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Abstract

Background: We have recently found a phenomenon that spontaneous regeneration of a hyaline cartilage-like
tissue can be induced in a large osteochondral defect by implanting a double-network (DN) hydrogel plug, which
was composed of poly-(2-Acrylamido-2-methylpropanesulfonic acid) and poly-(N, N’-Dimetyl acrylamide), at the
bottom of the defect. The purpose of this study was to clarify gene expression profile of the regenerated tissue in
comparison with that of the normal articular cartilage.

Methods: We created a cylindrical osteochondral defect in the rabbit femoral grooves. Then, we implanted the DN
gel plug at the bottom of the defect. At 2 and 4 weeks after surgery, the regenerated tissue was analyzed using
DNA microarray and immunohistochemical examinations.

Results: The gene expression profiles of the regenerated tissues were macroscopically similar to the normal
cartilage, but showed some minor differences. The expression degree of COL2A1, COL1A2, COL10A1, DCN, FMOD,
SPARC, FLOD2, CHAD, CTGF, and COMP genes was greater in the regenerated tissue than in the normal cartilage.
The top 30 genes that expressed 5 times or more in the regenerated tissue as compared with the normal cartilage
included type-2 collagen, type-10 collagen, FN, vimentin, COMP, EF1alpha, TFCP2, and GAPDH genes.

Conclusions: The tissue regenerated by using the DN gel was genetically similar but not completely identical to
articular cartilage. The genetic data shown in this study are useful for future studies to identify specific genes
involved in spontaneous cartilage regeneration.

Background
Articular (hyaline) cartilage is a highly organized soft
tissue [1]. Articular cartilage is frequently damaged due
to trauma, and treatment of damaged cartilage is a sig-
nificant health care concern. It has been a common
belief up to now that hyaline cartilage tissue cannot
spontaneously regenerate in vivo [2,3]. Therefore, the
most prevalent strategy to repair the articular cartilage
defect is to fill an osteochondral defect with a tissue-
engineered cartilage-like tissue or a cell-seeded scaffold

material [2,4-6]. However, recent studies have pointed
out various practical problems in this strategy, including
zoonosis transmission, the need for two-staged surgery,
a long period until weight bearing after implantation, an
enormous amount of money to establish a therapeutic
system [7-11]. Thus, functional repair of articular carti-
lage defects remains a major challenge in the field of
joint surgery and tissue regeneration medicine.
We have paid special attention to the clinical fact that

the fibrocartilage tissue can be regenerated in an osteo-
chondral defect by creating many small holes penetrat-
ing into the subchondral bone at the bottom of the
defect space in order to enhance bleeding from the
bone marrow [12]. Namely, the clot formed from bone
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marrow blood contains mesenchymal stem cells, which
can differentiate into cartilage tissues. In addition, recent
studies have shown that, in autologous chondrocyte
transplantation, quality of the tissue located just beneath
the transplanted cells significantly affects quality of the
regenerated cartilage [13-15]. In an ex vivo study, Engler
et al [16] reported that elasticity of the microenviron-
ment in a culture system directs stem-cell differentia-
tion. Therefore, we have considered that, if we implant
any bioactive elastic hydrogel at the bottom of an osteo-
chondral defect under conditions similar to in the
above-described multiple-penetration surgery, we may
be able to induce hyaline cartilage regeneration in vivo
in the defect space. We have focused on an originally
developed PAMPS/PDMAAm double-network (DN)
hydrogel [17,18], which was composed of poly-(2-Acry-
lamido-2-methylpropanesulfonic acid) (PAMPS) and
poly-(N, N’-Dimetyl acrylamide) (PDMAAm). In DN
gel, the two independently cross-linked polymer net-
works are physically entangled with each other. The
PAMPS network in this DN gel is negatively charged
and has a sulphonic acid base, being similar to proteo-
glycans in normal cartilage. This bioactive DN gel has
the elastic modulus of 0.20 MPa [19,20]. In addition, the
PAMPS/PDMAAm DN gel surface can enhance differ-
entiation of chondrogenic ATDC5 cells into chondro-
cytes in the in vitro condition [21,22].
Thus, we have recently found a noteworthy phenom-

enon that, when we implant the PAMPS/PDMAAm DN
hydrogel plug at the bottom of an osteochondral defect
in the rabbit so that a 2- to 3-mm deep vacant space is
intentionally left in the defect, a hyaline cartilage-like tis-
sue rich in type-2 collagen and proteoglycan is sponta-
neously regenerated in vivo in the defect within 4 weeks
[21]. Because this phenomenon has a potential that may
lead to development of a novel therapeutic method to
spontaneously regenerate a hyaline cartilage-like tissue,
we should perform multidisciplinary evaluations of the
quantity and quality of the regenerated tissue to increase
a scientific database of this phenomenon. We have per-
formed histological and immunohistological evaluations
[23,24]. However, no biomechanical, biochemical, and
genetic studies to evaluate the regenerated tissue have
not been reported as of yet. Thus, the present study
using DNA microarray has been conducted to genetically
clarify what gene expression is induced in the regenerated
tissue by the DN gel implantation, and to ask whether
the regenerated tissue is genetically identical to the nor-
mal articular cartilage. The purpose of the present in vivo
study using the microarray analysis is to clarify a gene
expression profile of the cartilage-like tissue sponta-
neously regenerated by using the PAMPS/PDMAAm DN
gel in comparison with the normal articular cartilage.

Methods
1) Hydrogel preparation
The PAMPS/PDMAAm DN gel was synthesized using the
previously reported two-step sequential polymerization
method [17]. After polymerization, the PAMPS-PDMAAm
DN gel was immersed in pure water for 1 week and the
water was changed 2 times every day to remove any un-
reacted materials. From the PAMPS/PDMAAm DN gel,
we created cylindrical plugs having a 4.5-mm diameter
and an 8-mm length.

2) Study design
A total of 17 mature female Japanese white rabbits weigh-
ing 3.6 ± 0.5 kg were used in this study. Animal experi-
ments were carried out in the Institute of Animal
Experimentation, Hokkaido University School of Medicine
under the Rules and Regulation of the Animal Care and
Use Committee, Hokkaido University School of Medicine.
Fourteen of the 17 rabbits underwent the previously

reported operation [21] in the bilateral knees under intra-
venous anesthesia (pentobarbital, 25 mg/kg) and sterile
conditions. Briefly, we created a cylindrical osteochondral
defect having a diameter of 4.3-mm and a depth of
10.0 mm in the femoral groove of the patellofemoral joint,
using a drill. Then, we implanted the DN gel plug into the
defect so that a defect having approximately 2-mm depth
from the articular surface remained in place after surgery
(Figure 1). The depth of 2 mm was chosen because this
depth was the most effective to induce the spontaneous
cartilage regeneration in our previous preliminary study
[21]. The incised joint capsule and the skin wound were
closed in layers with 3-0 nylon sutures, and an antiseptic
spray dressing was applied. Postoperatively, each animal
was allowed unrestricted activity in a cage (310 × 550 ×
320 mm) without any joint immobilization. Seven animals
were sacrificed at 2 and 4 weeks after surgery, respectively.

Figure 1 How to induce cartilage regeneration. A cylindrical
osteochondral defect having a diameter of 4.3-mm was created in
the femoral groove. Then, a DN gel plug was implanted into the
defect so that a defect having approximately 2-mm depth from the
articular surface remained in place after surgery.
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At each period, 5 rabbits were used to analyze a gene pro-
file. The tissue regenerated in the defect was harvested
from the 5 rabbits with a surgical knife and a sharp cullet,
and mixed into a tissue sample. From the tissue sample,
mRNAs were then extracted. In the remaining 2 rabbits, a
distal portion of the femur was resected and fixed in a
10% neutral buffered formalin solution. Then, the same
histological and immunohistochemical examinations as
reported in our previous study [21] were performed to
confirm the expression of proteoglycans and type-2 col-
lagen in the cells and the matrix. On the other hand, using
the remaining 3 untreated mature rabbits, the normal
articular cartilage was harvested from the bilateral femurs
in the same manner. Gene expression profiles in the tis-
sues regenerated at 2 and 4 weeks were analyzed with use
of custom-made DNA microarray, and compared with a
profile of the normal cartilage. The microarray analyses
were repeated 3 times using the same mRNA sample to
confirm the reproducibility.

3) Analysis with microarray
RNA isolation and labelling
Total RNA was isolated using the RNA isolation kit (Qia-
gen Inc., MD, USA), according to the manufacturer’s
instructions. After monitoring the stability and quantity
of the RNA with a 2100 Bioanalyzer (Agilent Technolo-
gies, CA, USA), fluorescence-labelled cDNA was synthe-
sized by direct incorporation of Cy3-dUTP or Cy5-dUTP
(GE Healthcare Bio-science, Little Chalfont, UK) during
random hexamer-primed reverse transcription, using
20 μg of total RNA and the CyScribe First-strand cDNA
labelling kit (GE Healthcare Bio-Science).
Hybridization and signal detection
Custom oligonucleotide microarrays were obtained from
Combimatrix Corp. (Mukilteo, WA, USA). The probes
were designed to detect the directly labelled mRNA from
8697 genes which contain 2153 genes from EST library
constructed from cartilage tissue of Japanese white rabbits
[25] and 6544 genes from the NCBI database: data for
some of the genes could not be used in the microarrays,
because of their short open reading frames. The probes
were loaded on a microarray at least in triplicate.
The microarray was pre-hybridized for 1 hour at 42°C

in a solution containing 5 × SSC, 0.1% SDS, 400 mg ml-1

bovine serum albumin, and 100 ng μl-1 salmon sperm
DNA. After being washed three times with double dis-
tilled water for 2 min, the microarray was hybridized
with heat-denatured labelled cDNA in 5 × SSC, 0.1%
SDS and 10% formamide for 16 h at 42°C. The array was
then washed with 5 × SSC and 0.05% SDS for 4 min, with
0.5 × SSC for 1 min, and with 2 × PBS for 4 min, and
fluorescent images of the Cy3 and Cy5 dye channels were
obtained using a GenePix 4000B (Axon Instruments, CA,
USA). The signal intensity of each spot and its local

background were determined using an Array-Pro Analy-
zer (Media Cybernetics, MD, USA). The net intensity
was calculated by subtracting the mean intensity of all
pixels within the local background area from the mean
intensity of all pixels within each spot area.

Results
Histological and immunohistological findings of the
regenerated tissue
At 2 weeks, the defect treated with the DN-gel implanta-
tion was filled with a blood clot, which was formed by
spontaneous bleeding from the bone marrow after surgery.
In the blood clot, 2 triangular zones rich in cells were
observed close to the bony wall of the defect and the
implanted gel. A cartilage-like tissue rich in proteoglycan
and type-2-collagen appeared in the triangular zones
(Figure 2). At 4 weeks, the defect was filled by a sufficient
volume of proteoglycan-rich tissue with regenerated sub-
chondral bone tissue. The immunohistological observation
showed that the type-2 collagen was abundantly expressed
in the proteoglycan-rich tissue.

General gene profile of the normal and regenerated
tissues
Of the 8697 probe sets arrayed on the DNA chips, the
number of genes which showed the expression level

Figure 2 Regenerated hyaline-cartilage tissues (low
magnification, x2). A and B: At 2 weeks, symmetrical triangular
zones rich in cells were observed in a localized zone close to the
bony wall and the implanted gel in the defect. A cartilage-like tissue
rich in proteoglycan (A: Safranin-O stain) and type-2-collagen (B:
Immunostaining) appeared in the triangular zones. C and D: At 4
weeks, the defect was filled with a sufficient volume of the tissue
rich in proteoglycan (C: Safranin-O stain) and type-2-collagen (D:
Immunostaining). E, F, G, and H: Control (untreated) specimens at 2
and 4 weeks. The defects were filled with fibrous and osseous
tissues.
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greater than 10-3 of that of the greatest expressed gene
was 8488 in the normal cartilage, while it was 8479 and
8625 in the regenerated cartilage harvested at 2 and
4 weeks, respectively. These genes were used for the fol-
lowing analyses. These genes were functionally classified
into 7 categories based on their biological roles, using
the application AmiGO (http://www.godatabase.org).
Table 1 shows the classification of the most highly
expressed 300 genes in the normal cartilage and the
regenerated tissues harvested at 2 and 4 weeks. The rate
of each category was completely identical between the
regenerated tissues harvested at 2 and 4 weeks. The
classification profile of the regenerated tissues was
macroscopically similar to that of the normal cartilage,
but showed some minor differences (Table 1); e.g., the
rate of the cell growth and/or maintenance-related genes
was greater (1.7 folds) in the regenerated tissues (12%)
than in the normal cartilage (7%). Table 2 shows a list of
the most highly expressed 30 genes in the normal carti-
lage and the regenerated tissues. Not only type-2 col-
lagen-related genes but also Matrix Gla protein (MGP),
Signalosome subunit 6 (SN6), and Pleckstrin homology
domain (PH domain) genes were seen in each list. On
the other hand, Transcription Factor CP2 (TFCP2) and
Cbp/p300-interacting Transactivator (CITED) genes
were found only in the list on the regenerated tissues
(Table 2).

Cartilage-specific gene profile of the normal and
regenerated tissues
Collagen-related genes
In the normal cartilage, collagen genes of type-2A1, 3A1,
1A2, 11A2, and 10A1 (COL2A1, COL3A1, COL1A2,
COL11A2, and COL10A1) were dominantly expressed
(Figure 3). In the regenerated tissues, the same genes
were dominantly expressed at each period. The expres-
sion degrees of COL2A1, COL1A2, and COL10A1 genes
in the regenerated tissues were twice or more as large as
those in the normal cartilage.

Proteoglycan-related genes
In the normal cartilage, proteoglycan 4 (PRG4), proline-
arginine-rich end leucine-rich repeat protein (PRELP),
decorin (DCN), fibromodulin (FMOD), glypican 6 (GPC6),
biglycan (BGN), syndecan 2 (SDC2), and aggrecan genes
were dominantly expressed (Figure 4). In the regenerated
tissues, the same genes were dominantly expressed at each
period. The expression degrees of DCN and FMOD genes
in the regenerated tissues were twice or more as large as
those in the normal cartilage, and the expression degree of
GPC6 gene in the regenerated tissues was quarter as little
as those in the normal cartilage.
Genes related to noncollagen/nonproteoglycan constituents
In the normal cartilage, MGP, fibronectin 1 (FN1), chiti-
nase 3-like 1 (CH13L1), secreted protein acidic and rich in
cysteine (SPARC), procollagen-lysine 2-oxoglutarate 5-
dioxygenase 2 (PLOD2), chondroadherin (CHAD), carti-
lage transformation growth factor (CTGF), and cartilage
oligomeric matrix proteins (COMPs) genes were domi-
nantly expressed (Figure 5). In the regenerated tissues, the
same genes were dominantly expressed at each period.
The expression degrees of SPARC, FLOD2, CHAD,
CTGF, and COMPs genes in the regenerated tissues were
twice or more as large as those in the normal cartilage.

Histological and immunohistological findings of the
regenerated tissue
We determined the relative expression level of each gene
in the regenerated tissues to the normal cartilage. At 2
and 4 weeks, 307 and 270 genes, respectively, were
expressed 5 times or more as compared with the normal
cartilage. The functional classification profiles of these
genes were identical between the 2 periods (Table 3).
Major categories were comprised of protein metabolism-
related genes (26%), cell growth- and maintenance-
related genes (20-21%), and cell communication/signal
transduction-related genes (10-11%). Minor categories
(2-5%) included transport-related genes, energy pathway-
related genes, nucleobase regulation-related genes, and

Table 1 Functional classification of the most highly expressed 300 genes in the normal cartilage and the regenerated
tissues harvested at 2 and 4 weeks

Functional Normal Regenerated tissue Regenerated tissue

Categories Cartilage (2 weeks) (4 weeks)

Protein metabolism 42 (14.0%) 36 (12.0%) 37 (12.3%)

Cell communication/Signal transduction 25 (8.3%) 24 (8.0%) 23 (7.7%)

Cell growth and/or maintenance 21 (7.0%) 36 (12.0%) 37 (12.3%)

Regulation of nucleobase 14 (4.7%) 16 (5.3%) 15 (5.0%)

Energy pathways/Metabolism 14 (4.7%) 11 (3.7%) 13 (4.3%)

Immune response 12 (4.0%) 9 (3.0%) 10 (3.3%)

Transport 8 (2.6%) 8 (2.7%) 10 (3.3%)

Unknown 164 (54.7%) 160 (53.3%) 155 (51.8%)

(Unit: genes).
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immune response-related genes. Functions of 30% of the
genes were unclassified. Table 4 shows a list of the top 30
genes that were expressed 5 times or more as compared
with the normal cartilage. The list includes type-2 and
type-10 collagen genes, which are related to matrix col-
lagen, as well as FN, vimentin, and COMP genes, which
are related to noncollagen/nonproteoglycan constituents
of the extracellular matrix. The list also involves elonga-
tion factor 1 alpha (EF1alpha) and TFCP2 genes, which
are classified as regulation-related genes, as well as gly-
ceraldehyde-3-phosphate dehydrogenase (GAPDH) gene,

which is categolized as energy metabolism-related gene
(Table 4).
In addition, 145 and 121 genes were expressed one fifth

or less as compared with the normal cartilage at 2 and 4
weeks, respectively. The functional classification profiles
of the 145 and 121 genes were found to be almost similar
(Table 5): The rate of each category was less than 10%,
while functions of 63-66% of the genes were unclassified.
The bottom 30 genes which were expressed in the regen-
erated tissues one fifth or less as compared with the nor-
mal cartilage at each period were listed in Table 6.

Table 2 A list of known genes in the top 30 genes most highly expressed in the normal cartilage and the regenerated
tissues harvested at 2 and 4 weeks

Tissue Place Gene

Regenerated (2 Wks.) 2 Pro alpha1 type II collagen

3 Signalosome subunit 6

4 Luteinizing hormone beta polypeptide

6 Pro alpha1 type II collagen

8 COL3A1 protein isoform 9

12 Proteoglycan 4

14 Peroxisome proliferator-activated receptor delta (PPARD)

18 Pleckstrin homology domain containing, family A member 4

21 Transcription factor CP2

22 Cbp/p300-interacting transactivator

23 Type II Collagen

27 COL3A1 protein, transcript variant 3

28 Matrix Gla protein

Regenerated (4 Wks.) 1 Luteinizing hormone beta polypeptide

2 COL3A1 protein isoform 9

3 Pro alpha1 type II collagen

5 Pro alpha1 type II collagen

6 Signalosome subunit 6

13 Type II Collagen

14 Cbp/p300-interacting transactivator

15 Transcription factor CP2

16 Proteoglycan 4

19 Matrix Gla protein

20 COL3A1 protein, transcript variant 3

22 Matrix Gla protein

23 Tetraspan NET-6

Normal cartilage 1 T-cell Receptor gamma chain V1.1

2 Mindbomb homolog 2

3 Signalosome subunit 6

10 Pleckstrin homology domain containing, family A

15 Matrix Gla protein

20 Spectrin, beta, non-erythrocytic 2

21 Glutathione synthetase

22 Peroxisome proliferator-activated receptor delta

23 Brain protein I3

29 Pro alpha1 type II collagen

30 Immunoglobulin heavy chain VDJC-alpha (IgA)

Imabuchi et al. BMC Musculoskeletal Disorders 2011, 12:213
http://www.biomedcentral.com/1471-2474/12/213

Page 5 of 11



Discussion
This study clarified a gene expression profile of the car-
tilage-like tissue regenerated by using the PAMPS/
PDMAAm DN gel in comparison with that of the nor-
mal mature cartilage. The present study showed that
gene expression profiles of the tissues spontaneously
regenerated at both 2 and 4 weeks by using the
PAMPS/PDMAAm DN gel were similar to the normal
cartilage. Type-2 collagen-related genes, MGP, SN6, and
PH domain genes were highly expressed in both the tis-
sues. Type-2 collagen-related genes are the most essen-
tial markers that upregulate upon hyaline cartilage

differentiation, and MGP is a calcification inhibitor in
the cartilage [26]. SN6 and PH domain genes were
highly expressed within all the tissues. Roles of these
molecules in chondrogenesis have been unknown. How-
ever, we should note that mammalian constitutive
photomorphogenesis 9 SN6 connects signaling with the
ubiquitin-mediated proteasome degradation pathway
and is implicated in cell cycle regulation and DNA
damage response [27], and that PH domains play a role
in recruiting proteins to different membranes and enable
proteins to interact with other components of the signal
transduction pathways [28]. Therefore, the present study
suggested that the regenerated cells were genetically

Figure 3 Expression of collagen-related genes . In the
regenerated tissues, the same genes were dominantly expressed at
each period, while the expression degree of collagen (COL) type-
2A1, 1A2, and 10A1 genes was obviously greater (twice or more) in
comparison with the normal cartilage.

Figure 4 Expression of proteoglycan-related genes . In the
regenerated tissues, the same genes were dominantly expressed at
each period, while the expression degree of DCN and FMOD genes
was obviously greater (twice or more) in comparison with the
normal cartilage, and the GPC6 gene was expressed to a lesser
degrees (one-fourth). (PRG4: proteoglycan 4; PRELP: proline-arginine-
rich end leucine-rich repeat protein; DCN: decorin; FMOD:
fibromodulin; GPC6: glypican 6; BGN: biglycan; SDC2: syndecan 2;
AGC: aggrecan; CSPG2: chondroitin sulfate proteoglycan 2; SGCB:
sarcoglycan beta; SDC4: syndecan 4).

Figure 5 Expression of genes of noncollagen/nonproteoglycan
constituents. In the regenerated tissues, the same genes were
dominantly expressed at each period, while the expression degree
of SPARC, FLOD2, CHAD, CTGF, and COMPs genes was obviously
greater (twice or more) in comparison with the normal cartilage.
(MGP: matrix G protein; FN1: fibronectin 1; CH13L1: chitinase 3-like
1; SPARC: secreted protein acidic and rich in cysteine; procollagen-
lysine; PLOD2: procollagen-lysine 2-oxoglutarate 5-dioxygenase 2;
CHAD: chondroadherin; CTGF: cartilage transformation growth
factor; COMP: cartilage oligomeric matrix protein; HAPLN1:
hyaluronan and proteoglycan link protein 1; LAMA: Laminin subunit
alpha-4; CH13L2: chitinase 3-like 2: CHID1: chitinase 1; CILP2:
cartilage intermediate layer protein 2; EFEMP2: EGF-containing
fibulin-like extracellular matrix protein 2).

Table 3 Functional classification of 307 and 270 genes
that were expressed in the regenerated tissues harvested
at 2 and 4 weeks, respectively, 5 times or more as
compared with the normal cartilage

Functional categories 2 weeks 4 weeks

Protein metabolism 79 (25.7%) 69 (25.7%)

Cell growth and/or maintenance 63 (20.5%) 54 (20.0%)

Cell communication/Signal transduction 32 (10.4%) 29 (10.7%)

Transport 14 (4.6%) 13 (4.8%)

Energy pathways/Metabolism 12 (3.9%) 9 (3.3%)

Regulation of nucleobase 10 (3.3%) 9 (3.3%)

Immune response 5 (1.6%) 6 (2.2%)

Unknown 92 (30.0%) 81 (30.0%)

(Unit: genes).
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differentiated into the hyaline cartilage cells by 2 weeks.
Histological and immunohistochemical examinations in
the present study showed that type-2 collagen and pro-
teoglycan molecules were highly expressed in the

regenerated cells and matrix at 2 and 4 weeks, respec-
tively. These results were supported by our previous
study [21]. Additionally, we took notice of the immune-
related genes in Tables 1 and 3. The ratio of immune-
related gene expression was identical among the normal
cartilage and the regeneration tissues. These facts
implied that the implantation of the PAMPS/PDMAAm
DN gel plug did not induce any immune reactions in
the rabbit, although it was a foreign body.
Secondly, the present study demonstrated that the carti-

lage marker gene profile of the tissues regenerated by the
DN gel implantation was similar to that of the normal car-
tilage, concerning the types of highly expressed genes.
Genetically, we can regard the regenerated tissue as the
hyaline cartilage. However, the gene profile of the regener-
ated tissue has some differences concerning the quantity
of each expression level. In the regenerated tissues, the
expression degree of COL2A1, COL1A2, and COL10A1
genes in the genes encoding collagens, DCN and FMOD

Table 4 A list of the top 30 genes that were expressed in the regeneration tissues harvested at 2 or 4 weeks 5 times
or more as compared with the normal cartilage

Place 2W 4W

1 elongation factor 1 alpha elongation factor 1 alpha

2 osteonectin glyceraldehyde-3-phosphate dehydrogenase

3 glyceraldehyde-3-phosphate dehydrogenase osteonectin

4 collagen type X collagen type X

5 collagen type X transcription factor CP2

6 transcription factor CP2 collagen type X

7 cystatin C cystatin C

8 collagen type III alpha 1 collagen type III alpha 1

9 unknown osteonectin

10 osteonectin osteonectin

11 vimentin unknowm

12 osteonectin unknowm

13 vimentin C-type lectin superfamily member 1

14 unknown vimentin

15 ubiquitin B hemoglobin, beta

16 unknown COMP

17 C-type lectin superfamily member 1 Vimentin

18 fibronectin ribosomal protein L17

19 tartrate-resistant acid phoshatase COMP

20 ribosomal protein S8 unknowm

21 ribosomal protein L17 ubiquitin B

22 unknown fibronectin

23 cartilage oligomeric matrix protein ribosomal protein S8

24 ribosomal protein L17 osteonectin

25 collagen type X collagen type X

26 pP47 protein decorin

27 unknown ribosomal protein L17

28 23 kD highly basic protein ribosomal protein S18

29 ribosomal protein S18 unknowm

30 osteonectin Ribosomal protein L18A

Table 5 Functional classification of 145 and 121 genes
that were expressed in the regenerated tissues harvested
at 2 and 4 weeks, respectively, one fifth or less as
compared with the normal cartilage

Functional categories 2 weeks 4 weeks

Cell communication/Signal transduction 12 (8.3%) 12 (9.9%)

Energy pathways/Metabolism 11 (7.6%) 8 (6.6%)

Immune response 11 (7.6%) 8 (6.6%)

Regulation of nucleobase 8 (5.5%) 8 (6.6%)

Transport 4 (2.7%) 4 (3.3%)

Protein metabolism 2 (1.4%) 3 (2.5%)

Cell growth and/or maintenance 2 (1.4%) 1 (0.8%)

Unknown 95 (65.5%) 77 (63.7%)

(Unit: genes).
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genes in the genes encoding proteoglycans, and SPARC,
FLOD2, CHAD, CTGF, and COMPs genes in the genes
encoding noncollagen/nonproteoglycan constituents of
the extracellular matrix were obviously greater in compari-
son with the normal cartilage. COL10A1 is an important
marker of prehypertrophic and hypertrophic chondro-
cytes. DCN is produced predominantly by mesenchymal
stem cells, binds to type-2 collagen, and is involved in the
control of fibrillogenesis [29]. FMOD interacts with type-1
and type-2 collagen fibrils and inhibits fibrillogenesis
in vitro, and may participate in the assembly of the extra-
cellular matrix in vivo [30]. SPARC modulates synthesis as
well as turnover of the collagenous extracellular matrix.
[31]. PLOD2 is regulated with total collagen synthesis [32].
CHAD binds to two sites on type-2 collagen. Both CHAD
and collagen interact with chondrocytes, partly via the
same receptor, but give rise to different cellular responses
[33]. CTGF is an important growth factor that coordinates
chondrogenesis [34]. COMPs are prominent in cartilage;

however, it is also present in tendon and binds to type-1
and type-2 collagens with high affinity [35,36], although
the functions is not sufficiently clarified. Therefore, the
above-described results suggested that various genes con-
cerning condrogenesis were strongly enhanced in the tis-
sues spontaneously regenerated by implanting the DN gel.
However, it is unclear whether such gene expression
profile is specific characteristics of the cartilage tissue
regenerated by the DN gel implantation or common char-
acteristics of cartilage tissues regenerated with tissue-engi-
neering techniques, because gene expression profiles of
the tissue-engineered cartilage tissues have not been clari-
fied as of yet.
Table 3 and Table 5 show a category of the genes that

were different in the expression level between the normal
cartilage and the tissues regenerated by the DN gel implan-
tation. Specifically, we paid attention to the fact that pro-
tein metabolism-related genes of more than 60 (26%) and
cell growth-related genes of more than 40 (20%) were

Table 6 A list of the bottom 30 genes that were expressed in the regeneration tissues harvested at 2 or 4 weeks one
fifth or less as compared with the normal cartilage at each period

Place 2W 4W

1 Clusterin translokin

2 unknown stromal interaction molecule 2

3 Unknown Lactase phlorizin hydrolase

4 5-hydroxytryptamine (serotonin) receptor 7 unknown

5 Lactase phlorizin hydrolase unknown

6 N207 immunoglobulin mu heavy chain VDJ region unknown

7 translokin CG32425-PA

8 NFI-B N207 immunoglobulin mu heavy chain VDJ region

9 unknown unknown

10 unknown unknown

11 unknown unknown

12 unknown clusterin

13 unknown CGMP-dependent protein kinase I

14 Chloride channel unknown

15 zinc finger protein 282 NFI-B

16 unknown unknown

17 upregulated during skeletal muscle growth 5 RAG-2

18 PiUS zinc finger protein 282

19 stromal interaction molecule 2 heat shock 70 kDa protein 5

20 unknown unknown

21 Myosin light chain kinase 2 PiUS

22 unknown calnexin

23 nudix -type motif 9 G-protein coupled receptor 48

24 TNF superfamily, member 2 P235 immunoglobulin mu heavy chain VDJ region

25 unknown Myosin light chain kinase 2

26 ceruloplasmin Proteolipid protein

27 unknown unknown

28 unknown unknown

29 unknown unknown

30 mitochondrial trifunctional protein, beta subunit mitochondrial trifunctional protein, beta subunit
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highly expressed 5 times or more than the normal articular
cartilage in the regenerated cartilage tissue. We carefully
checked these up-regulated genes, and did not find any
genes related to tumor or abnormal cell growth, such as
alpha-fetoprotein, beta-2-microglobulin, beta-HCG,
Bladder tumor antigen, CA15-3, CA19-9, CA27, CA29,
CA72-4, CA125, calcitonin, carcinoembryonic antigen,
chromogranin A, epidermal growth factor receptor,
hormone receptors, HER2, human chorionic gonadotropin,
immunoglobulins, neuron-specific enolase, NMP22, pros-
tate-specific antigen, prostatic acid phosphatase, prostate-
specific membrane antigen, S-100, TA-90, thyroglobulin,
and etc. These results indicated that the genes up-regulated
in the present study were not related to differentiation to
tumor cells, but to the chondrocyte itself. In addition, the
gene profile shown in the present study suggested that the
regeneration process continued over the 4 week period. In
the histological findings, we observed a little unrepaired
lesion in the middle of the regenerated cartilage. The 4
week period after implantation is considered to be insuffi-
cient to complete a comprehensive osteochondral regen-
eration in adult rabbit knees with a full-thickness defect.
This information will contribute to an increase of basic
database to create an effective protocol for regeneration of
cartilage in the near future.
In the present study, we found that TFCP2, CITED,

and elongation factor-1 (EF-1) alpha were highly
expressed in the cartilage tissue regenerated by the DN
gel implantation in comparison to the normal cartilage. It
is known that TFCP2 regulates genes involved in devel-
opment of mesenchymal stem cells [37] and CITED con-
trols the transcription activity of Cart1 involved in
skeletal development [38]. Therefore, we speculate that
TFCP2 and CITED may play an important role in the
cartilage regeneration induced by the DN gel implanta-
tion. In addition, it has been reported that EF-1 alpha is
related to protect a cell from endoplasmic reticulum
stress [39], which reduces both chondrocyte growth and
matrix expression and induces chondrocyte apoptosis
[40]. Therefore, we speculate that EF-1 alpha also may
contribute to the DN gel-induced cartilage regeneration
by suppressing endoplasmic reticulum stress.
In the list of the top 30 genes that were expressed in the

regenerated tissues 5 times or more as compared with the
normal cartilage, we have taken notice of fibronectin and
vimentin. It has been known that fibronectin plays a criti-
cal role in prechondrogenic condensation in the early
stage of chondrogenesis [41] and that vimentin contributes
to the maintenance of the chondrocyte phenotype [42].
Therefore, the highy expressed fibronectin and vimentin
may contribute to the spontaneous cartilage regeneration
by stimulating the condensation process of mesenchymal
stem cells and maintaining cartilage phenotype, respec-
tively. In addition, we also found that GAPDH, which

plays a significant role in glycolysis, was highly expressed
in the regenerated cartilage in comparison with the nor-
mal cartilage. It is known that the energy is supplied by
glycolysis in a hypoxia environment rather than by mito-
chondrial respiration [43]. Escoubet et al [44] reported
that hypoxia increases GAPDH transcription in rat alveo-
lar epithelial cells. Therefore, the high expression of
GAPDH observed in the present study implies that glyco-
lysis is enhanced in the cartilage regeneration induced by
the DN gel implantation in order to respond to a high
energy demand in a low-oxygen environment.
Finally, the present study has demonstrated that the tis-

sue regenerated in vivo by using the PAMPS/PDMAAm
DN gel can be genetically regarded as the hyaline cartilage,
although it has some minor differences from the normal
cartilage. Therefore, we can conclude that spontaneous
articular cartilage regeneration can be induced in vivo by
using the PAMPS/PDMAAm DN gel. However, biome-
chanical and biochemical studies are needed to develop a
novel therapeutic method to induce the spontaneous
articular cartilage regeneration. The present study includes
a few limitations. First, we did not perform statistical ana-
lyses. Secondly, we did not evaluated functions of the
highly expressed genes. Further studies are needed to clar-
ify genetic mechanisms of the spontaneously regenerated
cartilage. However, the genetic data shown in this study
are considered to be useful for future studies to identify
specific genes involved in spontaneous cartilage regenera-
tion and to make their mechanisms clear.

Conclusions
The present study has demonstrated that the tissue spon-
taneously regenerated in vivo by using the PAMPS/
PDMAAm DN gel can be genetically regarded as the hya-
line cartilage, although it has some minor differences from
the normal cartilage. The expression degree of COL2A1,
COL1A2, COL10A1, DCN, FMOD, SPARC, FLOD2,
CHAD, CTGF, and COMP genes was greater in the regen-
erated tissue than in the normal cartilage. The top 30
genes that expressed 5 times or more in the regenerated
tissue as compared with the normal cartilage included
type-2 collagen, type-10 collagen, FN, vimentin, COMP,
EF-1 alpha, TFCP2, and GAPDH genes. The genetic data
shown in this study are useful for future studies to identify
specific genes involved in spontaneous cartilage regenera-
tion and to make their mechanisms clear.

Acknowledgements
This work was supported by grants from the Grant-in-Aid for Scientific
Research from the Ministry of Education, Science and Culture, Japan, and
from Takeda Science Foundation, Japan.

Author details
1Department of Sports Medicine and Joint Surgery, Graduate School of
Medicine, Hokkaido University, Sapporo, Japan. 2Bioproduction Research

Imabuchi et al. BMC Musculoskeletal Disorders 2011, 12:213
http://www.biomedcentral.com/1471-2474/12/213

Page 9 of 11



Institute, National Institute of Advanced Industrial Science and Technology,
Tsukuba, Japan. 3Faculty of Advanced Life Science, Hokkaido University,
Sapporo, Japan.

Authors’ contributions
RI performed the animal experiment and the microarray analysis. YO
instructed the microarray analysis. HJK instructed isolation of total RNA and
synthesis of the fluorescence-labelled cDNA. SO contributed to the data
analysis. NK instructed the animal experiment and performed the
histological examinations. TK and JPG created the DN-gel material. KY
designed the study and drafted the manuscript. All authors read and
approved the final manuscript.

Competing interests
We have no financial or non- financial competing interests. We do not hold
or are not currently applying for any patents relating to the content of the
manuscript.

Received: 25 June 2011 Accepted: 29 September 2011
Published: 29 September 2011

References
1. Cremer MA, Rosloniec EF, Kang AH: The cartilage collagens: a review of

their structure, organization, and role in the pathogenesis of
experimental arthritis in animals and in human rheumatic disease. J Mol
Med 1998, 76:275-88.

2. Brittberg M, Lindahl A, Nilsson A, Ohlsson C, Isaksson O, Peterson L:
Treatment of deep cartilage defects in the knee with autologous
chondrocyte transplantation. New Engl J Med 1994, 331:889-95.

3. Buckwalter JA: Articular cartilage injuries. Clin Orthop Relat Res 2002, 402:21-37.
4. Peterson L, Minas T, Brittberg M, Lindahl A: Treatment of osteochondritis

dissecans of the knee with autologous chondrocyte transplantation:
results at two to ten years. J Bone Joint Surg Am 2003, 85:17-24.

5. Hangody L, Füles P: Autologous osteochondral mosaicplasty for the
treatment of full-thickness defects of weight-bearing joints: ten years of
experimental and clinical experience. J Bone Joint Surg Am 2003, 85:25-32.

6. Ochi M, Adachi N, Nobuto H, Yanada S, Ito Y, Agung M: Articular cartilage
repair using tissue engineering technique–novel approach with
minimally invasive procedure. Artif Organs 2004, 28:28-32.

7. Smith GD, Knutsen G, Richardson JB: A clinical review of cartilage repair
techniques. J Bone Joint Surg Br 2005, 87:445-9.

8. Feczkó P, Hangody L, Varga J, Bartha L, Diószegi Z, Bodó G, Kendik Z, et al:
Experimental results of donor site filling for autologous osteochondral
mosaicplasty. Arthroscopy 2003, 19:755-61.

9. Driesang IM, Hunziker EB: Delamination rates of tissue flaps used in
articular cartilage repair. J Orthop Res 2000, 18:909-11.

10. Micheli LJ, Browne JE, Erggelet C, Fu F, Mandelbaum B, Moseley JB,
Zurakowski D: Autologous chondrocyte implantation of the knee:
multicenter experience and minimum 3-year follow-up. Clin J Sport Med
2001, 11:223-8.

11. Redman SN, Oldfield SF, Archer CW: Current strategies for articular
cartilage repair. Eur Cell Mater 2005, 9:23-32.

12. Steadman JR, Rodkey WG, Rodrigo JJ: Microfracture: surgical technique
and rehabilitation to treat chondral defects. Clin Orthop Relat Res 2001,
391:362-9.

13. Ahasan T, Sah RL: Biomechanics of integrative cartilage repair.
Osteoarthritis Cartilage 1999, 7:29-40.

14. Qiu YS, Shahgaldi BF, Revell WJ, Heatley FW: Observations of subchondral
plate advancement during osteochondral repair: a histomorphometric
and mechanical study in the rabbit femoral condyle. Osteoarthritis
Cartilage 2003, 11:810-20.

15. Shapiro F, Koide S, Glimcher MJ: Cell origin and differentiation in the
repair of full-thickness defects of articular cartilage. J Bone Joint Surg Am
1993, 75:532-53.

16. Engler AJ, Sen S, Sweeney HL, Discher DE: Matrix elasticity directs stem
cell lineage specification. Cell 2006, 126:677-89.

17. Gong JP, Katsuyama Y, Kurokawa T, Osada Y: Double-network hydrogels
with extremely high mechanical strength. Adv Mater 2003, 15:1155-8.

18. Yasuda K, Gong JP, Katsuyama Y, Nakayama A, Tanabe Y, Kondo E, Ueno M,
et al: Biomechanical properties of high-toughness double network
hydrogels. Biomaterials 2005, 26:4468-75.

19. Azuma C, Yasuda K, Tanabe Y, Taniguro H, Kanaya F, Nakayama A,
Chen YM, et al: Biodegradation of high-toughness double network
hydrogels as potential materials for artificial cartilage. J Biomed Mater Res
A 2007, 81:373-80.

20. Tanabe Y, Yasuda K, Azuma C, Taniguro H, Onodera S, Suzuki A, Chen YM,
et al: Biological responses of novel high-toughness double network
hydrogels in muscle and the subcutaneous tissues. J Mater Sci Mater Med
2008, 19:1379-87.

21. Yasuda K, Kitamura N, Gong JP, Arakaki K, Kwon HJ, Onodera S, Chen YM,
et al: A novel double-network hydrogel induces spontaneous articular
cartilage regeneration in vivo in a large osteochondral defect. Macromol
Biosci 2009, 9:307-16.

22. Kwon HJ, Yasuda K, Ohmiya Y, Honma KI, Chen YM, Gong JP: In vitro
differentiation of chondrogenic ATDC5 cells is enhanced by culturing on
synthetic hydrogels with various charge densities. Acta Biomater 2010,
6:494-501.

23. Kitamura N, Yasuda K, Ogawa M, Arakaki K, Kai S, Onodera S, Kurokawa T,
et al: Induction of Spontaneous Hyaline Cartilage Regeneration Using a
Double-Network Gel: Efficacy of a Novel Therapeutic Strategy for an
Articular Cartilage Defect. Am J Sports Med 2011, 39:1160-9.

24. Yokota M, Yasuda K, Kitamura N, Arakaki K, Onodera S, Kurokawa T,
Gong JP: Spontaneous hyaline cartilage regeneration can be induced in
an osteochondral defect created in the femoral condyle using a novel
double-network hydrogel. BMC Musculoskel Disord 2011, 12:49.

25. Kwon HJ, Akimoto H, Ohmiya Y, Honma K, Yasuda K: Gene expression
profile of rabbit cartilage by expressed sequence tag analysis. Gene 2008,
424:147-52.

26. Luo G, Ducy P, McKee MD, Pinero GJ, Loyer E, Behringer RR, Karsenty G:
Spontaneous calcification of arteries and cartilage in mice lacking matrix
GLA protein. Nature 1997, 386:78-81.

27. Zhao R, Yeung SCJ, Chen J, Iwakuma T, Su CH, Chen B, Qu C, et al: Subunit
6 of the COP9 signalosome promotes tumorigenesis in mice through
stabilization of MDM2 and is upregulated in human cancers. J Clin Invest
2011, 121:851-65.

28. Yao L, Kawakami Y, Kawakami T: The pleckstrin homology domain of
Bruton tyrosine kinase interacts with protein kinase C. Proc Natl Acad Sci
USA 1994, 91:9175-9.

29. Demoor-Fossard M, Galera P, Santra M, Iozzo RV, Pujol JP, Redini F: A
composite element binding the vitamin D receptor and the retinoic ×
receptor alpha mediates the transforming growth factor-beta inhibition
of decorin gene expression in articular chondrocytes. J Biol Chem 2001,
276:36983-92.

30. Kalamajski S, Oldberg A: Fibromodulin binds collagen type I via Glu-353
and Lys-355 in leucine-rich repeat 11. J Biol Chem 2007, 282:26740-5.

31. Trombetta JM, Bradshaw AD: SPARC/osteonectin functions to maintain
homeostasis of the collagenous extracellular matrix in the periodontal
ligament. J Histochem Cytochem 2010, 58:871-9.

32. Wang C, Valtavaara M, Myllyla R: Lack of collagen type specificity for lysyl
hydroxylase isoforms. DNA Cell Biol 2000, 19:71-7.

33. Mansson B, Wenglen C, Morgelin M, Saxne T, Heinegard D: Association of
Chondroadherin with Collagen Type II. J Biol Chem 2001, 276:32883-5.

34. Ivkovic S, Yoon BS, Popoff SN, Safadi FF, Libuda DE, Stepheson RC:
Connective tissue growth factor coordinates chondrogenesis and
angiogenesis during skeletal development. Development 2003,
130:2779-91.

35. Smith RK, Zunino L, Webbon P, Heinegard D: The distribution of cartilage
oligomeric matrix protein (COMP) in tendon and its variation with
tendon site, age and load. Matrix Biol 1997, 16:255-71.

36. Rosenberg K, Olsson H, Mörgelin M, Heinegard D: Cartilage oligomeric
matrix protein shows high affinity zinc-dependent interaction with triple
helical collagen. J Biol Chem 1998, 273:20397-403.

37. Kang HC, Chae JH, Kim BS, Han SY, Kim SH, Auh CK, Yang SI, et al:
Transcription factor CP2 is involved in activating mBMP4 in mouse
mesenchymal stem cells. Mol Cells 2004, 17:454-61.

38. Iioka T, Furukawa K, Yamaguchi A, Shindo H, Yamashita S, Tsukazaki T:
P300/CBP acts as a coactivator to cartilage homeoprotein-1 (Cart1),
paired-like homeoprotein, through acetylation of the conserved lysine
residue adjacent to the homeodomain. J Bone Miner Res 2003, 18:1419-29.

39. Talapatra S, Wagner JDO, Thompson CB: Elongation factor-1 alpha is a
selective regulator of growth factor withdrawal and ER stress-induced
apoptosis. Cell Death Differ 2002, 9:856-861.

Imabuchi et al. BMC Musculoskeletal Disorders 2011, 12:213
http://www.biomedcentral.com/1471-2474/12/213

Page 10 of 11

http://www.ncbi.nlm.nih.gov/pubmed/9535561?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9535561?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9535561?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8078550?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8078550?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12218470?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12721341?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12721341?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12721341?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12721342?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12721342?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12721342?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14720285?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14720285?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14720285?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15795189?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15795189?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12966384?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12966384?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11192250?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11192250?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11753058?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11753058?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15830323?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15830323?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/10367013?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14609534?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14609534?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14609534?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8478382?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8478382?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16923388?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16923388?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15701376?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15701376?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17117467?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17117467?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17914620?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17914620?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19031389?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19031389?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19651251?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19651251?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19651251?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21460067?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21460067?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21460067?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18723084?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18723084?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9052783?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9052783?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21317535?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21317535?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21317535?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/7522330?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/7522330?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11406617?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11406617?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11406617?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11406617?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17623650?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17623650?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20566756?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20566756?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20566756?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/10701773?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/10701773?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11445564?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11445564?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12736220?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12736220?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9501326?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9501326?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9501326?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9685393?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9685393?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9685393?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15232220?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15232220?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12929931?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12929931?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12929931?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12107828?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12107828?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12107828?dopt=Abstract


40. Yang L, Carlson SG, McBurney D, Horton WE Jr: Multiple signals induce
endoplasmic reticulum stress in both primary and immortalized
chondrocytes resulting in loss of differentiation, impaired cell growth,
and apoptosis. J Biol Chem 2005, 280:31156-31165.

41. Hall BK, Miyake T: Divide, accumulate, differentiate: cell condensation in
skeletal development revisited. Int J Dev Biol 1995, 39:881-93.

42. Blain EJ, Gilbert SJ, Hayes AJ, Duance VC: Disassembly of the vimentin
cytoskeleton disrupts articular cartilage chondrocyte homeostasis. Matrix
Biol 2006, 25:398-408.

43. Dunwoodie SL: The role of hypoxia in development of the mammalian
embryo. Dev Cell 2009, 17:755-73.

44. Escoubet B, Planes C, Clerici C: Hypoxia increases glyceraldehyde-3-
phosphate dehydrogenase transcription in rat alveolar epithelial cells.
Biochem Biophys Res Commun 1999, 266:156-61.

Pre-publication history
The pre-publication history for this paper can be accessed here:
http://www.biomedcentral.com/1471-2474/12/213/prepub

doi:10.1186/1471-2474-12-213
Cite this article as: Imabuchi et al.: Gene expression profile of the
cartilage tissue spontaneously regenerated in vivo by using a novel
double-network gel: Comparisons with the normal articular cartilage.
BMC Musculoskeletal Disorders 2011 12:213.

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

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit

Imabuchi et al. BMC Musculoskeletal Disorders 2011, 12:213
http://www.biomedcentral.com/1471-2474/12/213

Page 11 of 11

http://www.ncbi.nlm.nih.gov/pubmed/16000304?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16000304?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16000304?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16000304?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8901191?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8901191?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16876394?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16876394?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20059947?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20059947?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/10581182?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/10581182?dopt=Abstract
http://www.biomedcentral.com/1471-2474/12/213/prepub

	Abstract
	Background
	Methods
	Results
	Conclusions

	Background
	Methods
	1) Hydrogel preparation
	2) Study design
	3) Analysis with microarray
	RNA isolation and labelling
	Hybridization and signal detection


	Results
	Histological and immunohistological findings of the regenerated tissue
	General gene profile of the normal and regenerated tissues
	Cartilage-specific gene profile of the normal and regenerated tissues
	Collagen-related genes
	Proteoglycan-related genes
	Genes related to noncollagen/nonproteoglycan constituents

	Histological and immunohistological findings of the regenerated tissue

	Discussion
	Conclusions
	Acknowledgements
	Author details
	Authors' contributions
	Competing interests
	References
	Pre-publication history

