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Abstract The migration of lymphatic endothelial cells (LECs) is key for the development of 
the complex and vast lymphatic vascular network that pervades most tissues in an organism. In 
zebrafish, arterial intersegmental vessels together with chemokines have been shown to promote 
lymphatic cell migration from the horizontal myoseptum (HM). We observed that emergence 
of mural cells around the intersegmental arteries coincides with lymphatic departure from HM 
which raised the possibility that arterial mural cells promote LEC migration. Our live imaging and 
cell ablation experiments revealed that LECs migrate slower and fail to establish the lymphatic 
vascular network in the absence of arterial mural cells. We determined that mural cells are a 
source for the C-X-C motif chemokine 12 (Cxcl12a and Cxcl12b), vascular endothelial growth 
factor C (Vegfc) and collagen and calcium-binding EGF domain-containing protein 1 (Ccbe1). We 
showed that chemokine and growth factor signalling function cooperatively to induce robust LEC 
migration. Specifically, Vegfc-Vegfr3 signalling, but not chemokines, induces extracellular signal-
regulated kinase (ERK) activation in LECs, and has an additional pro-survival role in LECs during 
the migration. Together, the identification of mural cells as a source for signals that guide LEC 
migration and survival will be important in the future design for rebuilding lymphatic vessels in 
disease contexts.

Editor's evaluation
Utilizing the zebrafish models and the state-of-art approaches, this study clearly identifies that the 
arterial mural cells serve as the source for the chemokines and growth factors, which are key factors 
not only for the migration and survival of lymphatic endothelial cells but also for the building of 
lymphatic networks in most organs during embryonic development. The findings and conclusion 
would be an important platform in the future design for rebuilding lymphatic vessels in treating 
lymphatic-deficient diseases including lymphedema.

RESEARCH ARTICLE

*For correspondence: 
koji-ando@nms.ac.jp (KA); 
kaska.koltowska@igp.uu.se (KK)

Competing interest: The authors 
declare that no competing 
interests exist.

Funding: See page 19

Preprinted: 30 June 2021
Received: 22 September 2021
Accepted: 21 March 2022
Published: 22 March 2022

Reviewing Editor: Gou Young 
Koh, Institute of Basic Science 
and Korea Advanced Institute of 
Science and Technology (KAIST), 
Republic of Korea

‍ ‍ Copyright Peng et al. This 
article is distributed under the 
terms of the Creative Commons 
Attribution License, which 
permits unrestricted use and 
redistribution provided that the 
original author and source are 
credited.

https://en.wikipedia.org/wiki/Open_access
https://creativecommons.org/
https://elifesciences.org/?utm_source=pdf&utm_medium=article-pdf&utm_campaign=PDF_tracking
https://doi.org/10.7554/eLife.74094
mailto:koji-ando@nms.ac.jp
mailto:kaska.koltowska@igp.uu.se
https://doi.org/10.1101/2021.06.30.450504
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/


 Research article﻿﻿﻿﻿﻿﻿ Developmental Biology

Peng et al. eLife 2022;11:e74094. DOI: https://doi.org/10.7554/eLife.74094 � 2 of 23

Introduction
The lymphatic vessel network spans across the whole body to balance tissue fluid homeostasis, coor-
dinate the immune responses, and enable dietary fat absorption in the intestine. The robustness 
of the formation and reproducibility of the vascular tree is dependent on molecular dynamics and 
tissue-tissue interaction required for the precision and fine-tuning of lymphatic endothelial cell (LEC) 
migration. Although multiple previous studies have uncovered important signals and cells guiding 
lymphatic vessel formation (Bussmann et al., 2010; Cha et al., 2012; Jafree et al., 2021), recent 
technological developments and new transgenic lines (Ando et al., 2016; Wang et al., 2020) have 
opened up opportunities to identify further regulators of LEC migration.

VEGFC-mediated signalling through the vascular endothelial growth factor receptor 3 (VEGFR3) 
is essential for multiple steps of lymphatic vessels formation, including LEC proliferation, differentia-
tion, and migration. In vitro cell culture experiments have demonstrated that VEGFC-VEGFR3 and β1 
integrin to promote LEC migration (Mäkinen et al., 2001; Wang et al., 2001). Studies using a vegfc 
zebrafish reporter line have uncovered multiple sources of vegfc, including fibroblasts and neurons, 
which contribute to the initial sprouting and migration of lymphatic vessel into the HM (early migra-
tion) (Wang et al., 2020). The requirement of Vegfc-Vegfr3 and its source(s) in the LEC migration out 
of the HM (late migration) remains to be defined. Mechanistically, transcription factor MAFB, which 
regulates LEC migration but not proliferation, has been shown to act downstream of VEGFC-VEGFR3 
signalling (Dieterich et al., 2015; Koltowska et al., 2015b). A genome-wide analysis further indi-
cated the presence of a transcriptional network controlling LEC migration, through the induction of 
chemokine receptors that promote chemotaxis in migrating LECs (Williams et al., 2017). Although 
migratory regulators have been identified, the upstream cellular source of the signals initiating the 
migration is unknown.

In zebrafish trunk, lymphatic vessel specification is marked by the expression of transcription factor 
Prox1 in ECs around 32 hours post fertilization (hpf) in response to Vegfc-Vegfr3 signalling (Koltowska 
et al., 2015a). Around 34 hpf, venous-derived Prox1-positive cells sprout from the posterior cardinal 
vein (PCV) and migrate to the horizontal myoseptum (HM), establishing parachordal lymphatic endo-
thelial cells (PLs) (Hogan and Schulte-Merker, 2017). After about 10 hours the PLs move out from 
the HM region and migrate dorsally or ventrally, and by 5 days post fertilization (dpf) give raise to the 
main trunk lymphatic vessels, including dorsal longitudinal lymphatic vessel (DLLV), intersegmental 
lymphatic vessel (ISLV), and thoracic duct (TD) (Küchler et al., 2006; Yaniv et al., 2006). During this 
later migration, the vast majority of the LECs are associated with the arterial intersegmental vessels 
(aISVs) (Bussmann et al., 2010). Given that PLs remain in the HM, and subsequently the lymphatic 
network formation is compromised in mutant embryos lacking aISVs (plcyt26480 and kdrlhu5088 mutants), 
the aISVs are instrumental in LEC migration (Bussmann et al., 2010). On the molecular level, arterial 
ECs (aECs) reportedly secrete Cxcl12b to guide this LECs migration via the Cxcr4 receptor expressed 
in LECs (Cha et al., 2012). Yet, whether other tissues or cells cooperate with aECs to support this 
migration remains unknown. Simultaneous with LEC development described above, vascular mural 
cells (MCs) are formed de novo along aISVs and beneath the dorsal aorta. aISVs play a critical role in 
this process, and MC emergence is completely abolished in the absence of aECs (Ando et al., 2016). 
The spatio-temporal similarity of MC and lymphatic vessel development around aISVs raises the ques-
tion about a possible interaction between MCs and LECs in this region.

Here, we took advantage of transgenic zebrafish reporters which allowed us to visualize MCs and 
LECs simultaneously at high spatio-temporal resolution in vivo, and to investigate their communi-
cation during lymphangiogenesis. We found that MCs emergence precedes LEC migration along 
aISV and that LECs interact with MCs residing at the aISVs. Moreover, in the absence of MCs, LEC 
migration was inhibited, and lymphatic vessel formation was compromised. We further determined 
that MCs produce lymphangiogenic factors including vegfc, cxcl12a, and cxcl12b. Thus, this study 
uncovers a close interaction between MC and LEC, which is of a functional importance for lymphatic 
vessel formation in the zebrafish trunk.

https://doi.org/10.7554/eLife.74094
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Results
MCs and LECs interact during LEC migration
To address a potential interaction between MCs and LECs around arteries, we examined their distri-
bution around aISVs, using the reporter lines Tg(lyve1b:DsRed);Tg(flt1:YFP);Tg(pdgfrb:GFP), where 
lyve labels veins and lymphatics, flt1 arteries and pdgfrb high expression the MCs (Figure 1A–B and 
Figure 1—figure supplement 1). We found the spatial proximity, with MCs being sandwiched between 
the aISV and the migrating LEC at 4 dpf (Figure 1A). Subsequently, to identify the temporal sequence 
of LEC migration and appearance of MC along intersegmental vessels, we performed time-lapse 
imaging using the above reporter lines. We have observed that LECs migrated out from HM immedi-
ately after the emergence of pdgfrb+ MCs (Figure 1B and C, Figure 1—video 1). We confirmed these 
observations by time-lapse imaging of MCs and LECs, and blood vessels, respectively, in Tg(lyve-
1b:DsRed);Tg(kdrl:TagBFP);Tg(pdgfrb:GFP) transgenic lines that allows separation of lymphatic, only 
labelled by lyve, from veins which are co-labelled by lyve and kdrl (Figure 1—figure supplement 
1, Figure  1—video 2), and in Tg(dab2:GAL4FF);Tg(UAS:GFP);Tg(pdgfrb:mCherry) where dab2 is 
expressed in LECs and venous endothelial cells (Figure 1—figure supplement 1, Figure 1—video 3). 
Utilizing these reporters, we found that in approximately 90% of the cases, LEC migrated towards and 
interacted with the MC residing on aISV (n = 21 Figure 1D–E, Figure 1—video 5, Figure 1—video 
6). The number of MCs was not changed before and after the LEC migration (Figure 1). When LECs 
migrated out from the HM region, we noticed that LECs dynamically extended and regressed protru-
sions and actively reach towards the MCs (Figure 1E, Figure 1—video 4), while MCs appeared still 
on aISV (Figure 1—figure supplement 1). To understand the biological significance of the interaction 
between LECs and MCs, we quantified the velocity of LEC migration along aISV and found that the 
LECs in contact with the MCs migrated two times faster than LECs migrating along aISV without MCs 
(Figure 1G). These observations suggest that MCs might provide directional cues to promote robust 
LEC migration.

MCs promote lymphatic vessel formation
We next asked if pdgfrb-positive MCs are necessary for lymphatic vessels formation. PDGFRβ is known 
to be essential for MC development, especially their proliferation and migration (Ando et al., 2016; 
Gaengel et al., 2009). The pdgfrbum148 mutant zebrafish (Kok et al., 2015) showed a 30% reduction 
of MC number around aISVs (Figure 1H–I). Coincidently, trunk lymphatic vasculature formation in 
pdgfrbum148 mutant zebrafish revealed slight reduction in the network formation. The rendering of 
lyve:DsRed labelled lymphatic vessels, as a measurement of lymphatic vessels density, revealed on 
average an area of 1 mm2 in the sibling vs. 0.7 mm2 in the pdgfrbum148 mutants (Figure 1H and J). 
Treatment with a PDGFRβ inhibitor, AG1296 from 48 hpf onwards, led to a greater reduction in MC 
coverage and LECs number (Figure 1—figure supplement 2A-B). Together, although it cannot be 
excluded that inhibitor treatment directly affected lymphatic vessels development, these observations 
suggest a requirement of pdgfrb+ MC for lymphatic development.

As both mutant and AG1296-treated larvae retained a substantial proportion of their MCs, we 
decided to eliminate pdgfrb+ MCs utilizing MC-selective nitroreductases (NTR) and metorodinazole 
(MTZ) ablation system (NTR-MTZ ablation system) (Curado et al., 2008), TgBAC(pdgfrb:Gal4FF);T-
g(14xUAS:3xFLAG-NTR, NLS-mCherry), to confirm the involvement of MCs in lymphatic vessel forma-
tion. In this transgenic line, MTZ is converted to its cytotoxic form by NTR expressed in pdgfrb+ 
MCs, which leads to selective MC death (Figure 2—figure supplement 1A). When ablating MCs just 
prior to LEC migration out from HM region by utilizing this MC-selective NTR-MTZ ablation system, 
LEC migration along aISV and subsequently TD formation were severely compromised (Figure 2A–C, 
Figure 2—figure supplement 1B). To further determine if MCs are necessary for LEC migration, we 
ablated MCs locally by two-photon laser just after LEC migrated out of the HM region (Figure 2D–G). 
To ensure that we did not damage the aISV during the ablations, we recorded the transmitted light 
videos and observed unperturbed blood flow in the aISV before and after ablation, suggesting that the 
vessel remained undamaged and intact (Figure 2—figure supplement 2A, Figure 2—videos 3; 4). As 
a control we targeted the tissue adjacent to the MCs in the same embryo (Figure 2). The time-lapse 
imaging over 5 hours post ablation (hpa) confirmed that LEC migration was dramatically inhibited in 
the MC-ablated group compared to the control non-MC-ablated group (Figure 2F and H, Figure 2—
video 1, Figure 2—video 2). We also imaged the same embryos 1 day later and observed that 40% 

https://doi.org/10.7554/eLife.74094
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Figure 1. pdgfrbhigh mural cells (MCs) emerge around arterial intersegmental vessels (aISVs) prior to lymphatic endothelial cell (LEC) migration and 
provide guidance. (A) Confocal stack image of trunk aISV in 4 dpf Tg(flt1:YFP); Tg(-5.2lyve1b:DsRed2);TgBAC(pdgfrb:GFP) of lymphatic endothelial 
cells (grey, LEC), arterial intersegments vessels (magenta, aISV) and mural cells (green, MC). Scale bar; 10 μm. (B) Confocal stack images from time-
lapse images in the trunk of 2 dpf Tg(flt1:YFP); Tg(-5.2lyve1b:DsRed2); TgBAC(pdgfrb:GFP) embryos (LECs in grey). Boxed regions are enlarged 

Figure 1 continued on next page
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of the larvae receiving MC ablation failed to form DLLV completely, while all control larvae form DLLVs 
(Figure 2G and I). Together, these data demonstrate an important role of arterial-associated MCs for 
the robust LEC migration.

Arterial ISVs have been previously shown to be necessary for LEC migration (Bussmann et al., 
2010), thus MC might be a link for a direct interaction between the two cell types or an indirect effect 
mediated via aISVs. Importantly, the absence of MCs does not affect arterial identity at early stages in 
zebrafish (Ando et al., 2019), arguing that the importance of MC in LEC development is not simply 
to regulate aEC presence or abundance. Therefore, we directly tested if aEC function is critical for 
MC-dependent LEC migration along aISVs. We ablated ECs in aISV after the emergence of MCs using 

(right panels). Arrowheads indicate pdgfrb+ MCs (green) next to aISVs (magenta during LEC migration). Scale bars; 100 μm or 50 μm (enlarged 
image). (C) Quantification of aISVs with (n=10) or without (n=3) MCs presence from n=7 embryos when LECs left HM for time lapse videos as in 
(E). (D) Quantification of LEC and MC interaction during migration (n=10 embryos, with four somites counted per embryo). Migrating following 
MC n=18, migrating not following MC n=3 from time lapse videos in (E). (E) Confocal stack images from time lapse movies of LEC migration. 
TgBAC(pdgfrb:GAL4FF);(UAS:GFP) in green and Tg(-5.2lyve1b:DsRed2) in grey. Scale bar: 50 μm (F) Quantification of MC number around aISVs 
(n=14) from n=7 embryos at the start and end of the migration, quantified from time lapse videos in (E). Data are presented as mean ± SEM, unpaired 
two-tailed Student’s t-test was used. Ns, no significance. (G) Quantification of duration of LEC migration with (n=5) or without (n=3) contacting MCs 
from n=6 embryos. Data are presented as mean ± SEM. unpaired two-tailed Student’s t-test was used. **p<0.005 (H) Confocal stack images of 
Tg(pdgfrb:GAL4FF); Tg(UAS:GFP) (green) and Tg(-5.2lyve1b:DsRed2) (grey) in the trunk of sibling (top) and pdgfrbum148 mutant (bottom) embryos at 5 
dpf. Lymphatic vessle are rendered using lyve1b:DsRed2 channel in IMARIS s structure is rendered with lyve1b:DsRed2 channel in IMARIS (right panel). 
Scale bar: 100 μm. (I) Quantification of pdgfrb+ mural cell numbers around ISVs in siblings (n=20) and pdgfrbum148 mutants (n=10). Data are presented 
as mean ± SEM, Mann Whitney test was used. ***p<0.0001. (J) Quantification of surface area of lymphatic vasculature in siblings (n=20) and pdgfrbum148 
mutants (n=10). Data are presented as mean ± SEM, unpaired two-tailed Student’s t-test was used. *p<0.05.

The online version of this article includes the following video, source data, and figure supplement(s) for figure 1:

Source data 1. Mural cells presence on arterial intersegmental vessel (aISV) at the start of lymphatic endothelial cell (LEC) migration.

Source data 2. Lymphatic endothelial cell (LEC)-mural cell (MC) interaction during LEC migration.

Source data 3. Number of mural cells (MCs) on arterial intersegmental vessel (aISV) during lymphatic endothelial cell (LEC) migration.

Source data 4. Duration of migration with or without interaction with mural cells (MCs).

Source data 5. Number of pdgfrb+ mural cells around intersegmental vessels (ISVs) in pdgfrbum148 mutant and siblings.

Source data 6. Surface area of lymphatic vessels in pdgfrbum148 mutant and siblings.

Source data 7. Mural cell (MC) relocation during lymphatic endothelial cell (LEC) migration.

Source data 8. Total lymphatic endothelial cell (LEC) number in control and AG1296-treated embryos.

Figure supplement 1. pdgfrb high mural cells (MCs) emerge around arterial intersegmental vessels (aISVs) prior to lymphatic endothelial cell (LEC) 
migration and provide guidance.

Figure supplement 2. Trunk of 5 days post fertilization (dpf) control and PDGFRβ inhibitor-treated embryos.

Figure 1—video 1. Confocal time-lapse imaging in trunk in 2 days post fertilization Tg(flt1:YFP); Tg(-5.2lyve1b:DsRed2); TgBAC(pdgfrb:GFP) embryos 
corresponding to Figure 1B (embryos n = 10).

https://elifesciences.org/articles/74094/figures#fig1video1

Figure 1—video 2. Confocal time-lapse imaging in trunk in 2 days post fertilization Tg(lyve1b: mCherry), Tg(kdrl:TagBFP), TgBAC(pdgfrb:GFP) embryo 
corresponding to Figure 1—figure supplement 1 (embryos n > 5 embryos ).

https://elifesciences.org/articles/74094/figures#fig1video2

Figure 1—video 3. Confocal time-lapse imaging of Tg(dab2:GALFF);Tg(UAS:GFP);Tg(pdgfrb:mCherry) in trunk from 2 days post fertilization, embryo 
corresponding to Figure 1—figure supplement 1C (embryos n > 5 embryos).

https://elifesciences.org/articles/74094/figures#fig1video3

Figure 1—video 4. Confocal time-lapse imaging in trunk in 2 days post fertilization TgBAC(pdgfrb:GAL4FF);(UAS:GFP), Tg(–5.2lyve1b:DsRed2) 
embryos corresponding to Figure 1E.

https://elifesciences.org/articles/74094/figures#fig1video4

Figure 1—video 5. Representative confocal time-lapse imaging of lymphatic endothelial cell migrating and interacting with mural cels (corresponding 
to Figure 1G) in trunk at 2 days post fertilization.

https://elifesciences.org/articles/74094/figures#fig1video5

Figure 1—video 6. Representative confocal time-lapse imaging of lymphatic endothelial cell migrating without mural cell interaction (corresponding to 
Figure 1G) in trunk at 2 days post fertilization.

https://elifesciences.org/articles/74094/figures#fig1video6

Figure 1 continued

https://doi.org/10.7554/eLife.74094
https://elifesciences.org/articles/74094/figures#fig1video1
https://elifesciences.org/articles/74094/figures#fig1video2
https://elifesciences.org/articles/74094/figures#fig1video3
https://elifesciences.org/articles/74094/figures#fig1video4
https://elifesciences.org/articles/74094/figures#fig1video5
https://elifesciences.org/articles/74094/figures#fig1video6
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the two-photon laser system (Figure 2—video 5). We observed that even in the absence of aECs, but 
remaining presence of MCs, LEC migration progressed (Figure 2—figure supplement 3), suggesting 
that signals from MCs are sufficient to promote LEC migration. Thus, the previously reported strong 
inhibition of LEC development in aISV-depleted mutants (Bussmann et al., 2010) might include the 
effects of MC loss as aISVs ECs are essential for MC formation (Ando et al., 2016). However, as the 
aISV rapidly regrow following laser ablation system (Figure 2—figure supplement 3B), the long-term 
effects cannot be assessed, and it remains to be determined to what extend the molecular signals 
from MC act in synergy with aECs to promote LEC migration.

Pdgfrb-positive pericytes express pro-lymphangiogenic factors
Our results suggest that pdgfrb-positive MCs play a direct role in guiding LEC migration along aISVs. 
To gain a better understanding of MC populations and pro-lymphatic factors that contribute to this 

of TD. Scale bar: 100 μm. (C) Quantification of (B). Embryos were scored as fully (completely connected TD), partially (partially formed TD) and hardly 
(almost or no TD visible) formed based on the TD development. In the NTR- MTZ+ group (n = 36), n = 21 embryos with fully formed TD, n = 7 embryos 
with partly formed TD, n = 8 embryos with hardly formed TD were identified. In the NTR+ MTZ+ group (n = 34), n = 1 embryo with fully formed TD, n 
= 2 embryos with partly formed TD, n = 31 embryos with hardly formed TD were identified. Data were presented as ratio to total number of embryos 
analysed. (D) Work flow of cell ablation by multi-photon microscopy. Mural cells (MCs, green) labelled by TgBAC(pdgfrb:GAL4FF; UAS:GFP) and 
lymphatic endothelial cells (LECs) by Tg(–5.2lyve1b:DsRed2) (grey). MCs on intersegmental vessel in proximity to sprouting LEC were ablated at 57 
hpf. For analysis, ablation was either followed by time-lapse imaging or confocal imaging at 3 dpf. (E) Confocal stack images before and after ablation. 
Control ablation (dashed box) in the adjacent region of GFP+ MCs and GFP+ MC on arterial intersegmental vessel (aISV) (solid grey box) was performed 
in the same embryos. Arrows indicate ablated GFP-positive cells. Scale bar: 100 μm. Middle and right panels, zoom-in images cropped in z-stacks. 
(F) Live imaging of lymphatic endothelial cell migration in the context of control (top images) and GFP+ MC on aISV (bottom images) after ablation, 
with confocal stack images from time lapse at selected timepoints from 0 to 4.96 hpa. Scale bar: 50 μm. (G) Confocal stack images of 3 dpf embryos 
in (E). Dashed box, control ablation. Solid grey box, MC ablation. DLLV, dorsal longitudinal lymphatic vessel; ISLV, intersegmental lymphatic vessel. 
Scale bar: 100 μm. (H) Quantification of migration distance from time-lapse videos corresponding to (F). Distance was calculated as both T0-T1 and the 
perpendicular distance between the T1 and HM for embryos with (n = 4) or without (control, n = 3) ablation. T0, the sprouting front of LECs at the start 
of video; T1, sprouting front of LECs at the end of video. Data are presented as mean ± SEM, unpaired two-tailed Student’s t-test or Mann-Whitney test 
was used on two types of measurements respectively. *p < 0.05. (I) Quantification of DLLV formation at 3 dpf. DLLV forming (n = 3), not forming (n = 2) in 
the ablated group and DLLV forming (n = 5) in the control group.

The online version of this article includes the following video, source data, and figure supplement(s) for figure 2:

Source data 1. Thoracic duct (TD) formation at 120 hours post fertilization (hpf) presented as ratio of total.

Source data 2. Migration distance in control and ablated lymphatic endothelial cell (LEC).

Source data 3. Follow-up of dorsal longitude lymphatic vessel (DLLV) formation at 3 days post fertilization (dpf).

Source data 4. Migrating distance of lymphatic endothelial cell (LEC) and arterial intersegmental vessel (aISV) post arterial endothelial cell (aEC) 
ablation.

Figure supplement 1. Ablation with nitroreductases (NTR)-metorodinazole (MTZ) system.

Figure supplement 2. Mural cells (MCs) ablation with nitroreductases (NTR)-metorodinazole (MTZ) system.

Figure supplement 3. Aterial endothelial cells (aECs) ablation with multi-photon laser.

Figure 2—video 1. Control ablation representative confocal time-lapse imaging of two-photon cell ablation in TgBAC(pdgfrb:GAL4FF);(UAS:GFP);
Tg(–5.2lyve1b:DsRed2), corresponding Figure 2F.

https://elifesciences.org/articles/74094/figures#fig2video1

Figure 2—video 2. Mural cell ablation, representative confocal time-lapse imaging of two-photon mural cell ablation in TgBAC(pdgfrb:GAL4FF);(UAS:
GFP);Tg(–5.2lyve1b:DsRed2), corresponding Figure 2F.

https://elifesciences.org/articles/74094/figures#fig2video2

Figure 2—video 3. Representative confocal time-lapse imaging of two-photon ablation of mural cell in TgBAC(pdgfrb:GAL4FF);(UAS:GFP);Tg(–
5.2lyve1b:DsRed2) with transmitted light channel.

https://elifesciences.org/articles/74094/figures#fig2video3

Figure 2—video 4. Representative confocal time-lapse imaging of two-photon ablation of contol cell in TgBAC(pdgfrb:GAL4FF);(UAS:GFP);Tg(–
5.2lyve1b:DsRed2) with transmitted light channel.

https://elifesciences.org/articles/74094/figures#fig2video4

Figure 2—video 5. Representative confocal time-lapse imaging of two-photon ablation of arterial intersegmental vessels (aISV) in Tg(flt1:YFP);TgBAC(p
dgfrb:GFP);Tg(–5.2lyve1b:DsRed2), corresponding Figure 2—figure supplement 3.

https://elifesciences.org/articles/74094/figures#fig2video5

Figure 2 continued

https://doi.org/10.7554/eLife.74094
https://elifesciences.org/articles/74094/figures#fig2video1
https://elifesciences.org/articles/74094/figures#fig2video2
https://elifesciences.org/articles/74094/figures#fig2video3
https://elifesciences.org/articles/74094/figures#fig2video4
https://elifesciences.org/articles/74094/figures#fig2video5
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process, we took advantage of recently published scRNA-seq data from TgBAC(pdgfrb:egfp) larvae 
at 5 dpf (Shih et al., 2021). We focused on prospective MC populations by re-clustering previously 
identified pericyte and smooth muscle cell types (Figure 3A; Figure 3—figure supplement 1). From 
this analysis we found two clusters that express a previously identified pericyte gene signature (e.g. 
high levels of notch3, pdgfrb, and ndufa4l2a; Figure 3B; Figure 3—figure supplement 1), as well 
as pericyte-like cells that lacked the definitive pericyte marker, ndufa4l2a (Shih et al., 2021). We also 
noted fibroblasts marked by pdgfra, along with smooth muscle cell clusters expressing high levels of 
desmb, myocd, cnn1b, and tagln, respectively (Figure 3B). Additional clusters included pharyngeal 
arch mesenchymal cells and the cells from bulbus arteriosus (Figure 3—figure supplement 1).

We next assessed expression of known non-autonomous regulators of lymphatic growth, including 
vegfc and the essential Vegfc-processing factors: ccbe1, adamts3, and adamts14 (Bui et al., 2016; 
Hogan et al., 2009a; Janssen et al., 2016; Jeltsch et al., 2014). We also surveyed expression of 
svep1, a putative ligand for LEC-expressed itga9, and the chemokines cxcl12a and cxcl12b, which 
have been implicated in trunk lymphatic vessel patterning (Figure 3B; Cha et al., 2012; Karpanen 
et al., 2017). We observed prominent vegfc expression in pericyte and pericyte-like cells, with lower 
levels detectable in several smooth muscle cell clusters (Figure  3B). However, only peri-like cells 
expressed ccbe1. Similarly, only a single SMC cluster expressed adamts3 while adamts14 was not 
detected in any clusters (Figure 3B). We observed svep1 transcript at low levels in two smooth muscle 
cell clusters. We confirmed absence of svep1 in MCs by analysis of pdgfrb and svep1 transgenic 
reporters (Figure 3—figure supplement 2A-B). Similar to vegfc, cxcl12a was seen in multiple cell 
types with prominent expression in pericytes, as well as the two vegfc-expressing smooth muscle 
cell clusters (Figure 3B). By contrast, prospective trunk MC clusters were largely devoid of genes 
encoding functional receptors for Vegfc (kdr, kdrl, and flt4) or Cxcl12 (cxcr4). Interestingly, putative 
pericytes expressed ackr3b, the atypical receptor for Cxcl12 (Figure 3—figure supplement 1). To 
assess the expression of the chemokines receptors in LECs, we sorted double positive cells for TagRFP 
and nEGFP from TgBAC(prox1a:KalTA4-4xUAS-ADV.E1b:TagRFP);Tg(fli1a:nEGFP) embryos at 3 dpf 
(Figure 3—figure supplement 3A). We observed expression of ackr3b but low levels of cxcr4a and 
cxcr4b (Figure 3—figure supplement 3B), thus supporting previously reported expression of chemo-
kine receptors in LECs (Cha et al., 2012).

Previous studies have identified perivascular fibroblast populations that contribute to blood or 
lymphatic vessel development in the zebrafish trunk (Rajan et al., 2020; Wang et al., 2020). Rajan 
et al. have described a pdgfrblow perivascular fibroblast that expresses nkx3-1 and appears to be 
required for vessel stability. Similarly, a pdgfra-positive fibroblast population that expresses vegfc, 
ccbe1, adamt3, and adamts14 can contribute to lymphatic vessel patterning in the trunk. This pro-
lymphatic fibroblast population can be uniquely defined within pdgfra-positive fibroblasts by expres-
sion of the Engrailed paralogs, en1a and -b (Wang et al., 2020). To determine whether MCs identified 
in our current study overlapped with either of these populations, we investigated expression of nkx3-
1, en1a, and en1b in our scRNA-seq data. Despite identification of two distinct fibroblast clusters 
from pdgfrb-positive cells, neither exhibited expression of nkx3-1, en1a, or en1b, suggesting that 
pro-lymphatic MCs identified in our study are distinct from those previously reported perivascular 
fibroblasts.

The pdgfrb:egfp cells used in Shih et al. were from whole embryos, and the pericytes noted above 
were therefore not necessarily associated with trunk blood vessels (Shih et al., 2021). Therefore, we 
determined expression of vegfc, ccbe1, and cxcl12a in (MC-enriched) EGFP-positive cells isolated 
from micro-dissected trunks of TgBAC(abcc9:Gal4FF);Tg(UAS:EGFP) larvae at 3 dpf, in comparison 
to negative cells (Figure  3D–E, Figure  3—figure supplement 3C; Ando et  al., 2021). To assess 
the expression level of these genes in arteries, we also sorted aECs from micro-dissected trunks of 
Tg(flt1;YFP) line (Figure 3D–E, Figure 3—figure supplement 3C). We confirmed purity of MC in our 
sort by assessing dll4 gene expression in both aEC and MC, where we observed clear enrichment of 
dll4 in aEC (Figure 3E). Consistent with our scRNA-seq analysis, we found that abcc9-positive cells 
from dissociated trunks show significantly higher expression of cxcl12a, vegfc, and ccbe1 compared to 
EGFP-negative cells isolated in parallel. We also detected cxcl12a, cxcl12b, and vegfc in arteries, but 
not ccbe1 (Figure 3E). To confirm that vegfc and ccbe1 is expressed in the MCs, we used immunos-
taining of BAC-transgenic lines Tg(vegfc:Gal4; UAS:RFP; pdgfrb:GFP) and Tg(ccbe1:YFP;pdgfrb:Gal4; 
UAS:NTRmcherry), and observed a trend of enrichment of vegfc and ccbe1 expression in the pdgfrbhigh 

https://doi.org/10.7554/eLife.74094
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Figure 3. Mural cells (MCs) express chemokines and growth factors. (A) Uniform Manifold Approximation and Projection (UMAP) plot of smooth 
muscle cells and pericytes subclustered from 5 days post fertilization (dpf) pdgfrb:egfp-positive cells. bulbArt – bulbous arteriosus, fib – fibroblast, 
peri – pericyte, peri-like – pericyte-like, phArch – pharyngeal arch mesenchymal cell, smc – smooth muscle cell. (B) Violin plot showing markers for 
pericytes (pdgfrb, ndufa4l2a), smooth muscle (myocd), fibroblasts (pdgfra), bulbous arteriosus (elnb), and pharyngeal arch mesenchyme (nkx3.2, tbx1, 

Figure 3 continued on next page
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MCs on aISV compared to the rest of the pdgfrblow mesenchyme around aISV (Figure 3F–G). Subse-
quently, we determined that migrating LECs are positive for phospho(p)-ERK (Figure 3H), which is 
known to be activated downstream of Vegfc-Vegfr3 or Cxcl12-Cxcr4 signalling (Spinosa et al., 2019; 
Xing et al., 2017). Taken together, our molecular analysis suggests that MCs on aISVs, annotated as 
trunk pericytes in the transcriptomic dataset, can provide a source for essential pro-lymphangiogenic 
factors.

Chemokines guide LEC migration
Chemokines have been shown to be important for LEC migration with LECs being attracted by 
mosaic overexpression of cxcl12b, whereas the cxcl12a, cxcl12b, and cxcr4a mutants show defects 
in TD formation (Cha et al., 2012). To understand if signalling mediated by these ligands is essential 
for LEC migration during the timepoints harmonized with MC emergence, we took advantage of 
temporal administration of a Cxcr4 inhibitor, AMD3100, to the embryos (Figure 4A–B, Figure 4—
figure supplement 1A, Figure  4—videos 1–4). We added the drug at 51 hpf, after the PL had 
reached the HM but before continuing to move dorsally and ventrally (Figure 4A). Time-lapse imaging 
revealed that in AMD3100-treated embryos, LECs migrated shorter distances with decreased velocity 
compared with the controls (Figure 4B–D). We also investigated the filopodia formation as an indi-
cator for proper sensing of guidance cues (Meyen et al., 2015), in the AMD3100-treated embryos 
in the Tg(fli1a:lifeact-EGFP) background. We found an increased number of filopodia reaching statis-
tical significance 7.5 hours after exposure (Figure 4E–F, Figure 4—videos 5–8). We observed filo-
podia formation extended not only towards the migrating front but also laterally in AMD3100-treated 
embryos, implying the compromised directional migration of LECs. While, we did not observe the LEC 
apoptosis in the AMD3100-treated embryos. Together our data show that chemoattractants drive LEC 
migration.

ERK activation promotes LEC migration and survival
To search for the downstream signalling of chemokines needed for proper LEC migration, we decided 
to assess if ERK activation is required for the LEC migration from HM, as we observed ERK activation in 
migrating LECs. We treated embryos with MEK inhibitor, SL327, at 51 hpf just prior to their migration 
and observed defects in LEC formation at 5 dpf (Figure 4G, Figure 4—figure supplement 2A). We 
assessed the phenotypes by time-lapse imaging (Figure 4G–H, Figure 4—videos 9–12). Tracing the 
migration distance revealed a reduced number of migrating cells and increased number of cells that 

dlx4a). (C) Violin plot showing expression of known non-autonomous pro-lymphatic factors. Expression level values are log2 normalized across all cells. 
(D) Illustration of fluorescence activated cell sorting (FACS) and qPCR analysis on 3 dpf embryos. (E) qRT-qPCR of cxcl12a, cxcl12b, vegfc, ccbe1, and dll4 
in FACS sorted trunk arterial endothelial cells (aECs) and MCs cells at 3 dpf as described in (D). Graph represents gene expression relative to geometric 
average of rpl13 and β-actin from three biological repeats (mean ± SEM). Unpaired two-tailed Student’s t-test or Mann-Whitney test was used. No 
significance (ns), p ≥ 0.5. *p < 0.05, ***p < 0.0005, ****p < 0.0001. (F) Confocal z-projections for immunohistochemistry of fluorescent proteins in trunks 
of Tg(vegfc:Gal4; UAS:RFP; pdgfrb:GFP) and confocal image of Tg(ccbe1:YFP;pdgfrb:Gal4; UAS:NTRmcherry) embryos at 3 dpf. Scale bar: 100 μm; 
50 μm in enlarged images. (G) Left panel, quantification of colocalization of vegfc+ and pdgfrb+ cells based on immunohistochemistry in (F). Right panel, 
quantification of colocalization of ccbe1+ and pdgfrb+ cells based on confocal images in (F), data presented as double positive ratio (mean ± SEM). Ns, 
no significance. (H) Confocal z-projections for immunohistochemistry of endogenous pERK (cyan, right) in migrating lymphatic endothelial cells (LECs) in 
trunks of Tg(–5.2lyve1b:venus) embryos (α-GFP, grey, middle) (n = 10) at 3 dpf. Scale bar: 100 μm; 50 μm in enlarged images.

The online version of this article includes the following source data, source code, and figure supplement(s) for figure 3:

Source code 1. SeuratCommands in R studio.

Source data 1. Gene expression analysis on fluorescence activated cell sorting (FACS) sorted arterial endothelial cells (aECs) and mural cells (MCs).

Source data 2. Colocalization of vegfc and ccbe1 in pdgfrblow and pdgfrbhigh cells.

Source data 3. Colocalization of svep1 in pdgfrb+.

Source data 4. Gene expression analysis on fluorescence activated cell sorting (FACS) sorted lymphatic endothelial cells (LECs).

Figure supplement 1. Mural cells express chemokines and growth factors.

Figure supplement 2. Colocalization of svep1 in pdgfrb+ cells.

Figure supplement 3. Gating strategies of fluorescence activated cell sorting (FACS) and gene analysis of chemokine receptor on sorted lymphatic 
endothelial cell (LEC).

Figure 3 continued

https://doi.org/10.7554/eLife.74094
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Figure 4. Chemokines and growth factor signalling promotes lymphatic endothelial cell (LEC) migration and survival. (A) Work flow of Cxcr4 inhibitor 
treatment. Tg(fli1:GFP);Tg(lyve1b:mCherry) embryos were grown in PTU (1-phenyl 2-thiourea) from 24 hours post fertilization (hpf) to prevent 
pigment formation, then changed to 20 μM AMD3100 or E3 water (embryo medium) at 51 hpf. (B) Confocal stack images from time-lapse imaging of 
Tg(fli1a:GFP; lyve1b:mCherry) embryos as indicated in (A). Scale bar: 50 μm. (C) (Left) Quantification of dorso-ventral migration showing individual tracks 

Figure 4 continued on next page

https://doi.org/10.7554/eLife.74094
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for the sprouting LECs in embryos (n = 6) in E3 water or embryos (n = 10) in AMD3100. (Right) Quantification of dorso-ventral migration showing average 
(mean from single tracks; left) of tracks in E3 and AMD3100-treated groups. Data are presented as mean ± SEM, unpaired two-tailed Student’s t-test 
was used. **p < 0.005. (D) Quantification of velocity of dorso-ventral migration from time-lapse video described in (B). Sprouting front of LECs in E3 
water (n = 6) and AMD3100- (n = 10) treated embryos were tracked and the distance between starting and end position of sprouting front was measured 
and subsequently divided by duration. Data are presented as mean ± SEM. Unpaired two-tailed Student’s t-test was used. Ns, no significance, p > 0.1. 
(E) Confocal stack images from time-lapse imaging of Tg(fli1a:lifeact-EGFP);Tg(kdrl:mCherry) as indicated in (A). Arrows indicate dynamic filopodia 
formation during LEC migration. Scale bar: 50 μm. (F) Quantification of frequency of filopodia formation from time-lapse video from (E). Number of 
protrusions in LEC sprouts were counted and normalized to the sprout length, control (E3, sprouts n = 8 from 8 embryos) and treated (AMD3100, n 
= 12 from 10 embryos) embryos. Data are presented as mean ± SEM. Unpaired two-tailed Student’s t-test was used. ***p < 0.0005. (G) Work flow of 
MEK inhibitor treatment. Tg(fli1:GFP);Tg(lyve1b:mCherry) embryos were grown in PTU from 24 hpf, then changed to 10 μM SL327, a MEK inhibitor, 
or DMSO at 51 hpf. Time-lapse imaging was started at 57 hpf. (H) Confocal z-stack images from time lapse of 57 hpf Tg(fli1a:nEGFP)y7 (green) and 
Tg(–5.2lyve1b:DsRed2) (grey) embryos treated with DMSO or 10 μM SL327 from 51 hpf. Grey arrowheads indicate cell death. Scale bar: 50 μm. (I) (Left) 
Quantification of dorso-ventral migration showing individual cell tracks for nuclei of sprouting LECs in DMSO- (embryos, n = 10; left panel) and 
SL327- (embryos, n = 9; right panel) treated embryos as described in (H). Red cross indicates cell death at the end of tracking. (Right) Average (mean) 
of tracks in DMSO- and SL327-treated groups. Data are presented as mean ± SEM, unpaired two-tailed Student’s t-test was used. ****p < 0.0001. 
(J) Quantification of total LEC numbers at beginning (T0) and end (T1) of the time lapse of embryos (n = 10) in DMSO- and SL327-treated embryos (n = 
9); data are presented as mean ± SEM. T0 DMSO vs. T1 SL327 p < 0.0001, T0 SL327 vs. T1 SL327 p < 0.0001, T1 DMSO vs. T1 SL327 p < 0.0001. Other 
comparisons were ns. One-way ANOVA with Tukey’s post hoc test for statistical analysis. ****p < 0.0001. (K) Quantification of cell proliferation in DMSO 
(n = 9) and SL327-treated (n = 13) embryos as described in (E). Nuclear marker in green was used to count cell division events. Data are presented as 
mean ± SEM, Mann-Whitney test was used. ****p < 0.0001.

The online version of this article includes the following video, source data, and figure supplement(s) for figure 4:

Source data 1. Migrating distance quantified from control and AMD3100-treated embryos.

Source data 2. Migrating velocity quantified from control and AMD3100-treated embryos.

Source data 3. Filopodia formation quantified from control and AMD3100-treated embryos.

Source data 4. Migrating distance quantified from control and SL327-treated embryos.

Source data 5. Lymphatic endothelial cell (LEC) number before and after migration in control and SL327-treated embryos.

Source data 6. Lymphatic endothelial cell (LEC) proliferation in control and SL327-treated embryos.

Source data 7. Positive signal in TUNEL staining from control and SL327-treated embryos.

Figure supplement 1. Trunk of 5 days post fertilization (dpf) control and Cxcr4 inhibitor-treated embryos.

Figure supplement 2. Cell death in control and SL327-treated embryos by TUNEL staining.

Figure 4—video 1. Representative confocal time-lapse imaging of Tg(fli1a:GFP);Tg(lyve1b:mCherry)in E3 water zoom-in view of Figure 4—video 2, 
,imaging from 51 hours post fertilization , embryo corresponding to Figure 4B.

https://elifesciences.org/articles/74094/figures#fig4video1

Figure 4—video 2. Representative confocal time-lapse imaging of Tg(fli1a:GFP);Tg(lyve1b:mCherry) in E3 water, trunk overview.

https://elifesciences.org/articles/74094/figures#fig4video2

Figure 4—video 3. Representative confocal time-lapse imaging of Tg(fli1a:GFP);Tg(lyve1b:mCherry) treated with 20 μM AMD3100 zoom-in view of 
Figure 4—video 4.

https://elifesciences.org/articles/74094/figures#fig4video3

Figure 4—video 4. Representative confocal time-lapse imaging of Tg(fli1a:GFP);Tg(lyve1b:mCherry) treated with 20 μM AMD3100, trunk overview.

https://elifesciences.org/articles/74094/figures#fig4video4

Figure 4—video 5. Representative confocal time-lapse imaging of Tg(fli1a:lifeact-EGFP);Tg(kdrl:mCherry) in E3 water zoom-in view of Figure 4—video 
6 embryo corresponding to Figure 4E.

https://elifesciences.org/articles/74094/figures#fig4video5

Figure 4—video 6. Representative confocal time-lapse imaging of Tg(fli1a:lifeact-EGFP);Tg(kdrl:mCherry) in E3 water, trunk overview, embryo 
corresponding to Figure 4E.

https://elifesciences.org/articles/74094/figures#fig4video6

Figure 4—video 7. Representative confocal time-lapse imaging of Tg(fli1a:lifeact-EGFP);Tg(kdrl:mCherry) treated with 20 μM AMD3100 zoom-in view of 
Figure 4—video 8, embryo corresponding to Figure 4E.

https://elifesciences.org/articles/74094/figures#fig4video7

Figure 4—video 8. Representative confocal time-lapse imaging of Tg(fli1a:lifeact-EGFP);Tg(kdrl:mCherry) treated with 20 μM AMD3100 trunk overview, 
embryo corresponding to Figure 4E.

https://elifesciences.org/articles/74094/figures#fig4video8

Figure 4—video 9. Representative confocal time-lapse imaging of Tg(fli1a:nEGFP);Tg(–5.2lyve1b:DsRed2) treated with DMSO, zoom-in of Figure 4—
video 10 . Imaging from 51 hourr post fertilization. Embryo corresponding to Figure 4H.

Figure 4 continued

Figure 4 continued on next page
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stalled or regressed their migration in SL327-treated embryos (n = 5) (Figure 4H–I). In addition, we 
found a dramatic decrease of LEC division from 25% in controls to 1.5% in SL327-treated embryos 
(Figure 4J–K), which is in agreement with the known necessary role of Vegfc-Vegfr3 in cell proliferation 
(Cao et al., 1998). SL327 treatment induced cell death in 7 out of 12 cells, which was further confirmed 
by TUNEL staining (Figure 4—figure supplement 2B-C), suggesting that during this lymphatic devel-
opmental window ERK activation acts as a LEC pro-survival factor. Together, these results indicate 
that ERK activation plays vital roles in lymphatic vessel formation. While, effects of SL327 were much 
greater than that of AMD3100, which may imply that other pathway such as Vegfc-Vegfr3 functions 
together in addition to Cxcl12-Cxcr4 signalling. It has been reported that ERK activation is primarily 
induced by Vegfc during the LEC specification and sprouting from the PCV (Karkkainen et al., 2004; 
Koltowska et al., 2015a), our results showed that Vegfc-Vegfr3 signalling also instructs LEC in the 
subsequent migratory events from HM to establish the lymphatic vessel network in the trunk.

Chemokine and growth factor signalling together coordinate LEC 
migration
As it is speculated that both Vegfc-Vegfr3 and Cxcl12-Cxcr4 signalling to be necessary for LEC migra-
tion, albeit with nuances in cellular outputs in response to these signalling cascades, we decided to 
investigate the interaction between these molecular entities. By utilizing the temporally controlled 
Vegfc trapping by expression of soluble Flt4 (Vegfr3) in conjunction with AMD3100 chemical inhi-
bition, we first assessed the migration phenotypes (Figure  5A). To assess the robustness of LEC 
migration in chemical-treated and heat-shocked embryos, we started the treatment at 60 hpf and 
time-lapse imaging from 62 hpf (Figure 5—videos 1–3). Embryos treated with soluble Flt4 showed 
severe impairments in LEC migration (Figure 5B–D, Figure 5—figure supplement 1A). In addition, 
we observed no difference in LEC survival between in heatshock only and the combinatory-treated 
group (Figure  5—figure supplement 1B). The combinatory treatment further decreased the LEC 
migrating distance, but only marginally. Interestingly we observed no additive effects on the velocity 
of migrating LEC by the combinatory treatment, suggesting cooperation rather than mechanistic 
interaction of these two signalling pathways in the coordination of LEC migration. ERK activation has 
been shown to be induced by Vegfc-Vegfr3 but also by Cxcl12-Cxcr4 signalling (Kukreja et al., 2005; 
Shin et al., 2016). To assess if the cooperation of these two singling cascades is required for activa-
tion of ERK during LEC migration, we assessed ERK activation in embryos treated with soluble Flt4 
or AMD3100 or a combination of both treatments. As expected, we observed a dramatic reduction 
in LEC numbers and ERK activation upon soluble Flt4 treatment or combinatory treatment but not 
in AMD3100-treated group (Figure 5E–G). Surprisingly, we overserved no change in ERK activation 
in AMD3100 treatment alone (Figure 5E, Figure 5—figure supplement 2A). Thus, these data indi-
cate that ERK activation may be induced mainly via Vegfc-Vegfr3 signalling rather than Cxcl12-Cxcr4 
signalling during LEC migration. Together, our data provide evidence that these signalling pathways 
cooperate to promote proper LEC migration (Figure 5H).

Discussion
Our study identified a new cellular source for essential signals to promote LEC migration. The forma-
tion of lymphatic vessels in a developing embryo is a complex process where multiple tissues and 
cell types interact and influence each other to form a perfectly shaped and sized functional tissue. 

https://elifesciences.org/articles/74094/figures#fig4video9

Figure 4—video 10. Representative confocal time-lapse imaging of Tg(fli1a:nEGFP);Tg(–5.2lyve1b:DsRed2) treated with DMSO, trunk overview.

https://elifesciences.org/articles/74094/figures#fig4video10

Figure 4—video 11. Representative confocal time-lapse imaging of Tg(fli1a:nEGFP);Tg(–5.2lyve1b:DsRed2) treated with 10 μM SL327, (zoom-in of 
Figure 4—video 12).

https://elifesciences.org/articles/74094/figures#fig4video11

Figure 4—video 12. Representative confocal time-lapse imaging of Tg(fli1a:nEGFP);Tg(–5.2lyve1b:DsRed2) treated with 10 μM SL327, trunk overview.

https://elifesciences.org/articles/74094/figures#fig4video12

Figure 4 continued
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Figure 5. Vegfc-Vegfr together with Cxcl12-Cxcr4 coordinate lymphatic endothelial cell (LEC) migration.

The online version of this article includes the following video, source data, and figure supplement(s) for figure 5:

Source data 1. Migrating distance quantified from embryos without (-hs), or with heatshock (+hs), and with both heatshock and 20 μM AMD3100 (+hs, 

Figure 5 continued on next page

https://doi.org/10.7554/eLife.74094
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Yet, in zebrafish, only a few tissues have been identified to supply LECs with molecular cues and 
promote LEC migration, among them arteries, fibroblasts, and neurons (Bussmann et al., 2010; Cha 
et al., 2012; Wang et al., 2020). With the development of transgenic lines illuminating the cellular 
complexity during lymphangiogenesis, new cell types become interesting targets to study the tissue-
tissue interactions and instructive signals that guide LECs to progress through the embryo to their final 
destination. Here, we found that MCs are the source of Cxcl12, Vegfc, Ccbe1, which are necessary 
for Cxcl12-Cxcr4 and the Vegfc-Vegfr3 signalling pathways. Our cell ablation experiment has shown 
that MCs act as an accelerator which speeds up the LEC migration and in the absence of MCs the 
lymphatic network is incomplete. We speculate that MCs provided a signalling threshold for LECs 
robustly migrate from the HM region and progress dorsally across the trunk of the embryo. Inter-
estingly, our data show that the majority of the LECs interact with MCs. Based on observations from 
Wang et al. and Karpanen et al., which uncovered cellular constituents for lymphangiogenic factors 
at earlier stages of LEC development (Karpanen et  al., 2017; Wang et  al., 2020) and our study 
revealing role for MC in LEC migration, thus it becomes evident that multiple cellular sources work 
together to establish the favourable levels of signalling for LEC migration.

Mechanistically our work has identified that chemokines and the Vegfc-Vegfr3 signalling pathways 
are specifically required during the migration of LECs across the embryo. The combinatorial treat-
ments inhibiting both signalling pathways revealed minor additive effects suggesting that these path-
ways act collectively to ensure that proper lymphatic vessel formation proceeds. We have uncovered 
that ERK activation was mainly induced via Vegfc-Vegfr3 signalling rather than chemokine signalling. It 
is important to note that in the embryos exposed to soluble Flt4 we still observed residual expression 
of phospho-ERK in some cells. This may either indicate moderate efficiency of the soluble Flt4 trans-
genic tools or that additional growth factors or morphogens are also involved in the activation of the 
ERK pathway. However, this remains to be uncovered.

We have determined that chemokines are necessary for the progression of LEC migration and in 
their absence migrating cells show an increased number of filopodia, suggesting a loss in direction-
ality. Whereas inhibition of Vegfc-Vegfr3 signalling lead to more severe phenotypes where disrupted 
LEC migration was accompanied by reduced proliferation and increased cell death. This uncovers that 
during the LEC migration Vegfc-Vegfr3 signalling has a dual role in guiding lymphatic and promoting 
their survival. It is important to note that the published migratory phenotypes in the cxcl12a, cxcl12b, 
and cxcr4a mutants are milder (Cha et al., 2012) to the ones observed in the SL327 drug treatment 
experiment or the cell ablation experiments. Thus, additional chemokine receptors might act together 

+AMD).

Source data 2. Migrating velocity quantified from embryos without (-hs), or with heatshock (+hs), and with both heatshock and 20 μM AMD3100 (+hs, 
+AMD).

Source data 3. Quantification of lymphatic endothelial cell (LEC) number in wildtype embryos with heatshock (+hs), sflt4+ without heatshock (-hs), 
wildtype embryos treated with AMD (+AMD), sflt4+ with heatshock (+hs) and sflt4+ with heatshock and AMD treatment (+hs, +AMD).

Source data 4. Ratio of pERK+ lymphatic endothelial cell (LEC) quantified in wildtype embryos with heatshock (+hs), sflt4+ without heatshock (-hs), 
wildtype embryos treated with AMD (+AMD), sflt4+ with heatshock (+hs) and sflt4+ with heatshock and AMD treatment (+hs, +AMD).

Source data 5. Lymphatic endothelial cell (LEC) fate quantified from embryos without (-hs), or with heatshock (+hs), and with both heatshock and 20 μM 
AMD3100 (+hs, +AMD).

Figure supplement 1. Additional confocal image and quantification of lymphatic endothelial cell (LEC) survival related to Figure 5A–B.

Figure supplement 2. pERK in 3 days post fertilization (dpf) wildtype embryos with heatshock (+hs) and wildtype embryos treated with AMD (+AMD).

Figure 5—video 1. Representative confocal time-lapse imaging of Tg(hsp70l:flt4,cryaa:Cerulean); Tg(flt1:GFP;lyve1b:DsRed2), from 60 hours post 
fertilization.

https://elifesciences.org/articles/74094/figures#fig5video1

Figure 5—video 2. Representative confocal time-lapse imaging of Tg(hsp70l:flt4,cryaa:Cerulean); Tg(flt1:GFP;lyve1b:DsRed2) from 60 hours post 
fertilization.

https://elifesciences.org/articles/74094/figures#fig5video2

Figure 5—video 3. Representative confocal time-lapse imaging of Tg(hsp70l:flt4,cryaa:Cerulean); Tg(flt1:GFP;lyve1b:DsRed2) from 60 hours post 
fertilization.

https://elifesciences.org/articles/74094/figures#fig5video3

Figure 5 continued
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to regulate LEC migration. We have observed higher levels of atypical receptor ackr3b (cxcr7) than 
cxcr4 in LECs. The role of this receptor has been suggested to either act as a scavenger receptor to 
lower the signalling and ensure for correct directionality of lateral line migration (Dona et al., 2013) as 
well as it refining LEC migration in mice (Klein et al., 2014). The precise details of how the chemokine 
receptors come together to regulate LEC migration in zebrafish remains to be further characterized. 
Our work provides supporting evidence for chemokines and growth factor signalling pathways to 
come together and orchestrate proper LEC migration.

In summary, we demonstrate MC-LEC interaction at high spatio-temporal resolution during 
lymphatic development. We further uncovered an important role for artery-associated MCs in guid-
ance of LECs, which is mediated by their secretion of chemoattractants including Cxcl12 and Vegfc 
(Figure 5H). Since other sources of Cxcl12 and Vegfc have already been demonstrated in the zebrafish 
embryonic trunk (Cha et al., 2012; Wang et al., 2020), we propose that colonization of the aISV by 
MCs may provide the signalling needed for robust LEC migration after moving away the HM region 
and migration along the aISVs. Our study underscores the importance of spatial and temporal control 
of the guidance cues and mitogens to promote and refine the migratory path and survival of LECs. 
Our finding of MC as a molecular source for lymphangiogenic factors should have relevance to future 
designs aiming at re-establishing lymphatic vessels in disease contexts.

Materials and methods
Zebrafish
Zebrafish were maintained in the Genome Engineering Zebrafish National Facility, Uppsala University, 
using standard husbandry conditions (Aleström et al., 2020). Animal experiments were carried out 
under ethical approval from the Swedish Board of Agriculture (5.2.18-7558/14). Previously published 
transgenic lines used were Tg(fli1a:nEGFP)y7, Tg(–5.2lyve1b:DsRed2)nz101 (Okuda et al., 2012), Tg(5xU-
AS:GFP) (Asakawa et al., 2008), TgBAC(pdgfrb:Gal4FF)ncv24, (Ando et al., 2016) TgBAC(pdgfrb:GFP) 
ncv22 (Ando et  al., 2016), TgBAC(abcc9:GAL4FF)ncv34 (Ando et  al., 2019), Tg(flt1:YFP)hu4881 (Hogan 
et al., 2009b), Tg(fli1a:GFP)y1 (Lawson and Weinstein, 2002), Tg(–7kdrl:DsRed2)pd27 (Kikuchi et al., 
2011), pdgfrbum148 (Kok et al., 2015), Tg(kdrl:TagBFP)mu293Tg (Matsuoka et al., 2016), Tg(fli1a:Myr-
GFP)ncv2Tg (Fukuhara et al., 2014), Tg(dab2:GFP)ncv67Tg (Shin et al., 2019), Tg(hsp70l:flt4, cryaa:Ceru-
lean)bns82 (Matsuoka et al., 2016), Tg(UAS:RFP)nkuasrfp1a (Asakawa et al., 2008), Tg(vegfc:Gal4FF)mu402 
(Wang et  al., 2020), Tg(svep1:Gal4;UAS:RFP)hu4767/hu4767 (Karpanen et  al., 2017), Tg(ccbe1:mCi-
trine)hu6741 (Wang et al., 2020) (referred to as Tg(ccbe1:YFP)), Tg(UAS-E1b:NfsB-mCherry)c264 (Davison 
et al., 2007) (referred to as Tg(UAS:NTR-mcherry)). Tg(lyve1:mCherry)ncv87Tg and Tg(14xUAS:3xFLAG-
NTR,NLS-mCherry)ncv514Tg were generated in this study.

Genotyping
For pdgfrbum148 the following primers were used for PCR:

pdgfrb Forward 5’- ​ATGC​​GCTA​​AAGG​​TGAA​​TTGG​- 3’
pdgfrb Reverse 5’- ​GCGT​​CTGC​​CATA​​GTTG​​AACA​- 3’

The PCR product was digested with Mbo1 restriction enzyme at 37°C for 1 hr. The digested product 
was run on 2% agarose gel. The cut of wildtype fragment results in two bands of 200 and 300 bps 
long; while the fragment from pdgfrbum148 mutants is not cut, resulting in 500 bps band; fragments 
from a heterozygous pdgfrbum148 is a combination of three fragments with bands sizes of 200, 300, 
and 500 bps.

Immunohistochemistry
Immunohistochemistry was performed according to a previously published protocol (Le Guen et al., 
2014; Shin et  al., 2016) with the following modifications. After acetone treatment embryos were 
treated with Proteinase K at 10 mg/ml diluted in PBST for 35 min. Antibodies used were chicken 
α-GFP (1:400, ab13970 Abcam), rabbit α-DsRed (1:400, Living colors, 632,496 Takara Bio), rabbit 
α-Phospho-p44/42 MAPK (1:250, #4370 Cell Signaling Technology), and α-rabbit IgG-HRP (1:1000, 
#7074 Cell Signaling Technology). TUNEL staining was performed with In Situ Cell Death Detection 
Kit, Fluorescein (Merck, 11684795910) with the instruction provided by the manufacturer.

https://doi.org/10.7554/eLife.74094
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Image acquisition
Embryos were anaesthetized and mounted in 1% low-melting agarose on a 35-mm diameter glass-
base dish (627870 or 627861 Greiner). Confocal images were obtained using a Leica TCS SP8 confocal 
microscope (Leica Microsystems) equipped with water immersion 25× (Fluotar VISR, 0.95 NA) objec-
tive, water immersion 40× (HC PL APO CS2, 1.1 NA) objective and glycerol immersion 63× (HC 
PL APO CS2, 1.3 NA) objective or FluoView FV1000/FV1200/FV3000 confocal upright microscope 
(Olympus) equipped with a water immersion 20× (XLUMPlanFL, 1.0 NA) lens. The 473 nm (for GFP), 
559 nm (for mCherry), and 633 nm (for Qdot 655) laser lines in FluoView FV1000/FV1200/FV3000 
confocal microscope and the 488 nm (for GFP) and 587 nm (for mCherry) in Leica TCS SP8 confocal 
microscope were employed, and 488 and 651 nm on the Zeiss NLO710, respectively.

Image analysis
Image quantification was performed using z-stacks in ImageJ 2.0.0 (Schindelin et al., 2012), Olympus 
Fluoview (FV10-ASW, FV31S-SW), or IMARISx64 9.5.1 software (Bitplane). Total LEC number was 
counted manually using the overlay of DsRed and GFP channels over five somites in the trunk. 
Lymphatic vessel area was calculated by rendering the surface using DsRed channel, the non-lymphatic 
structures were manually removed. Measurements of surface area were exported directly from Imaris 
(Bitplane).

Cell Tracking
To quantify the migrating distance, the centre of PL nuclei in Figure 4H was manually tracked until 
either cell died or disappeared from the view in Imaris (Bitplane). The individual cell track was gener-
ated by ‘spot’ and ‘cell track’ function and then manually edited if needed. The data were exported 
to GraphPad for plotting and statistical analysis.

Distance measurement
The migrating distance in all figures was measured in three dimensions using the spot function in 
Imaris (Bitplane), see cell tracking. In Figure 3B–C, the sprouting front of PL just migrating away from 
the HM region was chosen as start point (T0) and the migrating front at the end of the time-lapse 
video was chosen as the end point (T1), respectively. A direct line was used to connect the dots and 
the length of the line segment was measured. In Figure 2H, the perpendicular distance between point 
T1 and HM was also measured in addition to the measurement above.

Chemical treatment
To inhibit Cxcr4 signalling, the embryos were treated in 20 µM antagonist AMD3100 (Merk) diluted 
in E3 water (embryo medium) (Westerfield, 1993) from 51 to 72 hpf. To block phosphorylation and 
activation of ERK1/2, embryos were treated in 10 µM SL327 (EMD Millipore) diluted in E3 water with 
1% DMSO, from 51 to 72 hpf. Embryos were anaesthetized and mounted in 1% low-melting agarose 
in a two-well slide with separate chambers, which allows spontaneous imaging of both groups. The 
prepared chemical solution (3 ml) was added on top of the agarose layer in one chamber and control 
medium (E3 water or 1% DMSO in E3 water) (3 ml) to the other chamber.

FACS and qPCR analysis
Embryos of Tg(flt1:YFP) and Tg(abcc9:Gal; UAS:GFP) were collected at 3 dpf and screened as 
described in Figure 3D, dissociation was performed as previously described (Kartopawiro et  al., 
2014). The dissociated cells were sorted using a fluorescence activated cell sorting (FACS) Aria III 
(BD Biosciences) into 300 μl TRIzol LS Reagent (Thermo Fisher). Total RNA was extracted using the 
Quick-RNA Microprep kit (Cambridge Bioscience) following the manufacturer’s instructions. RNA 
quality and concentration were determined using 2100 Bioanalyser Instrument (Agilent) together with 
Bioanalyzer High Sensitivity RNA Analysis Kit (Agilent). One ng of RNA template was subjected to 
cDNA synthesis using SuperScript VILO cDNA Synthesis Kit (Thermo Fisher). The synthesized cDNAs 
were amplified in parallel using SsoAdvanced PreAmp Supermix (Biorad), and both of the amplified 
samples were included for further analysis. The qPCR analysis was performed using the primers in 
Table S1 on CFX384 Touch Real-Time PCR Detection System (BioRad). Data were analysed using 
the CFX Maestro Software (BioRad). The geometric average of rpl13 and β-actin or kdrl and β-actin 
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expression was used as a reference to calculate relative gene expression of target genes with the 
ddCT method and the values were presented as log or normalized log fold. Primer sequences listed 
in the below table.

Target gene Forward primer sequence 5’–3’ Forward primer sequence 5’–3’ Reference

β-actin CGAG​CTGT​CTTC​CCAT​CCA ​TCAC​​CAAC​​GTAG​​CTGT​​CTTT​
Designed for this 
study

rpl13 ​CATC​​TCTG​​TTGA​​CTCA​​CGTC​G ​CATC​​TTGA​​GCTC​​CTCC​​TCAG​​TAC
Designed for this 
study

cxcr4a ​CATG​​ACAG​​ACAA​​GTAC​​CGTC​T ​TGCT​​GTAC​​AAGT​​TTAC​​CGTG​​TA qPrimerDB

cxcr4b ​TGCT​​AACA​​TTCC​​TGAT​​AAGA​​CC ​GTAC​​TTTT​​ATTG​​CCAG​​ACCT​​AAAG​G qPrimerDB

cxcl12a ​GCAA​​GTGC​​TTTG​​ACAC​​AAAA​​AG ​TTTG​​TTTG​​GCAA​​AGTA​​ACCC​​TG qPrimerDB

cxcl12b ​GATC​​GTGA​​TAGC​​TTTG​​TGAA​​CC ​AATG​​TTAA​​CAAT​​GCTT​​GGCC​​TC qPrimerDB

vegfc ​TCTT​​AAAA​​GGGA​​GACG​​GTTT​​CA ​TACA​​TTTC​​CTTC​​TCTT​​GGGG​​TC qPrimerDB

ccbe1 ​AGTG​​TCTG​​AAAT​​GATC​​TACC​​CG ​ACTT​​CTCT​​GTCT​​ACAT​​CCTC​​CT qPrimerDB

dll4 ​GGAC​​AAAT​​GCAC​​CAGT​​ATGC​ ​GTTT​​GCGC​​AGTC​​GTTA​​ATGT​ Ando et al., 2019

ackr3b ​TGAA​​CTTC​​TCAA​​CTCT​​TGAC​​GA ​TACA​​GGTG​​AGTC​​TCAT​​AACG​​TG qPrimerDB

Ablation with multi-photon microscopy
For MCs ablation, embryos of Tg(–5.2lyve1b:DsRed2);Tg(pdgfrb:GFP) were laterally mounted in 1% 
low-melting point agarose at 57 hpf. An aISV with migrating LEC was chosen randomly, a GFP-positive 
MC was identified using 488 nm laser. MCs located ahead of migrating route were ablated using a 
two-photon laser at 790 nm (Mai Tai, Spectr-Physics Millenia PRO). Control ablations were performed 
as above but the adjacent area to the pdgfrb+ cell targeted with the two-photon laser. For aISV abla-
tion, Tg(–5.2lyve1b:DsRed2);Tg(flt:YFP);Tg(pdgfrb:GFP) embryos were prepared as described above 
and an aISV, with LEC migrating along, was ablated using the two-photon laser targeting the connec-
tion point of dorsal longitudinal anastomotic vessel and aISV as well as proximal end of the aISV at the 
connection point to the DA. Larvae were imaged before and after ablation with a Zeiss LSM 710 FCS 
confocal microscope, which was followed by either time-lapse imaging for around 5 hours or follow-up 
confocal imaging at 3 dpf.

Ablation with NTR-MTZ system
Embryos from TgBAC(pdgfrb:Gal4FF);Tg(UAS:NTR, mCherry);Tg(fli1a:GFP) were collected and 
screened as described in Figure 2A. The embryos were treated with E3 medium containing either 
5 mM MTZ or DMSO from 48 hpf and the media was replaced daily with fresh ones. The TD was 
imaged at 120 hpf above the yolk extension spanning across eight to nine somites and the quan-
tification of TD was performed by categorizing the extend of formed TD into three groups: fully 
(completely connected TD), partially (partially formed TD), and hardly (almost or no TD visible). The 
category percentages for all embryos per treatment group were calculated.

Dye injections
Qtracker 705 Vascular Labels (ThermoFisher) diluted with (1:1) was injected into the common cardinal 
vein using a small capillary needle. Circulating Qtraceker 705 fluorescent dye in the blood vessels was 
visualized soon after the injection by confocal microscopy. Over time, in addition to blood vessels, 
lymphatic vessels were labelled by Qtracker 705 fluorescent dye.

scRNA-seq analysis to assess MC expression of pro-lymphatic factors
To assess expression of known pro-lymphatic genes in MCs, we re-analysed previously published 
scRNA-seq data from TgBAC(pdgfrb:egfp)ncv22 larvae at 5 dpf. Originally processed Cell Ranger 
outputs from this dataset are available at GEO (GSE176129). To identify cells for re-analysis, we 
used the RData object from previous clustering (Shih et al., 2021). All of the following analysis was 
performed in RStudio running R4.0.5 and using Seurat 4.0.3 (Hao et al., 2021). The following is an 
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overview and we refer readers to Figure 3—source code 1 for accompanying annotated commands 
used for this analysis. We first manually selected clusters expected to contain prospective MC popu-
lations. These were named as follows in the original clustering: ‘39-pericyte’,’14-smc’, ‘52-smc’, ‘17-
smc’, ‘51-smc’, ‘53-smc’, ‘6-smc’. We subsequently generated a list of barcodes comprising cells in 
these clusters and used those to obtain the original raw count data for these cells. We then performed 
normalization, identification of variable features, scaling, and clustering as described previously (Shih 
et al., 2021; Figure 3—figure supplement 1A-B). Previously identified genes for pericytes, smooth 
muscle cells, and fibroblasts were initially used to assign cell cluster identities. To classify remaining 
clusters (pharyngeal arch, bulbus arteriosus), we identified all cluster-specific markers and used these 
to find remaining lineage-defining genes.

Heatshock treatment
Embryos of Tg(hsp70l:flt4, cryaa:Cerulean)bns82; Tg(flt1:GFP; lyve1b:DsRed2) were raised at 28.5°C 
and then subjected to 37°C heatshock for 1 hour by replacing the E3 water plus PTU with fresh pre-
warmed (37°C) one and then kept in a 37°C incubator. For the non-heatshock-treated group, embryos 
were kept at 28.5°C for the whole time (Figure 5A).

Statistical analysis
Statistical analysis was performed using Prism software (GraphPad). Gaussian distribution of samples 
was tested with Shapiro-Wilk normality test. Student’s t-test was used for comparison of two means. 
For not normal distributed data, Mann-Whitney test was used for comparison of two means. One-way 
ANOVA with post hoc test was used for multiple comparison as stated in corresponding figure legend.

Acknowledgements
This work was supported by Wallenberg Academy Fellowship (2017.0144), Ragnar Söderbergs Fellow-
ship (M13/17), Vetenskapsådet (VR-MH-2016–01437), and Jeanssons Foundation. MH and SS-M were 
supported by funds from the DFG (CRC1348B08). The SciLifeLab Zebrafish facility in Uppsala hosted 
zebrafish. FACS was performed at BioVis at Uppsala University. We are grateful to A Chiba, H Naka-
jima, S Yuge, T Babazono, W Koeda, K Hiratomi, M Sone, E Nakamura, K Kato, and H Ichimiya for 
technical assistance.

Additional information

Funding

Funder Grant reference number Author

Knut och Alice 
Wallenbergs Stiftelse

2017.0144 Katarzyna Koltowska

Ragnar Söderbergs 
stiftelse

M13/17 Di Peng

Vetenskapsrådet VR-MH-2016-01437 Katarzyna Koltowska

Jeanssons Stiftelser Katarzyna Koltowska

Deutsche 
Forschungsgemeinschaft

CRC1348B08 Melina Hußmann
Stefan Schulte-Merker

National Institutes of 
Health

R35HL140017 Nathan D Lawson

The funders had no role in study design, data collection and interpretation, or the 
decision to submit the work for publication.

Author contributions
Di Peng, Koji Ando, Conceptualization, Formal analysis, Writing – original draft, Writing – review 
and editing; Melina Hußmann, Marleen Gloger, Formal analysis, Methodology; Renae Skoczylas, 

https://doi.org/10.7554/eLife.74094


 Research article﻿﻿﻿﻿﻿﻿ Developmental Biology

Peng et al. eLife 2022;11:e74094. DOI: https://doi.org/10.7554/eLife.74094 � 20 of 23

Methodology; Naoki Mochizuki, Resources; Christer Betsholtz, Shigetomo Fukuhara, Stefan Schulte-
Merker, Resources, Writing – review and editing; Nathan D Lawson, Formal analysis, Resources, 
Writing – review and editing; Katarzyna Koltowska, Conceptualization, Funding acquisition, Supervi-
sion, Writing – original draft, Writing – review and editing

Author ORCIDs
Di Peng ‍ ‍ http://orcid.org/0000-0002-7166-730X
Koji Ando ‍ ‍ http://orcid.org/0000-0002-4152-5706
Marleen Gloger ‍ ‍ http://orcid.org/0000-0002-3319-7642
Renae Skoczylas ‍ ‍ http://orcid.org/0000-0002-8570-7368
Nathan D Lawson ‍ ‍ http://orcid.org/0000-0001-7788-9619
Katarzyna Koltowska ‍ ‍ http://orcid.org/0000-0002-6841-8900

Ethics
Animal experiments were carried out under ethical approval from the Swedish Board of Agriculture 
(5.2.18-7558/14).

Decision letter and Author response
Decision letter https://doi.org/10.7554/eLife.74094.sa1
Author response https://doi.org/10.7554/eLife.74094.sa2

Additional files
Supplementary files
•  MDAR checklist 

Data availability
All data generated or analysed during this study are included in the manuscript and all the source are 
uploaded.

The following previously published dataset was used:

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

Shih Y-H, Portman 
D, Idrizi F, Grosse A, 
Lawson ND

2021 Integrated molecular 
analysis identifies new 
developmental pericyte 
markers in zebrafish

https://www.​ncbi.​
nlm.​nih.​gov/​geo/​
query/​acc.​cgi?​acc=​
GSE176129

NCBI Gene Expression 
Omnibus, GSE176129

References
Aleström P, D’Angelo L, Midtlyng PJ, Schorderet DF, Schulte-Merker S, Sohm F, Warner S. 2020. Zebrafish: 

Housing and husbandry recommendations. Laboratory Animals 54:213–224. DOI: https://doi.org/10.1177/​
0023677219869037, PMID: 31510859

Ando K, Fukuhara S, Izumi N, Nakajima H, Fukui H, Kelsh RN, Mochizuki N. 2016. Clarification of mural cell 
coverage of vascular endothelial cells by live imaging of zebrafish. Development 143:1328–1339. DOI: https://​
doi.org/10.1242/dev.132654, PMID: 26952986

Ando K, Wang W, Peng D, Chiba A, Lagendijk AK, Barske L, Crump JG, Stainier DYR, Lendahl U, Koltowska K, 
Hogan BM, Fukuhara S, Mochizuki N, Betsholtz C. 2019. Peri-arterial specification of vascular mural cells from 
naive mesenchyme requires Notch signaling. Development 146:dev165589. DOI: https://doi.org/10.1242/dev.​
165589, PMID: 30642834

Ando K, Ishii T, Fukuhara S. 2021. Zebrafish Vascular Mural Cell Biology: Recent Advances, Development, and 
Functions. Life 11:10. DOI: https://doi.org/10.3390/life11101041, PMID: 34685412

Asakawa K, Suster ML, Mizusawa K, Nagayoshi S, Kotani T, Urasaki A, Kishimoto Y, Hibi M, Kawakami K. 2008. 
Genetic dissection of neural circuits by Tol2 transposon-mediated Gal4 gene and enhancer trapping in 
zebrafish. PNAS 105:1255–1260. DOI: https://doi.org/10.1073/pnas.0704963105, PMID: 18202183

Bui HM, Enis D, Robciuc MR, Nurmi HJ, Cohen J, Chen M, Yang YQ, Dhillon V, Johnson K, Zhang H, 
Kirkpatrick R, Traxler E, Anisimov A, Alitalo K, Kahn ML. 2016. Proteolytic activation defines distinct 
lymphangiogenic mechanisms for VEGFC and VEGFD. The Journal of Clinical Investigation 126:2167–2180. 
DOI: https://doi.org/10.1172/JCI83967, PMID: 27159393

Bussmann J, Bos FL, Urasaki A, Kawakami K, Duckers HJ, Schulte-Merker S. 2010. Arteries provide essential 
guidance cues for lymphatic endothelial cells in the zebrafish trunk. Development 137:2653–2657. DOI: 
https://doi.org/10.1242/dev.048207, PMID: 20610484

https://doi.org/10.7554/eLife.74094
http://orcid.org/0000-0002-7166-730X
http://orcid.org/0000-0002-4152-5706
http://orcid.org/0000-0002-3319-7642
http://orcid.org/0000-0002-8570-7368
http://orcid.org/0000-0001-7788-9619
http://orcid.org/0000-0002-6841-8900
https://doi.org/10.7554/eLife.74094.sa1
https://doi.org/10.7554/eLife.74094.sa2
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176129
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176129
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176129
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176129
https://doi.org/10.1177/0023677219869037
https://doi.org/10.1177/0023677219869037
http://www.ncbi.nlm.nih.gov/pubmed/31510859
https://doi.org/10.1242/dev.132654
https://doi.org/10.1242/dev.132654
http://www.ncbi.nlm.nih.gov/pubmed/26952986
https://doi.org/10.1242/dev.165589
https://doi.org/10.1242/dev.165589
http://www.ncbi.nlm.nih.gov/pubmed/30642834
https://doi.org/10.3390/life11101041
http://www.ncbi.nlm.nih.gov/pubmed/34685412
https://doi.org/10.1073/pnas.0704963105
http://www.ncbi.nlm.nih.gov/pubmed/18202183
https://doi.org/10.1172/JCI83967
http://www.ncbi.nlm.nih.gov/pubmed/27159393
https://doi.org/10.1242/dev.048207
http://www.ncbi.nlm.nih.gov/pubmed/20610484


 Research article﻿﻿﻿﻿﻿﻿ Developmental Biology

Peng et al. eLife 2022;11:e74094. DOI: https://doi.org/10.7554/eLife.74094 � 21 of 23

Cao Y, Linden P, Farnebo J, Cao R, Eriksson A, Kumar V, Qi JH, Claesson-Welsh L, Alitalo K. 1998. Vascular 
endothelial growth factor C induces angiogenesis in vivo. PNAS 95:14389–14394. DOI: https://doi.org/10.​
1073/pnas.95.24.14389, PMID: 9826710

Cha YR, Fujita M, Butler M, Isogai S, Kochhan E, Siekmann AF, Weinstein BM. 2012. Apr 17). Chemokine 
signaling directs trunk lymphatic network formation along the preexisting blood vasculature. Developmental 
Cell 22:824–836. DOI: https://doi.org/10.1016/j.devcel.2012.01.011, PMID: 22516200

Curado S, Stainier DYR, Anderson RM. 2008. Nitroreductase-mediated cell/tissue ablation in zebrafish: a spatially 
and temporally controlled ablation method with applications in developmental and regeneration studies. 
Nature Protocols 3:948–954. DOI: https://doi.org/10.1038/nprot.2008.58, PMID: 18536643

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

Dieterich LC, Klein S, Mathelier A, Sliwa-Primorac A, Ma Q, Hong YK, Shin JW, Hamada M, Lizio M, Itoh M, 
Kawaji H, Lassmann T, Daub CO, Arner E, Carninci P, Hayashizaki Y, Forrest ARR, Wasserman WW, Detmar M. 
2015. DeepCAGE Transcriptomics Reveal an Important Role of the Transcription Factor MAFB in the Lymphatic 
Endothelium. Cell Reports 13:1493–1504. DOI: https://doi.org/10.1016/j.celrep.2015.10.002

Dona E, Barry JD, Valentin G, Quirin C, Khmelinskii A, Kunze A, Durdu S, Newton LR, Fernandez-Minan A, 
Huber W, Knop M, Gilmour D. 2013. Directional tissue migration through a self-generated chemokine gradient. 
Nature 503:285. DOI: https://doi.org/10.1038/nature12635

Fukuhara S, Zhang J, Yuge S, Ando K, Wakayama Y, Sakaue-Sawano A, Miyawaki A, Mochizuki N. 2014. 
Visualizing the cell-cycle progression of endothelial cells in zebrafish. Developmental Biology 393:10–23. DOI: 
https://doi.org/10.1016/j.ydbio.2014.06.015

Gaengel K, Genove G, Armulik A, Betsholtz C. 2009. Endothelial-mural cell signaling in vascular development 
and angiogenesis. Arteriosclerosis, Thrombosis, and Vascular Biology 29:630–638. DOI: https://doi.org/10.​
1161/ATVBAHA.107.161521

Hao Y, Hao S, Andersen-Nissen E, Mauck WM, Zheng S, Butler A, Lee MJ, Wilk AJ, Darby C, Zager M, 
Hoffman P, Stoeckius M, Papalexi E, Mimitou EP, Jain J, Srivastava A, Stuart T, Fleming LM, Yeung B, Rogers AJ, 
et al. 2021. Integrated analysis of multimodal single-cell data. Cell 184:3573–3587. DOI: https://doi.org/10.​
1016/j.cell.2021.04.048, PMID: 34062119

Hogan BM, Bos FL, Bussmann J, Witte M, Chi NC, Duckers HJ, Schulte-Merker S. 2009a. ccbe1 is required for 
embryonic lymphangiogenesis and venous sprouting. Nature Genetics 41:396–398. DOI: https://doi.org/10.​
1038/ng.321, PMID: 19287381

Hogan BM, Herpers R, Witte M, Heloterä H, Alitalo K, Duckers HJ, Schulte-Merker S. 2009b. Vegfc/Flt4 
signalling is suppressed by Dll4 in developing zebrafish intersegmental arteries. Development 136:4001–4009. 
DOI: https://doi.org/10.1242/dev.039990, PMID: 19906867

Hogan BM, Schulte-Merker S. 2017. How to Plumb a Pisces: Understanding Vascular Development and Disease 
Using Zebrafish Embryos. Developmental Cell 42:567–583. DOI: https://doi.org/10.1016/j.devcel.2017.08.015, 
PMID: 28950100

Jafree DJ, Long DA, Scambler PJ, Ruhrberg C. 2021. Apr 6). Mechanisms and cell lineages in lymphatic vascular 
development. Angiogenesis 24:271–288. DOI: https://doi.org/10.1007/s10456-021-09784-8, PMID: 33825109

Janssen L, Dupont L, Bekhouche M, Noel A, Leduc C, Voz M, Peers B, Cataldo D, Apte SS, Dubail J, Colige A. 
2016. ADAMTS3 activity is mandatory for embryonic lymphangiogenesis and regulates placental angiogenesis. 
Angiogenesis 19:53–65. DOI: https://doi.org/10.1007/s10456-015-9488-z, PMID: 26446156

Jeltsch M, Jha SK, Tvorogov D, Anisimov A, Leppänen V-M, Holopainen T, Kivelä R, Ortega S, Kärpanen T, 
Alitalo K. 2014. CCBE1 Enhances Lymphangiogenesis via A Disintegrin and Metalloprotease With 
Thrombospondin Motifs-3-Mediated Vascular Endothelial Growth Factor-C Activation. Circulation 129:1962–
1971. DOI: https://doi.org/10.1161/CIRCULATIONAHA.113.002779, PMID: 24552833

Karkkainen MJ, Haiko P, Sainio K, Partanen J, Taipale J, Petrova TV, Jeltsch M, Jackson DG, Talikka M, 
Rauvala H, Betsholtz C, Alitalo K. 2004. Vascular endothelial growth factor C is required for sprouting of the 
first lymphatic vessels from embryonic veins. Nature Immunology 5:74–80. DOI: https://doi.org/10.1038/​
ni1013, PMID: 14634646

Karpanen T, Padberg Y, van de Pavert SA, Dierkes C, Morooka N, Peterson-Maduro J, van de Hoek G, Adrian M, 
Mochizuki N, Sekiguchi K, Kiefer F, Schulte D, Schulte-Merker S. 2017. Apr 14). An Evolutionarily Conserved 
Role for Polydom/Svep1 During Lymphatic Vessel Formation. Circulation Research 120:1263–1275. DOI: 
https://doi.org/10.1161/CIRCRESAHA.116.308813, PMID: 28179432

Kartopawiro J, Bower NI, Karnezis T, Kazenwadel J, Betterman KL, Lesieur E, Koltowska K, Astin J, Crosier P, 
Vermeren S, Achen MG, Stacker SA, Smith KA, Harvey NL, François M, Hogan BM. 2014. Arap3 is dysregulated 
in a mouse model of hypotrichosis-lymphedema-telangiectasia and regulates lymphatic vascular development. 
Human Molecular Genetics 23:1286–1297. DOI: https://doi.org/10.1093/hmg/ddt518, PMID: 24163130

Kikuchi K, Holdway JE, Major RJ, Blum N, Dahn RD, Begemann G, Poss KD. 2011. Retinoic Acid Production by 
Endocardium and Epicardium Is an Injury Response Essential for Zebrafish Heart Regeneration. Developmental 
Cell 20:397–404. DOI: https://doi.org/10.1016/j.devcel.2011.01.010

Klein KR, Karpinich NO, Espenschied ST, Willcockson HH, Dunworth WP, Hoopes SL, Kushner EJ, Bautch VL, 
Caron KM. 2014. Decoy receptor CXCR7 modulates adrenomedullin-mediated cardiac and lymphatic vascular 
development. Developmental Cell 30:528–540. DOI: https://doi.org/10.1016/j.devcel.2014.07.012, PMID: 
25203207

https://doi.org/10.7554/eLife.74094
https://doi.org/10.1073/pnas.95.24.14389
https://doi.org/10.1073/pnas.95.24.14389
http://www.ncbi.nlm.nih.gov/pubmed/9826710
https://doi.org/10.1016/j.devcel.2012.01.011
http://www.ncbi.nlm.nih.gov/pubmed/22516200
https://doi.org/10.1038/nprot.2008.58
http://www.ncbi.nlm.nih.gov/pubmed/18536643
https://doi.org/10.1016/j.ydbio.2007.01.033
https://doi.org/10.1016/j.celrep.2015.10.002
https://doi.org/10.1038/nature12635
https://doi.org/10.1016/j.ydbio.2014.06.015
https://doi.org/10.1161/ATVBAHA.107.161521
https://doi.org/10.1161/ATVBAHA.107.161521
https://doi.org/10.1016/j.cell.2021.04.048
https://doi.org/10.1016/j.cell.2021.04.048
http://www.ncbi.nlm.nih.gov/pubmed/34062119
https://doi.org/10.1038/ng.321
https://doi.org/10.1038/ng.321
http://www.ncbi.nlm.nih.gov/pubmed/19287381
https://doi.org/10.1242/dev.039990
http://www.ncbi.nlm.nih.gov/pubmed/19906867
https://doi.org/10.1016/j.devcel.2017.08.015
http://www.ncbi.nlm.nih.gov/pubmed/28950100
https://doi.org/10.1007/s10456-021-09784-8
http://www.ncbi.nlm.nih.gov/pubmed/33825109
https://doi.org/10.1007/s10456-015-9488-z
http://www.ncbi.nlm.nih.gov/pubmed/26446156
https://doi.org/10.1161/CIRCULATIONAHA.113.002779
http://www.ncbi.nlm.nih.gov/pubmed/24552833
https://doi.org/10.1038/ni1013
https://doi.org/10.1038/ni1013
http://www.ncbi.nlm.nih.gov/pubmed/14634646
https://doi.org/10.1161/CIRCRESAHA.116.308813
http://www.ncbi.nlm.nih.gov/pubmed/28179432
https://doi.org/10.1093/hmg/ddt518
http://www.ncbi.nlm.nih.gov/pubmed/24163130
https://doi.org/10.1016/j.devcel.2011.01.010
https://doi.org/10.1016/j.devcel.2014.07.012
http://www.ncbi.nlm.nih.gov/pubmed/25203207


 Research article﻿﻿﻿﻿﻿﻿ Developmental Biology

Peng et al. eLife 2022;11:e74094. DOI: https://doi.org/10.7554/eLife.74094 � 22 of 23

Kok FO, Shin M, Ni CW, Gupta A, Grosse AS, van Impel A, Kirchmaier BC, Peterson-Maduro J, Kourkoulis G, 
Male I, DeSantis DF, Sheppard-Tindell S, Ebarasi L, Betsholtz C, Schulte-Merker S, Wolfe SA, Lawson ND. 2015. 
Reverse genetic screening reveals poor correlation between morpholino-induced and mutant phenotypes in 
zebrafish. Developmental Cell 32:97–108. DOI: https://doi.org/10.1016/j.devcel.2014.11.018

Koltowska K, Lagendijk AK, Pichol-Thievend C, Fischer JC, Francois M, Ober EA, Yap AS, Hogan BM. 2015a. 
Vegfc Regulates Bipotential Precursor Division and Prox1 Expression to Promote Lymphatic Identity in 
Zebrafish. Cell Reports 13:1828–1841. DOI: https://doi.org/10.1016/j.celrep.2015.10.055, PMID: 26655899

Koltowska K, Paterson S, Bower NI, Baillie GJ, Lagendijk AK, Astin JW, Chen HJ, Francois M, Crosier PS, Taft RJ, 
Simons C, Smith KA, Hogan BM. 2015b. mafba is a downstream transcriptional effector of Vegfc signaling 
essential for embryonic lymphangiogenesis in zebrafish. Genes & Development 29:1618–1630. DOI: https://​
doi.org/10.1101/gad.263210.115, PMID: 26253536

Küchler AM, Gjini E, Peterson-Maduro J, Cancilla B, Wolburg H, Schulte-Merker S. 2006. Development of the 
zebrafish lymphatic system requires VEGFC signaling. Current Biology 16:1244–1248. DOI: https://doi.org/10.​
1016/j.cub.2006.05.026, PMID: 16782017

Kukreja P, Abdel-Mageed AB, Mondal D, Liu K, Agrawal KC. 2005. Up-regulation of CXCR4 expression in PC-3 
cells by stromal-derived factor-1alpha (CXCL12) increases endothelial adhesion and transendothelial migration: 
role of MEK/ERK signaling pathway-dependent NF-kappaB activation. Cancer Research 65:9891–9898. DOI: 
https://doi.org/10.1158/0008-5472.CAN-05-1293, PMID: 16267013

Lawson ND, Weinstein BM. 2002. In vivo imaging of embryonic vascular development using transgenic zebrafish. 
Developmental Biology 248:307–318. DOI: https://doi.org/10.1006/dbio.2002.0711, PMID: 12167406

Le Guen L, Karpanen T, Schulte D, Harris NC, Koltowska K, Roukens G, Bower NI, van Impel A, Stacker SA, 
Achen MG, Schulte-Merker S, Hogan BM. 2014. Ccbe1 regulates Vegfc-mediated induction of Vegfr3 signaling 
during embryonic lymphangiogenesis. Development 141:1239–1249. DOI: https://doi.org/10.1242/dev.​
100495, PMID: 24523457

Mäkinen T, Veikkola T, Mustjoki S, Karpanen T, Catimel B, Nice EC, Wise L, Mercer A, Kowalski H, Kerjaschki D, 
Stacker SA, Achen MG, Alitalo K. 2001. Isolated lymphatic endothelial cells transduce growth, survival and 
migratory signals via the VEGF-C/D receptor VEGFR-3. The EMBO Journal 20:4762–4773. DOI: https://doi.org/​
10.1093/emboj/20.17.4762, PMID: 11532940

Matsuoka RL, Marass M, Avdesh A, Helker CS, Maischein HM, Grosse AS, Kaur H, Lawson ND, Herzog W, 
Stainier DY. 2016. Radial glia regulate vascular patterning around the developing spinal cord. eLife 5:e20253. 
DOI: https://doi.org/10.7554/eLife.20253, PMID: 27852438

Meyen D, Tarbashevich K, Banisch TU, Wittwer C, Reichman-Fried M, Maugis B, Grimaldi C, Messerschmidt EM, 
Raz E. 2015. Dynamic filopodia are required for chemokine-dependent intracellular polarization during guided 
cell migration in vivo. eLife 4:e05279. DOI: https://doi.org/10.7554/eLife.05279, PMID: 25875301

Okuda KS, Astin JW, Misa JP, Flores MV, Crosier KE, Crosier PS. 2012. lyve1 expression reveals novel lymphatic 
vessels and new mechanisms for lymphatic vessel development in zebrafish. Development 139:2381–2391. 
DOI: https://doi.org/10.1242/dev.077701, PMID: 22627281

Rajan AM, Ma RC, Kocha KM, Zhang DJ, Huang P. 2020. Dual function of perivascular fibroblasts in vascular 
stabilization in zebrafish. PLOS Genetics 16:e1008800. DOI: https://doi.org/10.1371/journal.pgen.1008800, 
PMID: 33104690

Schindelin J, Arganda-Carreras I, Frise E, Kaynig V, Longair M, Pietzsch T, Preibisch S, Rueden C, Saalfeld S, 
Schmid B, Tinevez JY, White DJ, Hartenstein V, Eliceiri K, Tomancak P, Cardona A. 2012. Fiji: an open-source 
platform for biological-image analysis. Nature Methods 9:676–682. DOI: https://doi.org/10.1038/nmeth.2019, 
PMID: 22743772

Shih YH, Portman D, Idrizi F, Grosse A, Lawson ND. 2021. Integrated molecular analysis identifies a conserved 
pericyte gene signature in zebrafish. Development 148:23. DOI: https://doi.org/10.1242/dev.200189, PMID: 
34751773

Shin M, Male I, Beane TJ, Villefranc JA, Kok FO, Zhu LJ, Lawson ND. 2016. Vegfc acts through ERK to induce 
sprouting and differentiation of trunk lymphatic progenitors. Development 143:3785–3795. DOI: https://doi.​
org/10.1242/dev.137901, PMID: 27621059

Shin M, Nozaki T, Idrizi F, Isogai S, Ogasawara K, Ishida K, Yuge S, Roscoe B, Wolfe SA, Fukuhara S, Mochizuki N, 
Deguchi T, Lawson ND. 2019. Valves Are a Conserved Feature of the Zebrafish Lymphatic System. 
Developmental Cell 51:374-386.. DOI: https://doi.org/10.1016/j.devcel.2019.08.019, PMID: 31564611

Spinosa PC, Humphries BA, Lewin Mejia D, Buschhaus JM, Linderman JJ, Luker GD, Luker KE. 2019. Short-term 
cellular memory tunes the signaling responses of the chemokine receptor CXCR4. Science Signaling 12:589. 
DOI: https://doi.org/10.1126/scisignal.aaw4204, PMID: 31289212

Wang JF, Zhang XF, Groopman JE. 2001. Stimulation of beta 1 integrin induces tyrosine phosphorylation of 
vascular endothelial growth factor receptor-3 and modulates cell migration. The Journal of Biological 
Chemistry 276:41950–41957. DOI: https://doi.org/10.1074/jbc.M101370200, PMID: 11553610

Wang G, Muhl L, Padberg Y, Dupont L, Peterson-Maduro J, Stehling M, le Noble F, Colige A, Betsholtz C, 
Schulte-Merker S, van Impel A. 2020. Specific fibroblast subpopulations and neuronal structures provide local 
sources of Vegfc-processing components during zebrafish lymphangiogenesis. Nature Communications 
11:2724. DOI: https://doi.org/10.1038/s41467-020-16552-7, PMID: 32483144

Westerfield M. 1993. The Zebrafish Book: A Guide for the Laboratory Use of Zebrafish. Brachydanio Rerio). M. 
Westerfield.

Williams SP, Odell AF, Karnezis T, Farnsworth RH, Gould CM, Li J, Paquet-Fifield S, Harris NC, Walter A, 
Gregory JL, Lamont SF, Liu R, Takano EA, Nowell CJ, Bower NI, Resnick D, Smyth GK, Coultas L, Hogan BM, 

https://doi.org/10.7554/eLife.74094
https://doi.org/10.1016/j.devcel.2014.11.018
https://doi.org/10.1016/j.celrep.2015.10.055
http://www.ncbi.nlm.nih.gov/pubmed/26655899
https://doi.org/10.1101/gad.263210.115
https://doi.org/10.1101/gad.263210.115
http://www.ncbi.nlm.nih.gov/pubmed/26253536
https://doi.org/10.1016/j.cub.2006.05.026
https://doi.org/10.1016/j.cub.2006.05.026
http://www.ncbi.nlm.nih.gov/pubmed/16782017
https://doi.org/10.1158/0008-5472.CAN-05-1293
http://www.ncbi.nlm.nih.gov/pubmed/16267013
https://doi.org/10.1006/dbio.2002.0711
http://www.ncbi.nlm.nih.gov/pubmed/12167406
https://doi.org/10.1242/dev.100495
https://doi.org/10.1242/dev.100495
http://www.ncbi.nlm.nih.gov/pubmed/24523457
https://doi.org/10.1093/emboj/20.17.4762
https://doi.org/10.1093/emboj/20.17.4762
http://www.ncbi.nlm.nih.gov/pubmed/11532940
https://doi.org/10.7554/eLife.20253
http://www.ncbi.nlm.nih.gov/pubmed/27852438
https://doi.org/10.7554/eLife.05279
http://www.ncbi.nlm.nih.gov/pubmed/25875301
https://doi.org/10.1242/dev.077701
http://www.ncbi.nlm.nih.gov/pubmed/22627281
https://doi.org/10.1371/journal.pgen.1008800
http://www.ncbi.nlm.nih.gov/pubmed/33104690
https://doi.org/10.1038/nmeth.2019
http://www.ncbi.nlm.nih.gov/pubmed/22743772
https://doi.org/10.1242/dev.200189
http://www.ncbi.nlm.nih.gov/pubmed/34751773
https://doi.org/10.1242/dev.137901
https://doi.org/10.1242/dev.137901
http://www.ncbi.nlm.nih.gov/pubmed/27621059
https://doi.org/10.1016/j.devcel.2019.08.019
http://www.ncbi.nlm.nih.gov/pubmed/31564611
https://doi.org/10.1126/scisignal.aaw4204
http://www.ncbi.nlm.nih.gov/pubmed/31289212
https://doi.org/10.1074/jbc.M101370200
http://www.ncbi.nlm.nih.gov/pubmed/11553610
https://doi.org/10.1038/s41467-020-16552-7
http://www.ncbi.nlm.nih.gov/pubmed/32483144


 Research article﻿﻿﻿﻿﻿﻿ Developmental Biology

Peng et al. eLife 2022;11:e74094. DOI: https://doi.org/10.7554/eLife.74094 � 23 of 23

Fox SB, et al. 2017. Genome-wide functional analysis reveals central signaling regulators of lymphatic 
endothelial cell migration and remodeling. Science Signaling 10:499. DOI: https://doi.org/10.1126/scisignal.​
aal2987

Xing F, Kong C, Bai L, Qian J, Yuan J, Li Z, Zhang W, Xu JT. 2017. CXCL12/CXCR4 signaling mediated ERK1/2 
activation in spinal cord contributes to the pathogenesis of postsurgical pain in rats. Molecular Pain 
13:1744806917718753. DOI: https://doi.org/10.1177/1744806917718753

Yaniv K, Isogai S, Castranova D, Dye L, Hitomi J, Weinstein BM. 2006. Live imaging of lymphatic development in 
the zebrafish. Nature Medicine 12:711–716. DOI: https://doi.org/10.1038/nm1427

https://doi.org/10.7554/eLife.74094
https://doi.org/10.1126/scisignal.aal2987
https://doi.org/10.1126/scisignal.aal2987
https://doi.org/10.1177/1744806917718753
https://doi.org/10.1038/nm1427

	Proper migration of lymphatic endothelial cells requires survival and guidance cues from arterial mural cells
	Editor's evaluation
	Introduction
	Results
	MCs and LECs interact during LEC migration
	MCs promote lymphatic vessel formation
	Pdgfrb-positive pericytes express pro-lymphangiogenic factors
	Chemokines guide LEC migration
	ERK activation promotes LEC migration and survival
	Chemokine and growth factor signalling together coordinate LEC migration

	Discussion
	Materials and methods
	Zebrafish
	Genotyping
	Immunohistochemistry
	Image acquisition
	Image analysis
	Cell Tracking
	Distance measurement
	Chemical treatment
	FACS and qPCR analysis
	Ablation with multi-photon microscopy
	Ablation with NTR-MTZ system
	Dye injections
	scRNA-seq analysis to assess MC expression of pro-lymphatic factors
	Heatshock treatment
	Statistical analysis

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

	Additional files
	Supplementary files

	References


