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The dynamics of TGF-β in dental 
pulp, odontoblasts and dentin
Takahiko Niwa1, Yasuo Yamakoshi2, Hajime Yamazaki  3,4, Takeo Karakida2, Risako Chiba2, 
Jan C.-C. Hu5, Takatoshi Nagano1, Ryuji Yamamoto2, James P. Simmer5, Henry C. Margolis3,4 & 
Kazuhiro Gomi1

Transforming growth factor-beta (TGF-β) is critical for cell proliferation and differentiation in dental 
pulp. Here, we show the dynamic mechanisms of TGF-β in porcine dental pulp, odontoblasts and 
dentin. The mRNA of latent TGF-β1 and TGF-β3 is predominantly expressed in odontoblasts, whereas 
the mRNA expression level of latent TGF-β2 is high in dental pulp. TGF-β1 is a major isoform of TGF-
β, and latent TGF-β1, synthesized in dental pulp, is primarily activated by matrix metalloproteinase 
11 (MMP11). Activated TGF-β1 enhances the mRNA expression levels of MMP20 and full-length 
dentin sialophosphoprotein (DSPP) in dental pulp cells, coinciding with the induction of odontoblast 
differentiation. Latent TGF-β1 synthesized in odontoblasts is primarily activated by MMP2 and MMP20 
in both odontoblasts and dentin. The activity level of TGF-β1 was reduced in the dentin of MMP20 null 
mice, although the amount of latent TGF-β1 expression did not change between wild-type and MMP20 
null mice. TGF-β1 activity was reduced with the degradation of DSPP-derived proteins that occurs with 
ageing. We propose that to exert its multiple biological functions, TGF-β1 is involved in a complicated 
dynamic interaction with matrix metalloproteinases (MMPs) and/or DSPP-derived proteins present in 
dental pulp, odontoblasts and dentin.

Transforming growth factor-beta (TGF-β) is a signalling molecule that induces cell proliferation, cell differen-
tiation, chemotaxis and apoptosis in monocytes and epithelial, mesenchymal and neuronal cells1. Three TGF-β 
isoforms (TGF-β1, TGF-β2 and TGF-β3) with similar biological activities have been identified in mammals2,3. In 
pulp fibroblasts, synthesis of the collagen matrix is induced by TGF-β1 and TGF-β2 but not by TGF-β34. TGF-β1 
also plays a role in tooth development and the reparative process by regulating cell proliferation, differentiation, 
and reparative dentinogenesis5,6. In odontoblasts, TGF-β1 has a crucial role in the transcriptional regulation of 
two non-collagenous proteins: dentin sialophosphoprotein (DSPP) and dentin matrix protein 1 (DMP1)7. TGF-β 
isoforms have been extracted from the dentin matrices of both rabbit and human teeth8, and TGF-β1 has been 
confirmed to be the predominant isoform, of which approximately half is present in the active form9. Our previ-
ous findings suggest that DSPP-derived proteins, such as dentin sialoprotein (DSP) and dentin phosphoprotein 
(DPP) are necessary for maintaining the activity of TGF-β1 in the dentin matrix10.

TGF-β is synthesized as a precursor containing a propeptide domain with a TGF-β homodimer11 and forms 
the latent TGF-β complex by interacting with a latency-associated peptide (LAP) after synthesis12. Activation of 
TGF-β is induced by pH13, reactive oxygen species14, thrombospondin-115 and integrins16–19. In addition, pro-
teases such as plasmin and matrix metalloproteinases (MMPs), especially MMP-2 and MMP-9, also activate 
TGF-β through proteolytic degradation of the latent TGF-β complex20,21. Several types of MMPs have been iden-
tified in dental pulp, odontoblasts and predentin/dentin22–27. The possible roles of TGF-βs in mature odontoblasts 
are thought to be related to physiological secondary dentin formation, mineralization in intact and healthy teeth, 
and matrix degradation during dental injury28. However, the activation mechanism of TGF-β, the roles of acti-
vated TGF-β in dental pulp and odontoblasts, and the inactivation mechanism of TGF-β in dentin matrix are still 
unclear.
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In this study, we performed a series of experiments to understand the dynamic roles and mechanisms of 
TGF-β in dental pulp, odontoblasts and the dentin matrix. Specifically, we measured the gene expression of 
TGF-β and its associated MMPs, activation of TGF-β by the MMPs, TGF-β signal induction in odontoblast dif-
ferentiation, and changes in the amount of DSPP-derived proteins and TGF-β activity with ageing at both the 
protein and genetic levels.

Results
Sample preparation of dental pulp and odontoblasts. We first observed the tooth germ of 6-month-
old porcine permanent incisor (Fig. 1a). Azan staining showed the fibrous connective tissue stained blue was 
localized throughout dental pulp, but the staining intensity of pulp horn area was different from that of pulp 
chamber area. We designated the area of one-third from the pulp horn as pulp tip (PT), whereas the region of 
remaining two-thirds as pulp body (PB). We also regarded the residual cells in the hollow pulp chambers after the 
removal of the pulp as odontoblasts (OD) based on our previous study29.

TGF-β and protease gene expression in porcine pulp and odontoblasts. We investigated TGF-β 
and protease mRNA expression in porcine dental pulp tissue and odontoblasts. Using qPCR, primer sets that we 
designed (see Supplementary Tables S1 and S2) and total RNA isolated from PT, PB, and OD (Fig. 1b), we quan-
tified the mRNA expression levels of TGF-β receptor type I (TGFBR1), bone morphogenetic protein 1 (BMP1), 
inactive TGF-βs (latent TGF-βs), active TGF-βs, and matrix metalloproteases (MMPs). We measured the mRNA 
expression of latent TGF-βs and active TGF-βs in specific regions to confirm TGF-β mRNA expression. We nor-
malized the TGFBR1, BMP1, latent TGF-β, TGF-β, and MMP expression for the amount of pulp tissue per sam-
ple using glyceraldehyde-3-phosphate dehydrogenase (GAPDH) and a standard mathematical model for relative 
quantification of mRNA expression. TGFBR1 mRNA expression was significantly higher (2.2–3.3-fold) in PT 
than in PB and OD (Fig. 1c). BMP1 mRNA expression was significantly higher (4.3-fold) in OD than in PT and 
PB (Fig. 1d). The gene expression of three isoforms of latent TGF-β and TGF-β were detected in PT, PB and OD. 
Of the three TGF-β isoforms, the mRNA expression levels of latent TGF-β1, TGF-β1, latent TGF-β3 and TGF-β3 
were highest in OD: 3.0–6.6-fold for latent TGF-β1 (Fig. 1e), 3.0–5.0-fold for TGF-β1 (Fig. 1h), 3.3–5.9-fold for 
latent TGF-β3 (Fig. 1g) and 2.0–3.1-fold for TGF-β3 (Fig. 1j). Interestingly, latent TGF-β2 and TGF-β2 mRNA 
expression levels were highest in PT: 1.1–1.6-fold for latent TGF-β2 (Fig. 1f) and 1.1–2.0-fold for TGF-β2 (Fig. 1i). 
Among the proteases, the mRNA expression levels of MMP2 (Fig. 1k) and MMP20 (Fig. 1l) were predominantly 
increased in OD, whereas MMP11 mRNA expression was high in PT and PB, with only trace expression detected 
in OD (Fig. 1m). MMP11 mRNA expression in PB was significantly higher (approximately 2.1-fold) than that 
in PT. Although we designed two to six primer sets for MMP1, MMP3, MMP7, MMP8, MMP9, MMP10 and 
MMP13 (see Supplementary Table S2), none of the amplified products analysed by agarose gel electrophoresis 
were detectable or of an appropriate size (see Supplementary Fig. S1).

Immunohistochemical detection of TGF-β1 and TGFBR1 from molar tooth germ. Because 
TGF-β1 and TGFBR1 mRNA were predominantly expressed in porcine odontoblasts, we identified the loca-
tions and protein expression levels of TGF-β1 and TGFBR1 in the dentin-pulp complex. Developing mouse first 
molar tooth bud sections were immunostained using antibodies raised against TGF-β1 and TGFBR1 (Fig. 2). 
Specific immunostain signals for TGF-β1 (Fig. 2b and f) and TGFBR1 (Fig. 2c and g) were restricted to the layers 
of odontoblasts and were not observed in dental pulp, predentin or mineralized dentin. Immunostaining for 
TGF-β1 and TGFBR1 was not detected in the control sections without the primary antibody application (Fig. 2d 
and h).

Detection of active forms of TGF-β, MMP2 and MMP11 in dental pulp tissues. We further investi-
gated the inactive and active forms of TGF-β and proteases in dental pulp. Based on the results of our qPCR anal-
yses, we focused on TGF-β1, MMP2 and MMP11, which were the only molecules detected in dental pulp tissues. 
We used a Heparin-Sepharose column to separate protein extracts from PB into four fractions (Fig. 3a). Only in 
the fourth fraction (P4) was enhanced alkaline phosphatase (ALP)-inducing activity in human periodontal lig-
ament (HPDL) cells observed. The activity was significantly reduced by the addition of SB431542, a specific and 
selective inhibitor of TGF-β type I activin receptor-like kinase receptors (Fig. 3b). Protease activity, as detected 
by gelatin zymography, was mainly observed in the second fraction (P2) (Fig. 3c, left), and the addition of EDTA 
completely inhibited this activity (Fig. 3c, right). Western blot analysis of the P2 fraction with an MMP2 antibody 
revealed multiple bands at approximately 55–100 kDa (Fig. 3d), which were consistent with the observed active 
bands on the gelatin zymograph. Western blot analysis of the P2 fraction with MMP11 antibody showed a major 
band at approximately 110 kDa (Fig. 3e) corresponding to an observed active band on the gelatin zymogram.

In vitro activation of TGF-β by MMP2 and MMP11. To understand the activity of MMP2 and MMP11 
with TGF-β1 in pulp tissues, we incubated recombinant human latent TGF-β1 (rh-latent TGF-β1) with rhMMP2 
(Fig. 4a) or rhMMP11 (Fig. 4b) and determined their ALP-inducing activity in HPDL cells. The incubation of 
rh-latent TGF-β1 without rhMMP2 or rhMMP11 revealed only trace levels of ALP-inducing activity, whereas 
treatment with rhMMP2 or rhMMP11 enhanced ALP-inducing activity 9.0-fold and 9.5-fold, respectively, in 
comparison with the control where no enzyme was present.

Effect of TGF-β1 on dentin sialophosphoprotein and MMP20 gene expression in dental pulp 
cells. We further investigated the effect of TGF-β1 on DSPP and MMP20 gene expression using the PPU-7 cell 
line established from porcine dental pulp cells (see “Immortalization of porcine pulp cells” in the Supplementary 
Note). Using qPCR, we amplified two mRNA products from the full-length DSPP transcript: a segment con-
taining the DGP + DPP coding region (DSPPv1) and a smaller segment specific for the DSP-only transcript 
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Figure 1. Expression of TGFBR1, BMP1, latent TGF-βs, TGF-βs, and MMPs in porcine dental pulp and 
odontoblasts. (a) Light photomicrograph of tooth germ of 6-month-old porcine permanent incisor by Azan 
staining. PT: pulp tip, PB: pulp body, OD: odontoblasts and D: dentin. (b) Sample preparation for genetic 
study from permanent incisor and dental pulp from a 6-month-old pig. The pulp tip (PT), pulp body (PB) and 
bottom portion were excised with a razor blade (left). Following pulp removal, the hollow pulp chamber lined 
with residual odontoblasts (OD) was used for RNA isolation as the odontoblast sample (right). The mRNA 
expression of (c) TGFBR1, (d) BMP1, (e) latent TGF-β1, (f) latent TGF-β2, (g) latent TGF-β3, (h) TGF-β1, (i) 
TGF-β2, (j) TGF-β3, (k) MMP2, (l) MMP20 and (m) MMP11 was assessed using qPCR. Each expression level 
was normalized to that of the reference gene glyceraldehyde-3-phosphate dehydrogenase (GAPDH), and the 
relative quantification data for TGFBR1, latent TGF-βs, TGF-βs, and MMPs in PT, PB and OD were generated 
on the basis of a mathematical model for relative quantification (n = 6 for each of PT, PB and OD).
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(DSPPv2), and a mRNA product for the MMP20 transcript. The TGF-β1 treatment up-regulated both DSPPv1 
and DSPPv2 expression in PPU-7 cells at 7 days (Fig. 4c and d). TGF-β1 also dramatically increased MMP20 
expression in just one day, but the MMP20 level was prone to decrease as time passed (Fig. 4e).

Figure 2. Immunohistochemical detection of TGF-β1 and TGFBR1 from the molar tooth germ of a postnatal 
day 11 mouse. (a,e) Haematoxylin-eosin staining, (b,f) TGF-β1 antibody, (c,g) TGFBR1 antibody, and (d,h) 
absence of primary antibody application as a control. (a–d) Magnification x100. (e–h) Magnification x400; the 
images are a high magnification of the area boxed in (a–d). D: dentin, OD: odontoblasts, PD: predentin and DP: 
dental pulp.

Figure 3. Isolation and detection of active forms of TGF-β, MMP2 and MMP11 in porcine dental pulp. (a) 
Heparin-Sepharose chromatogram of extracts from porcine dental pulp detected at 280 nm absorbance. 
Downward-pointing arrows represent the starting points of the step gradient with 0.05, 0.1 and 0.2 M NaCl. 
(b) ALP-inducing activity of HPDL cells with (+) or without (−) the addition of SB431542 to fractions P1-P4 
isolated by chromatography. Recombinant human TGF-β1 with a carrier (0.3 ng mL−1) (TGF-β1) was used as a 
positive control for the detection of ALP-inducing activity in HPDL cells. The data show the average value of six 
measurements. (c) A gelatin zymogram of fractions P1-P4 incubated without (left) or with (right) EDTA. (d and 
e) Western blots of fractions P1-P4 with specific antibodies against (d) MMP2 and (e) MMP11. The full-length 
gel (c) and blots (d and e) are presented in Supplementary Fig. S4.
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Status of active TGF-β in MMP20 null mouse dentin. Based on the qPCR results, we determined that 
MMP20 mRNA expression was increased by TGF-β1 in dental pulp cells. A previous study showed that MMP20 
activates latent TGF-β1 in the secretory stage of enamel formation30, but whether MMP20 activates latent TGF-β1 
in dentin is unknown. Therefore, using wild-type (MMP20(+/+)), heterozygous (MMP20(+/−)) and null 
(MMP20(−/−)) mice and the ALP-HPDL system, we determined in vivo TGF-β activity. First, we observed the 
morphology of the mandibular incisors in 8-week-old MMP20(+/+) and MMP20(−/−) mice using microcom-
puted tomography (μCT). Three-dimensional reconstructed images of hemi-mandibles showed that the highly 
mineralized enamel layer was apparent on the post-eruptive region of the MMP20(+/+) mouse incisor but not 
on the MMP20(−/−) mouse incisor (Fig. 5a). Two-dimensional μCT images cut on the sagittal plane showed that 
the highly mineralized enamel layer was localized in the most mature incisor enamel of the MMP20(+/+) mouse 
incisor but not in the MMP20(−/−) mouse incisor (Fig. 5b).

After we confirmed that the enamel layer was different in MMP20(+/+) and MMP20(−/−) mice, we inves-
tigated the dentin layer. We used μCT to measure the relative thickness of the dentin layer in the mouse mandib-
ular incisors of MMP20(+/+) and MMP20(−/−) mice. We prepared seven 1-mm-long cross-sectional dentin 
segments (DS) starting at the apex of the root (Fig. 5b and c) and measured the thickness of the dentin layer 
from the dentin-enamel junction to the dentin surface at the pulp cavity (Fig. 5c). The thickness of the dentin 
layer increased linearly in both MMP20(+/+) and MMP20(−/−) mice, but the thicknesses of the DS2, DS3 and 
DS4 segments in MMP20(−/−) mouse incisors were significantly lower (1.24-fold in DS2, 1.21-fold in DS3 and 
1.18-fold in DS4) than those observed in MMP20(+/+) mouse incisors (Fig. 5d).

Because DS2-DS4 segments are comparable from the secretory stage to the early maturation stage in enamel 
development31, we characterized dentin protein expression and TGF-β1 activity using the first molars from 
MMP20(+/+), MMP2(+/−) and MMP20(−/−) mice at the secretory (day 5) and early maturation (day 11) 
stages32. We compared the amount of DPP in dentin extracts obtained from the first molars for each genotype 
using SDS-PAGE (Fig. 5e). We normalized the amount of protein applied per lane to the SDS-PAGE gel for each 
genotype on a per-tooth basis. The number of teeth used for each group, their collective weights, the total micro-
grams of protein extracted, and the micrograms of protein extracted per tooth are provided in Supplementary 
Table S3. DPP was present in 0.17 M HCl/0.98% formic acid (HF) extracts and migrated as a Stains-all-positive 
single band of approximately 98 kDa on SDS-PAGE. However, there were no significant quantitative changes in 
the DPP band between each of the genotypes that were assessed (Fig. 5e). An enzyme-linked immunosorbent 
assay (ELISA) using a TGF-β1 antibody showed that the amount of TGF-β1 in the dentin extracts was nearly 

Figure 4. In vitro activation of latent TGF-β1 by MMP2 or MMP11 and the effect of activated TGF-β1 on 
gene expression in the PPU-7 cell line. Latent TGF-β1 was incubated with rhMMP2 or rhMMP11. ALP-
inducing activity of HPDL cells exposed to (a) latent TGF-β1 only (Latent), latent TGF-β1 with rh-MMP2 
(Latent + MMP2) and rh-MMP2 only (MMP2) samples and ALP-inducing activity of HPDL cells exposed 
to (b) latent TGF-β1 only (Latent), latent TGF-β1 with rh-MMP11 (Latent + MMP11) and rh-MMP11 only 
(MMP11) samples (n = 6). The mRNA expression (as detected by qPCR) of (c) DSPP-variant 1 (DSPPv1), 
(d) DSPP-variant 2 (DSPPv2), and (e) MMP20. Each mRNA expression value was normalized to that of the 
reference gene glyceraldehyde-3-phosphate dehydrogenase (GAPDH), and the relative quantification data 
for DSPPv1, DSPPv2, and MMP20 in PPU-7 were generated on the basis of a mathematical model for relative 
quantification in a qPCR system (n = 6). Grey bar graph: PPU-7 without TGF-β1, Black bar graph: PPU-7 with 
TGF-β1.
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equal for each genotype (Fig. 5f). However, the results of ALP-inducing activity assays in HPDL cells on the 
dentin extracts revealed that the activity of TGF-β1 was significantly different for each genotype. At day 5, each 
genotype possessed trace levels of ALP-inducing activity in HPDL cells. At day 11, the intensity of ALP-inducing 
activity in MMP2(+/−) and MMP20(−/−) mice was 2.7-fold and 3.6-fold lower than that in MMP20(+/+) mice 
(Fig. 5g). We interpret these findings as evidence that MMP20 is required for activation of TGF-β1 in dentin in 
vivo.

Changes in protein composition and TGF-β activity in dentin. Because there are different levels of 
TGF-β activity in immature and mature enamel from 6-month-old porcine second molars30, we determined 
TGF-β activity in the dentin of 6-month-old porcine incisors by measuring ALP-inducing activity in HPDL cells. 
Following enamel removal, we cut the incisors into three regions (R1-R3) at 0.8 centimetre intervals (Fig. 6a) and 
crushed and ground them to prepare dentin powder samples. The dentin powder of each region was decalcified 
with HCl-formic acid, extracted with Tris-guanidine (G2 extract) buffer, and analysed by SDS-PAGE stained 
with Simply Blue Safe Stain (CBB) (Fig. 6b, top, left) and Stains-all (Fig. 6b, top, right). The amounts of G2 extract 
obtained from the dentin powder of the R1 (2.60 g), R2 (2.37 g) and R3 (1.57 g) regions were 29.5 mg, 44.3 mg and 
36.2 mg, respectively. We normalized each protein sample amount for SDS-PAGE by calculating the amount of G2 
extract per gram of teeth that was loaded onto the SDS-PAGE gel. Collagen and Stains-all-positive DPP doublet 

Figure 5. Changes in dentin thickness, dentin phosphoprotein (DPP) and TGF-β activity in the dentin 
from MMP20 null mice mandibular incisors as measured by µCT. (a) Representative three-dimensional 
reconstructed images of hemi-mandibles of MMP20(+/+) and MMP20(−/−) mice. (b) Representative 
two-dimensional μCT images of hemi-mandibles cut in the sagittal plane from each mouse genotype. (c) 
Representative two-dimensional cross-sectional μCT images of a mouse mandible incisor at the fourth position 
(DS4) of seven 1-mm-long cross-sectional dentin segments (DS) starting at the root apex (shown as a dotted 
line in (b)). The thickness of the dentin layer was measured from the dentin-enamel junction to the dentin 
surface at the pulp cavity (red line). (d) Average dentin thickness measured in seven cross-sectional DS of 
mouse mandible incisors from each mouse genotype. The line indicates the change in dentin thickness in each 
dentin segment from MMP20(+/+) (blue) and MMP20(−/−) (red) mice. The asterisk (*) on the line graph 
indicates a significant difference between MMP20(+/+) and MMP20(−/−) samples. (e) SDS-PAGE showing 
the DPP bands from the first molars from MMP20(+/+) (WT), MMP2(+/−) (Het) and MMP20(−/−) (KO) 
mice at postnatal days 5 and 11. The protein amount was normalized for each mouse genotype on a per-tooth 
basis. The full-length gel is presented in Supplementary Fig. S4. (f) ELISA results for the detection of TGF-β1 in 
HF extracts obtained from MMP20(+/+) (WT), MMP2(+/−) (Het) and MMP20(−/−) (KO) mice (n = 3) at 
postnatal days 5 and 11. (g) ALP-inducing activity of HPDL cells exposed to HF extracts from MMP20(+/+) 
(WT), MMP2(+/−) (Het) and MMP20(−/−) (KO) mice (n = 6) at postnatal days 5 and 11.
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bands from the G2 extracts had molecular weights of 120 kDa and 98 kDa, respectively. The intensity of the colla-
gen (Fig. 6b, bottom left) and DPP (Fig. 6b, bottom right) bands from the R1 and R2 regions were approximately 
90% less than those from the R3 region. We also determined the ALP-inducing activity in HPDL cells enhanced 
by TGF-β contained in each of the G2 extracts obtained from the R1-R3 regions. The TGF-β activity remained at 
approximately the same level for all three regions (Fig. 6c).

Changes in the composition of porcine root dentin over time. Since TGF-β1 activity in dentin 
is retained by binding to DPP and DSP10, we assessed whether the DSPP-derived proteins, specifically, DPP 
and DSP, changed over time. We used non-carious 6-month-old first (6m−1) and second (6m−2) molars and 
12-month-old first (12m−1), second (12m−2) and third (12m−3) molars (Fig. 7a) and prepared each of the root fur-
cations for this experiment (Fig. 7b). We measured the density of the root furcation at each age using a pycnome-
ter and calculated both density and volume (see Supplementary Table S4). The dentin density of the teeth, ordered 
from high to low, was 12m−1, 12m−2, 6m−1, 12m−3 and 6m−2 (Fig. 7c), whereas the volume ordered from high to low 

Figure 6. Changes in major dentin proteins and TGF-β activity in porcine incisors. (a) A representative image 
of 6-month-old porcine incisors after the removal of enamel. The incisor was divided into three regions (R1-R3) 
at 0.8 cm intervals. (b) Changes in collagen and DPP in porcine incisor dentin. SDS-PAGE stained with Simply 
Blue Safe Stain (CBB) for the detection of collagen bands (top, left) and Stains-all for detection of the DPP bands 
(top, right). The area of the collagen bands (bottom, left) and the DPP bands (bottom, right) on the SDS-PAGE 
gel were determined using ImageJ software and normalized to the density of R3 in order to compare the protein 
amounts. The full-length gels are presented in Supplementary Fig. S4. (c) ALP-inducing activity of HPDL cells 
exposed to each of the G2 extracts from R1-R3. The data show the average value of six measurements. TGF-β1: 
recombinant human TGF-β1 with a carrier (0.3 ng mL−1).
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was 12m−2, 12m−1, 6m−1, 12m−3 and 6m−2 (Fig. 7d). We also normalized the amount of protein in each sample for 
SDS-PAGE by calculating the amount of total protein in the 0.5 M acetic acid/2 M NaCl (AN) extract per volume 
of each root furcation (see Supplementary Table S5 and “Density and volume measurement” in Supplementary 
Note) and loaded that amount onto the SDS-PAGE gel. The samples in order of the highest to lowest amount of 
DPP were 6m−2 = 12m−3, 6m−1, 12m−2 and 12m−1 (Fig. 7e, top, left). The level of the DPP band for 6m−1 dropped to 
approximately 40% of that of 6m−2 (Fig. 7e, bottom, left). The level of the DPP bands in 12m−1 and 12m−2 molars 
decreased to approximately 20 and 40% that of 12m−3 molars, respectively (Fig. 7e, bottom left). Western blotting 
showed that the molecular weight of the DSP band was prone to be reduced with age (Fig. 7e, top right). DSP 
expression in the 6m−1 and 12m−1 samples was approximately 20% that of the 6m−2 and 12m−2 samples, respectively 
(Fig. 7e, bottom right). The expression of DSP in the 12m−3 sample was approximately 60% that of the 12m−2 sam-
ple (Fig. 7e, bottom right). The proportion of ALP-inducing activity in HPDL cells from 6m−1 and 12m−1 teeth was 
approximately 50% that of the 6m−2, 12m−2 and 12m−3 samples (Fig. 7f).

Discussion
During tooth formation, in the dental pulp, the stage of odontoblast near the pulp horn is more advanced than 
that of the odontoblast in the pulp chamber. Our previous study has shown that the mRNA level of DSPP variant 
was different between pulp horn and pulp chamber area33. This finding led us to believe that both area might show 
a different gene expression. In the present study, we demonstrated that the dental pulp of 6-month-old porcine 
permanent incisor was stained blue by Azan staining, which is used for the detection of connective tissue. Its 
intensity, however, was different between pulp horn and pulp chamber area. Based on these information, we con-
sidered the region of one-third from the pulp horn and the region of remaining two-thirds as pulp tip (PT) and 

Figure 7. Changes in dentin composition over time. (a) Images of maxillary and mandibular first, second 
and third molars of 6- and 12-month-old pigs. 6 m: 6-month-old pig, 12 m: 12-month-old pig, 1st: first molar, 
2nd: second molar, 3rd: third molar, Max: maxillary, Man: mandibular. Mandibular first (6m−1, 12m−1), second 
(6m−2, 12m−2) and third (12m−3) molars, as indicated by a red square, were used for this study. (b) Schematic 
representation of the root furcation preparation. The apical roots of 6m−1, 12m−1 and 12m−2 teeth were first 
separated by cutting with a jewellery saw (blue dotted line), and then, each of the root furcations (approximately 
5 mm thick) were prepared by cutting at the cementum-enamel junction (CEJ) (red dotted line). The root 
furcations from 6m−2 and 12m−3 teeth were obtained by cutting at the CEJ with dissecting scissors (purple dotted 
line). (c) The densities of the porcine molars were measured using a pycnometer (n = 3). (d) Volumes of the 
porcine molars were calculated from the measured densities (n = 3). (e) Changes in the amount of DPP and 
DSP in the porcine molars. SDS-PAGE stained with Stains-all for the detection of DPP bands (top left) and 
western blots using a specific antibody against DSP (top right), showing AN extracts from each root furcation. 
Each protein sample amount for SDS-PAGE was normalized (see Supplementary Table S2). The areas of the 
DPP bands on the SDS-PAGE gel (bottom, left) and the DSP bands (bottom, right) on the western blots were 
determined using ImageJ software and normalized to the density of the 6m−2 and 12m−3 samples in order to 
compare the protein amount at each age. The areas of the DSP bands at each age were calculated as the total 
area of the band in each lane shown with asterisks. The full-length gel and blot are presented in Supplementary 
Fig. S4. (f) ALP-inducing activity of HPDL cells exposed to each of the AN extracts (n = 6). TGF-β1: 
recombinant human TGF-β1 with a carrier (0.3 ng mL−1).
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pulp body (PB), respectively. At the periphery of the dental pulp, odontoblast cell bodies form a layer infiltrated 
by capillaries. Our previous study using light microscopy has been shown that the retention of odontoblasts in 
pig teeth are observed on the surface of predentin following the removal of the dental pulp29. Based on this infor-
mation, we regarded the residual cells in the hollow pulp chambers after the removal of the pulp as odontoblasts.

TGF-β1 is the predominant isoform detected in human dentin and the major isoform in rabbit dentin, where 
small amounts of TGF-β2 and TGF-β3 isoforms are detected8. We showed that the mRNA expression levels of 
TGFBR1, BMP1, TGF-β1, TGF-β3, latent TGF-β1 and latent TGF-β3 were predominant in odontoblasts, while 
those of TGF-β2 and latent TGF-β2 were present in both dental pulp and odontoblasts. Our findings suggest that 
a certain amount of TGF-β2 is also present in porcine dentin matrix, although TGF-β1 is the main isoform.

MMP mRNA is expressed in pulp and odontoblasts, where MMPs play an important role in dentin matrix 
formation. MMP2, MMP3, MMP8, MMP9, MMP14 and MMP20 are the main MMPs that have been identified 
in pulp, odontoblasts and predentine/dentin22–27. MMP13 has been found in radicular dentin. We have demon-
strated in pigs that the mRNA expression levels of MMP2 and MMP20 are predominant in odontoblasts. In 
addition, we discovered that MMP11 mRNA expression is predominant in dental pulp and revealed that MMP11 
mRNA expression was different in the tip and the body. These findings suggest that analysis of mRNA levels of 
those three MMPs may be useful for assessing the differentiation of odontoblasts.

Both TGF-β1 and TGFBR1 were detected in the inner dental epithelium of the first molar in mouse embryos 
at E18.5, and their expression levels were elevated in secretory ameloblasts and odontoblasts in postnatal day 3 
mice34. Immunohistochemical analysis in developing murine teeth has shown that TGFBR1 expression occurs at 
the apical ends of secretory-stage ameloblasts interfaced with the enamel matrix34. Our previous report showed 
that TGFBR1 in secretory-stage ameloblasts is necessary for TGF-β1 autocrine regulation during enamel forma-
tion30. In dentin, both TGFBR1 and TGFBR2 are localized in odontoblasts (as detected by immunohistochemis-
try)9. TGF-β signalling controls odontoblast maturation and dentin formation during tooth morphogenesis35. The 
odontoblasts of developing mouse teeth in postnatal day 11 mice were immunostained with TGF-β1 and TGFBR1 
antibodies. From these collective findings, the presence of TGF-β1 and TGFBR1 in secreting odontoblasts in this 
study suggests that TGF-β signalling may play a key role in synthesis of dentin proteins and/or proteases and may 
provide the basis for an increasing autocrine effect of local TGF-β1 on odontoblast development as well as enamel 
formation. Our data further suggest that TGFBR1 in odontoblasts may have been prepared at any time to be able 
to respond to TGF-β1, even after the completion of dentin formation.

Both mature TGF-β1 and TGF-β2 possess one heparin-binding site, while mature TGF-β3 does not (see 
Supplementary Fig. S2 and “Extraction of MMPs and TGF-β from porcine dental pulp” in Supplementary Note). 
In addition, both MMP2 and MMP11 also have TGF-β binding sites in the catalytic domain (see Supplementary 
Fig. S3 and “Extraction of MMPs and TGF-β from porcine dental pulp” in Supplementary Note). Based upon 
this information, we isolated protein from the dental pulp with heparin affinity chromatography and were able to 
detect active forms of MMP2 and MMP11 in the P2 fraction eluted with 50 mM NaCl, and TGF-β activity in the 
P4 fraction eluted with 200 mM NaCl. This finding suggests that TGF-β possesses a high heparin binding affinity 
than MMPs.

TGF-β is generally activated by pH13, reactive oxygen species14, thrombospondin-115 and integrins16,18,19. In 
addition to those factors, proteases such as plasmin, MMP2 and MMP9 are also able to activate TGF-β through 
proteolytic degradation of the latent TGF-β complex20,21. We demonstrated that rh-latent TGF-β1 was dramati-
cally activated by MMP2 and MMP11 in vitro. Combined with the mRNA expression of MMPs, our data suggest 
that in vivo activation of TGF-β in dental pulp is caused by both MMP2 and MMP11.

Three mammalian isoforms of TGF-β, namely, TGF-β1, TGF-β2 and TGF-β3, are potent regulators of cell 
growth, cell differentiation and extracellular matrix deposition36. In vitro TGF-β1 and/or TGF-β3 are able to 
stimulate matrix secretion in odontoblasts, are mitogenic to pulp cells, and possess a potential inductive effect 
for cell differentiation of dental pulp cells37. We previously generated two PCR amplification products from the 
full-length DSPP (DSPPv1) and the DSP-only (DSPPv2) transcripts and found that both DSPPv1 and DSPPv2 
products are predominantly observed in odontoblasts, while only trace expression of the DSPPv1 transcript 
is detected in dental pulp33. We also demonstrated that the mRNA expression level of DSPPv1 is significantly 
enhanced by TGF-β1 in the PPU-7 cell line over a 7 day experimental period, whereas that of DSPPv2 was only 
slightly increased. These findings suggest that TGF-β1 is one of the regulators of odontoblast differentiation and 
may be a useful differentiation marker for odontoblasts.

TGF-β1 has been reported to induce modest down-regulation of MMP20 in mature human odontoblasts38. 
We demonstrated in vitro that TGF-β1 up-regulates the MMP20 mRNA expression level in dental pulp cells in a 
day, but the level is decreased over time. Since TGF-β1 and MMP20 mRNA expression is high in odontoblasts, 
this finding suggests that the up-regulation of MMP20 mRNA by TGF-β1 may constantly occur in odontoblasts 
in vivo. Our data also suggest that the mechanisms by which TGF-β1 regulates MMP20 mRNA expression may 
be different between dental pulp cells and mature odontoblasts.

Backscatter scanning electron microscopy images from 9-week-old mouse incisors shows that the dentin of 
both wild-type and MMP20 null mice exhibit nearly equal levels of mineralization39, but the dentin densities 
are different between wild-type and MMP20 null mice40. We demonstrated that the thickness of the dentin layer 
indicated significant differences in the DS2, DS3 and DS4 segments from MMP20(+/+) and MMP20(−/−) 
mice, but the amount of DPP in dentin was not significantly different between MMP20(+/+), MMP2(+/−) 
and MMP20(−/−) mouse molars taken at postnatal days 5 and 11. However, the present study demonstrated 
that the TGF-β1 activity level was drastically reduced in proportion to the reduction in MMP20 between the 
dentin extracts of all three genotypes of 11-day-old mice (i.e., MMP20(+/+) > MMP20(+/−) > MMP20(−/−)
), although the amount of latent TGF-β1 produced in dentin was nearly equal among all three mouse genotypes. 
Given that the ALP-inducing activity in MMP20(−/−) mice was drastically reduced (3.6 times lower than that 
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of MMP20(+/+) dentin), we concluded that in vivo activation of TGF-β1 in dentin was primarily induced by 
MMP20.

Transgenic mice overexpressed TGF-β1 in odontoblasts using the DSPP gene promoter develop distinct den-
tin defects similar to those seen in human dentin dysplasia and dentinogenesis imperfecta41 Moreover, TGF-β1 
knockout mice dentition shows the widespread pulp and less mineralized dentin42. We found that the thickness of 
the dentin layer was significant low in the DS2, DS3 and DS4 segments in MMP20(−/−) mice as described above. 
This finding suggests that the loss of TGF-β1 activity may affect the mineralization of the dentin layer.

In developing porcine enamel, the autocrine regulation of TGF-β1 through MMP20 coincides with other reac-
tions related to MMP20 in secretory-stage enamel, and TGF-β1 activity is maintained by binding a water-soluble 
amelogenin and induces TGF-β signalling through TGFBR1 on ameloblasts30. Upon degradation of the enamel 
matrix components during the maturation stage, TGF-β1 activity decreases30. In the case of dentin, dentin 
non-collagenous proteins, especially proteoglycans, are important for sequestration of TGF-β1 in the dentin 
matrix43. Porcine DSPP is the most abundant non-collagenous protein in dentin. DSPP is processed by proteases 
into 3 independent proteins: DSP44, dentin glycoprotein (DGP)45, and DPP46. Of these, DSP is a highly glyco-
sylated proteoglycan containing both chondroitin 4- and chondroitin 6-sulfate chains44,47. We have previously 
reported that TGF-β1 activity in porcine dentin is rescued by binding not only to DSP but also to DPP10. This 
study demonstrated that the proportion of collagen, DPP and TGF-β1 was almost unchanged in all regions of 
dentin in the incisors from a 6-month-old pig. This finding suggests that TGF-β1 has different roles in enamel 
and dentin. Considering that the loss of MMP20 affected the thickness of dentin in some parts of the tooth, our 
data also suggest that MMP20 regulates not only TGF-β1 activation but also the processing and/or degradation 
of dentin proteins.

Dentin is made up of approximately 70% inorganic materials, 20% organic materials and 10% water. Due to 
the continual deposition of peritubular dentin, primary dentin gradually shows a reduced change in the diameter 
of the dentinal tubules with age. Even after tooth eruption, physiological secondary dentin is formed in the pulp 
cavity. Because secondary dentin is deposited on the entire pulpal surface of the dentin, the pulp horns are oblit-
erated, and the pulp cavity eventually becomes smaller. In addition, the density determinations were made on 
sound dentin from human teeth of various ages48. In the present study, we tried a new method to determine the 
change in the organic components of dentin in porcine root furcations with age, especially DSPP-derived proteins 
and TGF-β. We demonstrated that both dentin density and volume were higher as teeth grew, and DPP and DSP 
were prone to degradation with age. These findings suggest that the dentin composition, especially DSPP-derived 
proteins, changes with age and that DSPP-derived proteins and TGF-β are transiently expressed in root dentin.

We propose a dynamic mechanism for TGF-β, mainly TGF-β1, in dental pulp, odontoblasts and dentin 
(Fig. 8). Latent TGF-β1 synthesized in dental pulp is primarily activated by MMP11 and to a lesser extent by 
MMP2. In contrast, latent TGF-β1 synthesized in odontoblasts is mainly activated by MMP2. Activated TGF-β1 
enhances the mRNA expression levels of MMP20 and full-length DSPP, coinciding with the promotion of 
odontoblast differentiation. Latent TGF-β1 synthesized in odontoblasts is also secreted in dentin matrix and pri-
marily activated by MMP2 and MMP20 and to a lesser extent by MMP11. Previous studies suggest that the active 
form of TGF-β1 binds to DPP and DSP10, which are processed from DSPP by BMP1, MMP2 and MMP2049,50, to 
maintain its activity and is present in the dentin matrix rather than actively signalling. Although DPP-TGF-β1 
and DSP-TGF-β1 complexes decrease with age, they provide a reservoir of bioactive molecules that influence cell 
behaviour in the dentin-pulp complex following tissue injury, such as carious invasion. Based on the fundamental 

Figure 8. Proposed dynamic mechanism of TGF-β1 in porcine dental pulp, odontoblasts and dentin.
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knowledge obtained in this study, further studies are required to elucidate how the degradation process of DPP 
and DSP changes over time and the molecular mechanisms underlying the formation of reparative dentin.

Methods
All animal experiments, except for “Changes in dentin composition over time”, were approved by the Institutional 
Animal Care Committee and the Recombination DNA Experiment and Biosafety Committee of the Tsurumi 
University School of Dental Medicine. The “Changes in dentin composition over time” experiment was approved 
by the Institutional Animal Care and Use Program at the University of Michigan.

Mouse experiments using MMP20 null and wild-type littermates were performed in accordance with proto-
cols approved by The Forsyth Institute’s Institutional Animal Care and Use Committee.

Preparation of pig samples. For experiments with porcine teeth, tooth germs of permanent incisors were 
surgically extracted from the mandible of deceased 6-month-old pigs from the Meat Market of the Metropolitan 
Central Wholesale Market (Shinagawa, Tokyo, Japan) and used for gene (n = 6) and protein (n = 10) studies, and 
permanent molars (n = 10) were used to detect the presence of MMPs in dental pulp. Moreover, tooth germs of 
permanent molars were surgically extracted from the mandibles of deceased 6- and 12-month-old pigs from the 
Dunbar Meat Packing Co. (Milan, MI, USA) and used for density and volume measurements and protein studies 
(n = 3).

Preparation of tooth germ cells. Dental pulp samples were removed from the porcine incisors described 
above, and their surfaces were carefully cleaned with Kimwipes (Kimberly Clark Corp. Irving, TX, USA) to avoid 
contamination of the odontoblasts. Then, the samples were separated into tip and body segments using a razor 
blade33 (Fig. 1a). The pulp samples were either used immediately for RNA isolation or stored at −80 °C until 
needed for protein extraction. Following the removal of the pulp, the residual odontoblasts in the hollow pulp 
chambers were used for RNA isolation.

Quantitative real-time PCR. Quantitative real-time PCR (qPCR) of the total pulp RNA was performed 
using the SYBR Green technique on a LightCycler Nano system (Roche Diagnostics, Mannheim, Germany) (see 
“Quantitative real-time PCR” in Supplementary Methods). The specific primer sets and reaction conditions are 
shown in Supplementary Tables S1 and S2.

Histological study. Formalin-fixed paraffin-embedded murine mandibles or porcine tooth germ were sec-
tioned. For murine mandibles, the immunohistochemical analysis was performed using anti-TGF-β1 (#orb7087, 
Biorbyt, Cambridge, UK) and anti-TGFBR1 polyclonal antibodies (#ab31013, Abcam, Cambridge, UK) (see 
“Immunohistochemical analysis” in Supplementary Methods). For porcine tooth germ, the paraffin section was 
stained with Azan staining (see “Azan staining” in Supplementary Methods).

Extraction and detection of TGF-β and MMP activities in porcine dental pulp. TGF-β and MMPs 
in porcine dental pulp tissues were extracted and isolated using heparin affinity chromatography. Each fraction 
was characterized via sodium dodecyl sulfate–polyacrylamide gel electrophoresis (SDS-PAGE), western blot-
ting, zymography and an alkaline phosphatase-human periodontal ligament cell line (ALP-HPDL) system (see 
“Extraction and detection of TGF-β and MMPs activities in porcine dental pulp” in Supplementary Methods).

In vitro activation of TGF-β1 by MMP2 or MMP11. One microgram of recombinant human latent 
TGF-β1 (rh-latent TGF-β1, Cell Signaling Technology, Danvers, MA, USA) was dissolved in 50 µL of 50 mM 
Tris-HCl and 10 mM CaCl2 (pH 7.4) and incubated with 1.2 µg of recombinant human MMP2 (rhMMP2) or 
MMP11 (rhMMP11) (Enzo Life Sciences, Tokyo, Japan) for 20 h at 37 °C. The reaction aliquots at 0 and 20 h 
were characterized using the ALP-HPDL system (see “Enzyme assay (ALP-HPDL system)” in Supplementary 
Methods).

Effect of TGF-β1 on dentin sialophosphoprotein and MMP20 gene expression in dental pulp 
cells. The cell line PPU-7 was established from porcine dental pulp cells by our group (see “Isolation, trans-
fection and establishment of a porcine dental pulp cell line” in the Supplementary Methods), was plated on a 
96-well plate at a density of 1 × 104 cells/well and was cultured in standard medium for 24 h. The growth medium 
was then changed to a growth medium with or without 1 ng/mL recombinant human transforming growth 
factor-beta 1 (rh-TGF-β1) (Cell Signaling Technology, Danvers, MA, USA). RNA from PPU-7 cells was extracted 
at 1, 3 and 7 days using an RNA extraction reagent. The qPCR analysis of total pulp RNA was performed using 
the SYBR Green technique on a LightCycler Nano system as described in “Quantitative real-time PCR” in the 
Supplementary Methods. The specific primer sets for full-length DSPP (DSPPv1), DSP only (DSPPv2) and 
MMP20 and their corresponding reaction conditions are shown in Supplementary Table S1.

Microcomputed tomography. The dentin mineralization parameters, such as morphology, density, and 
thickness, in the mandibular incisors of 8-week-old MMP20 null (KO) and wild-type (WT) mice were analysed 
via microcomputed tomography (µCT) with a µCT system (μCT-40, Scanco, Bruttisellen, Switzerland). The rela-
tive thickness of the dentin layer in cross-sections of mouse mandibular incisors for KO and WT mice was meas-
ured using the same system (see “Microcomputed tomography” in the Supplementary Methods).

Extraction of proteins and detection of TGF-β activity in MMP20 null mouse dentin. Mouse 
maxillary and mandibular first molars were extracted from WT (+/+), MMP20 heterozygous (+/−) and MMP20 
null (−/−) mouse pups using a dissecting microscope at days 5 and 11 (see “Microcomputed tomography” in 
Supplementary Methods). All the pups were genotyped thereafter using previously reported conditions51. The 



www.nature.com/scientificreports/

1 2Scientific REPORTS |  (2018) 8:4450  | DOI:10.1038/s41598-018-22823-7

pulp and enamel organ epithelium was removed from the underside of each molar. The mineral was rapidly 
dissolved by submerging the molars in 2 mL of 0.17 M HCl/0.98% formic acid (HF) for 2 h at 4 °C. Following the 
removal of undissolved material by centrifugation, the sample was further extracted with 0.5 M acetic acid/2 M 
NaCl (AN) solution. The AN soluble fraction (AN extract) was dialyzed overnight against water and then 
lyophilized for analysis via SDS-PAGE, ELISA and the ALP-HPDL system.

Changes in dentin protein composition and TGF-β activity in dentin. Ten porcine incisors were 
divided into three regions (R1-R3) at 0.8 cm intervals and ground to a “dentin powder” by means of a jaw crusher 
(Retsch Inc., Newton, PA, USA). The dentin powder (R1: 2.60 g, R2: 2.37 g, R3: 1.57 g) was sequentially extracted 
with 50 mM Tris-HCl/4 M guanidine buffer (pH 7.4), 0.17 N HCl and 0.95% formic acid, and 50 mM Tris-HCl/4 M 
guanidine buffer (pH 7.4) again. The second guanidine extract (G2 extract) was dialyzed against water, lyophilized, 
and characterized using SDS-PAGE and the ALP-HPDL system (see “Characterization of dentin proteins and TGF-β 
activity in the enamel formation process in porcine incisors” in the Supplementary Methods).

Density and volume measurements and protein characterization in porcine root dentin. Each 
root furcation was prepared from three non-carious porcine first (6m−1, 12m−1), second (6m−2, 12m−2) and third 
(12m−3) molars [m = month] (Fig. 7a and b). The parameters for the density measurement of each tooth were 
determined using a pycnometer with a specific gravity bottle (Wadon), and the density was calculated using the 
formula described in “Density and volume measurement” in the Supplementary Methods. The volume of each 
sample was calculated by dividing the weight by the density (see Supplementary Table S4).

Following the density and volume measurement, each root furcation was reduced to tooth powder, and the 
proteins were extracted using 0.5 M acetic acid/2 M NaCl (AN extract) as described in “Protein extraction after 
density and volume measurement” in the Supplementary Methods and then characterized by SDS-PAGE and 
western blotting with 0.3% of the normalized amount (see Supplementary Table S5).

SDS-PAGE and western blotting. SDS-PAGE was performed using a Novex 4–20% Tris-Glycine gel (Life 
Technologies/Invitrogen, Carlsbad, CA, USA). The gel was stained with Simply Blue Safe Stain (Invitrogen) or 
Stains-all Stain (Sigma-Aldrich). The apparent molecular weights of the protein bands were estimated by com-
parison with the SeeBlue Plus2 Pre-Stained Standard (Life Technologies/Invitrogen). A duplicate of the gel was 
transblotted onto Invitrolon polyvinylidene difluoride (PVDF) membranes (Life Technologies/Invitrogen) and 
immunostained with MMP2 (#ab110186, Abcam, Cambridge, UK), MMP11 (#ab53143, Abcam) and porcine 
DSP (Lampire Biological Laboratories, Pipersvill, PA, USA)45 polyclonal antibodies. Immunopositive bands were 
visualized via enhanced chemiluminescence. Full images of the blots that were cropped in the main figures are 
shown in Supplementary Fig. S4.

Zymography. Zymography for MMP was carried out using Novex 10% Zymogram Gelatin Gels 
(Life Technologies/Invitrogen/Thermo Fisher Scientific, Waltham, MA, USA) (see “Zymography” in the 
Supplementary Methods).

Enzyme assay (ALP-HPDL system). HPDLs were purchased from Lonza (Lonza, Walkersville, MD, 
USA). The cell culture and ALP activity assays were performed based on the method described in “Enzyme assay 
(ALP-HPDL system)” in the Supplementary Methods.

Enzyme-linked immunosorbent assay (ELISA). Identification of TGF-β1 in HF extracts from the first 
molars of MMP20(+/+), MMP2(+/−) and MMP20(−/−) mice at days 5 and 11 was achieved with a sandwich 
enzyme immunoassay method using a Quantikine ELISA kit (R&D Systems, Inc., Minneapolis, MN, USA) (see 
“Enzyme-linked immunosorbent assay” in the Supplementary Methods).

Densitometry of DPP and DSP bands on the SDS-PAGE gel. The intensity of the protein bands 
obtained from the porcine incisors and molars were quantified using ImageJ densitometry software.

Statistical analysis. For qPCR analysis, enzyme assays using the ALP-HPDL system and measurement of den-
tin thickness, all values are represented as the mean ± standard error of the mean (s.e.m.). Statistical significance 
(*) was determined using an unpaired Student’s t-test. In all cases, p < 0.05 was considered statistically significant.

Data availability. All relevant data are available upon request. Please address requests to Prof. Yasuo 
Yamakoshi.
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Supplementary Note 

Extraction of MMPs and TGF-β in porcine dental pulp 
Three TGF-β isoforms (TGF-β1 to -β3) have been identified in mammalian. Those isoforms 
possess over 97% of amino acid sequence homology within mature bioactive molecule1. Each of 
isoforms has also very high amino acid sequence among species (see Supplementary Fig. S2). 
Certain consensus sequences have been proposed for heparin-binding proteins, such as BBXB, 
BXBB or BX7B where B denotes a positively charged amino acid residue2, 3. We found that the 

mature TGF-β1 and TGF-β2 possess one heparin-binding site conserved in mouse, rat, human 
and pig (see Supplementary Fig. S2), but not in the mature TGF-β3. Moreover, both MMP2 and 
MMP11 also possessed its binding site in the catalytic domain (see Supplementary Fig. S3). 

Based on this finding, we tried to isolate TGF-β isoforms in porcine dental pulp with heparin 
affinity chromatography. 
 
Immortalization of porcine pulp cells 
We established porcine dental pulp-derived cell lines. Following the transfection with pSV3-neo 
plasmid, we incubated over 20 G418-resistant colonies. However, as most of the cell growth 
was stopped, we selected 8 clones (PPU-1, -3, -7, -10, -12, -16, -17 and -18). 

Because ALP is believed as the initial marker for the differentiation of mesenchymal cells 
into hard tissue-forming cells such as osteoblasts or odontoblasts4, 5, we determined the inherent 
ALP activity of the 8 immortalized pulp cell lines. Both PPU-3 and PPU-7 cell lines possessed 
the high inherent ALP activity (see Supplementary Fig. S5). For the present study, we selected 
PPU-7 cell line. 
 
Supplementary Methods 
Quantitative real-time PCR 
Pulp tip and body, and odontoblasts were extracted with RNA extraction reagent (Isogen, 
Nippon Gene Co., Ltd., Tokyo, Japan). Following the purified total RNA (2 μg) was reverse 
transcribed, the reaction mixture consisted of SYBR Green PCR master mix (Roche), 
supplemented with 0.5 µM forward and reverse primers and 2 µL of cDNA as template. The 
specific primer sets were designed using Primer-BLAST software (URL: 
http://www.ncbi.nlm.nih.gov/tools/primer-blast). The specific primer sets and running 
conditions are shown in Supplementary Table S1 and S2. GAPDH was used as the reference 
gene. Each ratio was normalized the relative quantification data of TGF-β1, TGF-β2, TGF-β3, 
latent TGF-β1, latent TGF-β2, latent TGF-β3, TGFBR1, BMP1, two DSPP variants (DSPPv1 
and DSPPv2), and MMPs (MMP1, MMP2, MMP3, MMP7, MMP8, MMP9, MMP10, MMP11, 



MMP13, and MMP20) in comparison to a reference gene (GAPDH) was generated on the basis 
of a mathematical model for relative quantification in qPCR system. All values were 
represented as means ± standard error (s.e.m.). Statistical significance (*) was determined using 
an unpaired Student’s t-test. In all cases, p<0.05 was regarded as statistically significant. The 
resulting data of TGFBR1, latent TGF-β1, latent TGF-β2, latent TGF-β3, TGF-β1, TGF-β2, 
TGF-β3, TGFBR1, MMP2, MMP20 and MMP11 is shown in main Fig. 1b-k, while that of 
DSPPv1, DSPPv2 and MMP20 is shown in main Fig. 4c-e. 
 
Immunohistochemical analysis 
Mandibles were obtained from postnatal day 11 mice. The mandibles were dissected and fixed 
with 4% paraformaldehyde for 20 h at 4°C. Hard tissues were decalcified at 4°C in a 10% (w/v) 
Na2-EDTA solution (pH 7.0) for 7 days and were embedded in a paraffin6. Formalin-fixed 
paraffin embedded murine mandibles were sectioned with a microtome blade A35 (FEATHER, 
Osaka, Japan) on a sliding microtome (LS-113, Yamato-Kohki, Asaka, Japan) to produce 4.5 
μm-thick sections and were pretreated with 0.3% hydrogen peroxide for 40 min. The sections 
were treated with 10 mM Tris-EDTA solution (pH 9.0) for 40 min at 80°C as the antigen 
retrieval procedure, and incubated in a blocking solution (1% BSA, 10% normal goat serum) for 1 

h at room temperature. For the primary antibody application, the dilution of anti-TGF-β1 (#orb7087, 

biorbyt, Cambridege, UK) and anti-TGFBR1 polyclonal antibodies (#ab31013, abcam, Cambridege, 

UK) was used at 1:500 and 1:300, respectively. For the secondary antibody application, the dilution 

of HRP-conjugated goat anti-rabbit IgG H&L antibody (abcam, Cambridege, UK) was used at 1:500. 

The positive signal was detected with 3,3’-diaminobenzidine (DAB) (TaKaRa, Kusatsu, Japan) as a 

staining substrate. Sections were counterstained to observe clear tissue and cell morphology using 

hematoxylin. Light micrographs were obtained using a Canon EOS Kiss X8i (Canon, Tokyo, Japan) 

camera on an optical microscope (OLYMPUS BX50, Olympus, Tokyo, Japan). 

 
Extraction and detection of TGF-β and MMPs activities in porcine dental pulp 
The frozen dental pulp body (15 g) was minced with a razor blade and suspended with NP40 
Cell Lysis Buffer (Life Technologies/Invitrogen, Carlsbad, CA, USA) containing protease 
inhibitor cocktail (Sigma-Aldrich, St. Louis, MO, USA). The supernatant was buffer-exchanged 
into 50 mM Tris–HCl and 6 M urea (pH 7.4) with a YM-3 membrane (Merck KGaA, Darmstadt, 
Germany). The sample was applied onto a Heparin Sepharose 6 Fast Flow column (1.6 cm x 20 
cm, GE Healthcare, Uppsala, Sweden) with buffer A: 50 mM Tris–HCl and 6 M urea (pH 7.4). 
Proteins were eluted with a step gradient of NaCl (0, 0.05, 0.1 and 0.2 M) in buffer A at a flow 
rate of 0.2 mL min-1 at 4°C while monitoring the absorbance at 280 nm. Each fraction was 
dialyzed against water and characterized by sodium dodecyl sulfate–polyacrylamide gel 



electrophoresis (SDS-PAGE), Western blot, zymography and an alkaline phosphatase-human 
periodontal ligament cell-line (ALP-HPDL) system (see “Enzyme assay (ALP-HPDL system)” 
in the Supplementary Methods. 
 
Isolation, transfection and establishment of cell line of porcine dental pulp cells 
Tooth germs of permanent incisors were surgically extracted from the mandibles of deceased 
5-month-old pigs (n = 10) from the Meat Market of Metropolitan Central Wholesale Market 
(Shinagawa, Tokyo, Japan). Pulp tissue pulled out from tooth germs was briefly rinsed in 
ice-cold sterile PBS to remove blood cells, minced with a surgical blade and digested in a 
solution of 0.1% collagenase and 0.2% dispase II (Wako Pure Chemical Industries, Osaka, 
Japan) for 1 hr at 37°C with gentle shaking. The released cells were passed through a 70-µm 
cell strainer (BD Falcon, Bedford, MA, USA) and washed three times with PBS by 
centrifugation. The cells were then cultured in alpha Minimum Essential Medium (αMEM) 
(Gibco/Life Technologies, Carlsbad, CA, USA) containing 10% fetal bovine serum (FBS) and 
antibiotics (50 U/mL of Penicillin, 50 µg/mL of Streptomycin, Gibco) at 37°C in a humidified 
5% CO2 atmosphere. 

Pulp cells isolated from porcine tooth germs were plated at subconfluent cell densities and 
transfected with the pSV3-neo plasmid (ATCC 37150) using Lipofectamine 2000 
(Invitrogen/Life Technologies, Carlsbad, CA, USA) in accordance with the manufacturer’s 
instructions. The pSV3-neo plasmid expresses the SV40 large T-antigen for immortalization and 
neomycin phosphotransferase for selection. Two days after transfection, the cells were re-plated 
at low density and selected with 0.35 mg/mL of geneticin (G418) (ATCC, Manassas, VA, USA). 
The cells were cultured in media containing G418 until colonies were visible. Individual 
colonies were isolated with cloning cylinders and maintained in the standard medium at 37°C in 
a humidified 5% CO2 atmosphere. 
 
Micro-computed tomography 

The mice were housed in facilities approved by the Association for Assessment and 
Accreditation of Laboratory Animal Care. Mmp20 heterozygous (+/-) mice with C57BL/6 and 
P129 background were purchased from Mutant Mouse Regional Resource Center (Columbia, 
MO), and bred to generate wild type (+/+), Mmp20 heterozygous (+/-) and Mmp20 null (-/-) 
mice littermates. All the pups were genotyped at ages at 4-weeks old using the previously 
reported conditions7. Around 8 weeks old, 3 mice from each of WT and KO littermate groups 
were sacrificed to dissect out their mandibles for micro-computed tomography (µCT) 
experiments described below. Also, maxillary and mandibular first molars were extracted from 
mouse pups at postnatal days 5 and 11 of all three genotypes, wild type (+/+), Mmp20 



heterozygous (+/-) and Mmp20 null (-/-), for protein extraction and detection of TGF-β activity.     
Hemi-mandibles of 8-week-old Mmp20 null (KO) and wild type (WT) mice were dissected 

out, and fixed with 70% ethyl alcohol. Micro-computed tomography (micro-CT) was used to 
measure the relative levels of thickness of dentin layer in mouse mandibular incisor 
cross-sections for KO and WT mice. They were scanned at 8 μm resolution with a micro-CT 
system (μCT-40, Scanco, Bruttisellen, Switzerland) at 70 kV and 114 mA. The micro-CT 
images were obtained and analyzed by ImageJ and Amira 3D software. Amira 3D was mainly 
used to reconstruct 3D images of the hemi-mandibles and to find the right orientation of the 
incisors in order to accurately measure the dentin mineralization and thickness. The 
measurement of the dentin mineralization and thickness were performed with an interval of 1 
mm from the apex of each incisor to 7 mm distance from the apex towards the incisal tip as 
previously described8. The dentin thickness was measured using the distance tool in Image J 
software, and the densities of dentin mineralization were determined with the grey scale values 
of the images in cross-section at 20 μm range under the DEJ and line from DEJ each 
measurement point using Image J. Density of dentin was estimated based on the gray scale 
values and internal standards of the micro-CT system. 
 
Characterization of dentin proteins and TGF-β activity in porcine incisor 
Following the removal of dental pulp and enamel organ epithelium, as much enamel as possible 
was removed by scraping with a curette. Ten incisors were cut off by dividing them into three 
regions (R1-R3) at 0.8 cm intervals and was reduced to “dentin powder” by means of a jaw 
crusher (Retsch Inc., Newton, PA, USA). Dentin powder (R1: 2.60 g, R2: 2.37 g, R3: 1.57 g) 
was suspended with 50mM Tris-HCl/4M guanidine buffer (pH 7.4) containing Protease 
Inhibitor Cocktail Set III [1mM 4-(2-aminoethyl) benzenesulfonyl fluoride hydrochloride 
(AEBSF), 0.8 mM aprotinin, 50 mM bestatin, 15 mM E-64, 20 mM leupeptin, and 10 mM 
pepstatin (Calbiochem EMD Chemicals Inc., Gibbstown, NJ, USA)] and 1 mM 
1,10-phenanthroline (Sigma-Aldrich) and was homogenized using a Polytron (Capitol Scientific, 
Inc., Austin, TX, USA) homogenizer for 30 seconds at half speed. Insoluble material was 
pelleted by centrifugation (15,900g) and extracted two more times with the same buffer. The 
guanidine-insoluble material was dialyzed against 16 L of 0.17 N HCl and 0.95% formic acid 
containing 10mM benzamidine (Sigma-Aldrich), 1 mM PMSF, and 1 mM 1,10-phenanthroline 
for 1 day. Following centrifugation of the dialysis bag contents, the acid-soluble supernatant 
was stored at -80°C. The pellet was extracted with 50mM Tris-HCl/4M guanidine buffer (pH 
7.4) containing Protease Inhibitor Cocktail Set III and centrifuged, and the supernatant (G2 
extract) was dialyzed against water, lyophilized, and characterized by SDS-PAGE and the 
ALP-HPDL system.  



 
Density and volume measurement 
In main Fig. 7, three non-carious porcine first (6m-1, 12m-1), second (6m-2, 12m-2) and third 
(12m-3) molars [m = month] were used for density and volume measurement (see main Fig.7a). 
The apical root was first separated by cutting with jewelry saw from 6m-1, 12m-1 and 12m-2 
teeth, and then root furcations (approximately 5 mm thick) were prepared by cutting at 
cementum-enamel junction (CEJ) (see main Fig. 7b). On the other hand, the root furcation from 

6m-2 and 12m-3 teeth were obtained by cutting at CEJ with dissecting scissor (see Main Fig. 
7b). The density and volume measurement of root furcation was measured by Pycnometer 
method. To calculate the mass of pycnometer at T (°C) as the first step, the weight of 
pycnometer only (mf) and the weight of pycnometer with water (ma’) were measured. 
Subsequently, the water density in pycnometer at 25.5°C (pw(T), before measurement) and at 
25.8°C (pw(T’), after measurement) were obtained from the density table of water. The mass of 
pycnometer (ma) was determined from the following formula. 

As the second step, the weight of root furcation (ms) and the weight of pycnometer, water 
and root furcation (mb) were measured. Subsequently, the water density in pycnometer 
containing water and root furcation at 25.5°C (pw(T’’)) was obtained from the density table of 
water. The density of root furcation (ps) was determined from the following formula. 

 

 

The volume was calculated by dividing weight by density. 

 

The result of each parameter, density and volume is shown in Supplementary Table S4 and the 
average value of density and volume is shown in main Fig. 7c and 7d, respectively.  
 
Protein extraction after density and volume measurement 
Following the density and volume measurement each root furcation was reduced to tooth 
powder by means of a jaw crusher (Retsch Inc., Newtown, PA, USA). Tooth powder was 

ma = 
pw(T)  

pw(T’)  

(ma’-mf)+mf 

Vol (cm3) = 
ps 

ms 

= pw(T’’)  

ms+(ma-mb) 

ms X 
ps (g/cm3) 



dialyzed against 10 L of 0.17 N HCl and 0.95% formic acid containing 10mM benzamidine 
(Sigma-Aldrich), 1 mM PMSF, and 1 mM 1,10-phenanthroline for 3 h at 4°C. Following 
centrifugation of the dialysis bag contents, the acid-soluble supernatant was stored at -80°C. The 
insoluble pellet was extracted with 0.5 M acetic acid/2 M NaCl and centrifuged, and the 
supernatant (AN extract) was dialyzed against 10 L of water for overnight at 4°C, lyophilized, 
and stored at -80°C. The amount of total protein was normalized by dividing the amount of AN 
extract by volume (normalized amount), and characterized by sodium dodecyl sulfate–
polyacrylamide gel electrophoresis (SDS-PAGE) and Western blotting with 0.3% amount of 
normalized amount (see Supplementary Table S5).  
 
Zymography 
Zymography was carried out using Novex 10% Zymogram Gelatin Gel (Life 
Technologies/Invitrogen/Thermo Fisher Scientific, Waltham, MA, USA). Samples were 
dissolved in NuPAGE LDS sample buffer (Invitrogen), and electrophoresis was carried out at 30 
mA for about 1 h with Novex Tris Glycine SDS running buffer (Life 
Technologies/Invitrogen/Thermo Fisher Scientific). The gel was shaken gently in 2.5% Triton 
X-100 solution for 1 h at room temperature with one buffer change and then incubated 
overnight with or without 10 mM EDTA in 50 mM Tris–HCl (pH 7.4) containing 10 mM CaCl2. 
Proteinase activities were visualized as unstained bands after the gel was stained with 
Coomassie Brilliant Blue R-250 (CBB) (Bio-Rad Laboratories, Hercules, CA, USA). The 
apparent molecular weights of the protein bands were estimated by comparison with 
DynaMarker Protein MultiColor III (BioDynamics Laboratory Inc, Tokyo, Japan). 
 
Enzyme assay (ALP-HPDL system)9  

Human periodontal ligament fibroblasts (HPDL) were purchased from LONZA (LONZA, 
Walkersville, MD, USA). The HPDL cells were distributed in 96-well plates at a density of 
approximately 5 x 105 cells/well and incubated for 24 hours. The growth medium was changed 

to contain with or without 10 nM 1α,25-dihydroxyvitamin D3 and 10 µg mL-1 of samples 
dissolved in ultrapure water. After 72 additional hours of incubation, the cells were washed once 
with phosphate buffered saline (PBS), and ALP activity was assayed using 10 mM 
p-nitrophenylphosphate as the substrate in 100 mM 2-amino-2-methyl-1,3-propanediol-HCl 
buffer (pH 10.0) containing 5 mM MgCl2 and incubated for 10 minutes at 37°C. Adding NaOH 
quenched the reaction, and the absorbance at 405 nm was read on a plate reader. Positive 

controls included the use of recombinant human TGF-β1 (rhTGF-β1) with carrier (0.3 ng mL-1) 
(R&D Systems). The TGF-β1 receptor inhibitor, SB431542, was applied to a final concentration 
of 1 mM into the ALP-HPDL system for examination of the influence against the ALP-inducing 



activity increased by the application of samples. In controls, the ALP-inducing activity in HPDL 
cells was enhanced by rhTGF-β1. 
 
Enzyme-linked immunosorbent assay (ELISA) 
Each of HF extracts (10 µg each) obtained from Mmp20(+/+), Mmp20(+/-) and Mmp20(-/-) 

mice at days 5 and 11 first molar was bound to TGF-β1 capture antibody coated on the plate and 
was labeled by HRP-conjugated TGF-β1 detection antibody. The quantitative analysis of 
TGF-β1 was carried out based upon a calibration curve prepared from different concentrations 
of standard TGF-β1 (see Supplementary Fig. S6). The positive signal for TGF-β1 was detected 
using a tetramethylbenzidine (TMB) substrate. 
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Supplementary Table S1. Selected primers, size of amplified product for qPCR analysis 
shown in main Fig. 1. 
 

Gene 
Sequence 

(5'->3') 

Size 

(bp) 

qPCR Protocol* (45 

cycles) 

Annealing 

°C 

ALK5 
F CCTAATTCCGCGAGACAGGC 

145 

60 

R GCCAGATGGTGGCTTTCCTG 

BMP1 
F CTGGGTTGAGTTCCGCAGTA 

82 
R CACATCTCCCCCACAGATGG 

Latent 

TGFβ1 

F GCCTGCTGAGGCTCAAGTTA 
131 

R ATCAAAGGACAGCCACTCCG 

Latent 

TGFβ2 

F GCGCTACATCGACAGCAAAG 
143 

R TGCAGCAGGGACAGTGTAAG 

Latent 

TGFβ3 

F CTGTGCGTGAATGGCTCTTG 
93 

R TATCCCCGTTGGGCTGAAAG 

TGFβ1 
F TTCATGAACCCAAGGGCTACC 

104 
R CTGGTTGTACAGAGCCAGGAC 

TGFβ2 
F CAGTGGGAAGACCCCACATC 

150 
R ATGTAAAGTGGACGCAGGCA 

TGFβ3 
F TGATTCCTCCAGACCGGCTA 

123 
R CAATGTAGAGAGGGCGCACA 

MMP2 
F CCGACGTGGCCAATTACAAC 

142 
R CTACACGCCTGATCTGGACC 

MMP20 
F ATGCAGCTTACGAAGTGGCT 

95 
R GGGAGGACCTTGCATTTGGA 

MMP11 
F GTATCCAGCACCTCTATGGGC 

148 65 
R ACTGCATCAAAGGAGACCTGG 

GAPDH 
F CCATCACCATCTTCCAGGAG 

346 60 
R ACAGTCTTCTGGGTGGCAGT 

* The reactions ran for 45 cycles, with denaturing at 95°C for 10 seconds, annealing at 60°C for 
all gene except for MMP11 (at 65°C) for 10 seconds, and extension at 72°C for 15 seconds. 

 



 
Supplementary Table S2. Selected primers, size of amplified product for qPCR analysis 
shown in Supplementary Fig. S1. 
 

Gene Sequence Size 
 

Gene Sequence Size 

(Primer set No) (5'->3') (bp) 
 

(Primer set No) (5'->3') (bp) 

MMP1 F CCAGGTATTGGAGGGGATGC 
93  

MMP8 F CTCGCTCCCACAAGATGACA 
89 

(1) R TTCATGAGCAGCCACACGAT 
 

(2) R GGGTGTGGTTGGTCCAGTAG 

MMP1 F TCCTGACGTGGCTGAGTTTG 
121  

MMP8 F ACTCGCTCCCACAAGATGAC 
116 

(2) R AATGGCACGGTCCACATCTT 
 

(3) R AAACGTCAGTCTGGGGTCAC 

MMP1 F CAAGGTCTCCGAGGGTCAAG 
114  

MMP9 F AACGCCGACATCGTTATCCA 
135 

(3) R CCTGGCTGAAAAGCATGAGC 
 

(1) R GAGTTGTGGTCTCTGGGCAA 

MMP1 F TCTGGCCACAAGTGCCAAAT 
114  

MMP9 F CGCCGACATCGTTATCCAGT 
125 

(4) R ATAGCACATCCTGCCCCCTA 
 

(2) R TCTTCATCGTCGAAGTGGGC 

MMP1 F CCACTGACATTGGGGCTTTG 
118  

MMP9 F CATTCAAGGAGACGCCCACT 
91 

(5) R TGAACGGGGTTTTCGGAAGG 
 

(3) R GCCTTTTGCGTTTCCGAAGT 

MMP3 F CACTTACAGACCTGGCTCGG 
113  

MMP9 F AGGACAAGAAGTGGGGCTTC 
129 

(1) R AGATTCTGTGGGCTCAACGG 
 

(4) R TGTACATGGGGTACATGAGCG 

MMP3 F CCACACCCTGGGTTTTCCTT 
137  

MMP9 F CACTGCCAACTACGACCAGG 
108 

(2) R ACCTGGCTCCATGGATTGTC 
 

(5) R GTGAAGGGGAAGACGCACAG 

MMP3 F TCCATGGAGCCAGGTTTTCC 
132  

MMP9 F CCGAGGCGTCTGGATAAGTT 
146 

(3) R TGGGTCAAACTCGAACTGCG 
 

(6) R CTCCGGGAATCCACCTTCTG 

MMP3 F CTTCAGCCCTTTTGACGGAC 
146  

MMP10 F AGGAAAATTGATGCAGCTGT 
233 

(4) R CATGGGCAGCAACAAGGAAT 
 

(1) R CTGGCATTGGGGTCAAACTC 

MMP3 F ACCTGGCTCGGTTCCGCCTTTCT 
98  

MMP10 F AAATACTGGAGATTTGATGA 
170 

(5) R TGTGGGCTCAACGGGCTCAGGA 
 

(2) R CTGGCATTGGGGTCAAACTC 

MMP3 F GGCCGGGGATTTATGGAGAAG 
111  

MMP13 F CCCTGCCCATTCCCAATGAC 
147 

(6) R CCAGGGAATGGCCAAGTTCAT 
 

(1) R TAAGCCTGTCAACCACGGAG 

MMP7 F ATGAGTGAGCAGCAGTGGGAA 
144 

  MMP13 F CCCACCCGTGACCTTATCTT 
143 

(1) R TAGCATTCCAGTTATAGGCAGGC   (2) R AAGTGAACGGCTGCGCTTAT 

MMP8 F CTACTGGACCAACCACACCC 
132  

MMP13 F CCCCACCCGTGACCTTATCT 
119 

(1) R CGACTCTGCGTAGTTGAGGG 
 

(3) R ACGGCTGCGCTTATCCTTTT 

Note: The reactions ran for 45 cycles, with denaturing at 95°C for 10 seconds, annealing at 
60°C for 10 seconds, and extension at 72°C for 15 seconds.   
 



 
Supplementary Table S3. Number of teeth, their collective weights, total micrograms of 
protein (HF extracts), and micrograms of protein extracted per tooth obtained from 
Mmp20(+/+) (WT), Mmp20(+/-) (Het), and Mmp20(-/-) (Null) mice on days 5 and 11. 
 

  Day 5 Day 11 
  WT Het Null WT Het Null 
Number of teeth  39  48 32  39  48  24  
Tooth (mg)* 11.9 11.6 12.5 13.0 11.7 12.4 
HF extracts (μg) 103 107 116 108 110 107 
HF/mg tooth 
(μg) 

8.65 9.26 9.25 8.32 9.36 8.64 

* The weight is indicated by numbers after the extraction of enamel protein.  



 

Supplementary Table S4. Parameters, density and volume of each age of root furcation 
measured by Pycnometer method. 
 

 

6m-1a 6m-1b 6m-1c 6m-2a 6m-2b 6m-2c 12m-1a 12m-1b 12m-1c 12m-2a 12m-2b 12m-2c 12m-3a 12m-3b 12m-3c 

mf 12.317 12.317 12.317 12.317 12.317 12.317 12.317 12.317 12.317 12.317 12.317 12.317 12.317 12.317 12.317 

ma' 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 

pw(T') 0.9969 0.9969 0.9969 0.9969 0.9969 0.9969 0.9969 0.9969 0.9969 0.9969 0.9969 0.9969 0.9969 0.9969 0.9969 

pw(T’) 0.9969 0.9968 0.9968 0.9967 0.9967 0.9967 0.9968 0.9968 0.9968 0.9968 0.9968 0.9968 0.9968 0.9968 0.9968 

mb 17.512 17.435 17.476 17.3111 17.313 17.312 17.556 17.591 17.561 17.701 17.675 17.687 17.346 17.364 17.355 

Pw 

(T”) 
0.9969 0.9968 0.9968 0.9967 0.9967 0.9967 0.9968 0.9968 0.9968 0.9968 0.9968 0.9968 0.9968 0.9968 0.9968 

ma 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 17.292 

ms (g) 0.495 0.375 0.425 0.061 0.074 0.064 0.575 0.615 0.589 0.897 0.875 0.881 0.154 0.205 0.185 

ps 

(g/cm3) 
1.796 1.614 1.760 1.432 1.508 1.460 1.840 1.937 1.832 1.831 1.772 1.808 1.540 1.537 1.508 

Vol 

(cm3) 
0.276 0.232 0.241 0.043 0.049 0.044 0.312 0.317 0.322 0.490 0.494 0.487 0.100 0.133 0.123 

 



 
Supplementary Table S5. Amount of total protein in AN extract obtained from root 
furcation and the normalization for SDS-PAGE and Western blot analysis. 
 

 

6m- 

1a 

6m- 

1b 

6m- 

1c 

6m- 

2a 

6m- 

2b 

6m- 

2c 

12m- 

1a 

12m- 

1b 

12m- 

1c 

12m- 

2a 

12m- 

2b 

12m- 

2c 

12m- 

3a 

12m- 

3b 

12m- 

3b 

AN 

(μg) 
600 550 580 180 190 200 350 320 370 540 510 550 310 440 370 

Vol (cm3) 0.276 0.232 0.241 0.043 0.049 0.044 0.312 0.317 0.322 0.490 0.494 0.487 0.100 0.133 0.123 

Normalized 

Amount* 

 (μg) 

2174 2371 2407 4186 3878 4545 1121 1009 1149 1102 1032 1129 3100 3308 3008 

Loading 

amount for 

SDS-PAGE** 

(μg) 

6.51 7.11 7.22 12.6 11.6 13.6 3.36 3.03 3.45 3.31 3.10 3.39 9.30 9.92 9.02 

 
*The normalized amount was obtained by dividing the amount of AN extracts by volume.  
**The loading amount for SDS-PAGE was calculated as 0.3% amount of normalized amount 
and the average amount of each age of sample was used for loading onto the gel. 

 



 

 

 

Supplementary Fig. S1. Reverse transcription polymerase chain reaction (PCR) analysis of 
MMPs in porcine dental pulp and odontoblasts. PCR analysis was performed based on 
primer sets shown in Supplementary Table S2. a) MMP1, b) MMP3, c) MMP7, d) MMP8, e) 
MMP9, f) MMP10, and g) MMP13. Each PCR product was based on an equal amount of 
glyceraldehyde-3-phosphate dehydrogenase GAPDH) and separated by electrophoresis on 2% 
agarose gel. Their predicted and observed sizes are shown under the gel images. PT: pulp tip, 
PB: pulp body, OD: odontoblasts. 



 
Supplementary Fig. S2. Alignment of the amino acid sequence of mature TGF-β1, 
TGF-β2 and TGF-β3 among pig, human, mouse and rat. The number of the last amino acid 
in each row is provided on the right. The consensus amino acid sequence for heparin-binding 
site is shown in red underline. Acc No. of TGF-β1 (pig: AAL57902, human: NP000651, 
mouse: NP035707, rat: NP067589), TGF-β2 (pig: AAB03850, human: AAA50405, mouse: 
NP033393, rat: NP112393) and TGF-β3 (pig: NP999363, human: AAC79727, mouse: 
AAI08427, rat: NP037306) 

 



Supplementary Fig. S3. Amino acid sequence of porcine MMP2 and MMP11. (a) MMP2 
(Acc No. NP999357) and (b) three isoforms of MMP11 (Acc No. of isoform 1: XP001929480, 
isoform 2: XP005670966 and isoform 3: XP020928168). The number of the last amino acid in 
each row is provided on the right. The number on the left in MMP11 indicates MMP11 
isoforms. The consensus amino acid sequence for heparin-binding site is shown in red color.  
 



 

 
 
Supplementary Fig. S4. Uncropped images of all gels and Western blots shown in main 
Figures. The cropped parts that are shown in the main Figures are marked by red boxes. 
 
 

 

 

 

 

 

 



 

 
Supplementary Fig. S5. Inherent alkaline phosphatase (ALP) activity of porcine dental 
pulp-derived cell lines (PPU-1, -3, -7, -10, -12, -16, -17 and -18). Data are means ±SE of 6 
culture wells. 
 

 



 

Supplementary Fig. S6. ELISA for the detection of TGF-β1. (a) Detection with 
tetramethylbenzidine substrate for serial dilutions of TGF-β1 ranging from 0 to 2000 pg mL-1 
trapped to both TGF-β1 capture and detection antibodies. (b) Calibration curve between 
absorbance at 405 nm and concentrations of serial dilutions of TGF-β1. 
 
 
 
 
 

 

 

 

 

 
 
 


