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Abstract
Connexins (C×s) are a family of transmembrane proteins that form hemichannels and gap

junctions (GJs) on the cell membranes, and transfer small signaling molecules between the

cytoplasm and extracellular space and between connecting cells, respectively. Among C×s,

suppressing C×43 expression or function promotes skin wound closure and granulation tis-

sue formation, and may alleviate scarring, but the mechanisms are not well understood.

Oral mucosal gingiva is characterized by faster wound closure and scarless wound healing

outcome as compared to skin wounds. Therefore, we hypothesized that C×43 function is

down regulated during human gingival wound healing, which in fibroblasts promotes ex-

pression of genes conducive for fast and scarless wound healing. Cultured gingival fibro-

blasts expressed C×43 as their major connexin. Immunostaining of unwounded human

gingiva showed that C×43 was abundantly present in the epithelium, and in connective tis-

sue formed large C×43 plaques in fibroblasts. At the early stages of wound healing, C×43

was strongly down regulated in wound epithelial cells and fibroblasts, returning to the level

of normal tissue by day 60 post-wounding. Blocking of C×43 function by C×43 mimetic pep-

tide Gap27 suppressed GJ-mediated dye transfer, promoted migration, and caused signifi-

cant changes in the expression of wound healing-associated genes in gingival fibroblasts.

In particular, out of 54 genes analyzed, several MMPs and TGF-β1, involved in regulation of

inflammation and extracellular matrix (ECM) turnover, and VEGF-A, involved in angiogene-

sis, were significantly upregulated while pro-fibrotic ECMmolecules, including Collagen

type I, and cell contractility-related molecules were significantly down regulated. These re-

sponses involved MAPK, GSK3α/β and TGF-β signaling pathways, and AP1 and SP1 tran-

scription factors. Thus, suppressed function of C×43 in fibroblasts promotes their migration,

and regulates expression of wound healing-associated genes via AP1, SP1, MAPK,

GSK3α/β and TGF-β signaling pathways, and may promote fast and scarless wound heal-

ing in human gingiva.
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Introduction
Connexins (C×s) are a family of transmembrane proteins that assemble to form connexons
(hemichannels) or gap junctions (GJs). Each connexin protein is composed of four transmembrane-
spanning domains, two extracellular loops, and the cytoplasmic domains including N-terminus,
C-terminal domain and the cytoplasmic loop. Assembly of six connexin subunits generates one
connexon or hemichannel, which functions in autocrine and paracrine signaling by providing a
pathway for transfer of signaling molecules, including ATP, NAD+, Ca2+ and glutamate, between
cells and extracellular environment. Two connexons from neighboring cells can also dock to
form GJs, which provide conduits for direct exchange of small (<1 kDa) signaling molecules be-
tween communicating cells [1–3]. In addition to the channel functions, connexins participate in
intracellular signaling cascades, and regulate gene expression and cell migration [2,4–6].

Connexins are expressed virtually by all cells in the body, and play crucial role during devel-
opment and normal tissue function, and contribute to development of various pathologies
[5,6]. In addition, they may play a role in skin wound healing [7–9]. In skin, expression and lo-
calization of connexins has been best described in epithelium of normal tissue and in epitheli-
um of experimental wounds in various murine and human models. For instance, in normal
skin in mice, epithelial cells at various layers, and cultured human skin keratinocytes, express
several connexins, including C×26, C×30, C×30.3, C×31, C×31.1, C×37, C×40 and C×43 [2,10–13].
Likewise, based on immunostaining, human epidermis contains at least C×26, C×30 and C×43
[14]. Interestingly, wound healing induces rapid but transient changes in epithelial cell
connexins. For instance, in mouse skin, C×26, C×30, C×31, C×31.1 and C×43 are strongly down
regulated in the migrating wound epithelium, while C×26 and C×30 are upregulated at the
wound margins [10–13]. Until re-epithelialization is complete, expression of connexins is further
spatiotemporally regulated at different epithelial layers [11]. Similar findings have also been re-
ported for C×26, C×30 and C×43 in human skin wound epithelium [14,15]. During early stages
of murine skin wound healing, decreased expression of C×26 and C×43 in hair follicles at the
wound site, and upregulation of C×43 in blood vessels close to wound area has also been reported
[11], but very little is known about expression of connexins in wound fibroblasts.

In general, fibroblasts in normal skin express connexins, and appear connected to each
other by GJs [16–19]. The major GJ protein in cultured murine skin fibroblasts is C×43 [20].
Similarly, cultured human skin fibroblasts express C×43 as their major connexin, but they also
express lower levels of C×40 and C×45 [2,21]. Electron microscopy analysis has suggested that
wound myofibroblast-like cells are connected to each other by GJs [22], but the identity of the
connexins involved and their spatiotemporal regulation during wound healing is unclear.

Based on the above studies, C×43 appears a key connexin expressed by skin cells, and it is
strongly down regulated in the wound epithelium at the early stages of wound healing. To
study its role in more detail, different strategies to further suppress its function or expression in
experimental murine skin wounds have been used. For instance, transient blocking of C×43
function at the early stage of wound healing by ACT1, a peptide that binds to the cytoplasmic
carboxy-tail of C×43 [23], or transient suppressing its expression by topical C×43-specific anti-
sense oligodeoxynucleotides (AS-ODN), promotes re-epithelialization and wound closure via
increased keratinocyte migration and proliferation [10,11]. Studies from conditional C×43
knockout mice have also shown an earlier onset of keratinocyte migration and increased prolif-
eration, resulting in faster skin wound closure as compared to control mice [12,13]. In addition
to the epithelial effects, transient treatment of murine skin wounds with ACT1, C×43 AS-ODN
or siRNA suppresses inflammation, and promotes certain aspects of connective tissue healing.
For instance, connective tissue cell proliferation, angiogenesis, collagen deposition, and earlier
myofibroblast recruitment and wound contraction are stimulated, resulting to reduced wound
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connective tissue size at the early remodeling stage as compared to control wounds [10–13,
24–30]. Thus, down regulation of C×43 appears to accelerate wound granulation tissue forma-
tion and remodeling. Interestingly, transient down-regulation of C×43 expression by AS-ODN
or modulation of its function by ACT1 at the very early stage of wound healing also improves
the clinical appearance of the wounds and increases wound breaking strength in long term in
mouse and pig models [30,31]. However, it is unclear whether the above effects of early and
transient C×43 inhibition in wounds are secondary to the reduced inflammation and/or due to
altered C×43 function in fibroblasts. In any case, down regulation of C×43 by AS-ODN, or
blocking of its function by ACT1, or by Gap26 and Gap27, two C×43 mimetic peptides that
block its hemichannel and GJ functions [3], promotes fibroblast, and also keratinocyte, prolif-
eration and migration in vitro [2,12,20,24,25,32,33]. Thus, connexin inhibition may also have
direct wound healing promoting effects on these cells, but the mechanisms remain largely
undefined.

Interestingly, wound healing in human and pig oral mucosal attached gingiva is faster and
results in significantly reduced scar formation as compared to similar skin wounds [34–37].
Therefore, gingival wound healing provides a model to study molecular and cellular pathways
that regulate fast and scarless wound healing. Given that connexins play a role in wound heal-
ing, it is possible that they have a key role determining the wound healing outcome also in
human gingiva. Previously, connexins have been localized in oral mucosal wounds in a mouse
buccal (cheek) mucosal wound model. In the unwounded buccal mucosal epithelium, a non-
keratinized epithelium distinct from keratinized gingival epithelium, keratinocytes expressed
C×26, C×40 and C×43, and their levels were significantly elevated as compared to epidermis in
the same animals [38]. Similar to skin wounds, these connexins were down regulated in migrat-
ing keratinocytes in the mucosal wounds [38]. Connexin expression has also been studied in
normal human gingival epithelium, where keratinocytes express C×26 and C×43 [39–41].
However, nothing is known about connexin expression and function in gingival connective tis-
sue cells and during gingival wound healing. Therefore, the aim of the present study was to
characterize in detail the localization and function of C×43, a key connexin associated with
skin wound healing, in the fast and scarless human gingival wound healing. We hypothesized
that C×43 function is down regulated during human gingival wound healing, which in fibro-
blasts promotes expression of genes conducive for fast and scarless wound healing.

Materials and Methods

Tissue Samples
Tissue sections from experimental wounds created in palatal attached gingival mucosa in three
healthy males (mean age 38 years) that have been previously extensively characterized were
used [35,42–46]. Briefly, identical, standardized, full-thickness excisional wounds (about
12 mm long, 2 mm wide and at least 10 mm away from each other) were prepared under local
anesthesia in the palatal mucosa in an area between the canine and the third molar using a dou-
ble-bladed scalpel. The tissue obtained from the initial wounds served as the control samples
(day 0 sample). After the surgery, subjects were instructed to use standard dosages of acetamin-
ophen or ibuprofen for postoperative pain control. Wound biopsies were collected at days 3, 7,
14, 28, and 60 after wounding. Immediately after collection, the samples were embedded in Op-
timal Cutting Temperature Compound (Sakura Finetek Inc., Torrance, CA, USA) and frozen
in liquid nitrogen. Tissue sections (6 μm) were cut using a 2800 Frigocut Cryostat Microtome
(Leica, Nussloch, Germany), placed on 3-aminopropyltriethoxysilane-coated slides and stored
at −86°C until use. For the study, minimum of three tissue/mid-wound sections from two to
three subjects at each time point were used.
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Cell Culture
Four gingival fibroblast lines (GFBLs) were isolated from clinically healthy attached gingiva
from healthy human donors, as previously described [47] (S1 Table). Cells were routinely
maintained in Dulbecco’s Modified Eagle’s medium (DMEM), supplemented with 1% antibiot-
ic/antimycotic and 10% fetal bovine serum (FBS) (Gibco Life Technologies, Inc., Grand Island,
NY, USA) at 37°C and 5% CO2. Cells were routinely seeded for experiments when they reached
about 95% confluence. Experiments were performed at passages 5 to 10.

Ethics Statement
Gingival tissue donors provided a written informed consent, and procedures were reviewed and ap-
proved by the Office of Research Ethics of the University of British Columbia, and complies with
the ethical rules for human experimentation that are stated in the 1975 Declaration of Helsinki.

Blocking of C×43 Function by Mimetic Peptides or MFA
To block the C×43 function, GFBLs were seeded on 6-well plates (42,000 cells/cm2) in their
normal growth medium. At day 2 when cultures became confluent, culture medium was
replaced with serum-free medium. At day 3, cells were treated with 150 μM of Gap27
(SRPTEKTIFII; Biomatik, Cambridge, ON, Canada) [3,48,49], equal molar amount of Gap26
(VCYDKSFPISHVR) [3,48–50], or corresponding scrambled Gap27 (TFEPDRISITK) [33] or
Gap26 (YSIVCKPHVFDRS) [50] control peptides, respectively, for up to 24 h before total
RNA isolation or collection of cell lysates/conditioned medium for Western blotting. In a set of
experiments, cells were treated with increasing concentrations (25, 50, 75, 100 μM) of meclofe-
namic acid (MFA; M4531, Sigma-Aldrich, St. Louis, MO, USA), a pharmacological connexin
inhibitor [51], or corresponding amount of MFA diluent (dH2O) for 24 h before RNA
isolation.

Blocking C×43 Expression by siRNA Technique
To block the expression of C×43, GFBLs were seeded in 6-well plates as described above. After
24 h, siRNA transfection was carried out using Lipofectamine RNAiMax reagent (Invitrogen,
Carlsbad, CA, USA). To this end, 22 μl of Lipofectamine RNAiMax and 150 picomoles of
C×43 siRNAs (siRNA-1; UUUUGCAAGUGUAAACAGC or siRNA-2; AAUGAAAAGUA
CUGACAGC; Invitrogen) or control siRNAs (control siRNA-1 ACUUCGACACAUCGA
CUGC or control siRNA-2 ATCGCAAATCCGGACCTAT; Invitrogen) were mixed with
2.4 ml of Opti-MEM medium (Invitrogen), and incubated at room temperature for 5 min. The
mixtures of transfection reagent and individual siRNAs were combined and incubated at room
temperature for 20 min for complex formation. Then the reagent was diluted with Opti-MEM
to yield final siRNA concentration of 30 nM, and added to the cells. After 5 h in cell culture in-
cubator, the transfection reagent was removed, and cells fed with their normal growth medium
overnight. Medium was then replaced with serum-free growth medium, and RNA isolation
and sample collection for Western blotting was performed after 48 h.

Real-Time PCR
Real-time PCR analysis was performed according to MIQE guidelines [52] as we have de-
scribed in detail previously [53]. Briefly, total RNA from cultured GFBLs was isolated using
NucleoSpin RNA II kit according to the manufacturer’s protocol (Macherey-Nagel). Total
RNA (1 μg) was reverse transcribed using iScript Select cDNA Synthesis Kit (Bio-Rad, Missis-
sauga, ON, Canada) and random oligodeoxynucleotide primers according to the manufacturer’s
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instructions, as described previously. The primers used for real-time PCR are listed in S2
Table. Real-time PCR amplification was performed on the CF×96 System (Bio-Rad) using the
following program: 1 cycle at 94°C for 3 min 35 cycles at 94°C for 10 s, 60°C for 20 s, and reac-
tion completion with reading plate and a melt curve analysis from 65°C to 95°C, 5 s for each
0.5°C. Amplification reactions were conducted for target genes with ubiquitin C (UBC), glycer-
aldehydes-3-phosphate dehydrogenase (GAPDH), hypoxanthine phosphoribosyltransferase I
(Hprt1), TATAA-box binding protein (TBP), and Beta-2-microglobulin (B2M) as reference
genes. For a given experiment, at least two reference genes were chosen using the integrative
RefFinder tool (http://www.leonxie.com/referencegene.php). Non-transcribed RNA samples
were used as a negative control. The PCR reactions were performed in triplicate for each sam-
ple. The data was analyzed and is presented based on the comparative Ct method (CFXManag-
er Software Version 2.1, Bio-Rad).

Preparation of Cell Lysates/Conditioned Medium Samples for Western
Blotting
Confluent GFBL cultures were treated as described above. The conditioned medium was then
collected and immediately treated with Complete Protease Inhibitor Cocktail (Roche Diagnos-
tics, Manheim, Germany). The samples were concentrated (30–40 times) by centrifugation
(5,000g) using Centrifugal Filter Units (Amicon Ultra-4 3K, 3000 MWCO; Millipore, Bedford,
MA, USA) for 3 h, and stored at −80°C until use. To collect cell lysates, cells were washed with
ice-cold phosphate-buffered saline (PBS), and lysed with a buffer containing 25 mM Tris-HCL
(pH 7.6), 100 mM Octyl β D-glucopyranoside, 5 mM NaF, 1 mMNa3VO4, (Sigma-Aldrich, St.
Louis, MO, USA), and the Complete Protease Inhibitor Cocktail (Roche Diagnostics), dis-
solved in H2O. Lysates were collected using a rubber policeman, and filtered through a
NucleoSpin Filter (Macherey-Nagel) by centrifugation at 5,000g for 10 min.

Western Blotting
Immunoblotting analysis was conducted as described in detail previously [53]. Briefly, total
protein concentration in call lysates/conditioned medium samples was determined using the
Bio-Rad Protein Assay Dye Reagent Concentrate (Bio-Rad). Equal amount of protein of each
sample was solubilized in SDS sample buffer containing 2-mercaptoethanol (5%) and separated
by 10–12% SDS-polyacrylamide gel electrophoresis. The proteins were transferred onto a nitro-
cellulose membrane (Hybond-ECL membrane, GE Healthcare Bioscience, Buckinghamshire,
UK). The nonspecific binding sites were blocked by incubating the membranes in Odyssey
Blocking Buffer (LI-COR Biosciences; Lincoln, NE, USA) at room temperature for 1 h, followed
by incubation with the primary antibody (S3 Table) at 4°C overnight. After washing with TBS
containing 0.1% Tween-20 (TBS-T), the membranes were incubated with an appropriate
IRdye-conjugated secondary antibody (1:10,000; LI-COR Biosciences). Dried membranes were
then detected using the LI-COR Odyssey infrared reader (LI-COR Bioscience, Nebraska, USA).
Intensity of the protein bands was quantitated using ImageJ software (NIH).

The activation of signaling pathways by Gap27 treatment was studied in cell lysates ob-
tained as described above. For the experiments, GFBLs were seeded on 6-well plates, treated
with Gap27 (150 μM) or equal amount of control peptide for 1, 2, 6, and 24 h, and cell lysates
collected, as above. Western blotting was performed with antibodies against total or phosphor-
ylated forms of β-Catenin and GSK3α/β (β-Catenin pathway), SMAD3 (TGF-β pathway),
ERK1/2 and p38 (MAPK pathway) (S3 Table). β-Tubulin was used as a loading control.

To identify latent and active MMPs, a set of cell/conditioned medium samples was treated
with or without p-aminophenylmercury acetate (APMA; 1.0 mM, pH = 7.4; Sigma-Aldrich) at
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37°C for 4 h to activate latent enzymes [54] prior to gel electrophoresis and Western blotting
(data not shown).

Use of Chemical Inhibitors to Block Signaling Pathways
To determine the role of key signaling pathways in Gap27-induced gene expression, we
blocked TGF-β pathway with SB431542 (20 μM; Selleckchem, Houston, TX, USA), MEK1/2
with PD184352 (10 μM; Sigma-Aldrich), p38 with SB203580 (10 μM; Cell Signaling, Danvers,
MA, USA), GSK3α/β with SB415286 (30 μM; Biomol, Hamburg, Germany), AP1 with curcu-
min (30 μM; Sigma-Aldrich), and SP1 with WP631 (5 nM; Sigma-Aldrich) in Gap27-treated
cells, respectively. To this end, confluent GFBL cultures were pre-incubated with inhibitors at
37°C for 1 h, and then treated with Gap27 (150 μM) with or without the inhibitors in serum-
free growth medium for 24 h. All inhibitors were dissolved in DMSO, and control samples
were treated with respective amounts of DMSO only. Total RNA was collected for real-time
PCR as described above.

Dye Transfer Experiments
To assess the GJ function of C×43, dye transfer assays were performed. To this end, GFBL cul-
tures were generated on gelatin-coated glass coverslips in 24-well plates as described previously
[55]. Briefly, the coverslips were incubated in 0.2% gelatin in PBS at 37°C for 1 h. After rinsing
with PBS, coverslips were incubated in 1% glutaraldehyde at room temperature for 30 min,
then washed with PBS, followed by incubation with DMEM at 37°C for 30 min. Coverslips
were then washed with PBS and stored at 4°C or used immediately. To assess dye transfer
through GJs by scrape loading, cells (GFBL-DC) were seeded on the coverslips in their normal
growth medium as described above for 24 h, and then serum-starved in DMEM for another
24 h. Confluent cultures were then pre-incubated with Gap27 or the control peptide (150 μM;
24 h), or with MFA (50 μM; 1 h) or vehicle control (dH2O; 1 h) in DMEM at 37°C, media was
removed, and a scrape wound was created through the cell layer with a 10 μL pipette tip, and
cells incubated as above with 0.5% Lucifer Yellow (Molecular Probes Inc., Eugene, OR, USA)
in PBS+ (containing 1 mM Ca2+ and Mg2+) for 5 min at 37°C. Cells were rinsed once with
PBS+ and then fixed with 4% formaldehyde at room temperature for 20 min. Nuclei were then
stained with 300 nM DAPI (Molecular Probes Inc.) in PBS for 5 min. In a set of experiments,
cells were transfected with C×43 siRNA-1, siRNA-2 or control siRNA (30 nM) as above before
seeding on the coverslips for 24 h, serum-starved for 24 h, and then subjected to the dye trans-
fer experiment as above. Samples were mounted with Immu-Mount solution (Thermo Scientif-
ic, Pittsburgh, PA, USA), examined using the ECLIPSE 80i Microscope (Nikon, Tokyo, Japan),
and images captured using NIS-Elements BR software (Version 4.20, Nikon).

Scratch Wound Cell Migration Assay
To assess role of C×43 in cell migration, GFBLs were grown on gelatin-coated glass coverslips,
serum-starved, and pretreated with Gap27 or control peptides (150 μM) for 24 h as above. A
wound was then created through the cell layer using a 100 μL pipette tip. Cells were then cul-
tured in DMEM with the peptides in a cell culture incubator, and wound closure recorded over
time by standardized digital images taken from the samples using a phase contrast microscope
(Nikon Eclipse, TS100) and a digital camera (Nikon Coolpix 995). In a set of experiments, cells
were transfected with C×43 siRNA-1 or -2 and control siRNA-1 or -2 (30 nM) separately as
above, seeded on gelatin-coated glass coverslips for 24 h, and serum-starved for 6 h before
wounding. Experiments were performed in triplicate per treatment group, and images were
captured from three to four different areas of the wound on each coverslip. Wound closure rate
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was determined measuring the area of the open wound at each time point relative to the area of
the wound at the time of wounding using the Adobe Photoshop for Mac software (https://
www.adobe.com).

Immunostaining
For immunostaining, confluent GFBLs were seeded on gelatin-coated glass coverslips in their
normal growth medium (24 h) and then serum starved (24 h) as described above, fixed with
4% formaldehyde at room temperature for 20 min, and then permeabilized using 0.5% Triton
X-100 in PBS for 4 min. All samples were then blocked with PBS+ containing BSA (10 mg/ml)
and glycine (1 mg/ml) at room temperature for 30 min, followed by an incubation with the pri-
mary antibody (S3 Table) diluted in PBS containing BSA (1 mg/ml) in a humidified chamber
at 4°C overnight. The samples were then washed with PBS containing BSA (1 mg/ml) and
0.01% Triton X-100, and incubated with an appropriate Alexa-conjugated secondary antibody
(1:200 dilution; Alexa 488/594; Molecular Probes Inc.) at room temperature for 1 h. Nuclei
were then stained with DAPI and samples mounted as above.

For immunostaining of human gingival tissue samples, sections were fixed with cold ace-
tone (−20°C) at room temperature for 5 min. Samples were then washed, blocked, and incubat-
ed separately with each primary antibody (S3 Table) overnight, followed by washing,
incubation with appropriate Alexa 488 and 594-conjugated secondary antibodies, nuclear
staining with DAPI and mounting as above. Images were acquired using optical sectioning at
1 μm (ECLIPSE 80i Microscope; Nikon), and are presented as z-stacks created by the NIS-
Elements BR software (Nikon). Control stainings were performed by omitting the primary
antibody incubation step.

Statistical Analysis
All data is presented as mean +/− standard error of the mean (SEM) from repeated experi-
ments. Statistical analysis was performed by using Student’s t-test, p<0.05 was considered sta-
tistically significant. Values obtained from the real-time PCR by the comparative Ct-method
were Log2 transformed for statistical testing [56].

Results

C×43 Is the Major Connexin Expressed by Gingival Fibroblasts
Previous studies have shown that C×43 is present in human skin, periodontal ligament and
gingival fibroblasts, but that skin and periodontal ligament fibroblasts also express C×32, C×40
and C×45 [7,17,57]. Therefore, we assessed the expression of C×32, C×40, C×43 and C×45 in
four parallel human gingival fibroblast (GFBL) lines from different donors in confluent mono-
layer cultures that allowed abundant cell-cell contacts to form. Real-time PCR (Fig. 1A) and
Western blotting (Fig. 1B) analysis showed that GFBLs expressed C×43 as their major
connexin protein, with moderate levels of C×45, very low levels of C×32, and no expression of
C×40. Immunolocalization of C×43 and C×45 showed a punctate staining, likely representing
connexin plaques. Some of these connexin plaques localized to long cellular processes contact-
ing nearby cells likely representing GJs (Fig. 1C). In addition, they localized to areas with no
apparent cell-cell contacts, possibly representing intracellular and/or cell surface non-junction-
al hemichannel plaques (Fig. 1C). In general, the number of C×43- compared to C×45-postive
plaques was markedly higher (Fig. 1C), reflecting the real-time PCR and Western blotting
analysis.
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C×43 Is Strongly Down Regulated in Gingival Epithelium and Fibroblasts
During Wound Healing
In order to assess expression of C×43 during gingival wound healing, we compared localization
of C×43 in unwounded human gingiva, and in experimental excisional gingival wounds 3, 7,
14, 28 and 60 days after wounding by immunostaining (Fig. 2 and S1 Fig.). Fibroblasts were
identified based on their elongated, spindle-shaped morphology, and positive immunostaining
for vimentin, a mesenchymal cell marker highly expressed in fibroblasts [58]. C×43 was present
in unwounded gingival epithelium where it showed strong, punctate staining in the cell-cell
contacts at the spinous layer. In addition, a weaker and sparse staining was noted between
some basal and granular layer cells (S1 Fig.). A punctate, positive staining for C×43, likely

Figure 1. Gingival fibroblasts express C×43 as their major connexin protein. (A) Results show real-time PCR analysis of major connexins previously
described in fibroblasts (C×32, C×40, C×43 and C×45) in cultured human gingival fibroblasts from four different individuals (GFBL-HN, GFBL-CM, GFBL-OL
and GFBL-DC). All cell lines expressed C×43 as their major connexin, with moderate levels of C×45, low level of C×32, and no expression of C×40. Range of
Ct-values obtained from real-time PCR is indicated below each gene name. (B) Similar findings were found when the same connexins were analyzed in cell
lysates usingWestern blotting. (C) Immunostaining of a representative confluent cell culture (GFBL-DC) for C×43 and C×45. Gingival fibroblasts contained
numerous C×43-positive plaques, while much fewer similar structures positive for C×45 were noted. In general, connexin-positive plaques were localized at
cell-cell contact areas, possibly representing GJs (arrows), and other areas not associated with cell-cell contacts (arrowheads).

doi:10.1371/journal.pone.0115524.g001
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representing C×43 plaques [23], was also noted throughout connective tissue (Fig. 2A and B),
where it associated with vimentin-positive fibroblast-like cells. Many of the C×43-positive
plaques were fairly large in size (>1 μm in diameter), and some localized to long processes ex-
tending from these cells (Fig. 2B). At day 3 after wounding, abundance of C×43 was strongly
reduced in the migrating wound epithelium (S1 Fig.), and in the fibroblasts residing at the
wound edge and migrating into the wound (Fig. 2C and D and S1 Fig.). At day 7 when wound
epithelium had completely covered the wound, and granulation tissue formation was under-
way, C×43 was abundantly present in 2–3 most basal cell layers of the wound epithelium, while
the spinous layer showed some weak positive staining (S1 Fig.). In general, in the connective
tissue cells at the wound edge (Fig. 2E and S1 Fig.), and in the wound granulation tissue
(Fig. 2F and S1 Fig.), only very few C×43-positive plaques were noted. At day 14, C×43 was still
most abundant in 2–3 most basal wound epithelial cell layers, but its staining was now in-
creased also in more suprabasal cells (S1 Fig.). Our previous analysis of these same wounds has
shown that at this stage, the granulation tissue had started contraction, contained abundantly
α-SMA-positive fibroblasts, and was being remodeled to wound connective tissue [35,44,45].
At this stage, vimentin-stained fibroblast-like cells at the wound edge showed some C×43-posi-
tive plaques (S1 Fig.). In general, the highly cellular wound connective tissue showed only very
few such structures in vimentin-positive cells (Fig. 2G and H), or in M2 macrophages (S2 Fig.),
also abundantly present in these same wounds at this stage [37], or in α-SMA-positive
myofibroblasts (S3 Fig.). At day 28, while the typical gingival epithelial long rete pegs were not
yet formed, abundance and localization of C×43 in the epithelium at the wound site was almost
similar to normal unwounded tissue, being weakly present in the basal cells, and most strongly
stained in the spinous layer (S1 Fig.). At this stage, wound contraction was still underway, but
cellularity and the number of myofibroblasts and M2 macrophages had dramatically decreased
[35,37,44,45]. Vimentin-stained fibroblast-like cells at the wound edge and within the newly
formed wound connective tissue displayed increased number of C×43-positive plaques as com-
pared with earlier time points, but the number and size of the plaques was clearly reduced as
compared to unwounded tissue (Fig. 2I and J and S1 Fig.). Few M2 macrophages that were still
present in the wounds showed very little C×43 positive staining (S2 Fig.). At day 60 when the
epithelium had reformed long rete pegs and connective tissue structure was normalized, the lo-
calization and abundance of C×43 was similar to unwounded tissue both at the epithelium and
connective tissue at the wound site (Fig. 2K and L and S1 Fig.).

Figure 2. C×43 is down regulated in gingival fibroblasts during wound healing.Representative
immunostainings of C×43 (red) and vimentin (green; a mesenchymal cell marker) in unwounded human oral
mucosal connective tissue (attached gingiva) (A and B), and in gingival granulation and wound connective
tissue 3 (C and D), 7 (E and F), 14 (G and H), 28 (I and J) and 60 days (K and L) post-wounding. (A and B) In
the unwounded gingival connective tissue, abundant C×43 immunoreactivity was present as punctate
staining, likely representing C×43 plaques, in vimentin-positive fibroblast-like cells throughout the tissue. (C
and D) At day 3 post-wounding, C×43 was down regulated in fibroblasts at wound edge as compared to
unwounded tissue (A and B). First fibroblasts that had migrated into the wound area showed no
immunoreactivity for C×43 (D). (E–H) At day 7 (E and F) and 14 (G and H) post-wounding, very few C×43
positive structures were noted in fibroblasts in the highly cellular granulation and connective tissue. (I and J)
At day 28 after wounding, abundance of C×43-positive plaques in connective tissue cells in the newly formed
connective tissue at the wound area was increased as compared to earlier time points. However, size of
these plaques was clearly smaller than in the unwounded tissue (A and B). (K and L) At day 60 after
wounding, structure of the connective tissue formed at the wound area was closely similar to unwounded
tissue. Size and number of C×43-positive plaques in fibroblast-like cells in the regenerated wound area was
similar to the unwounded tissue (A and B). Data shown represents minimum of three sections stained in
parallel samples from two to three individual donors at each time point. CT: connective tissue; W Edge:
wound edge; W Area: wound area; GT: granulation tissue; WCT: wound connective tissue. Nuclear staining
(blue) was performed using DAPI.

doi:10.1371/journal.pone.0115524.g002
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Blocking of C×43 Function Regulates Significantly Expression of a
Distinct Set of Wound Healing-Associated Genes in Gingival Fibroblasts
Having established that C×43 is the major connexin expressed by GFBLs, and that abundance
of C×43 plaques is strongly reduced during gingival wound healing, we wanted to find out the
functional significance of this down regulation. Down regulation of the number of C×43-posi-
tive plaques in wound fibroblasts can result in reduced hemichannel and GJ function. Treat-
ment of cells with C×43 mimetic peptides can be used to specifically block these channel
functions [59], which promotes connective tissue wound healing in vivo [60]. Therefore, we
treated GFBLs with Gap27, a mimetic peptide corresponding to the 11-amino acid sequence in
the second C×43 extracellular loop, that blocks C×43 channel functions [59,61]. Treatment
with Gap27 (150 μM) did not markedly affect cell morphology (S4 Fig.). However, it reduced
GJ- mediated dye transfer, similar to meclofenamic acid (MFA), a pharmacological connexin
inhibitor [51], also in this model as expected (Fig. 3). Gap27 treatment also significantly pro-
moted GFBL migration in the scratch wound healing model (S5 Fig.), as previously described
for skin fibroblasts [2]. Thus, reduced C×43 abundance/function may promote fibroblast re-
cruitment at the early stages of human gingival wound healing. In addition to being absent
from migrating fibroblasts in early wounds, C×43 abundance was also strongly suppressed in
fibroblasts abundantly present inside gingival granulation and wound connective tissue at day
7–28 post-wounding. This coincides with resolution of inflammation, angiogenesis, ECM de-
position, myofibroblast differentiation, contraction and remodeling stages of wound healing
[37]. Therefore, we next assessed the effect of suppressing C×43 function by Gap27 in conflu-
ent cell cultures on expression of genes important specifically for these stages of wound healing.
Real-time PCR results showed that Gap27 treatment significantly upregulated expression of
15, and down regulated 7, of the 54 genes analyzed (Tables 1–4). The selected genes encoded
proteases (MMPs and their inhibitors), important in regulation of inflammation, angiogenesis
and ECM remodeling [62,63], molecules involved in intracellular ECM degradation (Endo180
and Cathepsin K) (Table 1), ECM proteins (fibrillar and matricellular proteins, and small leu-
cine-rich proteoglycans), cell contractility and myofibroblast-associated proteins (Table 2),
TGF-β signaling associated molecules and cytokines involved in inflammation, angiogenesis
and re-epithelialization (CXCL12, FGF-2, VEGF-A, IL1β, IL10 and TNF-α) [37] (Table 3),
and cell-cell junction proteins (connexins and cadherins) [64] (Table 4). To rule out significant
but potentially biologically irrelevant minor changes, we used minimum of +/− 1.5-fold
change threshold for the significantly regulated genes. This yielded 17 significantly regulated
genes of which 11 were upregulated (MMP-1, -3, -10 and -14, TIMP-1 and -3, Tenascin-C,
TGF-β1, VEGF-A, C×43 and Cadherin-2), and 6 down regulated (Collagen type I, Decorin,
Fibromodulin, α-SMA, NMMIIB and CXCL12) (Tables 1–4). The responses were
concentration-dependent at least up to 300 μM peptide concentration (data not shown).

In order to find out, whether the Gap27-mediated regulation of gene expression is a com-
mon property of GFBLs, we assessed its effect on expression on a set of the above genes in
three parallel GFBL lines in the same experiment (Fig. 4). The findings confirmed a gene ex-
pression response to Gap27 treatment in all GFBL lines that was consistent with initial findings
using GFBL-DC (Tables 1–4).

To confirm specificity of the Gap27 treatment, we also blocked C×43 function by Gap26,
another connexin mimetic peptide corresponding to a 13 amino acid sequence in the first
C×43 extracellular loop [59,61], and by MFA, and assessed expression of a set of genes as
above. Gap27 and Gap26 treatments caused in general similar gene expression changes in
GFBLs, although the magnitude of change slightly varied (S6 Fig.). MFA treatment induced a
concentration-dependent increase in MMP-1 and -10, Tenascin-C and VEGF-A expression,
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and down regulated CXCL12 (S7 Fig.), similar to Gap27 (Tables 1–3) and Gap26 treatment
(S6 Fig.). Interestingly, Gap27 (Table 4), Gap26 (S6 Fig.) and MFA (S7 Fig.) induced up to
about 2-fold increase in expression of C×43 mRNA. Likewise, Gap27 and Gap26 caused about
2-fold increase in C×43 protein level, while MFA had no effect (data not shown).

In a set of experiments, we also suppressed C×43 expression in three parallel GFBL lines
using two different C×43 siRNAs (C×43 siRNA-1 and -2), and studied the expression of the
above wound healing-associated genes. Treatment of GFBLs with both C×43 siRNAs consis-
tently resulted in about 80% down regulation of C×43 at both mRNA and protein levels, while
expression of the two other connexins expressed by these cells, C×32 and C×45, were not af-
fected (data not shown). C×43 siRNA treatment with both C×43 siRNA-1 and -2 effectively
suppressed GJ-mediated dye transfer (S8 Fig.), but did not have a significant effect on fibroblast
migration in the scrape-wound assay (S5 Fig.). Similar to Gap27 treated cells, C×43 siRNA
treatments significantly increased expression of Tenascin-C (1.46 +/− 0.15-fold change;
p<0.05) and reduced expression of Collagen type I (0.89 +/− 0.03-fold change; p<0.001) as
compared to control treatment. However, possibly due to incomplete C×43 down regulation,
the gene expression responses to C×43 siRNA treatment were small with none of the studied
genes reaching the +/− 1.5-fold change threshold (data not shown).

Characterization of Proteins Regulated by Gap27 Treatment in Gingival
Fibroblasts
As gene expression analysis showed that blocking of C×43 function by Gap27 strongly regulat-
ed expression of several genes (Tables 1–4), we further assessed the protein levels of a set of

Figure 3. Gap27 andMFA suppress GJ-mediated dye transfer in gingival fibroblasts. (A–F) Confluent
GFBL-DC cultures maintained in DMEMwere scrape-loaded with Lucifer Yellow (0.5%; green) in the
presence of control peptide (A and B; 150 μM), Gap27 (C; 150 μM), vehicle (dH2O; D and E), or MFA (50 μM;
F), and dye transfer was followed for 5 min. Treatment of cells with Gap27 (C) or MFA (F) markedly reduced
dye transfer as compared to control samples treated with the control peptide (A and B) or vehicle (D and E).
Results show representative images fromminimum of three repeated experiments. For the experiments, cells
were pretreated with Gap27 and control peptide or MFA and vehicle for 24 h or 1 h before the experiments,
respectively. Magnification bars: 50 μm.

doi:10.1371/journal.pone.0115524.g003
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genes that showed significant, minimum of +/− 1.5-fold change relative to control treatment in
the real-time PCR analysis. Western blotting analysis showed that treatment of GFBLs with
Gap27 (Fig. 5) resulted in markedly increased secretion of active and/or total MMP-1 (Fig. 5A
and B) and −10 (Fig. 5H and J) compared to control treatments. In addition, Gap27-treated
cells produced significantly elevated levels of pro-MMP-3 in the cell layer (Fig. 5F and G). Ex-
pression of mRNA for Decorin (Table 2), a small leucine-rich proteoglycan that regulates cell
functions involved in wound healing and fibrosis, and VEGF-A (Table 3), a potent pro-angiogenic
growth factor [37], were also strongly suppressed and upregulated, respectively, by Gap27
treatment. Accordingly, Western blotting showed robust down regulation of Decorin and upre-
gulation of VEGF-A levels in the cell culture medium of Gap27-treated GFBL cultures (Fig. 6).
Gap27 treatment also significantly increased C×43 expression at mRNA (Table 4) and total
protein levels (Fig. 7). However, no changes in the relative intensities of the three bands corre-
sponding to the differently phosphorylated forms of C×43 recognized by the C×43 antibody
(P0: pS368; P1:pS279/282 and pS255; P2: pS262) [65,66] were noted in theWestern blots (Fig. 7A).

Blocking of C×43 Function by Gap27 Modulates Key Signaling
Pathways in Gingival Fibroblasts
Having established that during gingival wound healing, C×43 abundance and/or GJ and
hemichannel functions maybe strongly reduced, and that suppressing C×43 function in
cultured fibroblasts distinctly regulates expression of a set of wound healing-associated genes,
we wanted to find out which intracellular signaling pathways are involved. To this end, we

Table 1. Blocking of C×43 function with Gap27 treatment modulates significantly expression of genes involved in protein degradation during
wound healing in gingival fibroblasts.

Target Gene Ct Value Relative Expression Mean ± SEM p-Value

MMPs and TIMPs

MMP-3 22�Ct�23 6.22 ± 0.93 ***1.72608E-06

MMP-1 17�Ct�21 4.83 ± 0.59 ***1.40031E-09

MMP-10 20�Ct�23 4.72 ± 0.49 ***1.89712E-10

TIMP-3 17�Ct�24 2.05 ± 0.34 **0.001

MMP-14 20�Ct�23 1.65 ± 0.11 ***7.93526E-05

TIMP-1 15�Ct�20 1.63 ± 0.18 **0.001

MMP-11 24�Ct�26 1.19 ± 0.07 0.16

TIMP-2 15�Ct�22 1.05 ± 0.05 0.30

MMP-2 13�Ct�16 0.98 ± 0.04 0.67

MMP-19 23�Ct�26 0.81 ± 0.09 0.11

TIMP-4 18�Ct�27 0.70 ± 0.05 ***0.0001

MMP-7 Ct>30

MMP-9 Ct>30

MMP-12 Ct>30

MMP-13 Ct>30

Molecules involved in intracellular ECM degradation

CTSK 17�Ct�19 0.88 ± 0.03 0.07

Endo180 (CD280) 19�Ct�21 0.83 ± 0.06 0.12

Results show real-time PCR analysis of relative mRNA expression in confluent GFBL-DC cultures treated with Gap27 (150 μM) relative to control peptide-

treated samples for 24 h. Results represent mean +/− SEM from minimum of three repeated experiments (**p<0.01, ***p<0.001; Student’s t-test).

Genes that are bolded show �1.5-fold up or down regulation relative to control peptide treated samples. Genes with negligible expression (Ct>30) were

not analyzed further. MMP: Matrix Metalloproteinase; TIMP: Tissue Inhibitor of Metalloproteinase; CTSK: Cathepsin K.

doi:10.1371/journal.pone.0115524.t001
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treated GFBLs with Gap27 and assessed phosphorylation changes in TGF-β (SMAD3), MAPK
(ERK1/2 and p38), GSK3α/β and β-Catenin pathways that have been previously associated with
C×43-mediated signaling [6,67–73], and wound healing and fibrosis [74–78] (Fig. 8). Gap27 in-
duced robust phosphorylation of p38 and ERK1/2 already after 1 h after treatment. These re-
sponses lasted at least for 6 h, before returning to the levels of untreated cells by 24 h (Fig. 8C–
F). Gap27 treatment also markedly increased GSK3α/β phosphorylation at 1–6 h, returning to
the normal level by 24 h (Fig. 8G and H), while phosphorylated and non-phosphorylated β-
Catenin levels, downstream targets of GSK3α/β, did not show marked changes (Fig. 8I and J).
Gap27 treatment did not noticeably affect SMAD3 phosphorylation until 24 h, when the
steady-state p-SMAD3 levels were markedly increased (Fig. 8A and B). Thus, in gingival fibro-
blasts, blocking of C×43 by Gap27 treatment induced fast activation of MAPK and GSK3α/β
signaling pathways, while TGF-β pathway was activated via a slower, possibly indirect,
mechanism.

Distinct Involvement of Gap27-Regulated Signaling Pathways in
Modulation of Wound Healing-Associated Genes in Gingival Fibroblasts
In order to further assess the role of the above pathways in Gap27-induced gene expression
changes, we blocked TGF-β signaling by SB431542, MEK1/2 by PD184352, p38 by SB203580,
and GSK3α/β by SB415286 in Gap27-treated cells, and assessed gene expression changes

Table 2. Blocking of C×43 function with Gap27 treatment modulates significantly expression of extracellular matrix proteins and cell
contractility and myofibroblast-associated genes in gingival fibroblasts.

Target Gene Ct Value Relative Expression Mean ± SEM p-Value

Fibrillar ECM proteins

EDA-FN 18�Ct�22 1.20 ± 0.09 *0.04

EDB-FN 19�Ct�24 1.20 ± 0.09 *0.04

Collagen type III 21�Ct�24 0.72 ± 0.11 0.07

Collagen type I 18�Ct�21 0.62 ± 0.06 ***0.0007

Matricellular proteins

TN-C 22�Ct�24 5. ± 0.79 ***4.88554E-08

CTGF (CCN2) 19�Ct�23 1.0 ± 0.14 0.81

Small leucine-rich proteoglygans

LUM 19�Ct�20 1.23 ± 0.13 0.09

BGN 19�Ct�26 1.23 ± 0.17 0.19

DCN 15�Ct�16 0.63 ± 0.03 ***5.62708E-06

FMOD 24�Ct�27 0.61 ± 0.06 ***0.0006

Contractility and myofibroblast-associated genes

α11 integrin 26�Ct�27 1.27 ± 0.07 0.05

NMMIIA 21�Ct�22 1.20 ± 0.12 0.12

P311 26�Ct�27 0.89 ± 0.05 0.09

α-SMA 19�Ct�21 0.60 ± 0.04 ***6.79753E-06

NMMIIB 26�Ct�27 0.59 ± 0.14 ***0.0002

Results show real-time PCR analysis of relative mRNA expression in confluent GFBL-DC cultures treated with Gap27 (150 μM) relative to control peptide-

treated samples for 24 h. Results represent mean +/− SEM from minimum of three repeated experiments (*p<0.05, ***p<0.001; Student’s t-test). Genes

that are bolded show �1.5-fold up or down regulation relative to control peptide treated samples. EDA-FN: Extra Domain A-Fibronectin; EDB-FN: Extra

Domain B-Fibronectin; TN-C: Tenascin-C; BGN: Biglycan; DCN: Decorin; FMOD: Fibromodulin; LUM: Lumican; α-SMA: α-Smooth Muscle Actin; NMMIIA:

Non-Muscle Myosin IIA; NMMIIB: Non-Muscle Myosin IIB.

doi:10.1371/journal.pone.0115524.t002
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relative to untreated cells by real-time PCR. In addition, we assessed involvement of AP1 and
SP1, transcription factors previously linked to C×43 signaling [73,79,80], by treating cells with
curcumin and WP631, respectively. We specifically focused on assessing expression of the
genes that were significantly modulated (with a minimum by +/− 1.5-fold change threshold)
by Gap27 in the above experiments. Results showed that MEK1/2 signaling was most widely
involved in Gap27-induced change in gene expression, as its inhibition totally blocked
Gap27-induced expression change of 10 genes. These genes included proteases and their inhib-
itors (MMP-1, -3 and -10, TIMP-1 and -3), ECMmolecules (Collagen type I and Tenascin-C),
cell contractility-associated genes (α-SMA and NMMIIB), and Cadherin-2 (Table 5 and S9 Fig.).
In addition, this pathway partially regulated (inhibited Gap27-induced expression change by at
least 50%) expression of growth factors (TGF-β1 and VEGF-A) and C×43. The only genes that
were not affected by blocking of MEK1/2 were MMP-14, two leucine-rich proteoglycans
(Decorin and Fibromodulin), and CXCL12. The other examined pathways also totally or partial-
ly regulated Gap27-modulated expression of several genes. For instance, inhibition of GSK3α/β
resulted to total inhibition of Gap27-induced upregulation of TIMP-1 and -3 expression, while it
partially blockedMMP-1 and TGF-β1 upregulation. Findings also showed variable and complex
interplay between the studied pathways in regulation of Gap27-induced gene expression. For
instance, Gap27-induced MMP-10 upregulation and Collagen type I down regulation was only
blocked by the MEK1/2 inhibitor. In contrast, Gap27-induced TIMP-1 expression was totally
blocked by SP1, TGF-β, MEK1/2 and GSK3α/β inhibitors, and partially by p38 inhibitor. On the

Table 3. Blocking of C×43 function with Gap27 treatment modulates significantly expression of genes involved in TGF-β signaling and encoding
VEGF-A and CXCL12/SDF-1α in gingival fibroblasts.

Target Gene Ct Value Relative Expression Mean ±SEM p-Value

TGF-β signaling related genes

TGF-β1 18�Ct�21 1.60 ± 0.10 ***4.64896E-06

EGR1 22�Ct�25 1.54 ± 0.80 0.49

TGF-β3 25�Ct�28 1.42 ± 0.14 *0.01

NAB1 24�Ct�26 1.26 ± 0.02 **0.005

NAB2 23�Ct�24 1.15 ± 0.26 0.59

TGF- βR2 21�Ct�23 0.89 ± 0.05 0.16

TGF-βR1 25�Ct�29 0.87 ± 0.12 0.41

TGF-β2 24�Ct�26 0.63 ± 0.22 0.27

EGR2 25�Ct�28 0.56 ± 0.13 0.12

EGR3 Ct>30

Growth factors and cytokines

VEGF-A 23�Ct�24 3.48 ± 0.43 ***6.29123E-07

FGF-2 23�Ct�24 1.19 ± 0.13 0.15

CXCL12/SDF-1α 20�Ct�21 0.34 ± 0.05 ***1.39169E-05

IL1β Ct>30

IL10 Ct>30

TNF-α Ct>30

Results show real-time PCR analysis of relative mRNA expression in confluent GFBL-DC cultures treated with Gap27 (150 μM) relative to control peptide-

treated samples for 24 h. Results represent mean +/− SEM from minimum of three repeated experiments (*p<0.05, **p<0.01, ***p<0.001; Student’s t-

test). Genes that are bolded show �1.5-fold up or down regulation relative to control peptide treated samples. Genes with negligible expression (Ct>30)

were not analyzed further. TGF-βR1: TGF-β Receptor 1; TGF-βR2: TGF-β Receptor 2; EGR1: Early Growth Response 1; EGR2: Early Growth Response

2; EGR3: Early Growth Response 3; NAB1: NGFI-A Binding Protein-1; NAB2: NGFI-A Binding Protein-2; VEGF-A: Vascular Endothelial Growth Factor-A;

FGF-2: Fibroblast Growth Factor-2; IL1βInterleukin-1β; IL10Interleukin-10; TNF-α: Tumor Necrosis Factor-α.

doi:10.1371/journal.pone.0115524.t003
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other hand, Gap27-induced Tenascin-C expression was totally inhibited by AP1 and MEK1/2
inhibitors, and partially by SP1, TGF-β and p38 inhibitors. Transcription factors AP1 or SP1
were distinctly involved in regulating 7 of the Gap27-modulated genes. Interestingly, inhibition
of SP1 totally blocked Gap27 induced upregulation of C×43 expression, while blocking of AP1,
p38 andMEK1/2 had a partial effect. Gap27-induced upregulation of VEGF-A and down regula-
tion of CXCL12 were only partially blocked by MEK1/2 and SP1 inhibitors, respectively, sug-
gesting that also other unidentified pathways are involved. In addition to the above effects,
interestingly, blocking of GSK3α/β strongly potentiated Gap27-induced upregulation of MMP-3

Table 4. Blocking of C×43 function with Gap27 treatment upregulates significantly expression of C×43 and Cadherin-2 expression involved in
formation of cell-cell junctions.

Target Gene Ct Value Relative Expression Mean ±SEM p-Value

Cell-cell junction molecules

C×43 21�Ct�23 1.79 ± 0.15 ***3.05801E-05

Cadherin-2 22�Ct�23 1.68 ± 0.21 **0.002

C×45 24�Ct�27 1.18 ± 0.15 0.21

Cadherin-11 21�Ct�22 1.03 ± 0.06 0.69

C×32 27�Ct�30 0.95 ± 0.24 0.85

Results show real-time PCR analysis of relative mRNA expression in confluent GFBL-DC cultures treated with Gap27 (150 μM) relative to control peptide-

treated samples for 24 h. Results represent mean +/− SEM from minimum of three repeated experiments (*p<0.05, **p<0.01, ***p<0.001; Student’s t-

test). Genes that are bolded show �1.5-fold up or down regulation relative to control peptide treated samples. C×43: Connexin 43; C×45: Connexin 45;

C×32: Connexin 32.

doi:10.1371/journal.pone.0115524.t004

Figure 4. Effect of Gap27-mediated blocking of C×43 function on gene expression in parallel gingival fibroblast lines. Confluent cultures of gingival
fibroblasts from three different individuals (GFBL-HN, GFBL-CM and GFBL-DC) were treated with Gap27 or control peptide (150 μM) for 24 h, and
expression of a set of genes involved in wound healing was analyzed by real-time PCR. Results represent mean +/− SEM of mRNA expression relative to
control peptide-treated cells from triplicate samples in one experiment (*p<0.05, **p<0.01, ***p<0.001; Student’s t-test). Horizontal line indicates relative
mRNA expression for the control-peptide treated samples. EDA-FN: Extra Domain A-Fibronectin; EDB-FN: Extra Domain B-Fibronectin; TN-C: Tenascin-C;
CTGF: Connective Tissue Growth factor (CCN2); α-SMA: α-Smooth Muscle Actin; VEGF-A: Vascular Endothelial Growth Factor-A.

doi:10.1371/journal.pone.0115524.g004
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(S9 Fig.) and Tenascin-C expression (S9 Fig.). Moreover, Gap27 treatment with simultaneous in-
hibition of MEK1/2 resulted to strongly induced α-SMA expression (by more than 7-fold), while
treatment with Gap27 alone reduced its expression by about 50% (S9 Fig.).

Discussion
Gingival fibroblasts that participate in scarless oral wound healing expressed C×43 as the
major connexin, which is similar to skin fibroblasts [2,21]. In oral wounds, C×43 expression
was strongly down regulated in gingival wound epithelium during epithelial migration stage.
This is in agreement with studies assessing C×43 localization in the epithelium of murine skin
and buccal mucosal, and in human skin wounds [10–15,38]. Thus far, very little was known
about C×43 expression and localization in connective tissue cells during wound healing.
Interestingly, in gingival fibroblasts, which were identified based on morphological criteria and
positive immunostaining for the mesenchymal cell marker vimentin [58], strong C×43 immu-
noreactivity localized to large plaque-like structures in unwounded tissue. In order to form
functional GJs, connexins cluster on the cell membrane to form plaques. Cell culture findings
suggest that connexins are first transported to the cell membrane as hemichannels where they
then join GJ plaques directly or by moving laterally towards them [5,81]. The size of the
plaques can reach few micrometers [81], and can be therefore detected by immunostaining. In
contrast, individual connexins or hemichannels are undetectable by this method [5,82].
Atomic force microscopy of cardiac GJs has also suggested existence of large (up to 2 μm2)
hemichannel plaques [83]. Connexins can also be present intracellularly during synthesis and
transport to the cell membrane, and when being endocytosed or assembled to the mitochondri-
al membrane. However, these intracellular connexins have not been reported to organize into
large plaque-like structures [5]. Thus, the C×43-positive structures observed in gingival fibro-
blasts in vivo likely represent C×43 hemichannel and/or GJ plaques on the cell membrane.

Figure 5. Blocking of C×43 by Gap27 resulted in significantly increased secretion of active MMP-1 and MMP-10, and pro-MMP-3 by gingival
fibroblasts. Confluent cultures of gingival fibroblasts (GFBL-DC) were treated with Gap27 or control peptide (150 μM) for 24 h, and abundance of MMP-1
(A–D), MMP-3 (E–G), and MMP-10 (H–J) in the conditioned medium and cell layer was analyzed byWestern blotting. (B, D, G and J) Quantitation of MMP
levels in Western blots shows mean +/− SEM from three independent experiments (*p<0.05, ***p<0.001; Student’s t-test). Sample loading for cell layer
fraction was normalized for β-Tubulin levels. Identity of active and pro-forms of the enzymes was confirmed by pretreatment of a set of samples with or
without APMA to activate latent enzymes prior to Western blotting (data not shown).

doi:10.1371/journal.pone.0115524.g005

Figure 6. Blocking of C×43 function by Gap27 promotes secretion of VEGF-A, and suppresses DCN
levels in gingival fibroblast cultures.Confluent cultures of gingival fibroblasts (GFBL-DC) were treated
with Gap27 or control peptide (150 μM) for 24 h, and Vascular Endothelial Growth Factor-A (VEGF-A) and
Decorin (DCN) levels were analyzed in the conditioned medium byWestern Blotting. Representative results
from three independent experiments are shown.

doi:10.1371/journal.pone.0115524.g006
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Interestingly, the C×43-positive plaques found in fibroblasts in unwounded tissue were
missing from fibroblasts at the wound edge and those migrating into the wound at days 3 and
7 post-wounding. This could be explained by reduced recruitment of C×43 to hemichannel
and GJ plaques, or their redistribution, resulting to smaller plaques undetectable by immunos-
taining, or from down regulation of C×43 expression and/or its increased turnover. The factors
that modulate these processes during wound healing in vivo are not clear, but are likely cell
type-specific and could include effects of wound healing-related cytokines, growth factors and
mechanosignaling [5,84]. In any case, similar to cultured skin fibroblasts [2], blocking of C×43
function by Gap27 promoted gingival fibroblast migration, suggesting that C×43 may regulate
fibroblast recruitment into the wound provisional matrix. Interestingly, C×43 was also still
largely absent from the vimentin-positive cell population established in the wound at day 14
and 28 post-wounding. These cells could include fibroblasts, myofibroblasts and macrophages
that all express vimentin [85,86]. Reparative M2 macrophages are abundant and the predomi-
nant macrophages in these same gingival wounds at day 14 and 28 post-wounding [37]. How-
ever, our double immunostaining showed that very few C×43 plaques were detected in M2
macrophages at this stage. Previous studies have not explored C×43 in wound macrophages.
However, contrary to our findings, M2 macrophages in thyroid tumor stroma show abundant
C×43-positive plaques [87]. Our previous analysis has also shown that the number of α-SMA-
rich myofibroblasts is strongly increased, and wound contraction is underway, already at day
14 in these same wounds [35,44,45]. However, only few C×43-positive plaques were noted in
areas where myofibroblasts were abundant at this stage. Therefore, it is possible that in human
gingival wounds absence of C×43 plaques promotes myofibroblast differentiation and wound
contraction. In support of this, suppressing C×43 expression or function in murine models of
wound healing results to earlier recruitment and disappearance of myofibroblasts from the
wounds, and reduced wound connective tissue size [20], suggesting that in these wounds

Figure 7. Gap27 treatment increases C×43 protein abundance significantly. (A) Confluent cultures of gingival fibroblasts (GFBL-DC) were treated with
Gap27 or control peptide (150 μM) for 24 h, and abundance of C×43 was analyzed byWestern blotting. Gap27 treatment did not affect the relative intensities
of three bands corresponding to differently phosphorylated forms of C×43 (P0: pS368; P1:pS279/282 and pS255; P2: pS262). (B) Quantitation of C×43 levels
in Western blots shows mean +/− SEM from three independent experiments (**p<0.01; Student’s t-test). Sample loading was normalized for β-Tubulin
levels.

doi:10.1371/journal.pone.0115524.g007
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Figure 8. Western blotting analysis of key signaling pathwaysmodulated by Gap27 in gingival fibroblasts.Confluent cultures of gingival fibroblasts
(GFBL-DC) were treated with Gap27 or control peptide (150 μM) for 1, 2, 6, and 24 h. Cell lysates were analyzed for protein levels of total SMAD3 and
phosphorylated SMAD3 (p-SMAD3) (A), total p38 and phosphorylated p38 (p-p38) (C), total ERK1/2 and phosphorylated ERK1/2 (p-ERK1/2) (E), total
GSK3α/β and phosphorylated GSK3α/β (p-GSK3α/β) (G), and total β-Catenin, phosphorylated β-Catenin (p-β-Catenin) and non-p-β-Catenin (I). (B, D, F, H
and J) Quantitation of the phosphorylated or non-phosphorylated signaling molecules relative to their total levels at time 0 (control samples), and at 1, 2, 6
and 24 h after Gap27 treatment. Sample loading was normalized for β-Tubulin levels. Results from one experiment are shown.

doi:10.1371/journal.pone.0115524.g008
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myofibroblast differentiation and contraction occurred earlier and/or was accelerated. Curi-
ously though, in cultured rat cardiac fibroblasts, C×43 positively regulates α-SMA expression
[88], and in mouse fibroblasts, C×43 deficiency associates with a reduced ability of the cells to
contract a collagen gel, a model for wound contraction [89]. In addition, our findings showed
that blocking of C×43 function by Gap27 significantly reduced expression of α-SMA and non-
muscle myosin IIB (NMMIIB), another cytoskeletal protein involved in tissue contraction [90].
Thus, role of C×43 function in α-SMA expression, myofibroblast differentiation and contrac-
tion appears cell- and context-dependent, and requires further investigation. Nevertheless, it is
possible that the early reduction of C×43 plaques, and their slow reformation in gingival fibro-
blasts at the late stages of wound healing has functional significance for the scarless gingival
wound-healing outcome. In particular, reduced abundance of C×43 plaques at days 14 and 28
post-wounding in wound fibroblasts coincides not only with myofibroblast differentiation and
contraction, but also with resolution of inflammation, angiogenesis, ECM deposition and re-
modeling stages of wound healing [37, 43–46], suggesting a role for C×43 in modulating also
these events.

To study the significance of reduced C×43 function for these later stages of wound healing,
we blocked its function in human gingival fibroblasts by C×43 mimetic peptide Gap27 [3]. Our
findings showed that Gap27 reduced GJ-mediated dye transfer as expected, confirming its in-
hibitory effect also in human gingival fibroblasts. Furthermore, Gap27 treatment significantly
regulated a number of genes that maybe beneficial for scarless gingival wound healing. These

Table 5. Blocking of C×43 function with Gap27 treatment activates distinct signaling pathways that regulate wound healing-associates genes in
gingival fibroblasts.

GENE AP1 SP1 TGF-β p38 MEK1/2 GSK3α/β

MMP-1 T P

MMP-3 P T T

MMP-10 T

MMP-14 P P

TIMP-1 T T P T T

TIMP-3 P P T T T

Collagen type I T

TN-C T P P P T

DCN P T

FMOD P P

α-SMA P T

NMMIIB P T

TGF-β1 P P T P P

VEGF-A P

CXCL12/SDF-1α P

C×43 P T P P

Cadherin-2 T T P T T

Results show a summary of involvement of AP1, SP1, TGF-β p MEK1/2 and GSK3ᾶβ signaling pathways in Gap27-mediated regulation of gene

expression in GFBLs. Results were obtained from real-time PCR analysis of relative mRNA expression in confluent GFBL-DC cultures treated with Gap27

(150 μM) with or without corresponding signaling pathway inhibitors for 24 h, and show results relative to control peptide/vehicle treated samples. T:

Inhibition of the pathway completely blocks Gap27-induced change in gene expression. P: Inhibition of the pathway partially (by at least 50%) blocks

Gap27-induced change in gene expression. TN-C: Tenascin-C; DCN: Decorin; FMOD: Fibromodulin; α-SMA: α-Smooth Muscle Actin; NMMIIB: Non-

Muscle Myosin IIB; VEGF-A: Vascular Endothelial Growth Factor-A.

doi:10.1371/journal.pone.0115524.t005

Connexin 43 Function in Human Gingival Wound Healing and Fibroblasts

PLOS ONE | DOI:10.1371/journal.pone.0115524 January 13, 2015 21 / 31



effects were not limited to Gap27, as similar results were also obtained by using Gap26, another
C×43 mimetic peptide [3]. It is interesting that the mimetic peptides significantly upregulated
several genes. This suggests that for those genes that were upregulated by the treatment, normal
C×43 function is inhibitory, i.e. it is needed to suppress expression of these genes. Therefore,
during gingival wound healing reduced expression/function of C×43 in fibroblasts may allow
increased expression of these molecules. This group of molecules includes several MMPs,
TIMP-1 and -3, Tenascin-C, TGF-β1 and VEGF-A, which are important modulators of inflam-
mation, cell migration, angiogenesis and ECM deposition [91], and may contribute to reduced
inflammation and efficient angiogenesis found in gingival wounds [36,37]. Of note, Tenascin-C
accumulation is strongly induced in early granulation tissue of human gingival wounds
[35,42], suggesting that down regulation of C×43 expression or function may drive this process
in vivo. The hallmark of scar formation and fibrosis is increased accumulation of ECM and in-
creased cell contractility [92]. Therefore, it is also interesting to note that blocking of C×43
function in gingival fibroblasts caused a robust down regulation of several ECM (Collagen type
I, Decorin and Fibromodulin) and cell contractility-associated genes (α-SMA and NMMIIB).
Interestingly similar to our findings, comparable treatment of human skin fibroblasts with
Gap27 was also recently shown to significantly increase expression of MMP-1 mRNA [33],
while unlike in gingival fibroblasts, Collagen type I and CTGF, two genes strongly associated
with scar formation and fibrosis in vivo [92], were significantly upregulated [33]. There is
increasing evidence that human skin and gingival fibroblasts are phenotypically distinct
[36,37,53,93]. Therefore, it is possible that different function of C×43 in skin and gingival fibro-
blasts may in part contribute to the different wound healing outcomes in these two tissues, but
this needs further experimental verification.

The mechanisms of the mimetic peptide-induced gene expression change in gingival
fibroblasts may include blocking of transfer of signaling molecules via hemichannels and/or
GJs, peptide-induced changes in C×43 levels, conformation and/or phosphorylation of its
cytoplasmic tail that interacts with the signaling molecules [3,6,72,94]. The latter channel-
independent effects maybe mediated via C×43 cytoplasmic tail that recruits and interacts with
intracellular signaling effectors, including MAPK (ERK1/2 and p38), GSK3/β-Catenin and
PI3K-Akt-GSK3 pathway mediators [6,67,69–73] also involved in wound healing and scar for-
mation [75,76]. In addition, C×43 competes with SMAD2/3 for binding to tubulin releasing
SMAD2/3 from the microtubules and promoting TGF-β signaling [68]. Our findings showed
that MFA, a pharmacological connexin channel inhibitor [51], also blocked GJ-mediated dye
transfer in gingival fibroblasts, and induced similar changes in the expression of a set of genes
as the C×43 mimetic peptides, suggesting that the noted Gap27-induced gene expression
changes depended on the channel functions of C×43. However, Gap27 also caused a robust
activation of the above C×43 cytoplasmic tail-mediated signaling pathways. Thus, regulation
of both channel-dependent and -independent functions maybe involved in Gap27-regulated
gene expression in gingival fibroblasts.

In order to study the role of the above signaling pathways in regulation of Gap27-induced fi-
broblast gene expression in more detail, we used pathway-specific pharmacological inhibitors.
In addition, we blocked two transcriptional regulators (AP1 and SP1) that associate with C×43
signaling [73,79,80]. Blocking of these pathways distinctly, and co-operatively regulated
Gap27-modulated gene expression, and most notably, as Gap27 caused a robust early activa-
tion (phosphorylation) of ERK1/2 and p38 MAPKs, pharmacological blocking of these
pathways totally or partially blocked Gap27-modulated expression of 14 out of the 17 genes
analyzed. Inhibition of MEK1/2 alone, an upstream regulator of ERK1/2 [95], totally blocked
Gap27-induced change of 10 genes. These included MMP-10 and Collagen type I that were not
affected by the other pathways studied. Thus, MEK-ERK1/2 pathway is a major target of
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Gap27-induced signaling in gingival fibroblasts. Whether this depends on the reported ability
of MAPKs to regulate C×43 channel functions and phosphorylation of the cytoplasmic tail
[72] remains to be shown.

As mentioned above, C×43 can also promote TGF-β-induced signaling [68]. Interestingly,
Gap27 treatment did not affect phosphorylation of SMAD3 during the first 6 h after treatment.
However, an increased level of p-SMAD3 was noted after 24 h. Therefore, Gap27 induces
activation of TGF-β pathway in gingival fibroblasts, but this may occur via a distinct, indirect
mechanism. The inhibitory effect of Gap27 is time dependent, as it blocks hemichannels within
minutes to few hours, while GJ inhibition may require up to 24 hours to occur [3]. Thus, the late
activation of SMAD3 after Gap27 treatment may also depend on its distinct effects on GJs rather
than hemichannels. In any case, pharmacological inhibition of TGF-β signaling totally or partial-
ly suppressed Gap27-induced change in expression of 9 of the studied genes, indicating that this
C×43-mediated pathway has a role in modulating cell functions relevant to wound healing.

Treatment of gingival fibroblasts with Gap27 also induced fast phosphorylation of
GSK3α/β, but this did not associate with marked changes in the phosphorylation or levels of its
downstream target β-Catenin. Phosphorylation of GSK3α/β renders it inactive removing its
inhibitory effect on its targets, which include more than 40 proteins and transcription factors
[96]. Therefore, C×43-mediated phosphorylation of GSK3α/β likely affects other downstream
targets than the β-Catenin pathway. Involvement of this pathway is supported by the finding
that pharmacological blocking of phosphorylation of GSK3α/β totally blocked TIMP-1 and -3,
and partially MMP-1 and TGF-β1 upregulation induced by Gap27 treatment. Furthermore,
blocking of GSK3α/β potentiated Gap27-induced expression of MMP-3 and Tenascin-C. Thus,
in gingival fibroblasts GSK3α/β controls C×43 regulated expression of molecules involved in
proteolytic processing of the wound ECM, cytokines and growth factors (MMP-1, TIMP-1
and -3), and ECM deposition (TGF-β1) [37,62,63].

Interestingly, Gap27 treatment also significantly increased expression of C×43 at both
mRNA and total protein levels, although it did not affect relative proportions of the differently
phosphorylated forms of the protein in the Western blots. Increased C×43 mRNA expression
was also noted after MFA treatment. These findings are different from previous observations
where treatment of human skin fibroblasts with Gap27 in a scratch wound model did not upre-
gulate C×43 levels, but promoted its phosphorylation at S368 [97]. It is possible that Gap27
treatment of confluent cell layers (as in the present study) or in the scratch wounding protocol
[97] may result to a different cell response to the peptide. Another possibility is that the re-
sponses depend on the previously described distinct phenotype of human gingival and skin
fibroblasts [53,93]. In any case, in the present study, the dye transfer assays, which showed re-
duced GJ-mediated dye transfer by Gap27 treatment, were performed after 24 h pre-incubation
with Gap27 to allow Gap27-induced C×43 upregulation to occur. Thus, despite of the elevated
levels of C×43 in gingival fibroblasts, Gap27 was still able to block C×43 GJ channel functions
as expected. Therefore, whether Gap27-induced gene expression changes in cultured human
gingival fibroblasts depend on Gap27-induced upregulation of C×43 expression and/or re-
duced GJ function, and how this relates to reduced C×43 immunostaining and potential func-
tion in gingival wounds, remains to be shown.

In order to assess the mechanisms of Gap27-induced C×43 upregulation in gingival fibro-
blasts we used pharmacological inhibitors to key signaling pathways that associate with C×43.
Previous findings have indicated that transcriptional modulator AP1 regulates C×43 expres-
sion by various signals [5]. Accordingly, its inhibition also partially suppressed Gap27-induced
C×43 expression. In addition, Gap27-induced C×43 expression was partially regulated by
MEK1/2 and p38 inhibitors, two upstream modulators of AP1 [98,99]. Interestingly, though,
Gap27-induced C×43 induction was totally blocked by the SP1 inhibitor, suggesting that this
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transcription factor is another important regulator of Gap27-induced C×43 expression in gin-
gival fibroblasts. A recent molecular study has also linked SP1 to regulation of C×43 expression
[100]. SP1 also modulates C×43-induced expression of a set of genes in various cells [73]. Ac-
cordingly, blocking of SP1 totally or partially inhibited Gap27-induced expression of 7 genes in
the present study.

To summarize, our findings demonstrate that C×43 shows similar spatiotemporal regula-
tion in gingival wound epithelium over time as previously describe for skin. In addition, we
showed for the first time that the abundance of C×43-positive plaques is strongly reduced in fi-
broblasts at the early stages of human gingival wound healing, returning to the level of normal
tissue by day 60 post-wounding. Thus, wounding-induced suppression of C×43 in wound fi-
broblasts leads to disruption of the connexin-mediated intercellular communication network
in the connective tissue, resulting to a gene expression change that maybe important for the
fast and scarless wound healing outcome in gingiva. Interestingly, blocking of C×43 function
by mimetic peptides strongly regulated expression of a number of wound healing and scar
formation-associated genes in human gingival fibroblasts. These changes involved p38, MEK1/
2-ERK1/2, TGF-β-SMAD3 and GSK3α/βmediated signaling pathways, and AP1 and SP1 tran-
scription factors. Among these pathways, ERK1/2-MEK1/2 appeared to be a key regulator of
C×43 mimetic peptide-modulated gene expression. Thus, C×43 mimetic peptides may provide
an efficient tool to modulate fibroblast gene expression during wound healing. The exact mech-
anisms by which the C×43 mimetic peptides cause these effects, and the mechanisms and im-
portance of C×43 down regulation for fast and scarless wound healing outcome in human
gingiva in vivo warrant further investigation.

Supporting Information
S1 Fig. C×43 is down regulated in gingiva during wound healing. Representative
immunostainings of C×43 (red) and vimentin (green; a mesenchymal cell marker) in
unwounded human oral mucosal tissue (attached gingiva) (A–C), and in gingival wounds 3-
(D-F), 7- (G-I), 14- (J-L), 28- (M-O) and 60-days (P-Q) post-wounding. (A–C) In unwounded
gingiva, abundant C×43 staining was localized in suprabasal epithelial cells. Most intensely
stained cells were located in the stratum spinosum, but weak staining was also noted in basal
epithelial cells. Inserts in (B) and (C) show higher magnification images of C×43 localization in
basal cells at the connective tissue papilla and rete peg areas, respectively. (D–F) At day 3 post-
wounding, C×43 was down regulated in migrating epithelial cells (D and E) and fibroblasts at
wound edge (F; arrowheads indicate wound edge). (G–I) At day 7 post-wounding, when the
wound was completely covered with a new epithelium, 2–3 most basal epithelial cell layers
showed C×43 staining in the wound epithelium, while there was only a very weak immunore-
activity for C×43 in the spinous layer (G and H). Very little C×43 immunoreactivity was noted
in fibroblasts at the wound edge (I). (J-L) At day 14 post-wounding, C×43 was confined to the
2–3 most basal layers of wound epithelium (J and K). At this stage, immunoreactivity for C×43
was slightly increased at the wound edge connective tissue (L) as compared to 7-day wounds
(I). (M-O) At day 28 after wounding, C×43 immunoreactivity was normalized in the epitheli-
um at the wound site, being present mainly in suprabasal cells of the stratum spinosum (M and
N). Abundance of C×43-positive plaques in connective tissue cells at the wound edge (O) was
increased as compared to earlier time points (I and L). (P–Q) At day 60 after wounding, struc-
ture of the epithelium and connective tissue formed at the wound area was closely similar to
unwounded tissue. C×43 immunoreactivity was also similar to unwounded tissue in the epithe-
lium at the wound site (P and Q). (R) Negative control staining of C×43 in unwounded epithe-
lium. Data shown represents minimum of three sections stained in parallel samples from two
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to three individual donors at each time point. Arrowheads (D, E, F, G, I, J and M) indicate
wound edge. E: epithelium; CT: connective tissue; FC: fibrin clot; W Edge: wound edge;
WE: wound epithelium; GT: granulation tissue; WCT: wound connective tissue. Nuclear stain-
ing (blue) was performed using DAPI. Magnification bars in the inserts in B, C and Q: 50 μm.
(TIF)

S2 Fig. Immunolocalization of C×43 in gingival wound macrophages. (A and B) Represen-
tative images of wound samples double immunostained with anti-C×43 (red) and anti-Clever-1
(green; M2 macrophage marker) antibodies. (A) At day 14 post-wounding, very few C×43-posi-
tive structures (arrowheads) were noted in some of the macrophages located in the newly made
wound connective tissue. (B) At day 28 post-wounding, number of M2 macrophages was strong-
ly reduced compared to day 14, with very little macrophage-associated C×43 immunoreactivity.
Magnification bar: 10 μm.
(TIF)

S3 Fig. Immunolocalization of C×43 in gingival wound myofibroblasts. (A and B) Repre-
sentative images of the same wound location in parallel day 14 wound sections stained with
an antibody against α-SMA (A) and C×43 (B). At day 14 post-wounding, the wound con-
tained numerous α-SMA-positive myofibroblasts. However, very few C×43-positive struc-
tures (arrowheads) were noted in cells in the myofibroblast-rich area. Magnification bar:
10 μm.
(TIF)

S4 Fig. Phase contrast images of gingival fibroblast cultures treated with or without Gap27.
Confluent fibroblast cultures (GFBL-DC) were cultured in their normal growth medium
(DMEM) (A), or treated with control peptide (B) or Gap27 (C) (150 μM), and images acquired
24 h after treatment. Magnification bar: 50 μm.
(TIF)

S5 Fig. Gap27-treatment promotes gingival fibroblast migration. (A) Representative images
of human gingival fibroblast (GFBL-DC) migration in the presence of Gap27 or control peptide
(150 μM) across a scrape wound over time. Lines indicate original woundmargins. Magnification
bar: 20 μm. (B) Quantification of Gap-27-induced fibroblast migration over time. (C) Represen-
tative images of human gingival fibroblast (GFBL-DC) migration in the presence of control
siRNA-1 or -2 or C×43 siRNA-1 or -2 (30 nM) across a scrape wound over time. Wounds were
completely closed in all groups at 24 h. Lines indicate original wound margins. Magnification
bar: 40 μm. (D) Quantification of cell migration in C×43 and control siRNA treated samples over
time. Results show pooled data for C×43 siRNA-1 and -2, and control siRNA-1 and -2 treated
samples, respectively. Wounds were completely closed in all groups at 24 h. For the experiments,
siRNA transfection was performed 30 h before wounding. Wound closure rate was determined
measuring the area of the open wound at each time point relative to the area of the same wound
at the time of wounding. Results show mean +/− SEM fromminimum of triplicate samples.
Statistical testing was performed comparing test and control samples at the given time point
(�p<0.05, ��p<0.01; Student’s t-test). Non-treated samples (incubated in DMEM only) did not
show difference to control peptide or control siRNA-treated samples, and are not shown.
(TIF)

S6 Fig. Effect of Gap26 and Gap27 treatment on gene expression in gingival fibroblasts.
Confluent fibroblast cultures (GFBL-DC) were treated with Gap26 or control peptide (300 μM),
and Gap27 or control peptide (150 μM) for 24 h, and expression of a set of genes was analyzed by
real-time PCR. Results showmean mRNA expression relative to control-peptide treated samples
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from triplicate samples from one experiment. Horizontal line indicates relative mRNA expres-
sion for the control-peptide treated samples. EDA-FN: Extra Domain A-Fibronectin; EDB-FN:
Extra Domain B-Fibronectin; TN-C: Tenascin-C; α-SMA: α-Smooth Muscle Actin; VEGF-A:
Vascular Endothelial Growth Factor-A.
(TIF)

S7 Fig. Expression of a set of genes in gingival fibroblasts treated with connexin inhibitor
meclofenamic acid (MFA) relative to untreated samples. Real-time PCR results from GFBL-
DC cultures treated with increasing concentrations of MFA for 24 h relative to vehicle-treated
samples are shown. Results represent mean of triplicate samples in one experiment. MFA in-
duced a concentration-dependent increase in expression of MMP-1, MMP-10, Vascular
Endothelial Growth Factor-A (VEGF-A), Tenascin-C (TN-C) and C×43, and down regulation
of CXCL12 (SDF-1α).
(TIF)

S8 Fig. C×43 siRNA treatment suppresses GJ-mediated dye transfer in gingival fibroblasts.
Confluent GFBL-DC cultures transfected with control siRNA-1 (A and B), C×43 siRNA-1 (C) or
C×43 siRNA-2 (D) were scrape-loaded with Lucifer Yellow (green), and dye transfer was followed
for 5 min. Treatment of cells with C×43 siRNA-1 and -2 reduced markedly dye transfer as com-
pared to control siRNA-1 (results for control siRNA-2 were identical to control siRNA-1, and are
not shown). Results show representative images from triplicate samples. For the experiments,
siRNA transfections were performed 48 h before the experiment. Magnification bars: 50 μm.
(TIF)

S9 Fig. Modulation of Gap27-regulated gene expression in gingival fibroblasts by
pharmacological inhibitors of AP1, SP1, TGF-β, p38, MEK1/2 and GSK3α/β signaling
pathways. Confluent cultures of gingival fibroblasts (GFBL-DC) were treated with Gap27
(150 μM) with or without curcumin (AP1 inhibitor), WP631 (SP1 inhibitor), SB431542 (TGF-
β inhibitor), PD184352 (p38 inhibitor), SB203580 (MEK1/2 inhibitor) or SB415286 (GSK3α/β
inhibitor) for 24 h, and expression of MMPs and TIMPs (A), ECM proteins and contractility-
associated genes (B), TGF-β1 and growth factors (C), and cell-cell junction proteins (D)
was analyzed by real-time PCR. Results represent mean mRNA expression relative to non-
treated cells from triplicate samples in one experiment. DMSO: Cells treated with the vehicle
(DMSO) only; TN-C: Tenascin-C; DCN: Decorin; FMOD: Fibromodulin; α-SMA: α-Smooth
Muscle Actin; NMMIIB: Non-Muscle Myosin IIB; VEGF-A: Vascular Endothelial Growth
Factor-A.
(TIF)

S1 Table. List of the human gingival fibroblast lines used for the study.
(DOCX)

S2 Table. Primers used for real-time PCR.
(DOCX)

S3 Table. List of antibodies used for immunostaining and Western blotting.
(DOCX)

Acknowledgments
Supported by Canadian Institutes of Health Research, University of British Columbia CIHR
Skin Research Training Centre (SRTC) Award, and CIHR IMHA Institute Community Sup-
port Travel Award.

Connexin 43 Function in Human Gingival Wound Healing and Fibroblasts

PLOS ONE | DOI:10.1371/journal.pone.0115524 January 13, 2015 26 / 31

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0115524.s007
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0115524.s008
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0115524.s009
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0115524.s010
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0115524.s011
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0115524.s012


Author Contributions
Conceived and designed the experiments: RT GJ HL LH. Performed the experiments: RT GJ.
Analyzed the data: RT GJ HL LH. Contributed reagents/materials/analysis tools: HL LH.
Wrote the paper: RT GJ HL LH.

References
1. Goodenough DA, Paul DL (2003) Beyond the gap: functions of unpaired connexon channels. Nat Rev

Mol Cell Biol 4: 285–294. PMID: 12671651

2. Wright CS, van Steensel MA, Hodgins MB, Martin PE (2009) Connexin mimetic peptides improve cell
migration rates of human epidermal keratinocytes and dermal fibroblasts in vitro. Wound Repair
Regen 17: 240–249. doi: 10.1111/j.1524-475X.2009.00471.x PMID: 19320893

3. Wang N, De Bock M, Decrock E, Bol M, Gadicherla A, et al. (2013) Connexin targeting peptides as in-
hibitors of voltage- and intracellular Ca2+-triggered Cx43 hemichannel opening. Neuropharmacology
75: 506–516. doi: 10.1016/j.neuropharm.2013.08.021 PMID: 24007825

4. Jiang JX, Gu S (2005) Gap junction- and hemichannel-independent actions of connexins. Biochim
Biophys Acta 1711: 208–214. doi: 10.1016/j.bbamem.2004.10.001 PMID: 15955305

5. Nielsen MS, Axelsen LN, Sorgen PL, Verma V, Delmar M, et al. (2012) Gap junctions. Compr Physiol
2: 1981–2035. doi: 10.1002/cphy.c110051 PMID: 23723031

6. Zhou JZ, Jiang JX (2014) Gap junction and hemichannel-independent actions of connexins on cell
and tissue functions–an update. FEBS Lett 588: 1186–1192. doi: 10.1016/j.febslet.2014.01.001
PMID: 24434539

7. Churko JM, Laird DW (2013) Gap junction remodeling in skin repair following wounding and disease.
Physiology (Bethesda) 28: 190–198. doi: 10.1152/physiol.00058.2012 PMID: 23636264

8. Ehrlich HP (2013) A Snapshot of Direct Cell-Cell Communications in Wound Healing and Scarring.
AdvWound Care (New Rochelle) 2: 113–121. doi: 10.1089/wound.2012.0414 PMID: 24527335

9. Ongstad EL, O’Quinn MP, Ghatnekar GS, Yost MJ, Gourdie RG (2013) A Connexin43 Mimetic
Peptide Promotes Regenerative Healing and Improves Mechanical Properties in Skin and Heart. Adv
Wound Care (New Rochelle) 2: 55–62. doi: 10.1089/wound.2011.0341 PMID: 24527326

10. Goliger JA, Paul DL (1995)Wounding alters epidermal connexin expression and gap junction-mediated
intercellular communication. Mol Biol Cell 6: 1491–1501. PMID: 8589451

11. Coutinho P1, Qiu C, Frank S, Tamber K, Becker D (2003) Dynamic changes in connexin expression
correlate with key events in the wound healing process. Cell Biol Int 27: 525–541. PMID: 12842092

12. Kretz M, Euwens C, Hombach S, Eckardt D, Teubner B, et al. (2003) Altered connexin expression
and wound healing in the epidermis of connexin-deficient mice. J Cell Sci 116: 3443–3452. PMID:
12840073

13. Kretz M, Maass K, Willecke K (2004) Expression and function of connexins in the epidermis, analyzed
with transgenic mouse mutants. Eur J Cell Biol 83: 647–654. PMID: 15679109

14. Brandner JM, Houdek P, Hüsing B, Kaiser C, Moll I (2004) Connexins 26, 30, and 43: differences
among spontaneous, chronic, and accelerated human wound healing. J Invest Dermatol 122: 1310–
1320. PMID: 15140236

15. Richards TS, Dunn CA, Carter WG, Usui ML, Olerud JE, et al. (2004) Protein kinase C spatially and
temporally regulates gap junctional communication during human wound repair via phosphorylation
of connexin43 on serine368. J Cell Biol 167: 555–562. doi: 10.1083/jcb.200404142 PMID: 15534005

16. Salomon D, Saurat JH, Meda P (1988) Cell-to-cell communication within intact human skin. J Clin In-
vest 82: 248–254. doi: 10.1172/JCI113578 PMID: 2455735

17. Ko K, Arora P, LeeW, McCulloch C (2000) Biochemical and functional characterization of intercellular
adhesion and gap junctions in fibroblasts. Am J Physiol Cell Physiol 279: 147–157. PMID: 10898726

18. Moyer KE, Davis A, Saggers GC, Mackay DR, Ehrlich HP (2002) Wound healing: the role of gap junc-
tional communication in rat granulation tissue maturation. Exp Mol Pathol 72: 10–16. PMID:
11784118

19. Langevin HM, Cornbrooks CJ, Taatjes DJ (2004) Fibroblasts form a body-wide cellular network.
Histochem Cell Biol 122: 7–15. PMID: 15221410

20. Becker DL, Thrasivoulou C, Phillips AR (2012) Connexins in wound healing; perspectives in diabetic
patients. Biochim Biophys Acta 1818: 2068–2075. doi: 10.1016/j.bbamem.2011.11.017 PMID:
22155211

Connexin 43 Function in Human Gingival Wound Healing and Fibroblasts

PLOS ONE | DOI:10.1371/journal.pone.0115524 January 13, 2015 27 / 31

http://www.ncbi.nlm.nih.gov/pubmed/12671651
http://dx.doi.org/10.1111/j.1524-475X.2009.00471.x
http://www.ncbi.nlm.nih.gov/pubmed/19320893
http://dx.doi.org/10.1016/j.neuropharm.2013.08.021
http://www.ncbi.nlm.nih.gov/pubmed/24007825
http://dx.doi.org/10.1016/j.bbamem.2004.10.001
http://www.ncbi.nlm.nih.gov/pubmed/15955305
http://dx.doi.org/10.1002/cphy.c110051
http://www.ncbi.nlm.nih.gov/pubmed/23723031
http://dx.doi.org/10.1016/j.febslet.2014.01.001
http://www.ncbi.nlm.nih.gov/pubmed/24434539
http://dx.doi.org/10.1152/physiol.00058.2012
http://www.ncbi.nlm.nih.gov/pubmed/23636264
http://dx.doi.org/10.1089/wound.2012.0414
http://www.ncbi.nlm.nih.gov/pubmed/24527335
http://dx.doi.org/10.1089/wound.2011.0341
http://www.ncbi.nlm.nih.gov/pubmed/24527326
http://www.ncbi.nlm.nih.gov/pubmed/8589451
http://www.ncbi.nlm.nih.gov/pubmed/12842092
http://www.ncbi.nlm.nih.gov/pubmed/12840073
http://www.ncbi.nlm.nih.gov/pubmed/15679109
http://www.ncbi.nlm.nih.gov/pubmed/15140236
http://dx.doi.org/10.1083/jcb.200404142
http://www.ncbi.nlm.nih.gov/pubmed/15534005
http://dx.doi.org/10.1172/JCI113578
http://www.ncbi.nlm.nih.gov/pubmed/2455735
http://www.ncbi.nlm.nih.gov/pubmed/10898726
http://www.ncbi.nlm.nih.gov/pubmed/11784118
http://www.ncbi.nlm.nih.gov/pubmed/15221410
http://dx.doi.org/10.1016/j.bbamem.2011.11.017
http://www.ncbi.nlm.nih.gov/pubmed/22155211


21. Churko JM, Shao Q, Gong XQ, Swoboda KJ, Bai D, et al. (2011) Human dermal fibroblasts derived
from oculodentodigital dysplasia patients suggest that patients may have wound-healing defects.
HumMutat 32: 456–466. doi: 10.1002/humu.21472 PMID: 21305658

22. Gabbiani G, Chaponnier C, Hüttner I (1978) Cytoplasmic filaments and gap junctions in epithelial cells
and myofibroblasts during wound healing. J Cell Biol 76: 561–568. PMID: 564911

23. Hunter AW, Barker RJ, Zhu C, Gourdie RG (2005) Zonula occludens-1 alters connexin43 gap junction
size and organization by influencing channel accretion. Mol Biol Cell 16: 5686–5698. doi: 10.1091/
mbc.E05-08-0737 PMID: 16195341

24. Qiu C, Coutinho P, Frank S, Franke S, Law LY, et al. (2003) Targeting connexin43 expression accel-
erates the rate of wound repair. Curr Biol 13: 1697–1703. PMID: 14521835

25. Mori R, Power KT, Wang CM, Martin P, Becker DL (2006) Acute downregulation of connexin43 at
wound sites leads to a reduced inflammatory response, enhanced keratinocyte proliferation and
wound fibroblast migration. J Cell Sci 119: 5193–5203. PMID: 17158921

26. Gourdie RG, Ghatnekar GS, O’Quinn M, Rhett MJ, Barker RJ, et al. (2006) The unstoppable
connexin43 carboxyl-terminus: new roles in gap junction organization and wound healing. Ann N Y
Acad Sci 1080: 49–62. PMID: 17132774

27. Wang CM, Lincoln J, Cook JE, Becker DL (2007) Abnormal connexin expression underlies delayed
wound healing in diabetic skin. Diabetes 56: 2809–2817. PMID: 17717278

28. Nakano Y, Oyamada M, Dai P, Nakagami T, Kinoshita S, et al. (2008) Connexin43 knockdown
accelerates wound healing but inhibits mesenchymal transition after corneal endothelial injury in vivo.
Invest Ophthalmol Vis Sci 49: 93–104. doi: 10.1167/iovs.07-0255 PMID: 18172080

29. Rhett JM, Ghatnekar GS, Palatinus JA, O’Quinn M, Yost MJ, et al. (2007) Novel therapies for scar
reduction and regenerative healing of skin wounds. Trends Biotechnol 26: 173–180. doi: 10.1016/j.
tibtech.2007.12.007 PMID: 18295916

30. Ghatnekar GS, O’Quinn MP, Jourdan LJ, Gurjarpadhye AA, Draughn RL, et al. (2009) Connexin43
carboxyl-terminal peptides reduce scar progenitor and promote regenerative healing following skin
wounding. Regen Med 4: 205–223. doi: 10.2217/17460751.4.2.205 PMID: 19317641

31. Coutinho P, Qiu C, Frank S, Wang CM, Brown T, et al. (2005) Limiting burn extension by transient inhi-
bition of Connexin43 expression at the site of injury. Br J Plast Surg 58: 658–667. PMID: 15927148

32. Kandyba EE, Hodgins MB, Martin PE (2008) A murine living skin equivalent amenable to live-cell im-
aging: analysis of the roles of connexins in the epidermis. J Invest Dermatol 128: 1039–1049. PMID:
17960178

33. Wright CS, Pollok S, Flint DJ, Brandner JM, Martin PE (2012) The connexin mimetic peptide Gap27
increases human dermal fibroblast migration in hyperglycemic and hyperinsulinemic conditions in
vitro. J Cell Physiol 227: 77–87. doi: 10.1002/jcp.22705 PMID: 21984074

34. Mak K, Manji A, Gallant-Behm C, Wiebe C, Hart DA, et al. (2009) Scarless healing of oral mucosa is
characterized by faster resolution of inflammation and control of myofibroblast action compared to
skin wounds in the red Duroc pig model. J Dermatol Sci 56: 168–180. doi: 10.1016/j.jdermsci.2009.
09.005 PMID: 19854029

35. Wong JW, Gallant-Behm C, Wiebe C, Mak K, Hart DA, et al. (2009) Wound healing in oral mucosa re-
sults in reduced scar formation as compared with skin: evidence from the red Duroc pig model and hu-
mans. Wound Repair Regen 17: 717–729. doi: 10.1111/j.1524-475X.2009.00531.x PMID: 19769724

36. Glim JE, van EgmondM, Niessen FB, Everts V, Beelen RH (2013) Detrimental dermal wound healing:
what can we learn from the oral mucosa?Wound Repair Regen 21: 648–660. doi: 10.1111/wrr.12072
PMID: 23927738

37. Häkkinen L, Koivisto L, Heino J, Larjava H (2014) Cell and Molecular Biology of Wound Healing. In:
Vishwakarma A, Sharpe P, Shi S, Wang XP, RamalingamM, editors. Stem Cell Biology and Tissue
Engineering in Dental Sciences. Elsevier, USA. In press.

38. Davis NG, Phillips A, Becker DL (2013) Connexin dynamics in the privileged wound healing of the
buccal mucosa. Wound Repair Regen 21: 571–578. doi: 10.1111/wrr.12054 PMID: 23627777

39. Ye P, Chapple CC, Kumar RK, Hunter N (2000) Expression patterns of E-cadherin, involucrin, and
connexin gap junction proteins in the lining epithelia of inflamed gingiva. J Pathol 192: 58–66. PMID:
10951401

40. Hatakeyama S, Yaegashi T, Oikawa Y, Fujiwara H, Mikami T, et al. (2006) Expression pattern of ad-
hesion molecules in junctional epithelium differs from that in other gingival epithelia. J Periodontal Res
41:322–328. PMID: 16827727

41. Fujita T, Ashikaga A, Shiba H, Kajiya M, Kishimoto A, et al. (2008) Irsogladine maleate counters the in-
terleukin-1 beta-induced suppression in gap-junctional intercellular communication but does not affect

Connexin 43 Function in Human Gingival Wound Healing and Fibroblasts

PLOS ONE | DOI:10.1371/journal.pone.0115524 January 13, 2015 28 / 31

http://dx.doi.org/10.1002/humu.21472
http://www.ncbi.nlm.nih.gov/pubmed/21305658
http://www.ncbi.nlm.nih.gov/pubmed/564911
http://dx.doi.org/10.1091/mbc.E05-08-0737
http://dx.doi.org/10.1091/mbc.E05-08-0737
http://www.ncbi.nlm.nih.gov/pubmed/16195341
http://www.ncbi.nlm.nih.gov/pubmed/14521835
http://www.ncbi.nlm.nih.gov/pubmed/17158921
http://www.ncbi.nlm.nih.gov/pubmed/17132774
http://www.ncbi.nlm.nih.gov/pubmed/17717278
http://dx.doi.org/10.1167/iovs.07-0255
http://www.ncbi.nlm.nih.gov/pubmed/18172080
http://dx.doi.org/10.1016/j.tibtech.2007.12.007
http://dx.doi.org/10.1016/j.tibtech.2007.12.007
http://www.ncbi.nlm.nih.gov/pubmed/18295916
http://dx.doi.org/10.2217/17460751.4.2.205
http://www.ncbi.nlm.nih.gov/pubmed/19317641
http://www.ncbi.nlm.nih.gov/pubmed/15927148
http://www.ncbi.nlm.nih.gov/pubmed/17960178
http://dx.doi.org/10.1002/jcp.22705
http://www.ncbi.nlm.nih.gov/pubmed/21984074
http://dx.doi.org/10.1016/j.jdermsci.2009.09.005
http://dx.doi.org/10.1016/j.jdermsci.2009.09.005
http://www.ncbi.nlm.nih.gov/pubmed/19854029
http://dx.doi.org/10.1111/j.1524-475X.2009.00531.x
http://www.ncbi.nlm.nih.gov/pubmed/19769724
http://dx.doi.org/10.1111/wrr.12072
http://www.ncbi.nlm.nih.gov/pubmed/23927738
http://dx.doi.org/10.1111/wrr.12054
http://www.ncbi.nlm.nih.gov/pubmed/23627777
http://www.ncbi.nlm.nih.gov/pubmed/10951401
http://www.ncbi.nlm.nih.gov/pubmed/16827727


the interleukin-1 beta-induced zonula occludens protein-1 levels in human gingival epithelial cells. J
Periodontal Res 43: 96–102. doi: 10.1111/j.1600-0765.2007.01000.x PMID: 18230110

42. Häkkinen L, Uitto VJ, Larjava H (2000) Cell biology of gingival wound healing. Periodontol 2000
24:127–152. PMID: 11276865

43. Ghersi G, Dong H, Goldstein LA, Yeh Y, Häkkinen L, et al. (2002) Regulation of fibroblast migration on
collagenous matrix by a cell surface peptidase complex. J Biol Chem 277: 29231–29241. PMID:
12023964

44. Honardoust HA, Jiang G, Koivisto L, Wienke D, Isacke CM, et al. (2006) Expression of Endo180 is
spatially and temporally regulated during wound healing. Histopathology 49: 634–648. PMID:
17163848

45. Honardoust D, Eslami A, Larjava H, Häkkinen L (2008) Localization of small leucine-rich proteogly-
cans and transforming growth factor-beta in human oral mucosal wound healing. Wound Repair
Regen 16: 814–823. doi: 10.1111/j.1524-475X.2008.00435.x PMID: 19128253

46. Eslami A, Gallant-Behm CL, Hart DA, Wiebe C, Honardoust D, et al. (2009) Expression of integrin
alphavbeta6 and TGF-beta in scarless vs scar-forming wound healing. J Histochem Cytochem 57:
543–557. doi: 10.1369/jhc.2009.952572 PMID: 19223298

47. Häkkinen L, Heino J, Koivisto L, Larjava H (1994) Altered interaction of human granulation-tissue fi-
broblasts with fibronectin is regulated by alpha 5 beta 1 integrin. Biochim Biophys Acta 1224: 33–42.
PMID: 7524685

48. Chaytor AT, EvansWH, Griffith TM (1997) Peptides homologous to extracellular loop motifs of con-
nexin 43 reversibly abolish rhythmic contractile activity in rabbit arteries. J Physiol 503: 99–110.
PMID: 9288678

49. Hawat G, Hélie P, Baroudi G (2012) Single intravenous low-dose injections of connexin 43 mimetic
peptides protect ischemic heart in vivo against myocardial infarction. J Mol Cell Cardiol 53: 559–566.
doi: 10.1016/j.yjmcc.2012.07.008 PMID: 22841862

50. Hawat G, Benderdour M, Rousseau G, Baroudi G (2010) Connexin 43 mimetic peptide Gap26 confers
protection to intact heart against myocardial ischemia injury. Pflugers Arch 460: 583–592. doi: 10.
1007/s00424-010-0849-6 PMID: 20514543

51. Harks EG, de Roos AD, Peters PH, de Haan LH, Brouwer A, et al. (2001) Fenamates: a novel class of
reversible gap junction blockers. J Pharmacol Exp Ther 298: 1033–1041. PMID: 11504800

52. Bustin SA, Benes V, Garson JA, Hellemans J, Huggett J, et al. (2009) The MIQE guidelines: minimum
information for publication of quantitative real-time PCR experiments. Clin Chem 55: 611–622. doi:
10.1373/clinchem.2008.112797 PMID: 19246619

53. MahW, Jiang G, Olver D, Cheung G, Kim B, et al. (2014) Human gingival fibroblasts display a non-fi-
brotic phenotype distinct from skin fibroblasts in three-dimensional cultures. PLoS One 9: e90715.
doi: 10.1371/journal.pone.0090715 PMID: 24608113

54. Nagase H, Suzuki K, Enghild JJ, Salvesen G (1991) Stepwise activation mechanisms of the precur-
sors of matrix metalloproteinases 1 (tissue collagenase) and 3 (stromelysin). Biomed Biochim Acta
50: 749–754. PMID: 1666284

55. King SJ, Parsons M (2011) Imaging cells within 3D cell-derived matrix. Methods Mol Biol 769: 53–64.
doi: 10.1007/978-1-61779-207-6_5 PMID: 21748669

56. Rieu I, Powers SJ (2009) Real-time quantitative RT-PCR: design, calculations, and statistics. Plant
Cell 21: 1031–1033. doi: 10.1105/tpc.109.066001 PMID: 19395682

57. Yamaoka Y, Sawa Y, Ebata N, Ibuki N, Yoshida S (2002) Cultured periodontal ligament fibroblasts ex-
press diverse connexins. Tissue Cell 34: 375–380. PMID: 12441089

58. Hematti P (2012) Mesenchymal stromal cells and fibroblasts: a case of mistaken identity? Cytother-
apy 14: 516–521. doi: 10.3109/14653249.2012.677822 PMID: 22458957

59. EvansWH, Bultynck G, Leybaert L (2012) Manipulating connexin communication channels: use of
peptidomimetics and the translational outputs. J Membr Biol 245: 437–449. doi: 10.1007/s00232-
012-9488-5 PMID: 22886208

60. Ongstad EL, O’Quinn MP, Ghatnekar GS, Yost MJ, Gourdie RG (2013) A Connexin43 Mimetic Pep-
tide Promotes Regenerative Healing and Improves Mechanical Properties in Skin and Heart. Adv
Wound Care (New Rochelle) 2: 55–62. doi: 10.1089/wound.2011.0341 PMID: 24527326

61. Desplantez T, Verma V, Leybaert L, EvansWH, Weingart R (2012) Gap26, a connexin mimetic pep-
tide, inhibits currents carried by connexin43 hemichannels and gap junction channels. Pharmacol
Res 65: 546–552. doi: 10.1016/j.phrs.2012.02.002 PMID: 22406236

62. Steffensen B, Häkkinen L, Larjava H (2001) Proteolytic events of wound-healing–coordinated interac-
tions among matrix metalloproteinases (MMPs), integrins, and extracellular matrix molecules. Crit
Rev Oral Biol Med 12: 373–398. PMID: 12002821

Connexin 43 Function in Human Gingival Wound Healing and Fibroblasts

PLOS ONE | DOI:10.1371/journal.pone.0115524 January 13, 2015 29 / 31

http://dx.doi.org/10.1111/j.1600-0765.2007.01000.x
http://www.ncbi.nlm.nih.gov/pubmed/18230110
http://www.ncbi.nlm.nih.gov/pubmed/11276865
http://www.ncbi.nlm.nih.gov/pubmed/12023964
http://www.ncbi.nlm.nih.gov/pubmed/17163848
http://dx.doi.org/10.1111/j.1524-475X.2008.00435.x
http://www.ncbi.nlm.nih.gov/pubmed/19128253
http://dx.doi.org/10.1369/jhc.2009.952572
http://www.ncbi.nlm.nih.gov/pubmed/19223298
http://www.ncbi.nlm.nih.gov/pubmed/7524685
http://www.ncbi.nlm.nih.gov/pubmed/9288678
http://dx.doi.org/10.1016/j.yjmcc.2012.07.008
http://www.ncbi.nlm.nih.gov/pubmed/22841862
http://dx.doi.org/10.1007/s00424-010-0849-6
http://dx.doi.org/10.1007/s00424-010-0849-6
http://www.ncbi.nlm.nih.gov/pubmed/20514543
http://www.ncbi.nlm.nih.gov/pubmed/11504800
http://dx.doi.org/10.1373/clinchem.2008.112797
http://www.ncbi.nlm.nih.gov/pubmed/19246619
http://dx.doi.org/10.1371/journal.pone.0090715
http://www.ncbi.nlm.nih.gov/pubmed/24608113
http://www.ncbi.nlm.nih.gov/pubmed/1666284
http://dx.doi.org/10.1007/978-1-61779-207-6_5
http://www.ncbi.nlm.nih.gov/pubmed/21748669
http://dx.doi.org/10.1105/tpc.109.066001
http://www.ncbi.nlm.nih.gov/pubmed/19395682
http://www.ncbi.nlm.nih.gov/pubmed/12441089
http://dx.doi.org/10.3109/14653249.2012.677822
http://www.ncbi.nlm.nih.gov/pubmed/22458957
http://dx.doi.org/10.1007/s00232-012-9488-5
http://dx.doi.org/10.1007/s00232-012-9488-5
http://www.ncbi.nlm.nih.gov/pubmed/22886208
http://dx.doi.org/10.1089/wound.2011.0341
http://www.ncbi.nlm.nih.gov/pubmed/24527326
http://dx.doi.org/10.1016/j.phrs.2012.02.002
http://www.ncbi.nlm.nih.gov/pubmed/22406236
http://www.ncbi.nlm.nih.gov/pubmed/12002821


63. Dufour A, Overall CM (2013) Missing the target: matrix metalloproteinase antitargets in inflammation
and cancer. Trends Pharmacol Sci 34: 233–242. doi: 10.1016/j.tips.2013.02.004 PMID: 23541335

64. Degen KE, Gourdie RG (2012) Embryonic wound healing: a primer for engineering novel therapies for
tissue repair. Birth Defects Res C Embryo Today 96: 258–270. doi: 10.1002/bdrc.21019 PMID:
23109321

65. Sosinsky GE, Solan JL, Gaietta GM, Ngan L, Lee GJ, et al. (2007) The C-terminus of connexin43
adopts different conformations in the Golgi and gap junction as detected with structure-specific anti-
bodies. Biochem J 408: 375–385. doi: 10.1042/BJ20070550 PMID: 17714073

66. Solan JL, Lampe PD (2009) Connexin43 phosphorylation: structural changes and biological effects.
Biochem J 419: 261–272. doi: 10.1042/BJ20082319 PMID: 19309313

67. Garcia-Dorado D, Ruiz-Meana M, Padilla F, Rodriguez-Sinovas A, Mirabet M (2002) Gap junction-
mediated intercellular communication in ischemic preconditioning. Cardiovasc Res 55: 456–465.
PMID: 12160942

68. Dai P, Nakagami T, Tanaka H, Hitomi T, Takamatsu T (2007) Cx43 mediates TGF-beta signaling
through competitive Smads binding to microtubules. Mol Biol Cell 18: 2264–2273. doi: 10.1091/mbc.
E06-12-1064 PMID: 17429065

69. Ishikawa S, Kuno A, Tanno M, Miki T, Kouzu H, et al. (2012) Role of connexin-43 in protective PI3K-
Akt-GSK-3β signaling in cardiomyocytes. Am J Physiol Heart Circ Physiol 302: 2536–2544. doi: 10.
1152/ajpheart.00940.2011 PMID: 22505645

70. Vinken M, Decrock E, Leybaert L, Bultynck G, Himpens B, et al. (2012) Non-channel functions of con-
nexins in cell growth and cell death. Biochim Biophys Acta 1818: 2002–2008. doi: 10.1016/j.
bbamem.2011.06.011 PMID: 21718687

71. Hebert C, Stains JP (2013) An intact connexin43 is required to enhance signaling and gene expres-
sion in osteoblast-like cells. J Cell Biochem 114: 2542–2550. doi: 10.1002/jcb.24603 PMID:
23744706

72. Solan JL, Lampe PD (2014) Specific Cx43 phosphorylation events regulate gap junction turnover in
vivo. FEBS Lett 588: 1423–1429. doi: 10.1016/j.febslet.2014.01.049 PMID: 24508467

73. Stains JP, Watkins MP, Grimston SK, Hebert C, Civitelli R (2014) Molecular mechanisms of osteo-
blast/osteocyte regulation by connexin43. Calcif Tissue Int 94: 55–67. doi: 10.1007/s00223-013-
9742-6 PMID: 23754488

74. Cheon SS, Wei Q, Gurung A, Youn A, Bright T, et al. (2006) Beta-catenin regulates wound size and
mediates the effect of TGF-beta in cutaneous healing. FASEB J 20: 692–701. PMID: 16581977

75. Profyris C, Tziotzios C, Do Vale I (2012) Cutaneous scarring: Pathophysiology, molecular mecha-
nisms, and scar reduction therapeutics Part I. The molecular basis of scar formation. J Am Acad
Dermatol 66: 1–10. doi: 10.1016/j.jaad.2011.05.055 PMID: 22177631

76. Wong VW, Longaker MT, Gurtner GC (2012) Soft tissue mechanotransduction in wound healing and
fibrosis. Semin Cell Dev Biol 23: 981–986. doi: 10.1016/j.semcdb.2012.09.010 PMID: 23036529

77. Akita S, Akino K, Hirano A (2013) Basic Fibroblast Growth Factor in ScarlessWound Healing. Adv
Wound Care (New Rochelle) 2: 44–49. doi: 10.1089/wound.2011.0324 PMID: 24527324

78. Principi M, Giorgio F, Losurdo G, Neve V, Contaldo A, et al. (2013) Fibrogenesis and fibrosis in inflam-
matory bowel diseases: Good and bad side of same coin?World J Gastrointest Pathophysiol 4: 100–
107. doi: 10.4291/wjgp.v4.i4.100 PMID: 24244878

79. Sullivan R, Ruangvoravat C, Joo D, Morgan J, Wang BL, et al. (1993) Structure, sequence and ex-
pression of the mouse Cx43 gene encoding connexin 43. Gene 130: 191–199. PMID: 8395450

80. Niger C, Lima F, Yoo DJ, Gupta RR, Buo AM, et al. (2011) The transcriptional activity of osterix re-
quires the recruitment of Sp1 to the osteocalcin proximal promoter. Bone 49: 683–692. doi: 10.1016/j.
bone.2011.07.027 PMID: 21820092

81. Lauf U, Giepmans B, Lopez P, Braconnot S, Chen S, et al. (2002) Dynamic trafficking and delivery of
connexons to the plasmamembrane and accretion to gap junctions in living cells. PNAS 99: 10446–
10451. doi: 10.1073/pnas.162055899 PMID: 12149451

82. Goodenough DA, Paul DL (2009) Gap Junctions. Cold Spring Harb Perspect Biol 1: a002576. doi:
10.1101/cshperspect.a002576 PMID: 20066080

83. Lal R, John SA, Laird DW, Arnsdorf MF (1995) Heart gap junction preparations reveal hemiplaques
by atomic force microscopy. Am J Physiol 268: 968–977. PMID: 7733245

84. Schalper KA, Riquelme MA, Brañes MC, Martínez AD, Vega JL, et al. (2012) Modulation of gap junc-
tion channels and hemichannels by growth factors. Mol Biosyst 8: 685–698. doi: 10.1039/
c1mb05294b PMID: 22218428

Connexin 43 Function in Human Gingival Wound Healing and Fibroblasts

PLOS ONE | DOI:10.1371/journal.pone.0115524 January 13, 2015 30 / 31

http://dx.doi.org/10.1016/j.tips.2013.02.004
http://www.ncbi.nlm.nih.gov/pubmed/23541335
http://dx.doi.org/10.1002/bdrc.21019
http://www.ncbi.nlm.nih.gov/pubmed/23109321
http://dx.doi.org/10.1042/BJ20070550
http://www.ncbi.nlm.nih.gov/pubmed/17714073
http://dx.doi.org/10.1042/BJ20082319
http://www.ncbi.nlm.nih.gov/pubmed/19309313
http://www.ncbi.nlm.nih.gov/pubmed/12160942
http://dx.doi.org/10.1091/mbc.E06-12-1064
http://dx.doi.org/10.1091/mbc.E06-12-1064
http://www.ncbi.nlm.nih.gov/pubmed/17429065
http://dx.doi.org/10.1152/ajpheart.00940.2011
http://dx.doi.org/10.1152/ajpheart.00940.2011
http://www.ncbi.nlm.nih.gov/pubmed/22505645
http://dx.doi.org/10.1016/j.bbamem.2011.06.011
http://dx.doi.org/10.1016/j.bbamem.2011.06.011
http://www.ncbi.nlm.nih.gov/pubmed/21718687
http://dx.doi.org/10.1002/jcb.24603
http://www.ncbi.nlm.nih.gov/pubmed/23744706
http://dx.doi.org/10.1016/j.febslet.2014.01.049
http://www.ncbi.nlm.nih.gov/pubmed/24508467
http://dx.doi.org/10.1007/s00223-013-9742-6
http://dx.doi.org/10.1007/s00223-013-9742-6
http://www.ncbi.nlm.nih.gov/pubmed/23754488
http://www.ncbi.nlm.nih.gov/pubmed/16581977
http://dx.doi.org/10.1016/j.jaad.2011.05.055
http://www.ncbi.nlm.nih.gov/pubmed/22177631
http://dx.doi.org/10.1016/j.semcdb.2012.09.010
http://www.ncbi.nlm.nih.gov/pubmed/23036529
http://dx.doi.org/10.1089/wound.2011.0324
http://www.ncbi.nlm.nih.gov/pubmed/24527324
http://dx.doi.org/10.4291/wjgp.v4.i4.100
http://www.ncbi.nlm.nih.gov/pubmed/24244878
http://www.ncbi.nlm.nih.gov/pubmed/8395450
http://dx.doi.org/10.1016/j.bone.2011.07.027
http://dx.doi.org/10.1016/j.bone.2011.07.027
http://www.ncbi.nlm.nih.gov/pubmed/21820092
http://dx.doi.org/10.1073/pnas.162055899
http://www.ncbi.nlm.nih.gov/pubmed/12149451
http://dx.doi.org/10.1101/cshperspect.a002576
http://www.ncbi.nlm.nih.gov/pubmed/20066080
http://www.ncbi.nlm.nih.gov/pubmed/7733245
http://dx.doi.org/10.1039/c1mb05294b
http://dx.doi.org/10.1039/c1mb05294b
http://www.ncbi.nlm.nih.gov/pubmed/22218428


85. Mor-Vaknin N, Punturieri A, Sitwala K, Markovitz DM (2003) Vimentin is secreted by activated macro-
phages. Nat Cell Biol 5: 59–63. PMID: 12483219

86. Fournier BP, Larjava H, Häkkinen L (2013) Gingiva as a source of stem cells with therapeutic poten-
tial. Stem Cells Dev 22: 3157–3177. doi: 10.1089/scd.2013.0015 PMID: 23944935

87. Caillou B, Talbot M, Weyemi U, Pioche-Durieu C, Al Ghuzlan A, et al. (2011) Tumor-associated mac-
rophages (TAMs) form an interconnected cellular supportive network in anaplastic thyroid carcinoma.
PLoS One 6: e22567. doi: 10.1371/journal.pone.0022567 PMID: 21811634

88. Asazuma-Nakamura Y, Dai P, Harada Y, Jiang Y, Hamaoka K, et al. (2009) Cx43 contributes to TGF-
beta signaling to regulate differentiation of cardiac fibroblasts into myofibroblasts. Exp Cell Res 315:
1190–1199. doi: 10.1016/j.yexcr.2008.12.021 PMID: 19162006

89. Ehrlich HP, Gabbiani G, Meda P (2000) Cell coupling modulates the contraction of fibroblast-populat-
ed collagen lattices. J Cell Physiol 184: 86–92. PMID: 10825237

90. Komatsu I, Bond J, Selim A, Tomasek JJ, Levin LS, et al. (2010) Dupuytren’s fibroblast contractility by
sphingosine-1-phosphate is mediated through non-muscle myosin II. J Hand Surg Am 35: 1580–
1588. doi: 10.1016/j.jhsa.2010.07.009 PMID: 20888494

91. Häkkinen L, Larjava H, Koivisto L (2012) Granulation Tissue Formation and Remodeling. In: Larjava
H, editor. Oral Wound Healing: Cell Biology and Clinical Management. JohnWiley & Sons, Inc.,
Ames, USA, pp. 125–173.

92. Penn JW, Grobbelaar AO, Rolfe KJ (2012) The role of the TGF-β family in wound healing, burns and
scarring: a review. Int J Burns Trauma 2: 18–28. PMID: 22928164

93. Häkkinen L, Larjava H, Fournier BPJ (2014) Distinct Phenotype and Therapeutic Potential of Gingival
Fibroblasts. Cytotherapy 16:1171–1186. doi: 10.1016/j.jcyt.2014.04.004 PMID: 24934304

94. Hervé JC, Derangeon M, Sarrouilhe D, Giepmans BN, Bourmeyster N (2012) Gap junctional channels
are parts of multiprotein complexes. Biochim Biophys Acta 1818: 1844–1865. doi: 10.1016/j.
bbamem.2011.12.009 PMID: 22197781

95. Seger R, Krebs EG (1995) The MAPK signaling cascade. FASEB J 9: 726–735. PMID: 7601337

96. McCubrey JA, Steelman LS, Bertrand FE, Davis NM, Abrams SL, et al. (2014) Multifaceted roles of
GSK-3 andWnt/β-catenin in hematopoiesis and leukemogenesis: opportunities for therapeutic inter-
vention. Leukemia 28: 15–33. doi: 10.1038/leu.2013.184 PMID: 23778311

97. Pollok S, Pfeiffer AC, Lobmann R, Wright CS, Moll I, et al. (2011) Connexin 43 mimetic peptide Gap27
reveals potential differences in the role of Cx43 in wound repair between diabetic and non-diabetic
cells. J Cell Mol Med. 15:861–873. doi: 10.1111/j.1582-4934.2010.01057.x PMID: 20345849

98. Gopalakrishnan A, Xu CJ, Nair SS, Chen C, Hebbar V, et al. (2006) Modulation of activator protein-1
(AP-1) and MAPK pathway by flavonoids in human prostate cancer PC3 cells. Arch Pharm Res 29:
633–644. PMID: 16964758

99. Salameh A, Krautblatter S, Baessler S, Karl S, Rojas Gomez D, et al. (2008) Signal transduction and
transcriptional control of cardiac connexin43 up-regulation after alpha 1-adrenoceptor stimulation. J
Pharmacol Exp Ther 326: 315–322. doi: 10.1124/jpet.108.136663 PMID: 18445782

100. Negoro H, Okinami T, Kanematsu A, Imamura M, Tabata Y, et al. (2013) Role of Rev-erbα domains
for transactivation of the connexin43 promoter with Sp1. FEBS Lett 587: 98–103. doi: 10.1016/j.
febslet.2012.11.021 PMID: 23201262

Connexin 43 Function in Human Gingival Wound Healing and Fibroblasts

PLOS ONE | DOI:10.1371/journal.pone.0115524 January 13, 2015 31 / 31

http://www.ncbi.nlm.nih.gov/pubmed/12483219
http://dx.doi.org/10.1089/scd.2013.0015
http://www.ncbi.nlm.nih.gov/pubmed/23944935
http://dx.doi.org/10.1371/journal.pone.0022567
http://www.ncbi.nlm.nih.gov/pubmed/21811634
http://dx.doi.org/10.1016/j.yexcr.2008.12.021
http://www.ncbi.nlm.nih.gov/pubmed/19162006
http://www.ncbi.nlm.nih.gov/pubmed/10825237
http://dx.doi.org/10.1016/j.jhsa.2010.07.009
http://www.ncbi.nlm.nih.gov/pubmed/20888494
http://www.ncbi.nlm.nih.gov/pubmed/22928164
http://dx.doi.org/10.1016/j.jcyt.2014.04.004
http://www.ncbi.nlm.nih.gov/pubmed/24934304
http://dx.doi.org/10.1016/j.bbamem.2011.12.009
http://dx.doi.org/10.1016/j.bbamem.2011.12.009
http://www.ncbi.nlm.nih.gov/pubmed/22197781
http://www.ncbi.nlm.nih.gov/pubmed/7601337
http://dx.doi.org/10.1038/leu.2013.184
http://www.ncbi.nlm.nih.gov/pubmed/23778311
http://dx.doi.org/10.1111/j.1582-4934.2010.01057.x
http://www.ncbi.nlm.nih.gov/pubmed/20345849
http://www.ncbi.nlm.nih.gov/pubmed/16964758
http://dx.doi.org/10.1124/jpet.108.136663
http://www.ncbi.nlm.nih.gov/pubmed/18445782
http://dx.doi.org/10.1016/j.febslet.2012.11.021
http://dx.doi.org/10.1016/j.febslet.2012.11.021
http://www.ncbi.nlm.nih.gov/pubmed/23201262


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /CMYK
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


