRedx-loxP-GFP) fish were dissected and hematopoietic cells were
dissociated by vigorous aspiration. After washing with PBS containing 2% fetal bovine serum (FBS),
the KM cells were suspended in PBS containing 2% FBS, DNaseI and heparin. About several hundred
cells were transplanted into the circulation of each 2 dpf runx1W84X;Tg(coro1a:eGFP) embryos. The
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recipients were raised to adult and the relative contribution of donor cells were determined by
DsRedx+ versus total fluorescent cells.

Flow cytometry
Flow cytometry was performed as described (Traver et al., 2003). In brief, cells in the circulation
were collected in PBS with 2% FBS from the gill of adult fish by aspiration with a pipette. The collected cells were analyzed in BD FACSAria IIIu flow cytometer or Beckman Coulter CytoFLEX.

Statistical analysis
The F-test of two-sample for variances and t-test of two-sample assuming equal/unequal variances
were tested by the Data Analysis tool in the Excel software (Microsoft Corporation). Two-tailed
p-values are used for all t-tests. One-Way ANOVA and Post Hoc multiple comparisons: LSD (least
significant difference) were performed by IBM SPSS version 20.0.
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Bajénoff M. 2013. Multicolor fate mapping of Langerhans cell homeostasis. The Journal of Experimental
Medicine 210:1657–1664. DOI: https://doi.org/10.1084/jem.20130403, PMID: 23940255
Ginhoux F, Guilliams M. 2016. Tissue-Resident macrophage ontogeny and homeostasis. Immunity 44:439–449.
DOI: https://doi.org/10.1016/j.immuni.2016.02.024, PMID: 26982352
Gomez Perdiguero E, Klapproth K, Schulz C, Busch K, Azzoni E, Crozet L, Garner H, Trouillet C, de Bruijn MF,
Geissmann F, Rodewald HR. 2015. Tissue-resident macrophages originate from yolk-sac-derived erythromyeloid progenitors. Nature 518:547–551. DOI: https://doi.org/10.1038/nature13989, PMID: 25470051
Hans S, Freudenreich D, Geffarth M, Kaslin J, Machate A, Brand M. 2011. Generation of a non-leaky heat shockinducible Cre line for conditional Cre/lox strategies in zebrafish. Developmental Dynamics 240:108–115.
DOI: https://doi.org/10.1002/dvdy.22497, PMID: 21117149
He Q, Zhang C, Wang L, Zhang P, Ma D, Lv J, Liu F. 2015. Inflammatory signaling regulates hematopoietic stem
and progenitor cell emergence in vertebrates. Blood 125:1098–1106. DOI: https://doi.org/10.1182/blood2014-09-601542, PMID: 25540193
Hemmi H, Yoshino M, Yamazaki H, Naito M, Iyoda T, Omatsu Y, Shimoyama S, Letterio JJ, Nakabayashi T,
Tagaya H, Yamane T, Ogawa M, Nishikawa S, Ryoke K, Inaba K, Hayashi S, Kunisada T. 2001. Skin antigens in
the steady state are trafficked to regional lymph nodes by transforming growth factor-beta1-dependent cells.
International Immunology 13:695–704. DOI: https://doi.org/10.1093/intimm/13.5.695, PMID: 11312257
Hoeffel G, Chen J, Lavin Y, Low D, Almeida FF, See P, Beaudin AE, Lum J, Low I, Forsberg EC, Poidinger M,
Zolezzi F, Larbi A, Ng LG, Chan JK, Greter M, Becher B, Samokhvalov IM, Merad M, Ginhoux F. 2015. C-Myb
(+) erythro-myeloid progenitor-derived fetal monocytes give rise to adult tissue-resident macrophages.
Immunity 42:665–678. DOI: https://doi.org/10.1016/j.immuni.2015.03.011, PMID: 25902481
Hoeffel G, Wang Y, Greter M, See P, Teo P, Malleret B, Leboeuf M, Low D, Oller G, Almeida F, Choy SH,
Grisotto M, Renia L, Conway SJ, Stanley ER, Chan JK, Ng LG, Samokhvalov IM, Merad M, Ginhoux F. 2012.
Adult Langerhans cells derive predominantly from embryonic fetal liver monocytes with a minor contribution of
yolk sac-derived macrophages. The Journal of Experimental Medicine 209:1167–1181. DOI: https://doi.org/10.
1084/jem.20120340, PMID: 22565823
Huang Y, Xu Z, Xiong S, Sun F, Qin G, Hu G, Wang J, Zhao L, Liang YX, Wu T, Lu Z, Humayun MS, So KF, Pan Y,
Li N, Yuan TF, Rao Y, Peng B. 2018. Repopulated microglia are solely derived from the proliferation of residual
microglia after acute depletion. Nature Neuroscience 21:530–540. DOI: https://doi.org/10.1038/s41593-0180090-8, PMID: 29472620
Jagannathan-Bogdan M, Zon LI. 2013. Hematopoiesis. Development 140:2463–2467. DOI: https://doi.org/10.
1242/dev.083147, PMID: 23715539
Jin H, Huang Z, Chi Y, Wu M, Zhou R, Zhao L, Xu J, Zhen F, Lan Y, Li L, Zhang W, Wen Z, Zhang Y. 2016. c-Myb
acts in parallel and cooperatively with Cebp1 to regulate neutrophil maturation in zebrafish. Blood 128:415–
426. DOI: https://doi.org/10.1182/blood-2015-12-686147, PMID: 27268086
Jin H, Li L, Xu J, Zhen F, Zhu L, Liu PP, Zhang M, Zhang W, Wen Z. 2012. Runx1 regulates embryonic myeloid
fate choice in zebrafish through a negative feedback loop inhibiting Pu.1 expression. Blood 119:5239–5249.
DOI: https://doi.org/10.1182/blood-2011-12-398362, PMID: 22493295
Jin H, Sood R, Xu J, Zhen F, English MA, Liu PP, Wen Z. 2009. Definitive hematopoietic stem/progenitor cells
manifest distinct differentiation output in the zebrafish VDA and PBI. Development 136:647–654. DOI: https://
doi.org/10.1242/dev.029637, PMID: 19168679
Jin H, Xu J, Qian F, Du L, Tan CY, Lin Z, Peng J, Wen Z. 2006. The 5’ zebrafish scl promoter targets transcription
to the brain, spinal cord, and hematopoietic and endothelial progenitors. Developmental Dynamics 235:60–67.
DOI: https://doi.org/10.1002/dvdy.20613, PMID: 16258937
Jing L, Zon LI. 2011. Zebrafish as a model for normal and malignant hematopoiesis. Disease Models &
Mechanisms 4:433–438. DOI: https://doi.org/10.1242/dmm.006791, PMID: 21708900

He et al. eLife 2018;7:e36131. DOI: https://doi.org/10.7554/eLife.36131

16 of 18

Research article

Developmental Biology Stem Cells and Regenerative Medicine
Kamei Y, Suzuki M, Watanabe K, Fujimori K, Kawasaki T, Deguchi T, Yoneda Y, Todo T, Takagi S, Funatsu T,
Yuba S. 2009. Infrared laser-mediated gene induction in targeted single cells in vivo. Nature Methods 6:79–81.
DOI: https://doi.org/10.1038/nmeth.1278, PMID: 19079252
Kanitakis J, Petruzzo P, Dubernard JM. 2004. Turnover of epidermal Langerhans’ cells. New England Journal of
Medicine 351:2661–2662. DOI: https://doi.org/10.1056/NEJM200412163512523, PMID: 15602033
Kaplan DH, Jenison MC, Saeland S, Shlomchik WD, Shlomchik MJ. 2005. Epidermal langerhans cell-deficient
mice develop enhanced contact hypersensitivity. Immunity 23:611–620. DOI: https://doi.org/10.1016/j.immuni.
2005.10.008, PMID: 16356859
Katz SI, Tamaki K, Sachs DH. 1979. Epidermal Langerhans cells are derived from cells originating in bone
marrow. Nature 282:324–326. DOI: https://doi.org/10.1038/282324a0, PMID: 503208
Kawakami K, Shima A, Kawakami N. 2000. Identification of a functional transposase of the Tol2 element, an Aclike element from the Japanese medaka fish, and its transposition in the zebrafish germ lineage. PNAS 97:
11403–11408. DOI: https://doi.org/10.1073/pnas.97.21.11403, PMID: 11027340
Kierdorf K, Prinz M, Geissmann F, Gomez Perdiguero E. 2015. Development and function of tissue resident
macrophages in mice. Seminars in Immunology 27:369–378. DOI: https://doi.org/10.1016/j.smim.2016.03.017,
PMID: 27036090
Kissa K, Herbomel P. 2010. Blood stem cells emerge from aortic endothelium by a novel type of cell transition.
Nature 464:112–115. DOI: https://doi.org/10.1038/nature08761, PMID: 20154732
Krueger GG, Daynes RA, Emam M. 1983. Biology of Langerhans cells: selective migration of Langerhans cells
into allogeneic and xenogeneic grafts on nude mice. PNAS 80:1650–1654. DOI: https://doi.org/10.1073/pnas.
80.6.1650, PMID: 6572931
Langerhans P. 1868. Ueber die Nerven der menschlichen Haut. Archiv für Pathologische Anatomie und
Physiologie und für Klinische Medicin 44:325–337. DOI: https://doi.org/10.1007/BF01959006
Lee RT, Asharani PV, Carney TJ. 2014. Basal keratinocytes contribute to all strata of the adult zebrafish
epidermis. PLoS One 9:e84858. DOI: https://doi.org/10.1371/journal.pone.0084858, PMID: 24400120
Li L, Yan B, Shi YQ, Zhang WQ, Wen ZL. 2012. Live imaging reveals differing roles of macrophages and
neutrophils during zebrafish tail fin regeneration. Journal of Biological Chemistry 287:25353–25360.
DOI: https://doi.org/10.1074/jbc.M112.349126, PMID: 22573321
Li Y, Esain V, Teng L, Xu J, Kwan W, Frost IM, Yzaguirre AD, Cai X, Cortes M, Maijenburg MW, Tober J, Dzierzak
E, Orkin SH, Tan K, North TE, Speck NA. 2014. Inflammatory signaling regulates embryonic hematopoietic
stem and progenitor cell production. Genes & Development 28:2597–2612. DOI: https://doi.org/10.1101/gad.
253302.114, PMID: 25395663
Merad M, Ginhoux F, Collin M. 2008. Origin, homeostasis and function of Langerhans cells and other langerinexpressing dendritic cells. Nature Reviews Immunology 8:935–947. DOI: https://doi.org/10.1038/nri2455,
PMID: 19029989
Merad M, Hoffmann P, Ranheim E, Slaymaker S, Manz MG, Lira SA, Charo I, Cook DN, Weissman IL, Strober S,
Engleman EG. 2004. Depletion of host Langerhans cells before transplantation of donor alloreactive T cells
prevents skin graft-versus-host disease. Nature Medicine 10:510–517. DOI: https://doi.org/10.1038/nm1038,
PMID: 15098028
Merad M, Manz MG, Karsunky H, Wagers A, Peters W, Charo I, Weissman IL, Cyster JG, Engleman EG. 2002.
Langerhans cells renew in the skin throughout life under steady-state conditions. Nature Immunology 3:1135–
1141. DOI: https://doi.org/10.1038/ni852, PMID: 12415265
Mucenski ML, McLain K, Kier AB, Swerdlow SH, Schreiner CM, Miller TA, Pietryga DW, Scott WJ, Potter SS.
1991. A functional c-myb gene is required for normal murine fetal hepatic hematopoiesis. Cell 65:677–689.
DOI: https://doi.org/10.1016/0092-8674(91)90099-K, PMID: 1709592
Mukouyama Y, Chiba N, Mucenski ML, Satake M, Miyajima A, Hara T, Watanabe T. 1999. Hematopoietic cells in
cultures of the murine embryonic aorta-gonad-mesonephros region are induced by c-Myb. Current Biology 9:
833–S2. DOI: https://doi.org/10.1016/S0960-9822(99)80368-6, PMID: 10469571
North TE, de Bruijn MF, Stacy T, Talebian L, Lind E, Robin C, Binder M, Dzierzak E, Speck NA. 2002. Runx1
expression marks long-term repopulating hematopoietic stem cells in the midgestation mouse embryo.
Immunity 16:661–672. DOI: https://doi.org/10.1016/S1074-7613(02)00296-0, PMID: 12049718
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