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General introduction 
 
Mammals exhibit a limited ability for organ regeneration, whereas various 
non-mammalian vertebrates such as teleosts and urodele amphibians show an 
outstanding regenerative ability. For example, mice can only regenerate an injured heart 
during the neonatal period [1], whereas zebrafish can regenerate one throughout their 
lifetime [2]. Therefore, if the mechanisms of regeneration in non-mammalian 
vertebrates can be elucidated, application to human medicine may be discover. The 
zebrafish is powerful for analysis of regeneration mechanisms, because these fish can 
completely and repeatedly regenerate their organs after injury, including fins, heart, 
spinal cord, retina, liver, pancreas, and brain after injury [3,4]. Among their organs, the 
caudal fin is a useful tool for analysis regeneration mechanisms, because it can easy be 

accessed and manipulated. 
    The caudal fin of adult zebrafish consists of fin-rays and an epidermis that covers 
and connects the fin-rays. Each fin-ray is composed of multiple cell types, including 
fibroblast-like cells, osteoblasts, endothelial cells, melanocytes, and neural axons. The 
regeneration processes that occur in the fin-rays can be classified into three stages: 
pre-blastema formation, blastema formation, and regenerative outgrowth. Fin-ray 

regeneration is usually completed within two weeks (figure) [5-7]. The details are as 
follows: 

1. Pre-blastema formation: ~24 hours post amputation (hpa) 
Following fin amputation, epidermal cells migrate to cover the wound within 
12 hpa [7]. The intra-ray cells dedifferentiate and migrate toward the 
amputation plane [7].  

2. Blastema formation: ~48 hpa 
From 18 hpa to 24 hpa, dedifferentiated cells begin to proliferate and, as a 
result, a population of these cells, named the blastema, forms underneath the 

wound epidermis by 48 hpa [5]. 
3. Regenerative outgrowth: 48 hpa~ 

Regenerative outgrowth is caused by proliferation and re-differentiation of 
the blastema, and fin regeneration is complete after approximately two weeks 
[7]. 
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     It has already been reported that the regeneration process requires many growth 
factors, immune systems factors, epigenetic modifications, and intercellular signaling 

pathways [7-10]. However, the detailed mechanism of regeneration still remains to be 
completely elucidated. In this study, I elucidated two novel molecular mechanisms that 
are involved in caudal fin regeneration in zebrafish. 
    The purpose of Chapter 2 was to investigate changes in 5-methylcytosine (5mC) 
and 5-hydroxymethycytosine (5hmC) levels during fin regeneration. The epigenetic 
markers 5mC and 5hmC have been implicated in many biological processes, such as 
embryonic development, carcinogenesis, and diseases via regulation of gene expression, 

genomic imprinting, and genome stability [11-13]. However, few reports have been 
published regarding levels of 5mC and 5hmC during regeneration in non-mammalian 
vertebrates. Therefore, I analyzed the spatiotemporal distributions of 5mC and 5hmC by 
using immunohistochemical and dot blot analyses, and found that the levels of 5mC and 
5hmC are transiently reduced in dedifferentiated cells, independent of DNA replication. 
In addition, I detected expression of active DNA demethylation- and DNA 
repair-related genes during fin regeneration. In this chapter, I show that the transient 
reduction of 5mC and 5hmC in dedifferentiated cells is associated with active DNA 
demethylation during zebrafish fin regeneration. 
    The purpose of Chapter 3 was to reveal the function of the mechanistic target of 
rapamycin complex1 (mTORC1) signaling pathway during fin regeneration. Although 
mTORC1 has been implicated in functions of multicellular processes including cell 

growth and metabolism [14,15], its functions in non-mammalian vertebrate regeneration 
remained unknown. Therefore, I analyzed the activation and function of mTORC1 
signaling by using immunohistochemical analysis, and mTORC1 inhibitiors, 
respectively. I found that mTORC1 was activated throughout the regenerating fin, and 
that it regulated cell proliferation, expression of blastema markers, cell survival, and 
re-differentiation of osteoblasts at various stages of fin regeneration. Furthermore, I 
determined that the IGFR-PI3K and Wnt pathways regulate mTORC1 activation. In this 
chapter, I show the distribution of mTORC1 activation, the functions of mTORC1 
during various stages of fin regeneration and the upstream signals of mTORC1. 
    Finally, in Chapter 4, I discuss how two novel molecular mechanisms are involved 
in zebrafish fin regeneration. 
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Figure. The process of zebrafish fin regeneration 

Following amputation, epidermal cells migrate to cover the injury and form the wound 

epidermis. The inta-ray cells dedifferentiate and migrate toward the under wound 

epidermis until 24 hpa. The Dedifferentiated cells begin to proliferate and form 

blastema. Formed blastema repeat to proliferate and re-differentiate, as a result, 

regenerative outgrowth is occurred. Finally, regeneration is complicated for two weeks. 
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Chapter 2. Transient reduction of 5-methylcytosine and 
5-hydroxymethylcytosine is associated with active DNA 

demethylation during regeneration of zebrafish fin. 
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Abstract 
 

Although dedifferentiation, transformation of differentiated cells into progenitor cells, is 

a critical step in the regeneration of amphibians and fish, the molecular mechanisms 

underlying this process, including epigenetic changes, remain unclear. Dot blot assays 

and immunohistochemical analyses revealed that, during regeneration of zebrafish fin, 

the levels of 5-methylcytosine (5mC) and 5-hydroxymethylcytosine (5hmC) are 

transiently reduced in blastema cells and cells adjacent to the amputation plane at 30 h 

post-amputation (hpa), and the level of 5mC, but not 5hmC, is almost restored by 72 

hpa. We observed that the dedifferentiated cells showed reduced levels of 5mC and 

5hmC independent of cell proliferation by 24 hpa. Furthermore, expressions of the 

proposed demethylation- and DNA repair-related genes were detected during fin 

regeneration. Taken together, our findings illustrate that the transient reduction of 5mC 

and 5hmC in dedifferentiated cells is associated with active demethylation during 

regeneration of zebrafish fin. 
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Introduction 
 

In animals, cytosine methylation (5-methylcytosine; 5mC) of genomic DNA is an 

epigenetic mechanism that is implicated in many biological processes such as regulation 

of gene expression, cellular proliferation, differentiation, pluripotency, oncogenesis, and 

genomic imprinting [1-3].  The methylation pattern of genomic DNA is established 

and maintained by the activity of de novo and maintenance methyltransferases, 

respectively [4,5].  Conversely, 5mC is reverted to cytosine through active 

demethylation, which is well studied in the reprogramming of the paternal pronuclei in 

fertilized mouse zygotes and in primordial germ cells during mouse embryonic 

development [1,3].  However, the mechanisms underlying active demethylation are 

still unclear [1,3].  Recently, numerous and intense studies have shown that active 

demethylation is regulated by many enzymes including cytidine deaminase 

(activation-induced deaminase, AID; apolipoprotein B mRNA-editing enzymes, 

Apobec), G/T mismatch DNA glycosylase (thymine-DNA glycosylase, TDG; methyl 

CpG binding domain protein 4, MBD4), methylcytosine dioxygenase (ten-eleven 

translocation, Tet), and DNA repair-related factors such as poly-(ADP-ribose) 

polymerase (PARP), uracil DNA glycosylase (UNG), and MutS homolog 2/6 (MSH2/6) 

[1,3,6,7].  In one of these proposed demethylation pathways, 5mC is modified to 

5-hydroxymethylcytosine (5hmC) by Tet proteins, and 5hmC is though to be a novel 

epigenetic mark for gene regulation [8-10]. 

    Zebrafish is a common animal model and has been used to study regeneration of 

various organs [11-13].  It is well known that dedifferentiation processes such as the 

loss of molecular markers for differentiated cells, re-expression of molecular markers 

for progenitor cells, and restart of cell proliferation occur during regeneration in 

amphibians and zebrafish [13,14].  Although epigenetic modifications are thought to 

be critical for the dedifferentiation processes in regeneration [15,16], only 2 studies 

concerning DNA methylation have been reported thus far.  These studies showed that 

the demethylation of a Xenopus elongation factor 1-a (ef1-a):EGFP transgene in 

transgenic zebrafish (Tg(ef1-a:EGFP)) was observed during fin regeneration [17] and 

that the sonic hedgehog gene expression is correlated with the methylation status of the 

limb-specific sonic hedgehog enhancer in Xenopus limb regeneration [18].  However, 

despite these findings, the status and changes of DNA methylation during regeneration 
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remain largely unknown. 

    It has been already reported that during early zebrafish development, the dynamic 

change of the 5mC or 5hmC distribution was observed in zebrafish embryos and larvae 

[19-22].  However, the distribution of these epigenetic markers during regeneration has 

not yet been reported.  In this study, we analyzed the spatial and temporal changes of 

5mC or 5hmC distribution during zebrafish fin regeneration by using dot blot assays 

and immunohistochemical analyses. 
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Results 
 

Spatial and temporal distributions of 5mC and 5hmC during fin regeneration 

Because knowledge concerning changes in 5mC or 5hmC level and zebrafish fin 

regeneration is limited, we evaluated the level of 2 epigenetic marks by using dot blot 

assays in genomic DNA from amputated fins at 0, 30, and 72 hours post-amputation 

(hpa).  The levels of both 5mC and 5hmC at 30 hpa were significantly lower than 

those at 0 hpa (see Fig. S1).  These results suggest that both epigenetic marks are 

transiently down-regulated in the early stages of fin regeneration.  To explore the 

spatial distribution of 5mC or 5hmC in the fin regenerates, we next performed 

immunohistochemical staining by using longitudinal sections of the regenerates (Fig. 

S2).  The intra-ray cells, which show the same level of 5mC or 5hmC fluorescent 

signal, were uniformly distributed within the 500 mm proximal region to the amputation 

plane at 0 hpa (Fig. 1A).  The 5mC or 5hmC fluorescent level was not changed 

between before amputation and at 0 hpa (Fig. S3).  However, we found that both 

signals start to reduce in the cells adjacent to the amputation plane at around 12 hpa and 

these reduced signals are evident by 18 hpa (Fig. S4).  At 30 hpa, the fluorescent 

signals of 5mC and 5hmC in the blastema and intra-ray cells within the 150 mm 

proximal region to the amputation plane were markedly lower than those in the intra-ray 

cells at 0 hpa (Fig. 1B, D, E).  In the blastema cells, the level of 5mC signal was 

almost restored at 72 hpa (Fig. 1C, D), whereas the level of 5hmC signal at 72 hpa 

remained lower than that at 0 hpa (Fig. 1C, E).  The 5hmC level was gradually 

up-regulated by the end of regeneration (14 days post amputation (dpa)) (Fig. S5 and 

data not shown).  Interestingly, high levels of 5mC and 5hmC in the epidermal and 

inter-ray cells are maintained before and after regeneration by immunohistochemical 

staining (Fig. 1, Fig. S2, Fig. S4, and data not shown).  Because these epidermal and 

inter-ray cells are included in dot blot assays, the relative 5mC or 5hmC level at 30 hpa 

observed in the dot blot assays could be higher than that observed in the 

immunohistochemical analyses (Fig. 1 and Fig. S1). 

 

5mC and 5hmC are reduced in the dedifferentiated blastema cells and 

proliferation cells 

To test whether the intra-ray cells, which show reduced levels of 5mC and 5hmC, are 
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dedifferentiated cells, we examined the expression of Xenopus ef1-a:EGFP transgene 

by using Tg(ef1-a:EGFP) [23] and proliferating cell nuclear antigen (PCNA), which is 

detected throughout the G1, S, and G2/M phases [24].  Expression of Xenopus 

ef1-a:EGFP transgene was not detected before amputation (Fig. S6), and this transgene 

was re-expressed in some of the blastema cells and cells adjacent to the amputation 

plane (Fig. 2A and Fig. S6G, K), indicating that theses EGFP+ cells are dedifferentiation 

cells.  Immunohistochemical staining using a 5mC antibody revealed that these EGFP+ 

cells show reduced level of 5mC at 24 hpa (Fig. 2A, B).  Moreover, majority of the 

blastema cells showing low-5hmC are PCNA positive at 24 hpa (Fig. 2C-E).  These 

results suggest that the blastema cells are dedifferentiated cells and are re-entering the 

cell cycle.   

 

The reduction of 5mC and 5hmC is associated with Active demethylation 

In addition, these results suggest that demethylation during fin regeneration may be a 

replication-dependent process (i.e., passive demethylation).  To investigate this 

possibility, we examined the relationship between the demethylation and cell 

proliferation in the blastema cells and cells adjacent to the amputation plane by 

analyzing the bromodeoxyuridine (BrdU) incorporation.  Most blastema cells and cells 

adjacent to the amputation plane, which show reduced level of 5mC or 5hmC, did not 

incorporate the BrdU until 24 hpa (Fig. 2F-I), suggesting that these cells are still in the 

G1 phase, and not in the S or G2/M phase, and the active demethylation processes lead 

to the reduction of both 5mC and 5hmC in the blastema cells and cells adjacent to the 

amputation plane until 24 hpa. 

 

Demethylation- and DNA repair-related genes express in fin regeneration 

Recently, numerous and intense investigations have shown that active demethylation is 

regulated by specific enzymes, including members of the cytidine deaminase family, 

G/T mismatch DNA glycosylase, and methylcytosine dioxygenase, as well as DNA 

repair factors [1,3,6,7].  Moreover, a recent paper showed that many 

demethylation-related genes are expressed during regeneration of zebrafish retina [25].  

Therefore, we next examined the expressions of 11 demethylation- and DNA 

repair-related genes (growth arrest and DNA damage 45ba; gadd45ba, gadd45bb, 

gadd45g, aid, apobec2a, apobec2b, tdg, mbd4, tet2, tet3, and parp1) during fin 
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regeneration by using quantitative real-time PCR (qPCR).  Expressions of aid and 

apobec2a were not detected before and after fin amputation (data not shown).  

Although the relative expressions of gadd45ba, gadd45bb, apobec2b, tdg, mbd4, tet2, 

tet3, and parp1 were not markedly up-regulated after fin amputation, the relative 

expression of gadd45g was significantly up-regulated at 18 and 30 hpa (Fig. 3).  These 

data also suggest that down-regulation of 5mC and 5hmC is associated with active 

demethylation during fin regeneration. 
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Discussion 
 

A previous report revealed that, after fin amputation, mesenchymal tissue is 

disorganized and intra-ray cells, which are proximally located (up to 160 mm away 

from the amputation plane), migrate to the amputation plane [11,12,26].  In this study, 

we showed that the intra-ray cells, which exhibit reduced level of 5mC or 5hmC, are not 

observed within 160 mm from the amputation plane at 0 hpa (Fig. 1).  Our results, 

combined with the findings of a previous report, suggest that the levels of 5mC and 

5hmC in the intra-ray cells are reduced during or after migration to the amputation 

plane. 

    Our results indicated that although majority of the blastema cells are PCNA 

positive, almost all of them did not incorporate the BrdU by 24 hpa.  There are 2 

possible explanations for these results: (1) these blastema cells are still in the G1 phase 

and (2) the DNA repair process is active in the blastema cells at 24 hpa, because PCNA 

is a component of the base excision repair process and is thought to be active in 

demethylation pathways [3].  PCNA possibly functions in DNA repair process of 

active demethylation in the blastema cells at 24 hpa.  In either case, our results suggest 

that the reduction of 5mC or 5hmC is thought to be an epigenetic marker for 

dedifferentiation. 

    The main finding of our study is that the levels of both 5mC and 5hmC are 

transiently reduced in the dedifferentiated blastema cells and the cells adjacent to the 

amputation plane by active demethylation.  This is the first report to suggest that 

global and active DNA demethylation in dedifferentiated cells occurs during 

regeneration.  Previous studies have reported that the global and active DNA 

demethylation is also observed in reprogramming process of the paternal pronuclei in 

fertilized mouse zygotes and primordial germ cells [1-3].  Moreover, numerous studies 

have shown that DNA demethylation influences gene transcription, DNA replication, 

etc., and that 5hmC is involved in the regulation of gene expression [1-10].  Therefore, 

the reduction of 5mC and 5hmC during fin regeneration may lead to dedifferentiation, 

in which genes for fin regeneration are re-expressed and the cell cycle is restarted.  

Further studies will be necessary to elucidate the relationship between dedifferentiation 

and DNA demethylation during zebrafish fin regeneration. 

    The results of qPCR revealed that although gadd45g expression is significantly 
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up-regulated at 18 and 30 hpa, the expression level of eight demethylation- and DNA 

repair-related genes (gadd45ba, gadd45bb, apobec2b, tdg, mbd4, tet2, tet3, and parp1) 

are maintained or down-regulated after amputation (Fig. 3).  Gadd45 family proteins 

have been implicated in their functions as an adaptor protein in DNA demethylation and 

DNA repair process, due to the lack of obvious enzymatic activity.  Recent studies 

reported that making complex of Gadd45 with Aid, Apobec, Mbd4, TDG, or factors for 

nucleotide excision repair promotes DNA demethylation and DAN repair [6,7].  

Therefore, it is possible that the up-regulation of zebrafish gadd45g is critical for DNA 

demethylation and DNA repair processes during fin regeneration.  In addition, 

although Tet has also been implicated in DNA demethylation through the conversion 

from 5mC to 5hmC, the 5mC level was reduced simultaneously with the 5hmC level.  

A possible explanation for this result is that the conversion from 5mC to 5hmC may be 

too fast to detect the differences between the levels of 5mC and 5hmC by 

immunohistochemical staining.  Knockdown experiments of the demethylation- or 

DNA repair-related genes are needed for the functional analyses of these genes to 

validate their role on the changes of 5mC or 5hmC level during fin regeneration. 

    Based on our results, we propose a model for the spatial and temporal DNA 

methylation profile during zebrafish fin regeneration (Fig. 4).  The levels of both 5mC 

and 5hmC in the dedifferentiated blastema cells and cells adjacent to the amputation 

plane are transiently reduced from 12 hpa, independent of cell proliferation by 24 hpa.  

It is thought that after 24 hpa, the dedifferentiation of blastema cells start to proliferate 

and the proliferation leads to regenerative outgrowth.  In addition, we found that DNA 

demethylation- and repair-related genes are expressed during fin regeneration and 

especially expression of gadd45g is increased after fin regeneration.  These results 

suggest that transient reduction of 5mC and 5hmC is associated with active DNA 

demethylation during zebrafish fin regeneration. 
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Materials and Methods 
 

Ethics statement 

    All animal experiments were conducted according to relevant national and 

international guidelines ‘Act on Welfare and Management of Animals’ (Ministry of 

Environment of Japan).  Ethics approval from the Hiroshima University Animal 

Research Committee (HuARC) was not sought since this law does not mandate 

protection of fish. 

 

Zebrafish husbandry and fin amputation 

    Adult zebrafish and zebrafish embryos were maintained under a 14-h day/ 10-h 

night cycle at 28.5 ˚C.  Transgenic zebrafish XIG8A (Tg(ef1-a:EGFP)) [23] was 

obtained from National Institute of Genetics (Shizuoka, Japan). 

    Adult wild-type 3-6-month-old zebrafish (AB/Tüebingen strain) were used for all 

experiments.  For caudal fin amputation, fish were anesthetized using tricaine, and 

approximately two-third of fins were cut with a blade.  After fin amputation, these fish 

were allowed to regenerate in the aquarium until defined time points at 28.5 ˚C. 

 

Dot blot assays 

    Dot blot assays were performed as described previously [27,28].  Immediately 

after fin amputation (0 hpa), the fins were cut within 1000 mm from the amputation 

plane, and at 30 and 72 hpa, the blastema regions were cut.  For the dot blot assays, 3, 

6, and 3 amputated fins at 0, 30, and 72 hpa, respectively were used, and the 

experiments for 5mC and 5hmC were repeated 6 times, respectively.  After lysis of the 

fins or blastema, genomic DNA was purified using the Gentra Puregene Tissue Kit 

(Qiagen) according to the manufacturer’s instructions.  The concentration of purified 

genomic DNA in each regeneration stages was measured using a NanoDrop 1000 

(Thermo Fisher Scientific).  The genomic DNA (6.25, 25, or 100 ng) was loaded onto 

a nylon membrane (Amersham Hybond N+, GE Healthcare Life Sciences) and was 

crosslinked using the Ultraviolet crosslinker CL-1000 (UVP Inc.).  The following 

primary antibodies were used: anti-5mC mouse monoclonal antibody at 1:500 

(Calbiochem) and anti-5hmC rabbit polyclonal antibody at 1:1000 (Active motif).  The 

following secondary antibodies were used: anti-rabbit IgG-horseradish peroxidase 
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(HRP) antibody at 1:250000 (Santa Cruz Biotechnology) and anti-mouse IgG-HRP 

antibody at 1:250000 (GE Healthcare).  The signal of 5mC or 5hmC was exposed to 

X-ray film by using the ECL Prime Western Blotting Detection System (GE Healthcare 

Life Sciences) according to the manufacturer’s instructions.  The intensities of these 

signals were scanned and the images were analyzed using the ImageJ software (NIH).  

p-values were calculated by using Student’s t test. 

 

Immunohistochemistry 

    Immediately after fin amputation (0 hpa), the fins were cut within 1000 mm from 

the amputation plane, and at 24, 30, and 72 hpa, the blastema regions were cut.  The 

amputated fins were fixed in 4% paraformaldehyde in 0.1 M phosphate-buffered saline 

(PBS) overnight at 4 ˚C.  After fixation, the fins were treated with PBS containing 

30% sucrose overnight, and were embedded with Tissue-Tek O.C.T. compound (Sakura 

Finetek).  The embedded fins were frozen and sectioned to 14 mm thickness by using a 

Leica CM3050S.  The sections were dehydrated through a methanol/PBS-0.1% Tween 

(PBS) series, incubated in 2 N HCl for 30 min at 28.5 ˚C, and then neutralized with PBS 

for 5 min.  After neutralization, the sections were blocked with PBDT (PBS, 1% 

DMSO, and 0.5% Tween20) containing 5% sheep serum for 3 h at room temperature 

and then incubated in PBDT with primary antibody/antibodies overnight at 4 ˚C.  The 

following primary antibodies were used: anti-5mC mouse monoclonal antibody at 

1:1000 (Calbiochem); anti-5hmC rabbit polyclonal antibody at 1:2000 (Active motif); 

anti-PCNA mouse monoclonal antibody at 1:1000 (Sigma); anti-BrdU rat monoclonal 

antibody at 1:200 (Abcam); anti-BrdU mouse monoclonal antibody at 1:100 

(Amersham).  The following secondary antibodies were used: Alexa Fluor® 488 goat 

anti-rabbit IgG antibody at 1:500 (Invitrogen, Life Technologies Corp.); Alexa Fluor® 

488 goat anti-rat IgG antibody at 1:500 (Invitrogen, Life Technologies Corp.); Alexa 

Fluor® 594 goat anti-mouse IgG antibody at 1:500 (Invitrogen, Life Technologies 

Corp.).  4',6-diamidino-2-phenylindole (DAPI) was used for nuclei staining at a 

concentration of 1:500.  For the negative control, we confirmed that no fluorescent 

signals are observed without a primary antibody or a secondary antibody (data not 

shown), and immunostaining pattern of 5mC or 5hmC is not changed when used a 

pre-absorbed primary antibody for 5mC or 5hmC (data not shown). 
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Image quantification 

    The images of immunohistochemical staining were captured using an Olympus 

FV1000-D confocal microscope with the same exposure times.  The fluorescent signal 

intensities were measured in intra-ray nuclei within 500 mm from the amputation plane 

at 0 hpa, or in blastema nuclei at 24, 30, and 72 hpa by using the FluoView software.  

The 5mC or 5hmC signal intensity of individual nucleus in amputation site at 0 hpa or 

in blastema at 24, 30, and 72 hpa was normalized by their own DAPI signal intensity as 

an internal control.  For non-amputated fins, the 5mC or 5hmC signal intensity was 

measured in intra-ray nuclei at the position of approximately two-third of fins, which is 

a common amputation site in this study, and they were normalized by their own DAPI 

signal intensity.  At 0 hpa, the mean 5mC or 5hmC intensity of 600 randomly chosen 

intra-ray nuclei within 500 mm from the amputation plane in 6 different fish 

(approximately 100 nuclei per fish fin) is set as 1.0.  Relative 5mC or 5hmC intensity 

of amputated fins at 24, 30, or 72 hpa is the normalized value by the mean 5mC or 

5hmC intensity at 0 hpa, respectively.  The 600 randomly chosen blastema nuclei from 

6 different fish (approximately 100 nuclei per fish fin) were used for the calculation of 

relative 5mC or 5hmC intensity at 24, 30, or 72 hpa.  And relative 5mC or 5hmC 

intensity of non-amputated fins is the normalized value by the mean 5mC or 5hmC 

intensity at 0 hpa, respectively.  The 600 randomly chosen nuclei at the position of 

approximately two-third of non-amputated fins from 6 different fish (approximately 100 

nuclei per fish fin) were used for the calculation of relative 5mC or 5hmC intensity.  

At 24 hpa, relative 5hmC intensity of individual blastema nucleus was classified as 

control or high level of 5hmC (Control/High level-5hmC) if they were greater than or 

equal to 0.98, and low level of 5hmC (Low level-5hmC) if they were less than 0.98 

(5hmC intensity at 0 hpa: mean ± standard error, 1.0 ± 0.02).  p-values were calculated 

by using Student’s t test. 

 

BrdU incorporation assays 

    BrdU incorporation assays were performed as described previously [29].  

Fin-amputated fish were allowed to regenerate in the fish water containing with 50 

mg/ml BrdU until 24 hpa.  After incubation, the regenerating fins were cut and 

BrdU-labeled cells were detected as described above. 
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Quantitative real-time PCR (qPCR) 

    For qPCR analyses, total RNA was extracted from the regenerating fins within 

1000 mm from the amputation plane at 0 hpa (3 regenerates per extraction), 18 hpa (5 

regenerates per extraction), and 30 hpa (5 regenerates per extraction), and from the 

blastema at 72 hpa (3 regenerates per extraction) using TRIzol (Invitrogen, Life 

Technologies Corp.).  Reverse transcription (RT)-negative control was performed to 

test for the genomic DNA contamination using RT-PCR and no amplification was 

found in any samples (data not shown).  Three hundred nanograms of DNase-treated 

RNA was reverse transcribed using oligo-(dT) primers and Reverse transcriptase XL 

(Takara).  qPCR for nine genes (gadd45ba, gadd45bb, gadd45g, apobec2b, tdg, mbd4, 

tet2, tet3, and parp1) was performed in tetraplicates using the Thermal Cycler Dice® 

Real Time System, SYBR® Premix Ex Taq™ (TaKaRa Bio Inc.) according to the 

manufacturer’s instructions.  Because both zebrafish actb1 and ribosomal protein 

L13a (rpl13a) were stably expressed in fins or fin regenerates (data not shown), actb1 

was used as reference gene for qPCR.  All primer pairs were designed to span an 

intron-exon boundary to prevent amplification of genomic DNA and the amplified 

signals were confirmed to be a single band by gel electrophoresis.  No template control 

was performed for nine genes to confirm the specificity of qPCR (data not shown).  

Detailed qPCR conditions used to amplify each of nine genes are listed in 

Supplementary Table.  p-values were calculated by using Student’s t test. 
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Figures 

 
Fig. 1. Spatial and temporal distributions of 5mC and 5hmC during regeneration 

of zebrafish fin 

(A-C) Longitudinal sections of wild-type fin regenerates that were 

immunohistochmically stained with antibodies against 5mC (red) and 5hmC (green) at 

0 (A), 30 (B), and 72 hpa (C).  The fluorescent signals of DAPI (blue) indicate the 

presence of nuclei.  Uniform distributions of 5mC and 5hmC fluorescent signals were 

observed in the intra-ray cells at 0 hpa (A).  The fluorescent signals of both 5mC and 

5hmC in the balstema cells and cells within 150 mm proximal to the amputation plane 

at 30 hpa were lower than those at 0 hpa (B).  At 72 hpa, the 5mC level in the blastema 
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cells was almost restored, whereas the 5hmC level in the blastema cells was still lower 

than that at 0 hpa (C).  White lines indicate the amputation planes.  Dashed lines 

outline the basement membrane, which shows the boundary between the epidermis and 

blastema.  Scale bars represent the distance from the amputation plane.  (D, E) 

Quantification of the relative fluorescent signal of 5mC or 5hmC at 0, 30, and 72 hpa.  

Relative 5mC intensity at 30 hpa and relative 5hmC intensities at 30 and 72 hpa were 

significantly lower than those at 0 hpa.  In contrast, relative 5mC intensity at 72 hpa 

was almost same as that at 0 hpa.  * p < 0.001 by Student’s t- test.  Error bars 

represent the standard error. 
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Fig. 2. Down-regulation of 5mC or 5hmC level is associated with active 

demethylation 

(A, B) Longitudinal sections of Tg(ef1-a:EGFP) fin regenerates that 

immunohistochemimally stained with an antibody against 5mC at 24 hpa.  Merged 

images revealed that some cells, which show low level of 5mC, are EGFP fluorescence 

positive in the blastema cells and cells adjacent to amputation plane (A, arrowheads in 

B).  The boxed area in A is shown enlarged in B.  (C-E) Longitudinal sections of 

wild-type fin regenerates that were co-stained with antibodies against 5hmC and PCNA 

at 24 hpa (C).  The boxed area in C is shown enlarged in D.  Quantification of the 

relative 5hmC intensity and PCNA in the blastema area at 24 hpa (E).  Merged images 

and quantification data revealed that majority of the blastema nuclei (62.0%) shows 

PCNA positive and low level of 5hmC (E, C, arrowheads in D).  Control/High 
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level-5hmC: control or high level of 5hmC, Low level-5hmC: low level of 5hmC.  

(F-I) Longitudinal sections of wild-type fin regenerates that were co-stained with 

antibodies against 5mC/5hmC and BrdU at 24 hpa, respectively.  BrdU is not 

incorporated in almost all blastema cells and cells adjacent to amputation plane that 

show lower level of 5mC or 5hmC (E, G, arrowheads in F and H).  However, BrdU is 

incorporated in some blastema cells and cells adjacent to the amputation plane, which 

show lower level of 5mC or 5hmC (arrows in F and H).  The boxed areas in E and G 

are shown enlarged in F and H, respectively.  White lines indicate the amputation 

planes.  Dashed lines outline the basement membrane, which shows the boundary 

between the epidermis and blastema.  Scale bars:100 mm in A, C, E, and G; 20 mm in 

B, D, F, and H. 
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Fig. 3. Relative expressions of demethylation- and DNA repair-related genes 

during regeneration of zebrafish fin by qPCR 

Expressions of demethylation- and DNA repair-related genes were examined via qPCR 

at 0, 18, 30, and 72 hpa.  The expression level at 0 hpa is set as 1.0, and the relative 

mRNA levels (y-axis) at 18, 30, and 72 hpa of each gene were shown.  The relative 

expressions of gadd45ba, gadd45bb, apobec2b, tdg, mbd4, tet2, tet3, and parp1 were 
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not markedly up-regulated after regeneration.  In contrast, the relative expression of 

gadd45g was significantly up-regulated at 18 and 30 hpa.  * p < 0.001 by Student’s t- 

test.  Error bars represent the standard error of three independent experiments. 
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Fig. 4. Spatial and temporal changes of 5mC and 5hmC levels during regeneration 

of zebrafish fin  

A proposed model for 5mC or 5hmC level during regeneration of zebrafish fin based on 

our findings.  Schematic representations of a longitudinal section of a fin ray.  The 

level of 5mC or 5hmC in the cells adjacent to the amputation plane starts to reduce from 

approximately at 12 hpa, and the number of demethylated cells increases until 24 hpa by 

active demethylation.  Subsequently, these demethylated cells start to proliferate, so 

that the number of blastema cells is increased.  By 72 hpa, the 5mC level is 

up-regulated, probably because DNA remethylation occurs in the blastema cells.  In 

contrast to that of 5mC, the 5hmC level is still reduced in the blastema cells at 72 hpa 

and is gradually recovered by 14 dpa. 
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Supplemental figures 
 

Fig. S1. Quantification of 5mC and 5hmC levels during regeneration of zebrafish 

fin 

(A, B) Relative levels of 5mC and 5hmC at 30 and 72 hpa compared with those at 0 hpa.  

Average signal intensity for 5mC or 5hmC at 0 hpa is set as 1.0.  * p < 0.001 by Student’s t- 

test.  Error bars represent the standard error. 
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Fig. S2. Structure of adult zebrafish caudal fin 

(A, B) A picture of adult zebrafish caudal fin (A) and an enlarged image of fin rays (B).  (C) 

Longitudinal section of a fin ray.  (D) Cross section of 2 fin rays. 
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Fig. S3. Relative 5mC or 5hmC level was not changed between in fins at 0 hpa and in the 

non-amputated fins 

(A, B) Longitudinal sections of a fin at 0 hpa (A) and an non-amputated fin (B) that were 

immunohistochmically stained with antibodies against 5mC (red) and 5hmC (green).  The 

fluorescent signals of DAPI (blue) indicate the presence of nuclei.  The intensity of DAPI, 

5mC, or 5hmC was shown at the position of approximately two-third of fins, which is a 

common amputation site in this study (B).  (C, D) Relative 5mC or 5hmC was not changed 

between in fins at 0 hpa and in the non-amputated fins.  White lines indicate the amputation 

planes.  Scale bars represent 100 mm.  * p < 0.001 by Student’s t- test.  Error bars represent 

the standard error. 
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Fig. S4. Reduction of 5mC and 5hmC levels during regeneration of zebrafish fin 

(A-C) Longitudinal sections of wild-type fin regenerates that were immunohistochmically 

stained with antibodies against 5mC (red) and 5hmC (green) at 12 (A), 18 (B), and 24 hpa (C).  

Blastema cells and cells adjacent to the amputation plane showed reduced levels of 5mC and 

5hmC (brackets in A, B, C).  The fluorescent signals of DAPI (blue) indicate the presence of 

nuclei.  White lines indicate the amputation planes.  Dashed lines outline the basement 

membrane, which shows the boundary between the epidermis and blastema.  Scale bars 

represent 100 mm. 
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Fig. S5. Distributions of 5mC and 5hmC at 14 dpa 

(A-C) Longitudinal sections of wild-type fin regenerates that were immunohistochmically 

stained with antibodies against 5mC (B) and 5hmC (C) at 14 dpa.  The fluorescent signals of 

DAPI (A) indicate the presence of nuclei.  White lines indicate the putative amputation planes.  

Scale bars represent 200 mm. 
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Fig. S6. EGFP fluorescence of Tg(ef1-a:EGFP) transgenic fish was not detected 

before amputation and at 0 hpa. 

(A-D) Bright field images of Tg(ef1-a:EGFP) transgenic fish fins before and after 

amputation.  (E-L) Fluorescence images of Tg(ef1-a:EGFP) transgenic fish fins before 

and after amputation.  The boxed areas in E, F, G, and H are shown enlarged in I, J, K, 

and L, respectively.  No EGFP fluorescence was detected before amputation and at 0 

hpa (E, F, I, J).  Scale bars represent 100 mm. 
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Chapter 3. Mechanistic target of rapamycin complex 1 
signaling regulates cell proliferation, cell survival, and 

differentiation in regenerating zebrafish fins 
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Abstract 
 

The mechanistic target of rapamycin complex1 (mTORC1) signaling pathway has been 

implicated in functions of multicellular processes, including cell growth and 

metabolism, although mTORC1 function remains unknown. To investigate the role of 

mTORC1 signaling pathway in zebrafish caudal fin, we examined the activation and 

function of mTORC1 signaling using an antibody against phosphorylated S6 kinase and 

a specific inhibitor, rapamycin. mTORC1 signaling is activated in proliferative cells of 

intra-ray and wound epidermal cells before blastema formation, as well as in 

proliferative blastema cells, wound epidermal cells, and osteoblasts during regenerative 

outgrowth. Before blastema formation, proliferation of intra-ray and wound epidermal 

cells is suppressed, but cell death is not affected by mTORC1 signaling inhibition with 

rapamycin. Moreover, rapamycin treatment inhibits blastema and wound epidermal cell 

proliferation and survival during blastema formation and regenerative outgrowth, as 

well as osteoblast proliferation and differentiation during regenerative outgrowth. We 

further determined that mTORC1 signaling is regulated through IGF-1 

receptor/phosphatidylinositol-3 kinase and Wnt pathways during fin regeneration. 

Taken together, our findings reveal that mTORC1 signaling regulates proliferation, 

survival, and differentiation of intra-ray cells, wound epidermis, blastema cells, and/or 

osteoblasts in various fin regeneration stages downstream of IGF and Wnt signaling 

pathways. 
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Introduction 
 

Mammalians present a limited ability for organ regeneration, whereas various 

non-mammalian vertebrates such as teleosts and urodele amphibians show outstanding 

regeneration ability.  Among them, the zebrafish is a useful animal model, which has 

been used to study the regeneration of several organs or appendages [1,2].  The adult 

zebrafish caudal fin is composed of multiple cell types, including fibroblast-like 

mesenchymal cells, osteoblasts, endothelial cells, neurons, and epidermal cells, and the 

fin regeneration process presents three stages: pre-blastema formation, blastema 

formation, and regenerative outgrowth [3,4,5].  Following fin amputation, epidermal 

cells migrate to cover the wound within 12 hours post amputation (hpa) [5].  The 

intra-ray mesenchymal cells and osteoblasts then migrate toward the amputation plane 

by 24 hpa (pre-blastema formation stage) [5].  From 18 to 24 hpa, these intra-ray 

mesenchymal cells and osteoblasts begin to proliferate [3] and, as a result, a population 

of these cells, named blastema, is formed underneath the wound epidermis by 48 hpa 

(blastema formation stage).  After 48 hpa, regenerative outgrowth starts and the ray 

blastema mainly consists of three distinct domains: the distal blastema, proliferative 

zone, and differentiation zone (72 hpa, Figure 2P) [5,6].  The distal blastema barely 

contains proliferative blastema cells, and the proliferative zone contains highly 

proliferative mesenchymal cells (the proximal medial blastema) and osteoblasts (72 hpa, 

Figure 2P) [3,5,6]. 

    Since rapamycin presents various physiological functions such as antifungal, 

immunosuppressive, and antiproliferative properties, many researchers have focused on 

the identification of rapamycin intracellular targets [7].  Mechanistic target of 

rapamycin (mTOR), a serine/threonine kinase, has been shown to be a rapamycin target 

in yeast, and most eukaryotes have this protein [7,8].  The mTOR signaling pathway is 

mainly involved in cell growth and metabolism as two distinct complex types, mTOR 

complex 1 (mTORC1) and 2 (mTORC2) [7,8].  The mTORC1 signaling pathway is 

involved in multicellular processes, including protein synthesis, lipid synthesis, 

glycolysis, and autophagy, and is specifically inhibited by rapamycin [7,8].  mTORC1 

signaling is known to regulate protein synthesis mainly through direct phosphorylation 

of S6 kinase (S6K) [7,8]. 

    Many signaling pathways, including Activin, Bmp, Fgf, sonic hedgehog, 
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Insulin-like growth factor (IGF), Notch, retinoic acid, Wnt, and reactive oxygen species 

(ROS), are implicated in the regulation of cell proliferation and/or differentiation in 

non-mammalian vertebrate regeneration, also known as epimorphic regeneration 

[2,9,10,11,12].  However, the spatiotemporal activation and function of the mTORC1 

signaling pathway during epimorphic regeneration remains unknown.  In this study, 

we explored the activation and function of mTORC1 signaling during various stages of 

zebrafish caudal fin regeneration, and identified the upstream signaling pathway leading 

to mTORC1 signaling activation during caudal fin regeneration. 
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Results 
 

Spatiotemporal dynamism of mTORC1 signaling activation during fin 

regeneration 

    To investigate the molecular mechanisms of regeneration, we analyzed the 

signaling pathways involved in zebrafish fin regeneration using various inhibitors and 

drugs.  Our experiments indicated that rapamycin, a well-known inhibitor of mTORC1 

signaling, presented a strong inhibitory effect on fin regeneration.  To analyze the 

activation of mTORC1 signaling during fin regeneration, spatiotemporal distribution of 

phosphorylated S6 kinase (p-S6K), an activated form of S6K, was first examined by 

immunohistochemistry.  Although no p-S6K-positive cells were found in intra-ray and 

epidermal cells immediately after fin amputation (0 hpa) (Figure 1A), p-S6K signals 

were detected as early as 6 hpa (Figure 1B).  The number of p-S6K-positive cells in 

the intra-ray, epidermis, and blastema was markedly increased, and p-S6K-positive cell 

localization gradually changed with the progression of fin regeneration.  These 

p-S6K-positive cells were widely distributed in the intra-ray and wound epidermis 

proximal to the amputation plane from 6 to 18 hpa (arrowheads in Figure 1B-D).  

From 24 hpa, these cells started to accumulate underneath the wound epidermis, and 

p-S6K-positive blastema cells were evident at 36 hpa (arrowheads in Figure 1E,F).  

After 48 hpa, p-S6K-positive cells were mainly detected in the blastema and wound 

epidermis.  At 72 and 120 hpa, p-S6K signals were restricted to three distinct domains 

in the blastema, the putative proximal medial blastema domain (arrowheads in Figure 

1H,I’) [3], the bilateral stripped-domains (arrows in Figure 1H,I’), where differentiating 

osteoblasts and their progenitor cells are localized [11,13], and the wound epidermis.  

On the other hand, it is interesting to note that p-S6K signals were absent in the tip of 

the putative proximal medial blastema domain and putative distal blastema (brackets in 

Figure 1G,H,I’).  These results suggest that, although the mTORC1 signaling pathway 

is widely activated in the intra-ray, wound epidermal cells, and blastema cells until 48 

hpa, mTORC1 signaling is gradually restricted to the putative proliferative blastema 

cells and osteoblasts after 72 hpa. 

    To characterize p-S6K-positive cells during the pre-blastema formation (24 hpa) 

and regenerative outgrowth stages (72 hpa), the fin regenerates were co-immunostained 

with proliferating cell nuclear antigen (PCNA), a marker for proliferative cells [14]; 
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Zns-5, a marker for all osteoblasts independent of differentiation stages [15]; or Runx2, 

an osteoblast progenitor marker [16].  At 24 hpa, almost all p-S6K-positive intra-ray 

and blastema cells were PCNA-positive (Figure 2A-C’), and all Runx2-positive 

osteoblast progenitors were p-S6K-positive (Figure 2D-F’), suggesting that mTORC1 

signaling is active in proliferative cells and osteoblast progenitors during the 

pre-blastema formation stage.  At 72 hpa, PCNA-positive cells in the putative 

proximal medial blastema domain were p-S6K-positive (arrowheads in Figure 2I’), 

except that the tip of the putative proximal medial blastema domain (a bracket in Figure 

2I’) was p-S6K-negative.  In the bilateral-stripped domains, Zns-5- or Runx2-positive 

cells were p-S6K-positive (arrowheads in Figure 2L’,O’), except in the most distal 

regions of these domains (brackets in Figure 2L’,O’).  A recent report showed that 

Runx2-positive self-renewing preosteoblasts are localized in the most distal region and 

that Runx2/Sp7 (Osterix) double-positive cells are differentiating osteoblasts [11].  

Our results suggest that mTORC1 signaling is active in proliferative blastema cells and 

differentiating osteoblasts during the regenerative outgrowth stage.  These 

spatiotemporal mTORC1 activation patterns prompted us to further analyze the function 

of mTORC1 signaling in the pre-blastema formation, blastema formation, and 

regenerative outgrowth stages. 

 

mTORC1 signaling is required for cell proliferation, but not for cell survival 

during the pre-blastema formation stage 

    To examine the function of mTORC1 signaling during fin regeneration, adult 

zebrafish were treated with a specific mTORC1 inhibitor, rapamycin, 12 h before 

amputation (-12 h) to 72 hpa (Figure 3A).  Rapamycin significantly inhibited fin 

regeneration compared to DMSO (Figure 3B,C).  In addition to rapamycin, we 

examined the two different pharmacological inhibitors, Torin1 [17] and AZD8055 [18], 

in mTOR signaling inhibition, and found that fin regeneration was also significantly 

inhibited by both Torin1 and AZD8055 treatment (Figure S1).  mTORC1 signaling 

inhibition, by rapamycin, Torin1, and AZD8055 was confirmed by the loss of p-S6K 

signal at 72 hpa (Figure S2).  The p-S6K signals were markedly reduced by 3 h 

treatment with these inhibitors (rapamycin, Torin1, and AZD8055) and were nearly 

diminished by 6 h treatment (Figure S3), suggesting the specificity of p-S6K as readout 

of mTORC1 signaling.  Furthermore, fin regeneration was also inhibited by the 
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knockdown of raptor, which encodes a component of mTORC1 [7,8,19] using a 

morpholino antisense oligo nucleotide (MO) (Figure S4).  Taken together, inhibition 

of mTORC1 signaling with these three inhibitors (rapamycin, Torin1, and AZD8055) or 

by knockdown of raptor suggests that mTORC1 signaling is required in the 

pre-blastema formation, blastema formation, and regenerative outgrowth stages during 

fin regeneration. 

    We showed that mTORC1 signaling is active in proliferative intra-ray cells and 

osteoblast progenitors during the pre-blastema formation stage (Figure 2A-F’).  To test 

whether mTORC1 signaling affects cell proliferation before blastema formation, PCNA 

and Runx2 immunohistochemical staining, a BrdU incorporation assay, and expression 

of msxb [20] and the Xenopus ef1-a:EGFP transgene using the transgenic fish XIG8A 

[Tg(ef1- a;EGFP)] [21] were performed in rapamycin-treated fins.  Because cell 

proliferation starts at approximately 18 hpa in regenerating fins [3], inhibition 

experiments of mTORC1 signaling by rapamycin treatment were performed from -12 h 

to 18 hpa (or 24 hpa).  mTORC1 signaling inhibition was confirmed by the loss of the 

p-S6K signal at 24 hpa (Figure S5).  At 18 hpa, the number of PCNA-positive cells 

and the percent of Runx2-positive cells were significantly reduced by rapamycin 

treatment (Figure 4B-E), whereas the number of apoptotic cells was not increased in the 

intra-ray and epidermal cells (Figure 4F,G), indicating that inhibition of mTORC1 

signaling suppresses cell proliferation without inducing apoptosis.  Consistent with 

PCNA and Runx2 immunohistochemical staining, the number of BrdU incorporated 

cells in both the intra-ray and epidermis was significantly reduced by the rapamycin 

treatment at 24 hpa (Figure 4H,I).  It was previously reported that msxb and Xenopus 

ef1-a:EGFP transgene are molecular markers for mesenchymal progenitor cells [20] 

and proliferative cells [22] in the regenerating fins, respectively.  Similarly to PCNA 

and Runx2 expression, msxb and Xenopus ef1-a:EGFP transgene expression was 

markedly decreased by rapamycin treatment at 24 hpa as determined by whole-mount in 

situ hybridization and EGFP fluorescence, respectively (Figure 4J,K).  These results 

clearly indicate that mTORC1 signaling is required for cell proliferation, but not in cell 

survival of intra-ray and epidermal cells before blastema formation. 

 

mTORC1 signaling is required for cell proliferation and cell survival during the 

regenerative outgrowth stage 
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    Because p-S6K-positive cells start to accumulate underneath the wound epidermis 

from 24 hpa (Figure 1E), and cell proliferation is suppressed until 24 hpa by mTORC1 

signaling inhibition (Figure 4), identifying the function of mTORC1 signaling during 

blastema formation and regenerative outgrowth is difficult.  We next examined the 

function of mTORC1 signaling during the blastema formation and regenerative 

outgrowth stages using rapamycin from 24 to 72 hpa (Figure 5A).  Regenerative 

outgrowth was significantly inhibited by rapamycin treatment from 24 to 72 hpa (Figure 

5B,C), as observed by rapamycin treatment from -12 h to 72 hpa (Figure 3).  mTORC1 

signaling inhibition was confirmed by the loss of the p-S6K signal at 72 hpa (Figure S6).  

In addition, msxb and connexin43 (cx43), a molecular marker of proliferating cells [23], 

expression was downregulated by rapamycin treatment in the regenerative fins (Figure 

5D).  Consistent with these in situ hybridization results, the number of PCNA-positive 

cells in both the blastema and epidermis was significantly reduced by rapamycin 

treatment (Figure 5E,F), as observed before blastema formation (Figure 4).  In contrast 

to the pre-blastema formation stage, the number of apoptotic cells in both the blastema 

and epidermis was significantly increased by rapamycin treatment during the blastema 

formation and regenerative outgrowth stages (Figure 5G,H).  These results suggest that 

mTORC1 signaling is required for cell proliferation and cell survival during blastema 

formation and regenerative outgrowth. 

 

mTORC1 signaling is required for the proliferation and differentiation of bony fin 

ray after 72 hpa 

    As shown in Figure 2, mTORC1 signaling was specifically activated in the 

putative differentiating osteoblasts after 72 hpa.  To examine the function of mTORC1 

signaling in bony ray formation, the regenerates were treated with rapamycin from 72 to 

120 hpa.  Inhibition of mTORC1 signaling was confirmed by the marked reduction of 

the p-S6K signal at 120 hpa (Figure S7).  The number of BrdU incorporated cells in 

the Zns-5-positive osteoblasts was significantly reduced by rapamycin treatment (Figure 

6B,C).  In addition, the number of Sp7-expressing cells and expression domains of 

col10a1a, which are intermediate markers of skeletogenesis [15], were markedly 

decreased in the rapamycin-treated fins (Figure 6D,E,F).  In contrast to differentiation 

markers for skeletogenesis, the number of Runx2-positive osteoblast progenitors was 

unchanged by rapamycin treatment (Figure 6G,H).  These results suggest that 
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mTORC1 signaling is required for proliferation and differentiation of the bony fin ray 

after 72 hpa. 

 

mTORC1 signaling does not regulate autophagy in fin regeneration 

    A recent study revealed that autophagy is required for zebrafish fin regeneration 

under the control of MAPK/Erk signaling pathway [24].  Because the mTORC1 

signaling pathway is known to inhibit autophagy [7,8], we examined whether autophagy 

was affected by inhibition of mTORC1 signaling during fin regeneration.  As 

determined using a GFP-microtubule-associated protein 1 light chain 3 isoform 

(GFP-LC3) transgenic line, autophagy was markedly upregulated from 1 to 4 days post 

amputation (dpa) [24].  Using an LC3B antibody, we detected LC3 in the wound 

epidermis at 24 hpa, and by 72 hpa, LC3 localization in the wound epidermis was 

maintained (Figure S8).  Moreover, LC3 protein level and localization were not 

affected by rapamycin treatment (Figure S8), suggesting that the mTORC1 signaling 

pathway does not regulate fin regeneration via autophagy. 

 

IGF-1 receptor (IGF-1R)/PI3K and Wnt signaling pathways regulate 

mTORC1/S6K in fin regeneration 

    It is well known that the mTORC1/S6K pathway is regulated through the receptor 

tyrosine kinase/PI3K/Akt pathway in cell proliferation and metabolism [7,8].  To 

examine the upstream signaling pathway regulating mTORC1/S6K signaling in fin 

regeneration, various inhibitors for IGF, Wnt, Fgf, and ROS signaling pathways were 

tested from -12 h to 24 hpa or from 24 to 48 hpa, and S6K activation was determined; 

IGF signaling (LY294002 [25]: a PI3K inhibitor, NVP-ADW742 [26]: a IGF-1 receptor 

kinase inhibitor), Wnt signaling (IWP-2 [27]: a Wnt/b-catenin signaling inhibitor), Fgf 

signaling (SU5402 [28]: a Fgf receptor1 inhibitor), MAPK/Erk signaling (U0126 [29]: a 

MAPK/Erk inhibitor), and ROS signaling (VAS2870 [30]: an inhibitor of NADPH 

oxidase).  No inhibitory effect for S6K activation was observed using SU5402, U0126, 

or VAS2870, even though fin regeneration was suppressed (Figure S9).  However, 

LY294002, NVP-ADW742, and IWP-2 inhibitor treatment markedly reduced the 

p-S6K signal in blastema and epidermal cells.  The inhibitory effect of LY294002, 

NVP-ADW742, and IWP-2 on S6K activation was nearly similar to that of rapamycin 

during fin regeneration (Figure 7).  These results suggest that both IGF-1R/PI3K and 
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Wnt pathways activate mTORC1 in blastema and epidermal cells during zebrafish 

caudal fin regeneration. 
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Discussion 
     

Based on the localization of p-S6K, we show the spatiotemporal distributions of cells in 

which mTORC1 signaling is activated during fin regeneration (Figure 1).  Weak 

p-S6K fluorescent signals were observed in the intra-ray cells and epidermis as early as 

6 hpa.  Further, the p-S6K-positive cells were found to be distributed in locations 

proximal to the amputation plane by 36 hpa, indicating that mTORC1 is one of the 

earliest signaling in fin regeneration, which is reminiscent of other signaling pathways 

such as Wnt, Fgf, retinoic acid, and Activin [2,9,10].  We also show that mTORC1 

signaling is active in proliferative blastema cells, wound epidermal cells, and 

osteoblasts during blastema formation and regenerative outgrowth (after 24 hpa) (Figure 

2).  Inhibition of mTORC1 signaling from 24 to 72 hpa suppresses proliferation of 

these cells through the inhibition of S6K activation (Figure 5,S6).  These results 

suggest that mTORC1 signaling is continuously required for cellular proliferation 

during the blastema formation and regenerative outgrowth stages via protein synthesis. 

    It is well established that mTORC1 signaling activates anabolic processes, 

including the synthesis of proteins, nucleotides, and lipids, and, as a result, these 

processes promote cell growth and proliferation [7,8,31].  Protein and nucleotide 

syntheses are controlled through the activation of S6K, and lipid synthesis is promoted 

by activating sterol regulatory element binding proteins in an S6K-dependent or 

-independent manner [8,31].  Based on these findings, the p-S6K-positive cells 

observed in regenerating fins appear to be in a higher metabolic state that is stimulated 

by a wound signal.  It would be significant to isolate and analyze these cells under high 

metabolic conditions during fin regeneration. 

    A recent paper demonstrated that zebrafish caudal fin regeneration is slightly 

inhibited by rapamycin treatment from 0 to 35 dpa [32].  However, the inhibitory 

effect of rapamycin observed was milder than the effect observed in our study.  The 

rapamycin concentration used in this report was lower than that used in the present 

study (50 nM in a previous report versus 2.4 mM in the present study), which may 

explain this discrepancy.  In addition, while fish were pretreated with rapamycin 

before amputation (-12 h) in our experiments, no pretreatment was performed in the 

previous report.  In fact, we found that at least 6 h of pretreatment is needed to observe 

the loss of p-S6K immunostaining.  When fish were treated with rapamycin from 0 
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hpa, the inhibitory effect of rapamycin on fin regeneration was markedly reduced, even 

when using a 2.4 mM concentration of rapamycin (data not shown).  It is likely that 

these two different experimental conditions may be responsible for the difference 

observed between our study and the previous report. 

    A previous report showed that insulin-like growth factor 2b (igf2b), which is 

expressed in blastema, activates the IGF signaling pathway in the apical epithelium cells 

through two receptors, insulin-like growth factor 1a receptor (Igf1ra) and Igf1rb [33].  

Pharmacological inhibition using NVP-ADW541 or NVP-ADW742 caused apoptosis in 

the wound epidermis and blocked blastema formation, indicating that IGF signaling 

between blastema and wound epidermis is critical for cell survival in the wound 

epidermis and cell proliferation in the blastema [33].  These results are consistent with 

some of our results showing that mTORC1 signaling is active in the wound epidermis 

before blastema formation, and is regulated by the IGF-1R/PI3K signaling pathway.  

However, two phenotypic differences were observed between mTORC1 and IGF-1R 

inhibition during fin regeneration.  One is that cell death was significantly increased in 

the wound epidermis by IGF-1R inhibition at 24 hpa [33], but not by rapamycin 

treatment from -12 h to 18 hpa (Figure 4).  Because the IGF signaling is one of 

upstream signaling leading to mTORC1/S6K pathway, the other signaling pathways 

might be involved in the wound epidermis survival.  The second is that activation of 

mTORC1 based on p-S6K localization was observed not only in the wound epidermis, 

but also in intra-ray cells as early as 6 hpa.  It is possible that, in intra-ray cells, 

mTORC1 signaling is activated through IGF-1Rs, other than Igf1ra and Igf1rb. 

    In addition to IGF-1R/PI3K signaling, we also found that Wnt signaling controls 

mTORC1 activation in both blastema and epidermal cells during fin regeneration by 

using IWP-2 (Figure 7).  It has already been shown that Wnt signaling directly 

activates mTORC1 through the inhibition of glycogen synthase kinase 3 and tuberous 

sclerosis 1/2 in zebrafish and mice [34], as well as in mammalian cell lines [35].  In 

zebrafish caudal fin regeneration, Wnt/b-catenin signaling indirectly regulates the 

proliferation of blastema cells, patterning of epidermis, and differentiation and 

patterning of bone, mediated through many signaling pathways such as Activin, Notch, 

Fgf, retinoic acid, Hedgehog, IGF, and Bmp [10].  Because mTORC1 signaling could 

be mediated directly or indirectly through IGF signaling regulated by Wnt/b-catenin 

signaling, further detailed investigations are needed to elucidate the hierarchical 
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relationship and crosstalk between IGF-1R/PI3K/mTORC1 and other signaling 

pathways downstream of Wnt/b-catenin during fin regeneration. 
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Materials and Methods 
 

Zebrafish husbandry, fin amputation, drug treatments, and in vivo electroporation 

    All zebrafish experiments were performed under ethical approval of the Hiroshima 

University Animal Research Committee (Permit Number: F13-1).  Maintenance and 

caudal fin amputation of adult zebrafish (AB/Tüebingen strain) were performed as 

described previously [36].  Transgenic zebrafish XIG8A [Tg(ef1-a:EGFP)] [21] was 

used for fin amputation experiments. 

    During drug treatments, fish were kept in fish water at 28.5 ˚C and the fish water 

with drug was replaced daily.  2.4 mM rapamycin (LC Laboratories), 100 nM Torin1 

(Calbiochem), 1.2 mM AZD8055 (AdooQ Biosciences), 10 mM LY294002 

(Calbiochem), 5 mM NVP-ADW742 (AdooQ Biosciences), 14 mM SU5402 

(Calbiochem), 10 mM IWP-2 (Promega), 25 mM U0126 (Promega), and 1 mM 

VAS2870 (Enzo Life Sciences) were used as specific inhibitors.  All were dissolved in 

DMSO and final DMSO concentration in fish water was 0.1%, except SU5402 (0.17%).  

The control fish were kept in fish water with 0.1% DMSO. 

    For MO knockdown experiments, in vivo electroporation was performed as 

described previously [37].  The MO was micro-injected between each bony fin ray and 

electroporated before fin amputation.  We used fluorescent tagged-MO targeted 

against raptor and 5-base mismatch control MO (Gene Tools, Inc.) as following; a 

raptor MO (5’-ATGGATGGATGGATGCTCACCTATC-3’) [19], a 5-mismatch 

control MO (5’- ATGaATGaATGaATGaTCACaTATC -3’, lower case letters indicate 

mismatch pairs). 

 

Immunohistochemical staining and whole-mount in situ hybridization 

    The amputated fins were fixed in 4% paraformaldehyde in 0.1 M 

phosphate-buffered saline (PBS) overnight at 4 ˚C.  After fixation, the fins were 

treated with PBS containing 30% sucrose overnight, and were embedded with 

Tissue-Tek O.C.T. compound (Sakura Finetek).  The embedded fins were frozen and 

sectioned to 14 mm thickness by using a Leica CM3050S.  The sections were 

dehydrated and rehydrated through a methanol/PBS-0.1% Tween series for 5 min each.  

After rehydration, the sections were blocked with PBST (PBS and 0.1% Tween20) 

containing 5% sheep serum for 3 h at room temperature and then incubated in PBST 
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with primary antibody/antibodies overnight at 4 ˚C.  The following primary antibodies 

were used: anti-PCNA mouse monoclonal antibody at 1:1000 (Sigma, #P8825) [36]; 

anti-BrdU rat monoclonal antibody at 1:100 (Abcam, ab6326); phospho-S6 ribosomal 

protein (Ser240/244) rabbit polyclonal antibody at 1:300 (Cell Signaling, #2215) [38]; 

anti-Runx2 mouse monoclonal antibody at 1:100 (Sant Cruz Biotechnology, 27-K) 

[10,11]; anti-Zns-5 mouse monoclonal antibody at 1:300 (a kindly gift from Dr. 

Ishitani) [14]; anti-Sp7 rabbit polyclonal antibody at 1:1000 (Santa cruz, sc-22536-R) 

[11]; anti-LC3B rabbit polyclonal antibody at 1:300 (Abcam, ab51520) [39].  The 

following secondary antibodies were used: Alexa Fluor® 488 goat anti-rabbit IgG 

antibody at 1:500 (Invitrogen, Life Technologies Corp.); Alexa Fluor® 488 goat anti-rat 

IgG antibody at 1:500 (Invitrogen, Life Technologies Corp.); Alexa Fluor® 594 goat 

anti-mouse IgG antibody at 1:500 (Invitrogen, Life Technologies Corp.); Alexa Fluor® 

594 goat anti-rabbit IgG Antibody at 1:500 (Invitrogen, Life Technologies Corp.).  

4',6-diamidino-2-phenylindole (DAPI) was used for nuclei staining at a concentration of 

1:1000.  The images were captured using an Olympus FV1000-D confocal microscope 

with the same exposure times using the FluoView software. 

    Whole-mount in situ hybridization analyses were performed as described 

previously [40] with 60 minute proteinase K treatment. 

 

BrdU incorporation assays and cell death detection 

    BrdU incorporation assays were performed as described previously [36].  

Fin-amputated fish were allowed to regenerate in the fish water containing with 50 

mg/ml BrdU between 18 to 24 hpa or 108 to 120 hpa.  After incubation, the 

regenerating fins were cut and BrdU-labeled cells were detected as described previously 

[36].  For detection of apoptotic cells, we performed TUNEL staining using an In Situ 

Cell Death Detection Kit (Roche Applied Science) according to the manufacture’s 

instruction. 
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Figures 

 
Figure 1 Spatiotemporal activation of S6K during zebrafish fin regeneration 

 (A-I’) Longitudinal sections of wild-type fin regenerates that were 

immunohistochemically stained with an antibody against p-S6K (green) at 0 (A), 6 (B), 
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12 (C), 18 (D), 24 (E), 36 (F), 48 (G), 72 (H), and 120 (I,I’) hpa (0 hpa, n=3; 6 hpa, 

n=4; 12 hpa, n=3; 18 hpa, n=4; 24 hpa, n=5; 36 hpa, n=4; 48 hpa, n=3; 72 hpa, n=4; 120 

hpa, n=3).  The boxed area in I is enlarged in I’.  DAPI fluorescent signal (blue) 

indicates the presence of nuclei.  Dashed white lines indicate the amputation plane.  

The p-S6K fluorescent signals were barely detectable in the amputated fin at 0 hpa (A).  

At 6 hpa, p-S6K-positive cells were found in both intra-ray and epidermal cells 

(arrowheads in B), and the number of p-S6k-positive cells increased by 24 hpa 

(arrowheads in C, D, and E).  Although p-S6K-positive cells were found in both the 

blastema and intra-ray region adjacent to and proximal to the amputation plane at 36 

hpa (arrowheads in F), p-S6K-positive cells were mainly detected in the blastema at 48 

hpa (arrowheads in G).  At 72 and 120 hpa, p-S6K-positive cells were observed in the 

bilateral strip regions (arrows in H and I’), in the putative proximal medial blastema 

(arrowheads in H and I’), and in the wound epidermis, but not in the putative 

differentiated blastema cells (asterisks in H and I).  Brackets indicate the 

p-S6K-negative cells in the tip of the putative proximal medial blastema domain and 

putative distal blastema (G,H,I’).  It should be noted that both p-S6K and DAPI 

fluorescent signals did not overlap, as p-S6K and genomic DNA (DAPI specifically 

stains double-strand DNA) are localized in the cytosol and nucleus, respectively.  

Scale bars: 100 mm. 
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Figure 2 Distributions of S6K-positive cells and proliferative cells at 24 and 72 hpa 

(A-F’) Longitudinal sections of wild-type fin regenerates that were 

co-immunohistochemically stained with antibodies against p-S6K (green) and PCNA 

(red) (A-C’, n=3) or p-S6K (green) and Runx2 (red) (D-F’, n=3) at 24 hpa.  p-S6K 
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positive cells were PCNA- or Runx2-positive at 24 hpa (C’,F’).  The boxed areas in C 

and F are enlarged in C’ and F’, respectively.  Dashed white lines indicate the 

amputation planes.  (G-O’) Longitudinal sections of wild-type fin regenerates that 

were co-immunostained with antibodies against p-S6K (green) and PCNA (red) (G-I’, 

n=5), p-S6K (green) and Zns-5 (red) (J-L’, n=3), or p-S6K (green) and Runx2 (red) 

(M-O’, n=4) at 72 hpa.  PCNA-positive cells were p-S6K-positive in the putative 

proximal medial blastema domain (arrowheads in I’), but not in the tip of the putative 

proximal medial blastema domain (a bracket in I’).  Zns-5- or Runx2-positive cells in 

the proximal lateral blastema were also p-S6K-positive (arrowheads in L’ and O’), but 

cells in the distal region of the lateral blastema were not (brackets in L’ and O’).  It 

should be noted that both p-S6K and PCNA or Runx2 fluorescent signals did not 

overlap, because p-S6K and PCNA or Runx2 are localized in the cytosol and nucleus, 

respectively.  Scale bars: 100 mm.  (P) Cartoon summarizing the anatomical 

structures of fin regenerates in longitudinal cross-sections and localization of 

p-S6K-positive cells in the fin regenerates at 24 and 72 hpa.  Dashed lines indicate the 

amputation planes. 
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Figure 3 Rapamycin treatment inhibits fin regeneration until 72 hpa 

(A) Scheme of rapamycin treatment from – 12 h to 72 hpa.  (B,C) Rapamycin 

treatment significantly inhibited fin regeneration from – 12 h to 72 hpa (pre-blastema 

formation, blastema formation, and regenerative outgrowth stages), when compared to 

DMSO treatment.  Dashed lines indicate the amputation planes.  ** p < 0.01 by 

Student’s t-test.  Error bars represent the standard error of 4 independent experiments.  

Scale bars: 500 mm in B. 
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Figure 4 Rapamycin treatment inhibits proliferation of intra-ray and epidermal 

cells, but not apoptosis before blastema formation 

(A) Scheme of rapamycin treatment before blastema formation.  (B,C) PCNA-stained 

fin sections and quantification of PCNA-positive cells in the intra-ray and epidermis at 

18 hpa.  The number of PCNA-positive cells was significantly reduced by rapamycin 

treatment in both the intra-ray and epidermis at 18 hpa.  ** p < 0.01 by Student’s t-test.  

Error bars represent the standard error of 5 independent experiments.  Scale bars: 100 

mm.  (D,E) Runx2-stained fin sections and quantification of Runx2-positive cells in 

the intra-ray.  Rapamycin treatment significantly reduced the percentage of 
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Runx2-positive cells at 18 hpa.  * p < 0.05 by Student’s t-test.  Error bars represent 

the standard error of 3 independent experiments.  Scale bars: 100 mm.  (F,G) 

TUNEL-stained fin sections and quantification of TUNEL-positive intra-ray and 

epidermal cells.  Cell death was not increased in both the intra-ray and epidermis at 18 

hpa.  Error bars represent the standard error of 6 independent experiments.  Scale 

bars: 100 mm.  (H,I) BrdU-stained fin sections and quantification of BrdU-positive 

cells in the intra-ray and epidermis.  Rapamycin treatment significantly reduced the 

number of BrdU-positive cells in the intra-ray and epidermis at 24 hpa.  * p < 0.05 , ** 

p < 0.01 by Student’s t-test.  Error bars represent the standard error of 3 independent 

experiments.  Scale bars: 100 mm.  DAPI fluorescent signal (blue) indicates the 

presence of nuclei (B,D,F,H).  Dashed white lines indicate the amputation planes 

(B,D,F,H).  (J) Expression of msxb was examined by in situ hybridization at 24 hpa 

(n=3).  The msxb expression was barely detectable in rapamycin-treated fin 

regenerates.  Scale bars: 200 mm.  (K) EGFP fluorescence of Tg(ef1- a;EGFP) fin 

regenerates at 24 hpa (n=3).  The EGFP fluorescence was lost in rapamycin-treated fin 

regenerates.  Scale bars: 200 mm.  Dashed lines indicate the amputation plane (J,K). 
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Figure 5 Rapamycin treatment inhibits both the proliferation and survival of 

intra-ray cells during the blastema formation and regenerative outgrowth stages 

(A) Scheme of rapamycin treatment during blastema formation and regenerative 

outgrowth stages.  (B,C) Rapamycin treatment significantly blocked the outgrowth of 

fin regenerates at 72 hpa.  * p < 0.05 by Student’s t-test.  Error bars represent the 

standard error of 4 independent experiments.  Scale bars: 500 mm.  Dashed lines 

indicate the amputation plane.  (D) Expression of msxb and cx43 was examined by 

whole-mount in situ hybridization at 72 hpa (msxb, n=5; cx43, n=3).  Rapamycin 

treatment induced the down-regulation of msxb and cx43 expression.  Scale bars: 200 
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mm.  Dashed lines indicate the amputation plane.  (E,F) PCNA-stained fin sections 

and quantification of PCNA-positive cells in the intra-ray and epidermis at 72 hpa.  

The number of PCNA-positive cells was significantly reduced by rapamycin treatment 

in both the blastema and epidermis at 72 hpa.  ** p < 0.01 by Student’s t-test.  Error 

bars represent the standard error of 4 independent experiments.  Scale bars: 100 mm.  

(G,H) TUNEL-stained fin sections and quantification of TUNEL-positive cells in the 

intra-ray and epidermis.  Cell death was significantly increased by rapamycin 

treatment in both the blastema and epidermis at 72 hpa.  ** p < 0.01 by Student’s t-test.  

Error bars represent the standard error of 4 independent experiments.  Scale bars: 100 

mm.  DAPI fluorescent signal (blue) indicates the presence of nuclei (E,G). 
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Figure 6 Rapamycin treatment inhibits proliferation and differentiation of 

osteoblasts after 72 hpa 

(A) Scheme of rapamycin treatment between 72 and 120 hpa.  (B,C) BrdU and Zns-5 

double-stained fin sections and quantification of BrdU and Zns-5 double-positive 

osteoblasts.  The number of double-positive osteoblasts was significantly reduced by 

rapamycin treatment at 120 hpa.  ** p < 0.01 by Student’s t-test.  Error bars represent 

the standard error of 4 independent experiments.  (D,E) Sp7-stained fin sections and 

quantification of Sp7-positive osteoblasts.  The number of Sp7-positive osteoblasts 

was significantly reduced by rapamycin treatment at 120 hpa.  DAPI fluorescent signal 

(blue) indicates the presence of nuclei.  ** p < 0.01 by Student’s t-test.  Error bars 
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represent the standard error of 4 independent experiments.  Scale bars: 100 mm.  (F) 

Expression of col10a1a was examined by in situ hybridization at 120 hpa (n=4).  

Rapamycin treatment decreased col10a1a expression (brackets in F) at 120 hpa.  

Dashed lines indicate the amputation planes.  Scale bars: 200 mm.  (G,H) 

Runx2-stained fin sections and quantification of Runx2-positive cells.  The number of 

Runx2-positive cells was not affected by rapamycin treatment at 120 hpa.  Error bars 

represent the standard error of 4 independent experiments.  Scale bars: 100 mm. 
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Figure 7 IGF-1R/PI3K and Wnt pathways regulate the activation of mTORC1 

during fin regeneration 

(A) Scheme of inhibitor treatments of rapamycin, LY294002 (a PI3K inhibitor), 

NVP-ADW742 (an IGF-1R inhibitor), or IWP-2 (a Wnt/b-catenin inhibitor) during fin 

regeneration.  (B-I) Longitudinal sections of DMSO or inhibitors treated wild-type fin 

regenerates that were immunohistochemically stained with an antibody against p-S6K 

(green) at 24 (DMSO, n=6; Rapa, n=4; LY294002, n=4; NVP-ADW742, n=4; IWP-2, 

n=5) and 48 hpa (DMSO, n=6; Rapa, n=4; LY294002, n=4; NVP-ADW742, n=4; 

IWP-2, n=4).  DAPI fluorescent signal (blue) indicates the presence of nuclei.  The 
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activation of S6K was blocked by LY294002, NVP-ADW742, or IWP-2 treatment.  

Dashed white lines indicate the amputation planes.  Scale bars: 100 mm. 
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Supplemental figures 

 
 

Figure S1. Treatment of Torin1 or AZD8055 inhibits fin regeneration until 72 hpa 

(A) Scheme of Torin1 or AZD8055 treatment from – 12 h to 72 hpa.  (B,C) Treatment 

of both inhibitors significantly inhibited fin regeneration from – 12 h to 72 hpa 

(pre-blastema formation, blastema formation, and regenerative outgrowth stages), when 

compared to DMSO treatment.  Dashed lines indicate the amputation planes.  * p < 

0.05 , ** p < 0.01 by Student’s t-test.  Error bars represent the standard error of 4 

independent experiments.  Scale bars: 500 mm in B. 
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Figure S2. Distributions of p-S6K in rapamycin, Torin1, or AZD8055-treated fin 

regenerates at 72 hpa 

(A) Scheme of rapamycin, Torin1, or AZD8055 treatment from – 12 h to 72 hpa.  (B) 

Longitudinal sections of wild-type fin regenerates that were immunohistochemically 

stained with an antibody against p-S6K (green) at 72 hpa (DMSO, n=5; Rapa, n=3; 

Torin1, n=3; AZD8055, n=3).  DAPI fluorescent signal (blue) indicates the presence 

of nuclei.  At 72 hpa, the p-S6K fluorescent signal was lost in rapamycin, Torin1, or 

AZD8055-treated fin regenerates.  Dashed white lines indicate the amputation plane.  

Scale bars: 100 mm. 
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Figure S3. p-S6K signals were markedly reduced by 3 or 6 h treatment with 

inhibitors (rapamycin, Torin1, and AZD8055) 

(A) Scheme of rapamycin, Torin1, or AZD8055 treatment from 24 h to 27 or 30 hpa.  

(B-I) Longitudinal sections of wild-type fin regenerates that were 

immunohistochemically stained with an antibody against p-S6K (green) at 27 hpa 
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(DMSO, n=3; Rapa, n=3; Torin1, n=3; AZD8055, n=3) or 30 hpa (DMSO, n=3; Rapa, 

n=3; Torin1, n=3; AZD8055, n=3).  DAPI fluorescent signal (blue) indicates the 

presence of nuclei.  The p-S6K signals were markedly reduced by 3 or 6 h treatment 

with inhibitors (rapamycin, Torin1, and AZD8055).  Dashed white lines indicate the 

amputation plane.  Scale bars: 100 mm. 
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Figure S4. Fin regeneration and activation of mTORC1 signaling are inhibited by 

raptor knock-down. 

(A,B) Wild-type fin electroporated in the ventral half with fluorescein-labeled MOs at 

72 hpa.  Fin regeneration was significantly inhibited by raptor knock-down.  Dashed 

lines indicate the amputation planes.  Scale bars: 500 mm.  ** p < 0.01 by Student’s 

t-test.  Error bars represent the standard error of 5 independent experiments.  (C) 

Longitudinal sections of wild-type fin regenerates that were immunostained with 

antibodies against p-S6K (red) at 24 hpa (5-mismached raptor MO, n=5; raptor MO, 

n=5).  Green fluorescence indicates the presence of MO in the electroporated cells.  

Merged views showed that cells incorporated 5-mismached raptor MO, but not raptor 

MO, are p-S6K-positive (arrowheads).  It should be noted that fluorescent signals of 
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5-mismached raptor MO and p-S6K overlap only in the cytosol, because p-S6K are 

localized in the cytosol, not in the nucleus.  Dashed white lines indicate the amputation 

planes.  Scale bars: 100 mm. 
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Figure S5. Distributions of p-S6K in rapamycin-treated fin regenerates at 24 hpa 

(A) Scheme of rapamycin treatment from – 12 h to 24 hpa.  (B) Longitudinal sections 

of wild-type fin regenerates that were immunohistochemically stained with an antibody 

against p-S6K (green) at 24 hpa (DMSO, n=4; Rapa, n=4).  DAPI fluorescent signal 

(blue) indicates the presence of nuclei.  At 24 hpa, the p-S6K fluorescent signal was 

lost in rapamycin-treated fin regenerates.  Dashed white lines indicate the amputation 

plane.  Scale bars: 100 mm. 
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Figure S6. Distributions of p-S6K in fin regenerates treated with rapamycin from 

24 to 72 hpa 

(A) Scheme of rapamycin treatment from 24 to 72 hpa.  (B) Longitudinal sections of 

wild-type fin regenerates that were immunohistochemically stained with an antibody 

against p-S6K (green) at 72 hpa (DMSO, n=5; Rapa, n=5).  DAPI fluorescent signal 

(blue) indicates the presence of nuclei.  At 72 hpa, the p-S6K fluorescent signal was 

lost in rapamycin-treated fin regenerates.  Dashed white lines indicate the amputation 

plane.  Scale bars: 100 mm. 
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Figure S7. Distributions of p-S6K in fin regenerates treated with rapamycin from 

72 to 120 hpa 

(A) Scheme of rapamycin treatment from 72 to 120 hpa.  (B) Longitudinal sections of 

wild-type fin regenerates that were immunohistochemically stained with an antibody 

against p-S6K (green) at 120 hpa  (DMSO, n=3; Rapa, n=3).  DAPI fluorescent 

signal (blue) indicates the presence of nuclei.  At 120 hpa, the fluorescent signal of 

p-S6K was markedly reduced by rapamycin treatment.  Scale bars: 100 mm. 
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Figure S8. Distributions of LC3B in rapamycin treated fin regenerates 

(A) Scheme of rapamycin treatment from -12 to 24 hpa or from 36 to 72 hpa.  (B,C) 

Longitudinal sections of DMSO or rapamycin treated wild-type fin regenerates that 

were immunohistochemically stained with an antibody against LC3B (green) at 24 hpa 

(DMSO, n=4; Rapa, n=4) and 72 hpa (DMSO, n=3; Rapa, n=3).  DAPI fluorescent 

signal (blue) indicates the presence of nuclei.  LC3B is specifically localized in the 

wound epidermis at 24 and 72 hpa.  Dashed white lines indicate the amputation planes.  

Scale bars: 100 mm. 
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Figure S9. Fgf, MAPK/Erk, and ROS signaling pathways do not regulate the 

activation of mTORC1 during fin regeneration 
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(A) Scheme of inhibitor treatments of SU5402 (a Fgf receptor1 inhibitor), U0126 (a 

MAPK/Erk inhibitor), and VAS2870 (an NADPH oxidase inhibitor: ROS signaling) 

during fin regeneration.  (B-I) Longitudinal sections of DMSO or inhibitors treated 

wild-type fin regenerates that were immunohistochemically stained with an antibody 

against p-S6K (green) at 24 or 48 hpa.  DAPI fluorescent signal (blue) indicates the 

presence of nuclei.  The p-S6K signals in SU5402-, U0126-, and VAS2870-treated 

fins were approximately comparable to those in DMSO-treated fins at both 24 hpa 

(DMSO, n=6; SU5402, n=5; U0126, n=3; VAS2870, n=3) and 48 hpa (DMSO, n=6; 

SU5402, n=4; U0126, n=3; VAS2870, n=3), even though these inhibitors, at 48 hpa, 

prevented fin regeneration.  Dashed white lines indicate the amputation planes.  Scale 

bars: 100 mm. 
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General discussion 
 
Although I identified two novel experimental results, reduction of 5mC and 5hmC and 
activation of mTORC1 during fin regeneration, few reports have been published 
regarding the relationship between DNA methylation and mTORC1 signaling in 
regeneration processes. Since reduction of 5mC and 5hmC levels and mTORC1 
activation occur in both dedifferentiated cells and blastema cells, the two results may be 
related. To confirm this possibility, I analyzed 5mC and 5hmC levels following 
rapamycin treatment during fin regeneration, because initiation of mTORC1 activation 
occurs prior to reduction of 5mC and 5hmC levels. However, I was unable to observe 
changes in 5mC and 5hmC levels by mTORC1 inhibition (data not shown). It is also 
Alternatively, it is possible that the reduction of 5mC and 5hmC levels promotes 
mTORC1 activation by altering of IGF or Wnt expression, both of which upregulate 
mTORC1 signaling. Thus, it will be interesting to analyze whether mTORC1 activation 
is affected by inhibition of 5mC and 5hmC levels reduction, once the DNA 
demethylation mechanisms has been uncovered. 
    Considering the function of 5mC and 5hmC levels reduction and mTORC1 
activation in blastema, these two processes may cooperatively regulate dedifferentiation 
in different manners. First, it is a possible that dedifferentiation is caused by 5mC and 
5hmC levels reduction. Dedifferentiation is the process by which differentiated cells 
revert to the precursor state, whereas reprogramming is a process by which 
differentiated cells revert to the pluripotent state [1]. Thus, dedifferentiation and 
reprogramming are similar process in terms of reversing cell fate. During 
reprogramming, erasure of epigenetic marks is necessary for rewriting of epigenetic 
information. For example, transient reduction of 5mC and 5hmC is observed in mouse 
preimplantation embryos during reprogramming [2-4]. In addition, DNA 
methyltransferase inhibitor 5-Aza-deoxycytidine can considerably enhance the 
reprogramming efficiency of mouse embryonic fibroblasts [5,6]. During regeneration, I 
speculate that erasure of epigenetic marks is required for dedifferentiation, because 
differentiated cells must rewrite the epigenetic information for dedifferentiation, as well 
as reprogramming. Therefore, the reduction of 5mC and 5hmC levels may be process 
that erases epigenetic memories to facilitate rewriting of epigenetic program in 
dedifferentiated cells during fin regeneration. Alternatively, it is a possible that 
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dedifferentiation is caused by mTORC1 activation. Previous reports have indicated that 
dedifferentiation is regulated by Cyclin D1 or hypoxia inducible factor 1 (Hif1), which 
are regulated by mTORC1 signaling via translation and gene expression, respectively [7, 
8]. It is well known Cyclin D1 is a key factor for cell proliferation [9,10]. During heart 
regeneration, Cyclin D1 is necessary for promoting cardiomyocyte proliferation [10] 
and maintains cardiomyocytes in an undifferentiated state by regulating degradation of 
GATA4 [11]. Proliferative activity and undifferentiated state are the specific characters 
of dedifferentiated cells. Therefore, Cyclin D1 could regulate dedifferentiation during 
regeneration. Moreover, Hif1 is a transcription factor induced by hypoxia. Hif1 induces 
dedifferentiation in hypoxic neuroblastoma [12]. In heart regeneration, hypoxia 
positively regulates cardiomyocyte dedifferentiation via Hif1α[13]. Therefore, Hif1 
could also regulate dedifferentiation, in addition Cyclin D1. Thus, mTORC1 may 

regulate dedifferentiation through regulation of Cyclin D1 or Hif1α during regeneration. 
Taken together, my studies indicate that 5mC and 5hmC levels reduction and mTORC1 
may cooperatively regulate dedifferentiation in different manners during fin 
regeneration. 
    Regeneration is known to be related to cancer via several biological processes 
[14,15]. For example, oncogenes such as c-myc are expressed in regenerating limbs and 
tails [16], and tumor suppressor genes such as p53 are inactivated in regenerating 
tissues [17]. In newt limbs, down-regulation of p53 activity has been observed during 
regeneration, using p53 binding promoter assay, and is necessary for cell proliferation 
during regeneration [18]. Moreover, injection of a carcinogen into newt limbs induces 
formation of accessory limbs at the site of injection [19]. These data indicate that cancer 
and regeneration share common molecular mechanism. Elucidating the relationship may 
have potential application in regenerative medicine or cancer therapy. In my 
investigation of reduction of 5mC and 5hmC levels in blastemas, I identified similarities 
between regeneration and cancer. Previous studies reported that 5mC commonly 
decreases during the early stage of carcinogenesis [20-22], and that 5hmC decreases in 
cancer cells at various stages [23-25]. Thus, these data indicate that 5mC and 5hmC 
decrease in the early stages of carcinogenesis, and only 5hmC remains suppressed in 
subsequent stages. In blastemas, both 5mC and 5hmC decreased from the pre-blastema 
formation stage to blastema formation stage, and only 5hmC decreased in following 
stages. Therefore, in both cancer and blastema cells, 5mC and 5hmC decrease during 
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the initiation stage and only 5hmC remains suppressed in the following stages. Thus, 
the reductions of 5mC and 5hmC in cancer and blastema cells may occur via the same 
mechanism. If so, the data available form cancer studies may advance my study of 5mC 
and 5hmC level reduction in blastemas, because more advanced data are available from 
cancer studies, For example, it has already been reported that in cancer, DNA 
hypomethylation commonly occurrs in repeated DNA sequences, such as long 
interspersed nuclear element-1 (LINE-1), tandem centrometric satelliteα, 
juxtacentromeric satellite 2, and the interspersed Alu, using bisulfite sequencing, which 
connot distinguish between 5mC and 5hmC [26-28]. Although it is remained unclear 
why and how the DNA hypomethylation occurs, it has been reported that the 
hypomethylation is linked with tumor progression or the degree of malignancy [20,29]. 
Satellite 2 hypomethylation has been shown to be significantly correlated with the 
degree of malignancy in ovarian tumor [29]. Moreover, some studies have indicated that 
DNA hypomethylation occurs not only in repeated DNA sequences but also in some 
gene regulatory regions, including the IGF-2 and H19, which contribute to oncogenesis 
[30, 31]. Therefore, reduction of 5mC and 5hmC levels may plays an important role in 
blastemas as well as in cancer cells. Studies of cancer may also provide additional 
results about on the function of reduction of levels of 5mC and 5hmC in blastemas. In 
addition, mTORC1 activation is commonly detected in cancer cells, and it causes 
initiation, cell growth, proliferation, and survival of cancer cells [33]. Tuberous 

sclerosis 1/2 (TSC1/2) are suppressor of mTORC1, and TSC1 or TSC2 knockout 
significantly induces cancer cells in heterozygous mice [34,35]. In blastemas, mTORC1 
signaling is activated and is required for blastema formation, proliferation, and survival. 
Thus, blastemas resemble to cancer cells with aspect to the function of mTORC1 
signaling. Furthermore, TSC2 heterozygous zebrafish mutants also spontaneously 
induce abdominal tumors in a p53 mutant background [36]. Considering this report on 
zebrafish mutant [36] and the report on down-regulation of p53 in regenerating newt 

limbs [18], the circumstances for blastemal formation may also lead to 
carcinogenesis. However, a regenerating fin has never been reported to develop into 
cancer. Rather, regeneration is involved in cancer resistance. Salamander limbs into 
which frog renal tumors have been transplanted can regenerate normal limbs after 
amputation [37]; furthermore, the renal tumors disappear during regeneration [37]. If 
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the mechanism that prevents blastemas form causing carcinogenesis can be elucidated, 
the knowledge may have applications for cancer therapy. 
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