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Abstract

Background: The proper balance of cell division and cell death is of crucial importance for all kinds of
developmental processes and for maintaining tissue homeostasis in mature tissues. Dysregulation of this balance
often results in severe pathologies, such as cancer. There is a growing interest in understanding the factors that
govern the interplay between cell death and proliferation under various conditions. Survivin and mortalin are genes
that are known to be implicated in both mitosis and apoptosis and are often expressed in tumors.

Results: The present study takes advantage of the ability of the sea cucumber Holothuria glaberrima Selenka, 1867
(Holothuroidea, Aspidochirota) to discard its viscera and completely regrow them. This visceral regeneration
involves an extensive expression of survivin and mortalin transcripts in the gut mesothelium (the outer tissue layer
of the digestive tube), which coincides in time with drastic de-differentiation and a burst in cell division and
apoptosis. Double labeling experiments (in situ hybridization combined with TUNEL assay or with BrdU
immunohistochemistry) suggest that both genes support cell proliferation, while survivin might also be involved in
suppression of the programmed cell death.

Conclusions: Visceral regeneration in the sea cucumber H. glaberrima is accompanied by elevated levels of cell
division and cell death, and, moreover, involves expression of pro-cancer genes, such as survivin and mortalin,
which are known to support proliferation and inhibit apoptosis. Nevertheless, once regeneration is completed and
the expression pattern of both genes returns to normal, the regrown digestive tube shows no anomalies. This
strongly suggests that sea cucumbers must possess some robust cancer-suppression mechanisms that allow rapid
re-growth of the adult tissues without leading to runaway tumor development.

Background
The ability of echinoderms to repair their injured or
autotomized body parts has been well known [1,2]. One
of the examples of such a remarkable capacity is rapid
and complete regeneration of the digestive tube in
holothurians (sea cucumbers) following induced or spon-
taneous evisceration (= autotomy of the viscera).
Evisceration results in the loss of the entire digestive
tube, except for small regions of the esophagus and
cloaca (in some species, however, the esophagus and the
pharynx are lost as well) [3,4]. It has been shown that
visceral regeneration in sea cucumbers is accomplished

by massive remodeling of the remaining tissues of the
mesentery and of the cloacal and esophageal stumps
through a complex combination of morphogenetic events
including de-differentiation of specialized cells, their
migration, cell death, cell division, and re-differentiation
[5-9]. Therefore, the regenerating digestive tube of sea
cucumbers provides a unique experimental model for
studying processes of extensive cell activation and prolif-
eration without uncontrolled tumor formation. Another
experimental advantage of this system is that the injury
occurs by autotomy in pre-determined regions [3,4], i.e.,
in a very consistent and repeatable manner, which
excludes variation between animals in the extent and
severity of the trauma. However, the molecular machin-
ery underlying such an extraordinary plasticity in post-
embryonic tissues remains largely unknown.
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Post-traumatic regeneration, as any other developmen-
tal process, requires a tightly regulated interplay
between cell proliferation and cell death. The present
paper deals with two of the genes, survivin and morta-
lin, that are known to play a dual role in regulation of
both programmed cell death and cell division in diverse
groups of animals [10-14]. Although there are plenty of
data on the involvement of survivin and mortalin in
malignant diseases [12,13,15-17], only rare studies have
directly dealt with the functional significance of these
two genes in post-traumatic regeneration [18-20].
Survivin (also known as BIRC5) is a small multifunc-

tional protein, a member of the inhibitor of apoptosis
(IAP) protein family [12]. IAPs are defined by the pre-
sence of the well-conserved baculovirus IAP repeat
(BIR) domain [21,22], which functions as a protein
interaction module consisting of about 70 amino acids.
This feature allows IAPs to control a wide variety of cel-
lular pathways through cooperation with other polypep-
tides. Survivin interacts with many proteins that are
important for regulation of both cell death and cell divi-
sion. For instance, like many other BIR-containing pro-
teins, survivin suppresses apoptosis. After forming a
complex with the co-factor protein HBXIP (hepatitis B
X-interacting protein), survivin specifically binds pro-
caspase 9, an initiator protease of the mitochondria-
dependent apoptosis pathway [23]. Survivin also plays
an important role in cell division and its expression was
reported to overlap with several stem cell markers [24].
Through interaction with Ran, survivin protein regulates
mitotic spindle formation [25]. In association with the
proteins INCENP, aurora B, and borealin, survivin
forms the multiprotein chromosomal passenger com-
plex, which plays multiple roles in cell division, being
involved, for instance, in correction of kinetochore
attachment errors, assembly/stabilization of microtu-
bules of the mitotic spindle, and completion of cytokin-
esis [26].
The survivin expression levels is usually high in most

human cancers studied so far, but is largely absent from
normal adult tissues, with a few notable exceptions,
including the gastric mucosa, thymus, placenta, and
testes [13,27,28]. Increased expression of survivin in
cancer patients is considered an unfavorable prognostic
marker correlating with decreased survival chances, risk
of recurrence, metastasis, and resistance to anti-cancer
drugs [13,29]. During embryogenesis, survivin is promi-
nently expressed in various (although not all) embryonic
tissues, including the gastrointestinal tract, neural tube
and blood vessels, in a developmentally regulated stage-
dependent fashion, and knockdown experiments suggest
that it is involved in regulation of neurogenesis, angio-
genesis and hematopoiesis [30-32].

Mortalin (also known as Hspa9, Grp75, and PBP74) is
a heat un-inducible member of Hsp70 family of pro-
teins, which is cable of interacting with a variety of
binding partners and performing various functions [14].
Like all Hsp70 family chaperones, mortalin is composed
of two domains: an N-terminal nucleotide-binding
(ATPase) domain and a C-terminal substrate binding
domain [14]. As a chaperone, mortalin binds misfolded
proteins and assists them to reach their functional con-
figuration through ATP-dependent conformational
change [33]. It is also involved in stress response and
intracellular trafficking [14]. But most interestingly,
mortalin is known to perform functions related to the
control of cell proliferation and survival. It is known to
bind the tumor suppressor protein p53 and therefore
prevents the latter from inducing apoptosis and inhibit-
ing cell division [34-36]. Elevated mortalin expression
has been observed in many human tumors, with higher
levels of mortalin expression corresponding to more
aggressive tumor phenotypes [14,16,17]. Conversely,
downregulation of mortalin expression was demon-
strated to suppress the growth of human transformed
cells [16].
Previous studies have demonstrated that successful

visceral regeneration in sea cucumbers is accomplished
through extensive proliferation of the tissues of the
mesentery and the stumps of the gut [5,7-9]. Cell death,
however, has never been studied, although it is known
to be equally important in regeneration [37,38]. Here,
we report that regeneration of the digestive tube in the
sea cucumber Holothuria glaberrima involves a signifi-
cant increase in cell death in comparison to non-injured
animals and provide a detailed description of spatio-
temporal expression pattern of survivin and mortalin
transcripts.

Methods
Animal collection, maintenance and evisceration
Adult individuals of the sea cucumber Holothuria gla-
berrima Selenka, 1867 (Holothuroidea, Aspidochirota)
were collected at low tide from the rocky coast adjacent
to Old San Juan, Puerto Rico and immediately trans-
ported to the laboratory were they were allowed to
adapt to laboratory conditions for 16 - 24 h in aerated
seawater (brought from the sampling site) at room tem-
perature. Evisceration was induced by injecting a few
milliliters of 0.35 M KCl into the coelomic cavity. Evis-
cerated animals were kept in well-aerated in-door sea-
water tanks. The well-being of animals was ensured by
keeping the density of holothurians in the tanks at
approximately one individual per liter seawater. Sea-
water was changed on days 3, 7, 14, and 21 after
evisceration.
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Sequence analysis
The homologs of survivin and mortalin were identified
among 5173 EST sequences representing three cDNA
libraries from the normal and regenerating digestive
tube of H. glaberrima [39] by BLAST query against the
non-redundant protein database of the NCBI. To obtain
full-length cDNA sequences, we performed 5’ and 3’
RACE using SMARTer RACE cDNA Amplification kit
(Clontech) following the manufacturer’s protocol. The
resulting sequences of survivin and mortalin of H. gla-
berrima were deposited into the GenBank under acces-
sion numbers HQ174778 and HQ174779, respectively.
Conserved domain search was performed by analyzing
the predicted survivin and mortalin protein sequences
with the online protein domain prediction program
SMART [40] and InterProScan [41]. Coiled-coil regions
were predicted using the COILS server at EMBnet
(http://www.ch.embnet.org/software/COILS_form.html).
Further sequence analysis was performed by aligning the
predicted protein sequences of survivin and mortalin
with the corresponding orthologs from other deuteros-
tomes using ClustalX, version 2.0.10 [42]. Jalview ver-
sion 2.4.0.b2 [43] was used for analysis of multiple
sequence alignments.

Real-time quantitative RT-PCR
The non-eviscerated and regenerating individuals of
H. glaberrima were anesthetized in 0.2% cholobutanol
(1,1,1-trichloro-2-methyl-2-propanol hydrate) (Sigma) in
seawater for 15 - 30 min at room temperature. In order
to prevent possible RNA degradation during the subse-
quent dissection, the sedated holothurians were placed in
ice-cold sea water and all manipulations were performed
as quickly as possible. The animals were cut open along
the dorsal interambulacrum, the normal gut or the ante-
rior and posterior regenerates were excised, and immedi-
ately immersed in RNAlater (Ambion). Total RNA was
isolated using TRI regent (Sigma) and treated with
RNAse-free DNAse I (Qiagen) to minimize the noise due
to possible genomic DNA contamination. First-strand
cDNA was synthesized from 1 μg of the total RNA with
random hexamer primers and ImPromt-II reverse tran-
scriptase (Promega). PCR primers were designed using
Primer Premier 5.0 software (PREMIER Biosoft Interna-
tional), and their sequences are shown in Additional File
1. qPCR reactions were set up in a reaction volume of
20 μl using PerfeCta SYBR Green Fast Mix (Quanta
Biosciences) with the final concentration of the PCR pri-
mers of 200 nM and were then run on an iCycler iQ
PCR Detection System (Bio-Rad) with the following para-
meters: 95°C for 10 min (denaturation step) followed by
45 cycles of 95°C for 30 sec, 55°C for 30 sec, and 72°C
for 30 sec (amplification step). Fluorescence data were
collected during the 72°C incubation phase. After

amplification, melting curve analysis (55 - 95°C with a
heating rate of 0.1°C/sec and a continuous fluorescence
measurement) was performed for each of the PCR pro-
ducts to ensure the specificity of the reaction. Real-time
PCR reactions were performed on three independent
RNA samples purified from each of the regeneration
stages as well as from the normal gut (biological repli-
cates). All samples were analyzed in triplicate (technical
replicates). The relative expression values of survivin and
mortalin were normalized relative to the expression of
the housekeeping gene NADH dehydrogenase subunit 5
using equations from [44]. To determine the real-time
PCR efficiencies, serial two-fold dilutions of cDNA tem-
plates were run in triplicates in a PCR reaction. The cor-
responding real-time PCR efficiencies (E) were calculated
from the slope values produced by the iCycler software
according to the equation: E = 10(-1/slope) [44]. The inves-
tigated transcripts showed amplification efficiencies of
2.00, 2.018, and 1.99, for mortalin, survivin, and NADH
dehydrogenase subunit 5, respectively, with high linearity
(correlation coefficient R ≥ 0.992).

In situ hybridization
DIG-labeled riboprobes for in situ hybridization were
synthesized from PCR-generated DNA templates.
Briefly, RNA isolation and cDNA synthesis were per-
formed as described above. The cDNA was amplified in
a PCR reaction with gene-specific primers (without the
RNA polymerase promoters at this stage) (Additional
File 1) to generate what we call a pre-template for each
of the genes of interest. The specificity of this PCR pro-
duct was confirmed by direct sequencing. In the second
set of PCR reactions, the templates were generated by
amplifying the pre-templates with the appropriate pri-
mer (the reverse primer for the antisense probes, and
the forward primer for the sense probes) containing the
T7 RNA promoter sequence at the 5’ end. The PCR
products were then gel purified and used as templates
to transcribe riboprobes with DIG RNA Labeling Kit
(Roche) following the manufacturer’s protocol. The sur-
vivin riboprobe targeted the last 20 nucleotides of the
5’ UTR plus nucleotides 1 - 184 of the ORF. The morta-
lin riboprobe spanned nucleotides 1919 through 2353 of
the ORF. Both antisense and sense probes were gener-
ated; the sense probes were used in the negative control
reactions, and none of them showed detectable hybridi-
zation signal.
In situ hybridization staining was largely performed

according to Holland et al. [45] with some modifica-
tions. Briefly, the animals were dissected as described
above. Immediately upon excision, the tissue samples
were briefly rinsed in ice-cold RNAse-free 0.01 M PBS
(pH 7.4, 1030mOsm) and fixed overnight at 4°C in a
freshly prepare mixture of 4% paraformaldehyde and
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0.1% glutaraldehyde in PBS. After fixation, the samples
were kept in 70% ethanol at -20°C. When needed, the
samples were transferred to RNase-free 96-well cell
culture plates, rinsed in PBS containing 0.1% Tween-
20 (PBST), treated with 7.5 μg/ml proteinase K
(Roche) for 10 min, acetylated sequentially in 0.25%
and 0.5% acetic anhydride in 0.1 M triethanolamine,
5 min each. Prehybridization was performed at 60°C
for 2 h or longer in hybridization buffer containing 5×
SSC, 0.1% Tween-20, and 0.4 mg/ml salmon sperm
DNA (Invitrogen). The riboprobes were diluted in
warm (60°C) hybridization buffer to a final concentra-
tion of about 400 ng/ml and denatured at 80°C for
5 min. The hybridization was carried out at 58°C over-
night in a hybridization oven equipped with a rocking
platform. Stringency washes included four changes of
50% formamide in 5× SSC at 60°C, 50 min in 5× SSC
at 37°C, 50 min in 2× SSC, and 15 min in 0.1× SSC at
50°C. The samples were then equilibrated in Washing
Buffer (Roche) for 15 min at room temperature, fol-
lowed by a 30 min incubation in Blocking Solution
(Roche). Alkaline-phosphatase-conjugated anti-DIG
antibodies (Roche) were diluted 1:2000 in Blocking
Solution and applied overnight at 4°C. Excess antibody
was removed by four washes in Washing Buffer, 20
min each. The samples were then equilibrated in four
10 min changes of a detection buffer containing
100 mM Tris-HCl pH 9.5, 100 mM NaCl and 0.1%
Tween-20. Color reaction was performed at room tem-
perature in the dark in a staining solution containing
4.5 μl of NBT stock solution (Roche) and 3.5 μl BCIP
stock solution (Roche) per 1 ml of the detection buffer.
The staining was stopped by two 10 min washes in a
solution containing 10 mM Tris-HCl pH 8.1 and
1 mM EDTA. The samples were then equilibrated in
PBST, postfixed in a mixture of 4% paraformaldehyde
and 0.1% glutaraldehyde in PBS, cryoprotected in 10%,
20%, and 30% buffered sucrose, and incubated over-
night in a 1:1 mixture of the 30% sucrose and the
cryoembedding OCT medium (Takara) at 4°C. The
samples were then frozen in the pure OCT medium.
Serial cryosections were cut with a Leica CM1850
cryostat, collected onto gelatine-coated slides, dried
overnight at 42°C and mounted in a mixture of 7.5%
gelatine and 50% glycerol in 0.1 M PBS (pH 7.4). The
preparations were analyzed and photographed with a
Nikion Eclipse 600 microscope equipped with DIC
optics and a SPOT RT3 digital camera (Diagnostic
Instruments, Inc.).
All micrographs in the present paper represent trans-

verse sections, which were cut orthogonal to the main
axis of the organs. All figures are orientated with the
ventral side of the animal to the bottom.

Quantification of apoptosis
Tissue samples were obtained as described above and
fixed overnight in 4% paraformaldehyde in 0.01 M PBS.
Apoptosis was quantified by terminal deoxynucleotidyl
transferase-mediated dUTP nick end labeling (TUNEL)
with a Fluorescein FragEl DNA Fragmentation Detection
kit (Calbiochem, Cat. QIA 39) on cryosections of the
normal and regenerating gut. The percentage of
TUNEL-positive cells was calculated by ‘manually’
counting FITC-positive cells and DAPI-positive nuclei
on micrographs obtained with a 40× objective and
imported into Fiji image processing software (http://
pacific.mpi-cbg.de) with the Cell Counter plugin
installed. Cell counting was performed on at least five
10 μm-thick cryosections per animal, and at least three
animals were used per regeneration stage.

Double labeling: in situ hybridization combined with
TUNEL assay or BrdU immunoistochemistry
In double labeling experiments, in situ hybridization was
carried out first followed by either TUNEL assay of
BrdU immunohistochemistry. The tissue processing was
performed as described above, except that for the cell
proliferation assay, the animals were injected with ~0.1
mg BrdU per animal 24 h before being sacrificed. To
visualize BrdU incorporation, the sections of the in situ
hybridization whole mounts were treated with 2 N HCl
for 30 min at 37°C, the acid was neutralized with 0.1 M
borate buffer (pH 8.5), followed by PBS washes, incuba-
tion in 0.1 M glycine (1 h) and 2% goat serum (1 h),
and then the rat anti-BrdU antibody (GenWay, 20-783-
71418) diluted at 1:400 were applied overnight at 4°C.
Incubation in the goat anti-rat FITC conjugated second-
ary antibody (GenWay, 25-787-278232) diluted at 1:50
was performed for 1 h at RT.

Statistical analysis
For evaluation of statistical differences between the non-
eviscerated gut and the different stages visceral regen-
eration, we employed Welch’s ANOVA and Welch’s t-
test, which do not assume samples having equal var-
iances, and are, therefore, more suitable for biological
samples of relatively small size than the ordinary Stu-
dent’s t-test [46]. All statistical analyses were performed
in R package version 2.11.1 (http://cran.r-project.org/).
All values are reported as mean ± standard error.

Results
Orthologs of survivin and mortalin in H. glaberrima
Sequences with significant (E value < 10-30) similarity to
database entries for deuterostome orthologs of survivin
and mortalin were identified in the cDNA library derived
from the regenerating gut of H. glaberrima. The deduced

Mashanov et al. BMC Developmental Biology 2010, 10:117
http://www.biomedcentral.com/1471-213X/10/117

Page 5 of 24

http://pacific.mpi-cbg.de
http://pacific.mpi-cbg.de
http://cran.r-project.org/


protein sequence of H. glaberrima survivin (143 amino
acids long) was found to have a single highly conserved
BIR domain (17-93 aa) (Figure 1, Additional File 2).
Moreover, computer analysis strongly suggests that the
survivin protein of H. glaberrima has a left-handed
coiled-coil region at its C-terminus (121-143 aa) (Figure
1). The BIR domain is known to be essential both for
apoptosis inhibition and mitosis-related functions, while
the coiled-coil motif is thought to allow survivin protein
to interact with microtubules of the mitotic spindle
[13,22]. The sea cucumber survivin protein exhibits 43-
53% overall similarity with orthologs from other deuter-
ostome species, with the greatest similarity (up to 69%)
residing within the BIR domain (Additional files 2 and 3).
The predicted sequence of mortalin is 752 amino

acids long. As all Hsp70 family members [14], the
deduced sequence of H. glaberrima contains an N-
teminal ATPase domain followed by a substrate-binding
domain (Figure 1). This coincides with the fact that the
chaperoning functions of mortalin require multiple
binding and release of the substrate peptide and are
ATP-dependent [14,33]. The sea cucumber mortalin
protein shows a very high degree of identity (63.5 to
69.4%) with orthologs from other deuterostomes (Addi-
tional Files 4, 5, 6).

Overview of the sea cucumber gut organization and
evisceration phenomenon
In order to make the reader familiar with the organiza-
tion of the holothurian digestive system and the phe-
nomenon of visceral regeneration, it may be helpful to
provide a brief description here. For a more detailed
reading, please refer to the previously published reviews
and original papers (e.g., [1,5,8,47-49]). As in other sea
cucumber species [47,49], the digestive tube of H. gla-
berrima consists of a pharynx, which lies within the so-
called pharyngeal bulb, a short esophagus, an intestine,
which is subdivided into the first descending, ascending
and the second descending regions, and a cloaca (Figure
2A). The anterior regions of the digestive tube, includ-
ing the esophagus and the first descending intestine, are
suspended within the body cavity by the dorsal mesen-
tery; the latter then continues into the lateral mesentery,
which supports the ascending intestine, followed by the
ventral mesentery attached to the second descending
intestine in the posterior region of the body. The wall of
the digestive tube consists of three histological layers: an
inner digestive (luminal) epithelium, a connective tissue
layer, and an outer mesothelium (also known as coelo-
mic epithelium of the gut), which includes the gut mus-
culature and a basiepithelial nervous plexus (Figure 2A).

Figure 1 Domain organization of the predicted survivin and mortalin proteins of H. glaberrima.
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Figure 2 Diagram summarizing the anatomical features of the non-eviscerated (normal) and regenerating digestive tube and
the expression patterns of survivin and mortalin in H. glaberrima. (A) Non-eviscerated animals (on the anatomical drawing, the gut mesenteria
are not shown). (B) - (E) Regenerating animals at day 2, 7, 14, and 21, respectively. 1di - first descending intestine; 2di - second descending
intestine; ai - ascending intestine; c - cloaca; ct - connective tissue layer; de - digestive (luminal) epithelium; dm - dorsal mesentery; e - esophagus;
m - mesothelium; pb - pharyngeal bulb; vm - ventral mesentery. All anatomical drawings are positioned with the anterior to the top. The arrows
indicate the position of the representative transverse sections. Colors indicate the following: blue - in situ hybridization signal; green - non-
eviscerated (’old’) tissues; red - regenerating (’new’) tissues; black - lumen of the digestive tube. Not to scale.
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The gut mesothelium is continuous with the coelomic
epithelia, which make up the mesentery.
Evisceration in H. glaberrima involves complete

detachment of the intestine from the esophagus and the
cloaca, and also from the mesentery [5]. The detached
intestine, is then expelled through the rupture of the
cloacal wall, and the wounds in the stumps of the eso-
phagus and cloaca are initially sealed by muscular con-
traction before being healed.

Spatiotemporal pattern of survivin expression
In the normal gut, survivin transcripts are detected by in
situ hybridization in scattered, but strongly labeled cells,
which are often spherical in shape and are mostly loca-
lized in the basal region of the luminal epithelium. No
labeling is seen in the mesothelium nor in the connec-
tive tissue layer of the gut wall (Figure 2A; 3A, B).
On days 2-3 following evisceration, the wound at the

anterior end of the cloacal stump is healed. In the

Figure 3 In situ hybridization. Expression of survivin (A and B) and mortalin (C - E) in the tissues of the digestive tube in non-eviscerated
animals. (A) and (B) survivin expression in the scattered cells of the luminal epithelium in the esophagus (A) and the second descending
intestine (B). (C) mortalin transcripts widely expressed in the apical region of the mesothelium in the esophagus. (D) Asymmetric distribution of
mortalin transcripts in the distal region of the mesentery attached to the second descending intestine. (E) mortalin-expressing cell in the luminal
epithelium of the cloaca. Arrows indicate rare cells showing in situ hybridization signal. de - digestive (luminal) epithelium; ct - connective tissue
layer; m - mesothelium; vm - ventral mesentery. Scale bars = 50 μm in (A) - (C); 100 μm in (D); 200 μm in (E).
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luminal epithelium of this region, strongly labeled scat-
tered cells can be observed quite regularly (Figure 2B,
4A). Strong expression of survivin is also observed in the
coelomic epithelium of the mesentery that runs forward
from the cloaca. Interestingly, this expression is limited
to a group of cells at the free margin of the mesentery
and is absent from other areas (Figure 2B, 4B). The rem-
nant (stump) of the esophagus at the anterior end of the
animal also seals its wound at the autotomy plane, but no
in situ hybridization signal is seen either in the stump, or
in the anterior mesentery (Figure 2B, 4C).
On days 6-7 after evisceration, no survivin transcripts

are detected in the cloaca (Figure 4D). At this stage, a
developing posterior rudiment can be clearly distin-
guished as a solid rod-like connective-tissue thickening
running anteriorly from the cloaca along the free edge
of the posterior mesentery. In cross sections, the thick-
ening has a highly irregular shape and its covering
mesothelium is thrown into numerous furrows of vary-
ing shape and size (Figure 2C, 4E, F). The mesothelium
shows moderate to strong in situ signal, which is some-
what stronger at the antimesenterial side of the rudi-
ment and gradually fades towards the mesenteric
attachment (Figure 2C, 4E). It is worth noting that the
expression is often weak or missing completely in
the cells lining the bottom of the mesothelial folds
(Figure 4F).
Moderate to strong survivin expression is also seen in

the mesothelium and occasionally in the luminal epithe-
lium of the healed posterior tip of the esophageal stump
(Figure 2C, 4G) and also in the anterior mesentery that
is attached to the tip of the esophageal stump. The
hybridization signal is mostly confined to the tall folds
of the mesothelium at the free distal edge of the mesen-
tery (Figure 2C, 4H).
By day 12-14 after evisceration, the growing luminal

epithelia of the esophagus and cloaca invade the con-
nective tissue thickening of the anterior and posterior
rudiments, respectively, thereby forming the inner tissue
layer of the regenerating gut (Figure 2D). The posterior
rudiment shows marked differences in survivin expres-
sion pattern along its length. In the posterior region,
close to the cloaca, the in situ hybridization signal is
almost completely absent from the tissues of the regen-
erate, with the exception of single cells or groups of a
few cells in the mesothelium, predominantly on the
anti-mesenterial side of the rudiment (Figure 2D, 5A,
B). At more anterior levels of the posterior rudiment,
survivin is expressed with varying intensity over most of
the gut mesothelium with some cells showing particu-
larly strong hybridization signal (Figure 2D, 5C). Some
expression is also occasionally observed in the coelomic
epithelium of the mesentery at its attachment to the
posterior gut primordium (Figure 2D, 5C, D). In the

luminal epithelium, weak to moderate in situ hybridiza-
tion signal is often restricted to the apices of the irregu-
larly shaped shallow folds, and this expression is evident
mostly in the anti-mesenterial half of the rudiment
(Figure 2D, 5C, E).
In the anterior regenerate, survivin is broadly expressed

at moderate to high levels in the mesothelium of both
the esophageal stump and the newly created anterior
rudiment, including its very tip (Figure 2D, 5F - H). How-
ever, no expression is detected in the luminal epithelium
at any level along the anterior primordium.
By days 14 - 21 after evisceration, the continuous

lumen is formed in the regenerating gut of eviscerated
animals (Figure 2E). In cross sections, the organization
of the gut is very similar to that of non-eviscerated ani-
mals. The expression pattern of survivin in the posterior
portion of the newly regenerated gut (second descending
region) strongly resembles that of the normal gut (Fig-
ure 2E, 5I, J), i.e., there are singly scattered strongly
labeled cells in the digestive epithelium (Figure 5I), but
no labeling in the mesothelium (Figure 5J). In the ante-
rior portion of the gut, weak to moderate expression is
still detected all over the mesothelium (Figure 2E, 5K).

Spatiotemporal pattern of mortalin expression
As revealed by situ hybridization, some regions of the
digestive tube, including the esophagus, second descend-
ing intestine, and cloaca express mortalin under normal
conditions (Figure 2A, 3C - E). In the esophagus, morta-
lin is widely expressed in the mesothelium of the gut
wall, but within this epithelial layer the hybridization
signal is restricted to the apical region, which is known
to be occupied predominantly by cell bodies of perito-
neocytes [47,49] and where most of mesothelial cell
division is observed (Additional File 7), and is absent
from the basal region, where myoepithelial cells form
the circular musculature of the gut (Figure 3C). In the
second descending intestine, moderate to strong expres-
sion is observed in the apical region of the coelomic
epithelium of the mesentery close to its attachment to
the gut. This expression is highly asymmetrical with
strong hybridization signal observed only on one side of
the mesentery (Figure 2A, 3D). In the cloaca, very rare
weakly labeled single cells or groups of a few cells are
seen in the luminal epithelium (Figure 3E).
On days 2-3 after evisceration, moderate to strong in

situ hybridization signal is seen in the mesothelium of
the stump of the cloaca. This expression pattern is not
continuous, but consists of patches of positive staining
interspersed at irregular intervals (Figure 2B, 6A). Clear
staining is also observed in the coelomic epithelial cells
at the free margin of the posterior mesentery (Figure
2B, 6B, C). The level of mortalin expression in the
mesothelium of the esophageal stump, when compared
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Figure 4 In situ hybridization. Expression of survivin at early stages of gut regeneration (days 2 - 6 after evisceration). (A) Digestive (luminal)
epithelium of the cloaca on day 2. (B) Free distal edge of the posterior mesentery on day 2. The inset shows a higher magnification view of the
boxed area. (C) The stump of the esophagus on day 2. (D) Wall of the cloaca on day 6. (E) A low-magnification view of the posterior regenerate
on day 6. (F) Higher magnification of the boxed area on (E) showing a furrow (arrowhead) of the coelomic epithelium. (G) Esophageal stump
on day 6. The inset shows a lower magnification view of the cross-section of the stump. (H) Free distal margin of the anterior mesentery on day
6. de - digestive (luminal) epithelium; dm - dorsal mesentery; ct - connective tissue layer; l - lumen of the gut; m - mesothelium; vm - ventral
mesentery. Scale bars = 50 μm in (A), (B inset), (F) and (G); 100 μm in (B), (G inset), and (H); 200 μm in (C) - (E).
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Figure 5 In situ hybridization. Expression of survivin at advanced stages of gut regeneration (days 12 - 21 after evisceration). (A) Section
through the posterior rudiment at its attachment to the cloaca on day 12. (B) High magnification view of the boxed area on (A). (C) Section
through the posterior regenerate at a more anterior level relative to (A). (D) and (E) show high magnification views of the boxed areas on (C),
representing the mesenterial attachment and the digestive epithelium, respectively. (F) The wall of the esophageal stump on day 12. (G) and
(H) Sequential sections trough the tip of the blindly ended anterior rudiment on day 12. (I) and (J) The wall of the posterior portion of the
regenerated digestive tube on day 21, showing scatted labeled cells in the luminal (digestive) epithelium (I) and no labeling in the mesothelium
(J). (K) The wall of the anterior region of the regenerated gut on day 21, showing expression of survivin in the mesothelium. de - digestive
(luminal) epithelium; ct - connective tissue layer; m - mesothelium. Scale bars = 100 μm in (A), (D), (G), (H); 50 μm in (B), (E), (I), and (J); 200 μm
in (C); 25 μm in (F) and (K).
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with that in the esophagus of non-eviscerated animals
(Figure 3C), diminishes significantly, so that it mostly
falls below the level of detection by in situ hybridization
technique and only patches of very weak staining are
occasionally observed in some areas of the mesothelium
(Figure 2B, 6D). In contrast, the region of the mesentery
that lies just posterior to the tip of the esophageal

stump shows very intense labeling in some cells of the
coelomic epithelium at its free edge (Figure 2B, 6E, F).
On days 6 - 7, mortalin is widely expressed in the

mesothelium of the irregularly shaped posterior rudi-
ment (Figure 2C, 7A). However, the expression is often
weak or completely undetectable in the anti-mesenterial
region of the rudiment and also at the bottom of the

Figure 6 In situ hybridization. Expression of mortalin in gut tissues on day 2 after evisceration. (A) Patchy in situ hybridization signal in the
mesothelium of the anterior region of the cloaca. The inset shows a detailed view of the mesothelium corresponding to the boxed area on the
main image. (B) Low-magnification view of the posterior mesentery. (C) A higher magnification of the free distal edge of the posterior mesentery -
boxed area in (B) - showing strong hybridization signal in some cells of the mesothelium. (D) Ventral (anti-mesenterial) region of the esophageal
stump showing very weak and restricted in situ hybridization signal (arrow) in the mesothelium. (E) Low-magnification view of the anterior
mesentery. (F) Magnified view of the boxed area in (E) showing strongly labeled cells in the mesothelium of the free distal edge of the mesentery.
de - digestive (luminal) epithelium; ct - connective tissue layer; m - mesothelium. Scale bars = 100 μm in (A), (B), (D), and (E); 25 μm in (A inset)
and (C); 50 μm in (F).
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mesothelial furrows. In the stump of the esophagus and
in the mesentery running posteriorly from the stump
tip, mortalin is expressed all over the mesothelium at
moderate to high levels (Figure 2C, 7B, C). At the sealed
tip of the stump, where the lumen ends blindly, most of
the cells of the digestive epithelium also show weak to
moderate hybridization signal (Figure 7B).
On days 12-14 after evisceration, mortalin is strongly

expressed all along the mesothelium of the posterior
regenerate, including the anti-mesenterial region (Figure
2D, 8A). There are some local variations in the intensity
of the signal between adjacent regions of the mesothe-
lium in cross-sections, but those variations does not
form any regular pattern. The localization of the hybri-
dization signal shows no considerable differences along
the rudiment either. No labeling is detected in the lumi-
nal epithelium of the posterior gut primordium.
The distribution of the mortalin in situ hybridization

signal in the anterior rudiment is similar to that in the
posterior rudiment, i.e., moderate to strong expression
is seen mostly in the mesothelium (Figure 2D, 8B) with
little or no variation between different regions in cross-
sections and along the length of the primordium. Unlike
at the previous stage, no expression is seen in the lumi-
nal epithelium at the growing tip of the anterior

regenerate (Figure 8B), but mortalin transcripts are
occasionally detected in the groups of cells in the lumi-
nal epithelium of the esophageal stump (Figure 8C).
On days 14 - 21, the spatial expression pattern of mor-

talin in the tissues of the newly regenerated digestive
tube does not differ much from that of the non-eviscer-
ated individuals (Figure 2E, 8D, E). For instance, moder-
ate to strong hybridization signal is seen all over the
mesothelium of the anterior region of the regenerate
(esophagus) (Figure 8D) and on one of the sides of the
mesentery attachment to the posterior regenerate (sec-
ond descending part of the intestine) (Figure 8E). The
only difference from the expression pattern in the intact
gut is the presence of single scattered intensely labeled
cells in the mesothelium at various levels along the
regenerate. No significant hybridization signal is detected
in the digestive (luminal) epithelium at this stage.

Qualitative assessment of transcript abundance
The overall relative abundance of the survivin and mor-
talin transcripts in the tissue samples was assessed by
real-time qualitative PCR. All data were compared to
the normal gut and shown as fold change.
Both survivin (Figure 9A, B) and mortalin (Figure 9C,

D) showed different temporal expression profiles in the

Figure 7 In situ hybridization. Expression of mortalin in gut tissues on day 6 after evisceration. (A) In situ hybridization signal in the
mesothelium of the posterior rudiment. Note that the signal is weak or completely absent from the anti-mesenterial region of the rudiment
(arrow) and from the bottom of mesothelial furrows (arrowhead). The inset shows a low-magnification view of the posterior rudiment with the
boxed area corresponding to the main image. (B) The posterior tip of the esophageal stump. Note strong in situ hybridization signal in the
mesothelium and moderate signal in the luminal (digestive) epithelium. (C) Strong expression of mortalin in the mesothelium of the anterior
mesentery. de - digestive (luminal) epithelium; ct - connective tissue layer; m - mesothelium. Scale bars = 50 μm in (A); 200 μm in (A inset);
100 μm in (B) and (C).
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Figure 8 In situ hybridization. Expression of mortalin at advanced stages (days 12 - 21) of gut regeneration. (A) Posterior rudiment on day 12
after autotomy. (B) Growing posterior tip of the anterior rudiment on day 12 after evisceration. (C) The wall of the esophageal stump on day 12
after evisceration. (D) The wall of the newly regenerated posterior regions of the esophagus on day 21 after evisceration. (E) The second
descending part of the newly regenerated intestine on day 21 after evisceration. The inserts show higher magnification view of the asymmetrical
expression of mortalin in the mesothelium of the mesentery attachment and also strongly labeled singly scattered cells in other regions of the
mesothelium. de - digestive (luminal) epithelium; ct - connective tissue layer; m - mesothelium. Scale bars = 200 μm in (A) and (E); 500 μm in
(B); 25 μm in (C), (D) and (E insets).
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Figure 9 Real-time RT-qPCR. Overall abundance of survivin and mortalin transcripts in the regenerating digestive tube. (A) and (B) Survivin
expression in the anterior and posterior regenerates, respectively. (C) and (D) Mortalin expression in the anterior and posterior regenerates,
respectively. Transcript abundance is expressed as x-fold relative to the normal gut. Results are represented as mean ± standard error. *P < 0.05,
**P < 0.01
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anterior and posterior regenerates of the digestive tube.
No significant difference in the overall survivin expres-
sion was found between the posterior regenerate at any
stage of re-growth and the intact digestive tube (p ≥
0.2269) (Figure 9B), whereas the anterior regenerate
shows a marginally insignificant increase in survivin
mRNA level on days 7 (p = 0.067) and 14 (p = 0.073),
which becomes a significant (p = 0.037) three-fold
increase by day 21 after evisceration (Figure 9A).
Real-time RT-PCR analysis of mortalin transcript

abundance in the anterior rudiment reveals two peaks of
roughly 3-fold up-regulation, one on day 7 (p = 0.036)
and another one on day 21 (p = 0.019) (Figure 9C),
while, in the posterior rudiment, the overall mortalin
expression level shows a highly significant increase as
early as on day 3 after evisceration (p = 0.003) and then
returns to the approximately normal level on days 7 to
21 (Figure 9D).

Apoptosis
Since both survivin and mortalin are known to act as
anti-apoptotic proteins, we performed TUNEL assay to
examine the extent of programmed cell death in the
normal and regenerating digestive tube. Figure 10 shows
the diagrams of the temporal changes in the percentage
of TUNEL-positive cells in the regenerating digestive
tube, and Figure 11 and 12 are representative micro-
graphs used in cell counting assays.

As could be expected, some cell death occurs even in
the tissues of the non-eviscerated digestive tube, the
dying cells being mostly restricted to the luminal epithe-
lium (Figure 10, 11A, B). The apoptotic cells are signifi-
cantly (Welch’s t-test, p = 0.03) more abundant in the
anterior regions (esophagus) of the digestive tube (2.88 ±
0.53% of the total cell number), than in the posterior part
(0.83 ± 0.08%). As early as on day 3 after evisceration, the
mesothelium of both the anterior and posterior regener-
ates shows a significant increase (4-fold and almost
17-fold, respectively) in percentage of TUNEL-positive
cells (with the corresponding p-values of 0.009 and 0.03,
respectively) (Figure 10, 11C, D). In the mesothelium of
the anterior regenerate, this elevated level of cells death
persists until day 14 and then declines at later stages
(Figure 10A). In the mesothelium of the posterior rudi-
ment, the increase in percentage of TUNEL-positive cells
remains almost significant until day 7 (p = 0.056), before
declining later on (Figure 10).
Cells in the connective tissue of the anterior and pos-

terior rudiments respond differently to injury. In the
anterior rudiment, no significant changes in percentage
of TUNEL-positive cells were observed (Welch’s
ANOVA, F(4, 5.9) = 0.32, p = 0.86) at any of the regen-
eration stages studied, whereas the connective tissue
layer of the posterior rudiment shows a sharp increase
in cell death on day 3 after autotomy (p = 0.02), which
is followed by a rapid decline, and, by day 14 of

Figure 10 TUNEL assay. Percentage of apoptotic cells in tissue layers of the normal and regenerating digestive tube. (A) Cell death in the
anterior regenerate. (B) Apoptosis in the posterior regenerate. Results are represented as mean ± standard error. *P < 0.05, **P < 0.01
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regeneration, the percentage of TUNEL-positive cells
resumes its normal values (Figure 10). As the new lumi-
nal epithelium develops on days 14 - 21 after eviscera-
tion, it does not show any stage-dependent variation in
the overall rate of cell death (anterior rudiment: F(2,
3.5) = 1.22, p = 0.4; posterior rudiment: F(2, 3.6) = 6.24,
p = 0.07, Welch’s ANOVA) (Figure 10, 12).

Multiple labeling
To obtain some insight into possible function(s) of sur-
vivin and mortalin in sea cucumber gut regeneration,
we performed double labeling experiments by subjecting
the samples of the posterior gut rudiment at the stage
of 7 days after evisceration (extensive expression of both
genes, elevated levels of both cell death and proliferation
[5]) to in situ hybridization followed by either TUNEL
assay or BrdU immunohistochemistry. In the lateral and
anti-mesenterial regions of the regenerate, where survi-
vin transcripts are most abundant, TUNEL-positive cells
are rare. However, the region where the newly develop-
ing gut attaches to the mesentery is characterized both
by a weaker survivin mRNA hybridization signal and an

increased abundance of apoptotic cells in the mesothe-
lium (Figure 13A-C). Therefore, there is a negative cor-
relation between the survivin level and the extent of cell
death in the coelomic epithelial cells. The spatial rela-
tionship between mortalin expression and the cell death
is less straightforward, because, although mortalin tran-
scripts are seen in the lateral regions of the regenerate,
where cell death is less extensive than in the mesenterial
attachment, they are often absent from the mesothelium
covering the anti-mesenterial region of the rudiment,
where the apoptotic cells are scarcely seen (Figure 13D -
F). Combined in situ hybridization and BrdU immuno-
histochemistry shows that the localization of the cell
division in the regenerating mesothelium largely coin-
cides with the expression domains of survivin and mor-
talin (Figure 14).

Discussion
Cell death and cell division are the two fundamental
processes that create tissue homeostasis. The ability to
tightly control them is of vital importance for any multi-
cellular organism. Although one can intuitively perceive

Figure 11 Representative micrographs of the distribution of TUNEL-positive cells (green) in the normal gut and in the early
regenerates (days 3 - 7). (A) Wall of the esophagus in a non-eviscerated animal. (B) Wall of the second descending intestine in a non-
eviscerated animal. (C) and (D) The anterior and posterior regenerates, respectively, on day 3. (E) and (F) General view of the anterior and
posterior regenerates, respectively, on day 7. (E’) and (F’) Higher magnification of the boxed areas on (E) and (F), respectively. de - digestive
(luminal) epithelium; ct - connective tissue layer; m - mesothelium. TUNEL-positive cells are green; nuclei were stained with DAPI and are shown
in blue. Scale bars = 50 μm in (A), (E’), and (F’); 100 μm in (B) - (D); 200 μm in (E) and (F).
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that regeneration will certainly shift the balance in favor
of cell proliferation, induction of apoptosisis is neverthe-
less known to be equally important for successful regen-
eration, and, moreover, can be absolutely required to
trigger tissue repair [37,38]. Visceral regeneration in the
sea cucumber H. glaberrima involves both extensive cell
proliferation, as was documented earlier [5], and a tran-
sient increase in programmed cell death in the regrow-
ing tissues, as we have shown here. The present study
examines the expression pattern of survivin and morta-
lin, known to be involved in both mitosis and apoptosis
in various animal taxa, in the normal and regenerating
gut of the sea cucumber.
Both genes show certain basal levels of expression in

the digestive tube of non-eviscerated sea cucumber
individuals (Figure 2A, 9). Survivin protein is believed
to be absent from most of the adult tissues of verte-
brates. Notable known exceptions include organs with

high rate of physiological cell turnover, such as thymus
and gastric mucosa [13,27,28]. In our study, we
detected survivin transcripts in single cells widely scat-
tered throughout the luminal (digestive) epithelium of
the sea cucumber. Unlike survivin, mortalin is almost
entirely absent from the luminal epithelium of the nor-
mal gut with the exception of vary rare cells in the
digestive epithelium of the cloaca. However, mortalin
is widely expressed in the mesothelium (coelomic
epithelium) of the esophagus and also shows an inter-
esting asymmetric expression pattern at the attachment
of the mesentery to the posterior region of the intes-
tine. Functional significance of the expression of the
two genes in the normal digestive tube is not yet clear,
but since both epithelia of the holothurian gut are
known to slowly self-renew [49] (Additional File 7),
involvement in cell turnover could be a possible
explanation.

Figure 12 Representative micrographs of the distribution of TUNEL-positive cells during the late phase (days 14 and 21) of visceral
regeneration. (A) and (B) The anterior and posterior regenerates, respectively on day 14. (C) and (D) The newly regenerated posterior region of
the esophagus and the second descending intestine on day 21 after evisceration. Insets show higher magnification views of the gut wall. de -
digestive (luminal) epithelium; ct - connective tissue layer; l - gut lumen; m - mesothelium; vm - visceral mesentery. TUNEL-positive cells are
green; nuclei were stained with DAPI and are shown in blue. Scale bars = 200 μm in (A) - (D); 50 μm in all insets.
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Visceral autotomy (evisceration) in sea cucumbers
triggers a series of developmental events, such as apop-
tosis, cell division, migration of individual cells and
epithelial sheets, connective tissue remodeling, de-differ-
entiation, trans-differentiation, and re-differentiation
[5,8,48,50]. These events, although partially overlapping
in time and space, unfold in a certain temporal order to
eventually result in the successful regeneration of the
digestive tube. Likewise, both survivin and mortalin
show time-dependent changes in their expression in the
regenerating digestive tube of the sea cucumber. These
changes do not necessarily manifest themselves in
increased or decreased numeric values of the overall

relative abundance of mRNA transcripts, but can involve
mostly changes in the spatial distribution of the tran-
scripts instead. For instance, although the overall quan-
tity of survivin transcripts in the posterior gut
regenerate of H. glaberrima does not change signifi-
cantly (relative to the non-eviscerated gut), in situ hybri-
dization shows marked spatial alterations of the
expression pattern as regeneration progresses.
In situ hybridization revealed that both survivin and

mortalin are much more abundantly expressed in the
mesothelium of the regenerating gut, than in the lumi-
nal epithelium, and that the two genes are completely
absent from the cells of the connective tissue layer. The

Figure 13 Double labeling with riboprobes for survivin and mortalin (blue) and TUNEL assay (green) on the posterior regenerate on
day 7. (A) - (C) Survivin riboprobe and TUNEL assay. (D) - (F) Mortalin riboprobe and TUNEL assay. vm - ventral mesentery. Arrowhead on (D) -
(F) marks the anti-mesenterial region of the rudiment, where mortalin transcript are absent. Note a negative correlation between the localization
of survivin in situ hybridization signal and the density of the TUNEL-positive cells (A) - (C). Scale bars = 100 μm.
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visceral mesothelium of echinoderms shows a complex
histological organization [8,47,49]. It is mostly made up
of specialized peritoneocytes and myoepithelial cells,
which are assembled in a highly organized architecture,
and also contains a basiepithelial nerve plexus. In spite
of this high level of histological complexity, the
mesothelium of sea cucumbers is known to possess an
extraordinary histogenetic potential even in adult ani-
mals. Shortly after evisceration, the mesothelia of the
mesentery and the remaining portions of the digestive

tube (stumps) undergo drastic de-differentiation, which
transforms the highly specialized tissue into a layer of
greatly simplified peritoneal and myoepithelial cells,
which lose their characteristic properties, such as long
basal processes and myofilaments, respectively [6-8,51].
In this dedifferentiated condition, the mesothelium
undergoes extensive cell division and expands to accom-
modate the connective tissue swelling, which is being
developed along the free edge of the mesentery. The
combination of the connective tissue thickening with

Figure 14 Double labeling with riboprobes for survivin and mortalin (blue) and BrdU immunocytochemistry (green) on the posterior
regenerate on day 7. (A) - (C) Survivin riboprobe and BrdU immunohistochemstry. (D) - (F) Mortalin riboprobe and BrdU
immunohistochemistry. Note that BrdU-incorporating cells are mostly distributed within the expression domains of survivin (A) - (C) and mortalin
(D) - (F). Scale bars = 100 μm.
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the surrounding dedifferentiated mesothelium constitu-
tes the early regenerate of the digestive tube. As regen-
eration progresses, the mesothelium gradually resumes
its normal organization, i.e., undergoes re-differentiation.
In the regenerating digestive tube of H. glaberrima,

the most extensive expression of survivin and mortalin
in the mesothelium occurs on days 3 through 14 after
evisceration. This is exactly the time when the mesothe-
lium shows a significant increase in cell death (this
study) and cell division [5], and undergoes the dediffer-
entiation - expansion - redifferentiation cycle [5,7,8].
Therefore, since the activation of survivin and mortalin
expression coincides in time with the major morpho-
genic processes, the two genes are likely to be involved
somehow in the remodeling of the gut mesothelium
during regeneration. For instance, the peak in cell prolif-
eration in the regenerating gut mesothelium of H. gla-
berrima occurs on days 7 though 14 after evisceration
[5], and since both genes are widely expressed in the
same regions where proliferation occurs (this study) at
these stages, it is possible that they are involved in regu-
lation of cell division.
There is a discrepancy in the literature on the anti-

apoptotic function of survivin in different regenerating
tissues. In human and rodent liver regeneration, survivin
up-regulation was related to cell proliferation, but not to
apoptosis inhibition [18,19]. On the other hand, a role
for survivin in suppression of the programmed cell
death was demonstrated in traumatic brain injury in rats
[52]. Combined in situ hybridization and TUNEL label-
ing of the regenerating gut of H. glaberrima showed
that, although survivin expression and the increase in
cell death rate occurred concomitantly in the mesothe-
lium, the strongest survivin hybridization signal and the
highest abundance of apoptotic cells were mostly loca-
lized to different territories (the basal plus lateral sur-
faces of the rudiment and the mesenterial attachment,
respectively), suggesting an anti-apoptotic role for survi-
vin in the regenerating coelomic epithelium of the
holothurian gut. No such clear relationship exists
between the cell death and mortalin expression, which
can be explained by a variety of other functions that the
mortalin protein is known to perform [14].
In terms of cell sources of regeneration, there are two

major groups of events: those that involve some kind of
undifferentiated reserve/stem cells (such as neoblasts in
planarians) [53] and those that rely on the plasticity of
the existing differentiated cells (as in case of mammalian
pancreatic beta-cells and liver regeneration after acute
injury) [54,55]. Previous electron microscopy studies
[6-8] clearly demonstrated that both the luminal epithe-
lium and the mesothelium of the sea cucumber digestive
tube regenerate through induction of extensive prolifera-
tion of the differentiated cells resulting in expansion of

the tissue layers of the gut stumps into the regenerate.
The peritoneal and myoepithelial cells of the mesothe-
lium undergo drastic dedifferentiation by losing their
characteristic features and enter the cell cycle, but
remain nevertheless connected to each other by intercel-
lular junctions within the epithelial sheet. The present
study shows that the mesothelium in this dedifferen-
tiated condition expresses mortalin and survivin. In this
regard, it is important to note that the expression of
these two genes is known to be associated with stem
cells. Mortalin, for instance, is constitutively expressed
by planarian neoblasts and its knockdown results in
inability to regenerate and maintain normal cell turn-
over [20]. Survivin is known to be expressed in stem
cells of a variety of tissues undergoing cell turnover
[24,56], where it is though to contribute to stem cell
maintenance and protection from cell death. Therefore,
the results of the present study combined with the data
obtained earlier, suggest that, although the mesothelium
of the sea cucumber gut is devoid of resident stem cells,
most of the mesothelial cells themselves temporarily
acquire some stem cell properties through reversible
dedifferentiation. Those properties include the absence
of specialized cytoplasmic features, ability to go through
cell divisions, and expression of survivin and mortalin.
It is worth mentioning here that in vitro studies of the
cells derived from sea cucumber visceral regenerates
showed that only the cells obtained during the phase of
extensive dedifferentiation and proliferation, were cap-
able of sustained growth in culture [9].
It is not clear why the transcripts of both survivin and

mortalin are much less abundant in the regenerating
luminal epithelium, than in the mesothelium. The lumi-
nal epithelium H. glaberrima, as in other members of
the order Aspidochirota, also regenerates via prolifera-
tion of the enterocytes that remain in the esophageal
and cloacal stumps after evisceration [5,7,9], i.e. employs
the same basic mechanisms, as the mesothelium. The
obvious explanation is that regeneration of the luminal
epithelium may employ additional pathways, besides
inducing extensive expression of survivin and mortalin,
to coordinate cell death and/or proliferation. This con-
clusion is in line with findings that, contrary to a pre-
vious belief, the survivin protein is not absolutely
required to prevent cell death during mitosis [57].
The differences in regeneration mechanisms of the

same tissue between different species or between differ-
ent developmental stages of the same animal are not
uncommon and are not surprising. However, visceral
regeneration in holothurians provides an intriguing
example of how different cellular and/or molecular
mechanisms can be employed simultaneously in the
same organ of the same individual. One of the most
extreme studied cases is gut regeneration in a
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dendrochirotid holothurian Eupentacta fraudatrix [8]. In
this species, the luminal epithelium in the posterior gut
rudiment, as could be expected, develops from the lumi-
nal epithelium of the cloacal stump, whereas the luminal
epithelium of the anterior regenerate develops from the
mesodermally derived cells of the mesothelium. In spite
of different origin, the anterior and posterior luminal
epithelia are indistinguishable from each other in histo-
logical and ultrastructural organization once regenera-
tion is completed. In H. glaberrima, the species used in
the present study, the differences in mechanisms
between the anterior and posterior rudiments are not as
prominent, but still are present (Figure 2, 9, 10). They
include different timing of survivin and mortalin expres-
sion peaks, somewhat different pattern of spatial distri-
bution of the transcripts of the two genes, as well as
some differences in the programmed cell death
dynamics, particularly in the connective tissue layer. It is
not clear yet whether the differences in regeneration
mechanisms between the anterior and posterior regener-
ates are related to the oral-aboral polarity of the animal,
reflect the evolutionary history of the regenerative
mechanisms, or have any adaptive significance.

Conclusions
All developmental events (broadly defined) including
embryogenesis, postnatal cell turnover, tumor formation,
and regeneration rely on the balance between cell divi-
sion and cell death. Understanding the basic mechan-
isms that regulate these two processes is not only of
great academic interest but also holds promise for medi-
cal advances. The present study examines the expression
pattern of survivin and mortalin, two genes known to be
involved in regulation of both cell division and apopto-
sis, in the regenerating viscera of the sea cucumber
Holothuria glaberrima. In response to injury, both genes
show changes in the spatial distribution of the tran-
scripts and/or in the overall abundance of the tran-
scripts in the gut regenerates. Although the two genes
show some expression in the regenerating luminal
epithelium (at certain stages, in certain regions), the
most extensive expression is seen in the mesothelium
(the outer layer of the gut) at days 6 through 14, the
stage, at which the mesothelial cells are known to be
dedifferentiated and engaged in extensive proliferation
[5,7-9]. Our data also show elevated levels of cell death
in the regenerating mesothelium. Double labeling
experiments suggest that both genes are likely to sup-
port cell proliferation in the regenerating gut, while sur-
vivin might also be involved in apoptosis suppression. It
also cannot be ruled out that the two genes play some
other additional functions in the regenerating tissues.

The very fact that survivin and mortalin are expressed
in the sea cucumber digestive tube raises an interesting
question. Since both genes are known to be involved in
carcinogenesis [14,58], why is it that tumor formation
has never been reported in studies of visceral regenera-
tion in holothurians or documented in animals captured
in the wild? In metazoans (multicellular organisms) with
a relatively long life span, the ability to replace worn-out
cells under normal conditions and/or replenish the cell
mass lost to injury strongly correlates with the presence
of potent tumor suppression mechanisms that keep the
rate of cell division within secure limits to match the
interests of the organism as a whole [59]. Sea cucumbers
are characterized by a relatively long life span, estimated
at about four to ten years [60], they constantly renew
cells in their adult tissues, including the digestive tube
[49] and, most interestingly, they can quickly regrow
most of their tissues after traumatic injury, autotomy, or
seasonal atrophy [1,2] and regenerate the same structure
multiple times over their lifetime. Therefore, sea cucum-
bers, and echinoderms in general, must have evolved a
particularly strong set of anti-tumor mechanisms,
further studies of which could improve our understand-
ing of relationships between embryogenesis, cancer and
regeneration, might help us to devise more effective
cancer treatment strategies.
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Additional file 1: PCR primers used in the present study.

Additional file 2: Alignment of survivin protein sequences from H.
glaberrima and other deuterostome species. Conservative residues are
shaded in blue. The BIR domain is framed in red. Red asterisks mark the
conserved residues, which form a zinc finger that stabilizers the structure
of the BIR domain [22]. For the accession numbers of the sequences
used in the alignment, see Additional File 3.

Additional file 3: The overall similarity between the deduced amino
acid sequence of H. glaberrima survivin and survivin orthologs of
other deuterostomes.

Additional file 4: Alignment of the ATPase domain of mortalin from
H. glaberrima and other deuterostome species. Conservative residues
are shaded in blue. For the accession numbers of the sequences used in
the alignment, see Additional File 6.

Additional file 5: Alignment of the substrate-binding of mortalin
sequences from H. glaberrima and other deuterostome species.
Conservative residues are shaded in blue. For the accession numbers of
the sequences used in the alignment, see Additional File 6.

Additional file 6: The overall similarity between the deduced amino
acid sequence of H. glaberrima mortalin and mortalin orthologs of
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Additional file 7: BrdU-positive cells (green) in the apical region of
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stained with propidium iodide and are shown in blue. ct - connective
tissue layer; de - digestive (luminal) epithelium; m - mesothelium. Scale
bar = 25 μm.

Mashanov et al. BMC Developmental Biology 2010, 10:117
http://www.biomedcentral.com/1471-213X/10/117

Page 22 of 24

http://www.biomedcentral.com/content/supplementary/1471-213X-10-117-S1.PDF
http://www.biomedcentral.com/content/supplementary/1471-213X-10-117-S2.TIFF
http://www.biomedcentral.com/content/supplementary/1471-213X-10-117-S3.PDF
http://www.biomedcentral.com/content/supplementary/1471-213X-10-117-S4.TIFF
http://www.biomedcentral.com/content/supplementary/1471-213X-10-117-S5.TIFF
http://www.biomedcentral.com/content/supplementary/1471-213X-10-117-S6.PDF
http://www.biomedcentral.com/content/supplementary/1471-213X-10-117-S7.TIFF


List of abbreviations
BIR: baculovirus inhibition of apoptosis protein repeat; BIRC5: baculoviral IAP
repeat-containing protein 5; BrdU: 5-bromo-2-deoxyuridine; DIG: digoxigenin;
Grp75: 75 kDa glucose-regulated protein; Hspa9: heat shock 70 kDa protein
9; IAP: inhibitor of apoptosis proteins; ORF: open reading frame; PBP74:
peptide-binding protein 74; RT-qPCR: reverse transcription: quantitative
polymerase chain reaction; TUNEL: deoxynucleotidyl transferase-mediated
dUTP nick end labeling.

Acknowledgements
The authors thank Dr. A. Vazquez for her advice on the real-time qPCR
technique and the Sequencing and Genotyping Facility of the University of
Puerto Rico (and personally Mrs. D. Rodriguez) for providing sequencing
services in an efficient and timely manner. Special thanks are to Dr. A.M.
Najakshin for his invaluable advice on molecular biology techniques. This
research was funded by NIH (grant number: 1SC1GM084770-01), NSF (grant
number: IOS-0842870), and the University of Puerto Rico.

Authors’ contributions
VSM, ORZ, CRC, and JGA conceived the study and interpreted the results.
CRC and JGA performed the EST data analysis and identified the genes. VSM
and ORZ carried out the experimental procedures and analyzed the data.
VSM drafted the manuscript. VSM, ORZ, and JGA finalized the manuscript. All
authors read and approved the final version of the manuscript.

Received: 28 August 2010 Accepted: 29 November 2010
Published: 29 November 2010

References
1. Hyman L: The Invertebrates. IV. Echinodermata. The Celomate Bilateria

McGraw-Hill Book Co. Inc., New York; 1955.
2. Candia Carnevali M: Regeneration in echinoderms: repair, regrowth,

cloning. ISJ 2006, 3:64-76.
3. Byrne M: The morphology of autotomy structures in the sea cucumber

Eupentacta quinquesemita before and during evisceration. J Exp Biol 2001,
204:849-863.

4. Wilkie IC: Autotomy as a prelude to regeneration in echinoderms. Microsc
Res Tech 2001, 55:369-396.

5. García-Arrarás JE, Estrada-Rodgers L, Santiago R, Torres II, Díaz-Miranda L,
Torres-Avillán I: Cellular mechanisms of intestine regeneration in the sea
cucumber, Holothuria glaberrima Selenka (Holothuroidea:
Echinodermata). J Exp Zool 1998, 281:288-304.

6. Mashanov V, Dolmatov I: Regeneration of the digestive tract in the
pentactulae of the far-eastern holothurian Eupentacta fraudatrix
(Holothuroidea, Dendrochirota). Invertebrate Reproduction and Development
2001, 39:143-151.

7. Shukalyuk A, Dolmatov I: Regeneration of the digestive tube in the
holothurian Apostichopus japonicus after evisceration. Russian Journal of
Marine Biology 2001, 27:168-173.

8. Mashanov VS, Dolmatov IY, Heinzeller T: Transdifferentiation in
holothurian gut regeneration. Biol Bull 2005, 209:184-193.

9. Odintsova N, Dolmatov I, Mashanov V: Regenerating holothurian tissues
as a source of cells for long-time cell culture. Marine Biology 2005,
146:915-921.

10. Fortugno P, Wall NR, Giodini A, O’Connor DS, Plescia J, Padgett KM,
Tognin S, Marchisio PC, Altieri DC: Survivin exists in immunochemically
distinct subcellular pools and is involved in spindle microtubule
function. J Cell Sci 2002, 115:575-585.

11. Johnson ME, Howerth EW: Survivin: a bifunctional inhibitor of apoptosis
protein. Vet Pathol 2004, 41:599-607.

12. Altieri DC: New wirings in the survivin networks. Oncogene 2008,
27:6276-6284.

13. Mita AC, Mita MM, Nawrocki ST, Giles FJ: Survivin: key regulator of mitosis
and apoptosis and novel target for cancer therapeutics. Clin Cancer Res
2008, 14:5000-5005.

14. Kaul SC, Deocaris CC, Wadhwa R: Three faces of mortalin: a housekeeper,
guardian and killer. Exp Gerontol 2007, 42:263-274.

15. Gianani R, Jarboe E, Orlicky D, Frost M, Bobak J, Lehner R, Shroyer KR:
Expression of survivin in normal, hyperplastic, and neoplastic colonic
mucosa. Hum Pathol 2001, 32:119-125.

16. Wadhwa R, Takano S, Kaur K, Deocaris CC, Pereira-Smith OM, Reddel RR,
Kaul SC: Upregulation of mortalin/mthsp70/Grp75 contributes to human
carcinogenesis. Int J Cancer 2006, 118:2973-2980.

17. Yi X, Luk JM, Lee NP, Peng J, Leng X, Guan X, Lau GK, Beretta L, Fan S:
Association of mortalin (HSPA9) with liver cancer metastasis and
prediction for early tumor recurrence. Mol Cell Proteomics 2008, 7:315-325.

18. Deguchi M, Shiraki K, Inoue H, Okano H, Ito T, Yamanaka T, Sugimoto K,
Sakai T, Ohmori S, Murata K, Furusaka A, Hisatomi H, Nakano T: Expression
of survivin during liver regeneration. Biochem Biophys Res Commun 2002,
297:59-64.

19. Baba HA, Wohlschlaeger J, Schmitz KJ, Nadalin S, Lang H, Benesch A, Gu Y,
Biglarnia A, Sotiropoulos GC, Takeda A, Takeda N, von Wnuck Lipinski K,
Levkau B: Survivin is upregulated during liver regeneration in rats and
humans and is associated with hepatocyte proliferation. Liver Int 2009,
29:585-592.

20. Conte M, Deri P, Isolani ME, Mannini L, Batistoni R: A mortalin-like gene is
crucial for planarian stem cell viability. Dev Biol 2009, 334:109-118.

21. Dubrez-Daloz L, Dupoux A, Cartier J: IAPs: more than just inhibitors of
apoptosis proteins. Cell Cycle 2008, 7:1036-1046.

22. Yue Z, Carvalho A, Xu Z, Yuan X, Cardinale S, Ribeiro S, Lai F, Ogawa H,
Gudmundsdottir E, Gassmann R, Morrison CG, Ruchaud S, Earnshaw WC:
Deconstructing Survivin: comprehensive genetic analysis of Survivin
function by conditional knockout in a vertebrate cell line. J Cell Biol 2008,
183:279-296.

23. Marusawa H, Matsuzawa S, Welsh K, Zou H, Armstrong R, Tamm I, Reed JC:
HBXIP functions as a cofactor of survivin in apoptosis suppression. EMBO
J 2003, 22:2729-2740.

24. Li F, Cheng Q, Ling X, Stablewski A, Tang L, Foster BA, Johnson CS,
Rustum YM, Porter CW: Generation of a Novel Transgenic Mouse Model
for Bioluminescent Monitoring of Survivin Gene Activity in Vivo at
Various Pathophysiological Processes. Survivin Expression Overlaps with
Stem Cell Markers. Am J Pathol 2010.

25. Xia F, Canovas PM, Guadagno TM, Altieri DC: A survivin-ran complex
regulates spindle formation in tumor cells. Mol Cell Biol 2008,
28:5299-5311.

26. Ruchaud S, Carmena M, Earnshaw WC: The chromosomal passenger
complex: one for all and all for one. Cell 2007, 131:230-231.

27. Ambrosini G, Adida C, Altieri DC: A novel anti-apoptosis gene, survivin,
expressed in cancer and lymphoma. Nat Med 1997, 3:917-921.

28. Li F, Brattain MG: Role of the Survivin gene in pathophysiology. Am J
Pathol 2006, 169:1-11.

29. Li F: Survivin study: what is the next wave? J Cell Physiol 2003, 197:8-29.
30. Adida C, Crotty PL, McGrath J, Berrebi D, Diebold J, Altieri DC:

Developmentally regulated expression of the novel cancer anti-
apoptosis gene survivin in human and mouse differentiation. Am J
Pathol 1998, 152:43-49.

31. Ma AC, Lin R, Chan P, Leung JCK, Chan LYY, Meng A, Verfaillie CM, Liang R,
Leung AYH: The role of survivin in angiogenesis during zebrafish
embryonic development. BMC Dev Biol 2007, 7:50.

32. Delvaeye M, Devriese A, Zwerts F, Betz I, Moons M, Autiero M, Conway EM:
Role of the 2 zebrafish survivin genes in vasculo-angiogenesis,
neurogenesis, cardiogenesis and hematopoiesis. BMC Dev Biol 2009, 9:25.

33. Bukau B, Horwich AL: The Hsp70 and Hsp60 chaperone machines. Cell
1998, 92:351-366.

34. Wadhwa R, Yaguchi T, Hasan MK, Mitsui Y, Reddel RR, Kaul SC: Hsp70
family member, mot-2/mthsp70/GRP75, binds to the cytoplasmic
sequestration domain of the p53 protein. Exp Cell Res 2002, 274:246-253.

35. Ma Z, Izumi H, Kanai M, Kabuyama Y, Ahn NG, Fukasawa K: Mortalin
controls centrosome duplication via modulating centrosomal
localization of p53. Oncogene 2006, 25:5377-5390.

36. Iosefson O, Azem A: Reconstitution of the mitochondrial Hsp70
(mortalin)-p53 interaction using purified proteins–identification of
additional interacting regions. FEBS Lett 2010, 584:1080-1084.

37. Tseng A, Adams DS, Qiu D, Koustubhan P, Levin M: Apoptosis is required
during early stages of tail regeneration in Xenopus laevis. Dev Biol 2007,
301:62-69.

38. Li F, Huang Q, Chen J, Peng Y, Roop DR, Bedford JS, Li C: Apoptotic cells
activate the “phoenix rising” pathway to promote wound healing and
tissue regeneration. Sci Signal 2010, 3:ra13.

Mashanov et al. BMC Developmental Biology 2010, 10:117
http://www.biomedcentral.com/1471-213X/10/117

Page 23 of 24

http://www.ncbi.nlm.nih.gov/pubmed/11171409?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11171409?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11782069?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9658592?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9658592?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9658592?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16382166?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16382166?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11861764?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11861764?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11861764?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15557069?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15557069?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18931693?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18698017?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18698017?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17188442?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17188442?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11172305?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11172305?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16425258?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16425258?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17934217?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17934217?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12220508?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12220508?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19018973?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19018973?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19616535?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19616535?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18414036?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18414036?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18936249?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18936249?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12773388?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20133811?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20133811?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20133811?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20133811?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18591255?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18591255?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17956723?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17956723?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9256286?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9256286?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16816356?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12942537?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9422522?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9422522?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17511868?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17511868?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19323830?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19323830?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9476895?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11900485?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11900485?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11900485?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16619038?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16619038?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16619038?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20153329?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20153329?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20153329?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17150209?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17150209?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20179271?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20179271?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20179271?dopt=Abstract


39. Rojas-Cartagena C, Ortíz-Pineda P, Ramírez-Gómez F, Suárez-Castillo EC,
Matos-Cruz V, Rodríguez C, Ortíz-Zuazaga H, García-Arrarás JE: Distinct
profiles of expressed sequence tags during intestinal regeneration in
the sea cucumber Holothuria glaberrima. Physiol Genomics 2007,
31:203-215.

40. Letunic I, Doerks T, Bork P: SMART 6: recent updates and new
developments. Nucleic Acids Res 2009, 37:D229-32.

41. Zdobnov EM, Apweiler R: InterProScan–an integration platform for the
signature-recognition methods in InterPro. Bioinformatics 2001,
17:847-848.

42. Larkin MA, Blackshields G, Brown NP, Chenna R, McGettigan PA,
McWilliam H, Valentin F, Wallace IM, Wilm A, Lopez R, Thompson JD,
Gibson TJ, Higgins DG: Clustal W and Clustal × version 2.0. Bioinformatics
2007, 23:2947-2948.

43. Waterhouse AM, Procter JB, Martin DMA, Clamp M, Barton GJ: Jalview
Version 2–a multiple sequence alignment editor and analysis
workbench. Bioinformatics 2009, 25:1189-1191.

44. Pfaffl MW: A new mathematical model for relative quantification in real-
time RT-PCR. Nucleic Acids Res 2001, 29:e45.

45. Holland L, Holland P, Holland N: Whole mount in situ hybridization
applicable to Amphioxus and other small larvae. In Molecular zoology:
advances, strategies and protocols Edited by: Ferraris J, Palumbi S 1996,
476-483.

46. Ruxton G: The unequal variance t-test as an underused alternative to
Student’s t-test and the Mann-Whitney U test. Behavioral Ecology 2006,
17:688-690.

47. Feral J, Massin C: Digestive system: Holothuroidea. In Echinoderm nutrition
Edited by: Jangoux M, Lawrence J, Balkema 1982, 192-212.

48. García-Arrarás JE, Greenberg MJ: Visceral regeneration in holothurians.
Microsc Res Tech 2001, 55:438-451.

49. Mashanov V, Frolova L, Dolmatov I: Structure of the digestive tube in the
holothurian Eupentacta fraudatrix (Holothuroidea:Dendrochirota). Russian
Journal of Marine Biology 2004, 30:314-322.

50. Quiñones JL, Rosa R, Ruiz DL, García-Arrarás JE: Extracellular matrix
remodeling and metalloproteinase involvement during intestine
regeneration in the sea cucumber Holothuria glaberrima. Dev Biol 2002,
250:181-197.

51. García-Arrarás JE, Dolmatov IY: Echinoderms: potential model systems for
studies on muscle regeneration. Curr Pharm Des 2010, 16:942-955.

52. Johnson EA, Svetlov SI, Wang KKW, Hayes RL, Pineda JA: Cell-specific DNA
fragmentation may be attenuated by a survivin-dependent mechanism
after traumatic brain injury in rats. Exp Brain Res 2005, 167:17-26.

53. Gurley K, Sanchez Alvarado A: Stem cells in animal models of
regeneration. Stembook The Stem Cell Research Community; 2008.

54. Dor Y, Melton DA: How important are adult stem cells for tissue
maintenance? Cell Cycle 2004, 3:1104-1106.

55. Kung JWC, Currie IS, Forbes SJ, Ross JA: Liver development, regeneration,
and carcinogenesis. J Biomed Biotechnol 2010, 984248.

56. Marconi A, Dallaglio K, Lotti R, Vaschieri C, Truzzi F, Fantini F, Pincelli C:
Survivin identifies keratinocyte stem cells and is downregulated by anti-
beta1 integrin during anoikis. Stem Cells 2007, 25:149-155.

57. Yang D, Welm A, Bishop JM: Cell division and cell survival in the absence
of survivin. Proc Natl Acad Sci USA 2004, 101:15100-15105.

58. Ryan BM, O’Donovan N, Duffy MJ: Survivin: a new target for anti-cancer
therapy. Cancer Treat Rev 2009, 35:553-562.

59. Pearson B, Sanchez Alvarado A: Regeneration, stem cells, and the
Evolution of Tumor Supression. Cold Spring Harbor Symposia on
Quantitative Biology 2008, , LXXIII: 1-8.

60. Storelli M, Storelli A, Marcotrigiano G: Heavy metals in the aquatic
environment of the Southern Adriatic Sea, Italy. Macroalgae, sediments,
and benthic species. Environment International 2001, 26:505-509.

doi:10.1186/1471-213X-10-117
Cite this article as: Mashanov et al.: Visceral regeneration in a sea
cucumber involves extensive expression of survivin and mortalin
homologs in the mesothelium. BMC Developmental Biology 2010 10:117.

Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit

Mashanov et al. BMC Developmental Biology 2010, 10:117
http://www.biomedcentral.com/1471-213X/10/117

Page 24 of 24

http://www.ncbi.nlm.nih.gov/pubmed/17579180?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17579180?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17579180?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18978020?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18978020?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11590104?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11590104?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17846036?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19151095?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19151095?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19151095?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11328886?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11328886?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11782073?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12297105?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12297105?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12297105?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20041824?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20041824?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16193270?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16193270?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16193270?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15326371?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15326371?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20169172?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20169172?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17008426?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17008426?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15477601?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15477601?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19559538?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19559538?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19270081?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19270081?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11485218?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11485218?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11485218?dopt=Abstract

	Abstract
	Background
	Results
	Conclusions

	Background
	Methods
	Animal collection, maintenance and evisceration
	Sequence analysis
	Real-time quantitative RT-PCR
	In situ hybridization
	Quantification of apoptosis
	Double labeling: in situ hybridization combined with TUNEL assay or BrdU immunoistochemistry
	Statistical analysis

	Results
	Orthologs of survivin and mortalin in H. glaberrima
	Overview of the sea cucumber gut organization and evisceration phenomenon
	Spatiotemporal pattern of survivin expression
	Spatiotemporal pattern of mortalin expression
	Qualitative assessment of transcript abundance
	Apoptosis
	Multiple labeling

	Discussion
	Conclusions
	Acknowledgements
	Authors' contributions
	References

