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MiR-153 Regulates Amelogenesis 
by Targeting Endocytotic and 
Endosomal/lysosomal Pathways–
Novel Insight into the Origins of 
Enamel Pathologies
Kaifeng Yin1,2, Wenting Lin1, Jing Guo3, Toshihiro Sugiyama4, Malcolm L. Snead1, 
Joseph G. Hacia5 & Michael L. Paine1

Amelogenesis imperfecta (AI) is group of inherited disorders resulting in enamel pathologies. The 
involvement of epigenetic regulation in the pathogenesis of AI is yet to be clarified due to a lack of 
knowledge about amelogenesis. Our previous genome-wide microRNA and mRNA transcriptome 
analyses suggest a key role for miR-153 in endosome/lysosome-related pathways during amelogenesis. 
Here we show that miR-153 is significantly downregulated in maturation ameloblasts compared 
with secretory ameloblasts. Within ameloblast-like cells, upregulation of miR-153 results in the 
downregulation of its predicted targets including Cltc, Lamp1, Clcn4 and Slc4a4, and a number of 
miRNAs implicated in endocytotic pathways. Luciferase reporter assays confirmed the predicted 
interactions between miR-153 and the 3′-UTRs of Cltc, Lamp1 (in a prior study), Clcn4 and Slc4a4. In 
an enamel protein intake assay, enamel cells transfected with miR-153 show a decreased ability to 
endocytose enamel proteins. Finally, microinjection of miR-153 in the region of mouse first mandibular 
molar at postnatal day 8 (PN8) induced AI-like pathologies when the enamel development reached 
maturity (PN12). In conclusion, miR-153 regulates maturation-stage amelogenesis by targeting key 
genes involved in the endocytotic and endosomal/lysosomal pathways, and disruption of miR-153 
expression is a potential candidate etiologic factor contributing to the occurrence of AI.

Amelogenesis, the process of enamel formation, involves two major functional stages–secretory and matu-
ration1. As enamel organs transition from secretory to maturation stage, the innermost layer of cells–amelo-
blasts–undergo both morphological and functional changes. Ameloblasts in secretory stage mainly function to 
synthesize and secrete a series of enamel matrix proteins (EMPs) into the future enamel space2. During enamel 
maturation, EMPs are fragmented extracellularly in the presence of ameloblast-derived proteinases3–6. The EMP 
debris is retrieved by ameloblasts for further degradation within the cellular endosomal/lysosomal apparatus7–9, 
and the concomitant ion flux through the ameloblasts gives rise to mature tooth enamel with highly organized 
crystal structure. Thus, removal of EMPs mediated by ameloblast-hosted endocytotic and endosomal/lysosomal 
pathways is one of the key processes in maturation-stage enamel formation7,10,11. Although earlier studies focused 
on passive diffusion or non-specific internalization in interpreting the cellular uptake of EMPs from enamel 
space12–16, more evidence from recent studies lends support to a mode of receptor-dependent endocytosis with 
coated vesicles7–11.
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The involvement of miRNAs in tooth development was first proposed in 200817. Two functional studies, in 
which epithelial Dicer-1 was deleted at earlier stages of tooth development, elicited tooth phenotypes with varying 
severities18,19. In vitro studies confirmed the functional roles of miR-34a, miR-143 and miR-145 in the regulation 
of terminal dental cell differentiation20,21. Furthermore, the expression of miRNAs showed a dynamic property 
during different stages of tooth formation11,19,22. In our previous study, we performed genome-wide miRNA and 
mRNA transcriptome analysis using RNA samples isolated from rat secretory- and maturation-stage enamel 
organs11. We identified a group of miRNAs expressed in a stage-specific manner, which are significantly enriched 
in the gene functional categories equivalent to those key processes during amelogenesis. Most notably, miR-153 
is predicted to be one of the miRNA regulators targeting endocytotic and endosomal/lysosomal pathways, and 
experimental evidence from luciferase report assays validated the predicted interaction between miR-153 and the 
3′ -UTR of Lamp111.

Here, we further extended our knowledge about the role of miR-153 in amelogenesis and the pathogenesis of 
Amelogenesis Imperfecta (AI) by collecting additional evidence from both in vitro and in vivo functional studies. 
We identified key genes in the endocytotic and endosomal/lysosomal pathways that were regulated by miR-153 
expression in our assay systems. In addition, we provide evidence of the importance of miR-153 expression levels 
in regulating amelogenesis and the specific molecular mechanisms that miR-153 plays in this process. Our find-
ings would help better understand the potential etiologic factors contributing to the occurrence of AI and possible 
preventative or therapeutic approaches to disease.

Results
The expression of miR-153 is significantly downregulated during maturation-stage amelogen-
esis. Commercially available LNA-DIG miRNA probes detected the expression patterns of miR-153 in prese-
cretory-, secretory- and maturation-stage mouse enamel organs (Fig. 1a–e′). The morphologies of mouse enamel 
organs overlying mandibular first molars and incisors were first revisited by staining the PN6 and PN9 mandible 
section slides with U6 LNA-DIG probes (Fig. 1a–e), which also indicated a positive staining pattern of nuclei. In 
situ hybridization of miR-153 exhibited significantly higher signal intensities in presecretory- and secretory-stage 
enamel organs than in maturation-stage (Fig. 1a′–e′ ).

Using total RNA samples isolated from secretory-stage (PN6) and maturation-stage (PN9) mouse mandibu-
lar molars, the relative expression levels of miR-153 were quantified by real-time PCR analysis. Compared with 
secretory stage, miR-153 showed significantly decreased expression in maturation-stage enamel (P =  0.002, n =  4) 
(Fig. 1f); the fold change was approximately -3.8 (maturation/secretory, Fig. 1g). The results were consistent with 
the findings surfaced by in situ hybridization analysis (Fig. 1a′–e′ ).

Endocytotic and endosomal/lysosomal pathways in maturation-stage enamel organ are 
marked by immunostaining. Cltc and Lamp1 were used as marker genes for endocytotic and endosomal/
lysosomal pathways in enamel organs8,9,23. In the maturation-stage enamel organ of 4-week-old rats, Cltc and 
Lamp1 were stained positively in both papillary layer24 and ameloblasts (Am) (Fig. 2a). Cltc in maturation-stage 
ameloblasts localized to the apical membrane and subapical cytoplasmic regions, while a main feature of Lamp1 
expression was a peri-nuclear distribution pattern. In the cytoplasm halfway between apical membrane and 
nucleus, the staining from Cltc and Lamp1 showed some mixing and/or overlapping, which indicates the cou-
pling of endocytotic and lysosomal pathways intracellularly (Fig. 2a). The expression patterns of Cltc and Lamp1 
in renal proximal tubules (Fig. 2b) and gastric submucosal glands (Fig. 2c) were also shown by immunostaining 
as references.

Selection strategies for miR-153 regulated gene targets. In the previous genome-wide miRNA and 
mRNA transcriptome analyses, miR-153 was identified as one of the differentially expressed miRNAs during 
amelogenesis in rats11. For the target prediction of miR-153, we combined the three algorithms integrated in 
Ingenuity Pathway Analysis (IPA, Ingenuity System, Redwood City, CA). The number of genes of interest was 
reduced by aligning the predicted genes with differentially expressed mRNAs from parallel mRNA microar-
ray analysis, and a list of 993 annotated genes was generated. This group of predicted genes was uploaded to 
WebGestalt for Gene Ontology (GO) and KEGG analyses25–27 (Supplementary Fig. 1). By merging all the func-
tional categories related to endocytotic and endosomal/lysosomal pathways, and arbitrarily setting a fold-change 
threshold at 3.0, the Clcn4, Clcn5, Cltc, Ehd3, Lamp1, Lamp5, Rab7, Rab11fip2, Slc4a4, Slc26a7, Stam and Vps37a 
genes were established as potential targets of miR-153 for further investigation.

Intracellular miR-153 overloading induces changes in gene expression at miRNA, mRNA 
and protein levels. For in vitro functional studies, ALCs and LS8 cells were used as hosts for miR-153. 
The baseline expression levels of miRNAs, which are predicted to be involved in regulating endocytosis and pH  
regulation11, were quantified by real-time PCR using RNA samples isolated from ALCs and LS8 cells without any 
treatment. The expression of miR-153 could not be detected in either cell model, which was in sharp contrast 
with the exceptionally high level of expression of miR-21 (Fig. 3a). Additionally, miR-31, miR-21, miR-135a, 
miR-138, miR-203 and miR-346 showed significantly differential expression patterns between ALCs and LS8 cells 
(P <  0.05) (Fig. 3a and Supplementary Table 1).

Intracellular miR-153 overloading was created by transiently transfecting ALCs and LS8 cells with miR-153 
mimics. After 24 h of incubation following transfection, both cell models showed significant fluctuations in 
miRNA expression. Specifically, in miR-153 transfected ALCs, the expression of miR-3085 and miR-346 was 
upregulated compared with negative control siRNA, while the expression of miR-298, miR-135a, miR-376b and 
miR-203 was downregulated (P <  0.05) (Fig. 3b and Supplementary Table 1). In LS8 cells, the increased intracel-
lular level of miR-153 induced similar directional changes (as in ALCs) in the expression of miR-3085, miR-298, 
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miR-135a and miR-376b. In addition there were statistically significant differences in the expression of miR-
138 and miR-346 in LS8 cells transfected by miR-153 and by negative control siRNA (P <  0.05) (Fig. 3c and 
Supplementary Table 1).

At mRNA level, the expression changes caused by miR-153 overloading were more consistent between the two 
cell models. Among all the gene targets, Clcn4, Cltc, Lamp1 and Slc4a4 exhibited significantly decreased expres-
sion in ALCs and LS8 cells transfected by miR-153 (P <  0.05) (Fig. 3d,e and Supplementary Table 1). In ALCs, the 
expression of Stam was significantly downregulated (Fig. 3d), while in LS8 cells, Rab11fip2 also showed a signif-
icant decrease in expression. The remaining gene expression targets showed no significant changes in response 

Figure 1. In situ hybridization and real-time PCR analysis of miR-153. Am: Ameloblast; En: Enamel; De: 
Dentin; Od: Odontoblast; ES: Enamel Space. M-S: Molar-Secretory stage; M-M: Molar-Maturation stage; I-P: 
Incisor-Presecretory stage; I-S: Incisor-Secretory stage; I-M: Incisor-Maturation stage. **Marks the signals from 
positive control (a–e) and miR-153 expression (a′ –e′ ). (a,a′ ) secretory-stage enamel organ (PN6) of mouse 
mandibular first molar; (b,b′ ) maturation-stage enamel organ (PN9) of mouse mandibular first molar; (c,c′ ) 
presecretory-stage enamel organ of PN9 mouse mandibular incisor; (d,d′ ) secretory-stage enamel organ of PN9 
mouse mandibular incisor; (e,e′ ) maturation-stage enamel organ of PN9 mouse mandibular incisor. Positive 
control for in situ hybridization is shown in panels (a–e) where the samples were incubated with U6 detection 
probes, and signals were mainly observed in the nuclei. MiR-153 expression by in situ hybridization is shown in 
panels a′ –e′ . The miR-153 signals developed from presecretory- and secretory-stage enamel organ (a′ ,c′ ,d′ )  
were higher than those from maturation-stage enamel organ (b′ ,e′ ). The scale bar for all in situ hybridization 
images was 100 μ m. Relative expression of miR-153 by real-time PCR using total RNAs isolated from secretory- 
and maturation-stage mandibular first molars of four animals (n =  4; panel f). The expression of miR-153 was 
significantly downregulated at maturation stage compared with secretory stage (*P =  0.002). The average fold 
change of miR-153 was ~− 3.8 (maturation/secretory; panel g).
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Figure 2. Endocytotic and endosomal/lysosomal pathways marked by immunofluorescence. Cltc and 
Lamp1 were marker genes for endocytotic and endosomal/lysosomal pathways in maturation-stage enamel 
organ overlying four-week-old rat mandibular incisor (a). The expression patterns of Cltc and Lamp1 in renal 
proximal tubules (b) and gastric submucosal glands (c) from four-week-old rat were stained as references. Red 
signals were from Lamp1 and green signals Cltc. All slides were counterstained by DAPI before cover slides 
were applied. The scale bar was 25 μ m for all immunostaining images.
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Figure 3. Baseline expression of miR-153 in ALCs and LS8 cells and MiR-153 induced changes in miRNA 
and mRNA expression by real-time PCR. (a) In both ALCs and LS8 cells, the expression of miR-153 was not 
detected by real-time PCR. MiR-31, miR-21, miR-135a, miR-138, miR-203 and miR-346 showed statistically 
significant differential expression between the two ameloblast-like cell models. The expression levels of miR-
31, miR-21 and miR138 cannot be fully appreciated in the figure and the values are as follows: miR-31 in LS8 
1.11 ±  0.0096, miR-21 in ALC 8.47 ±  0.94, miR-21 in LS8 1.35 ±  0.21, miR-138 in ALC 0.015 ±  0.0014.  
(b) MiRNA expression changes in ALCs. (c) MiRNA expression changes in LS8 cells. In miR-153 transfected 
ALCs compared with negative control siRNA transfected ALCs, the expression of miR-3085 and miR-346 was 
upregulated, while the expression of miR-298, miR-135a, miR-376b and miR-203 was downregulated. In LS8 
cells, intracellular overloading of miR-153 induced similar changes in the expression of miR-3085, miR-298, 
miR-135a and miR-376b as those in ALCs. There were statistically significant differences in the expression 
of miR-138 and miR-346 in LS8 cells transfected by miR-153 and by negative control siRNA. (d) Gene 
expression changes in ALCs. (e) Gene expression changes in LS8 cells. Clcn4, Lamp1, Cltc and Slc4a4 exhibited 
significantly decreased expression in ALCs and LS8 cells transfected by miR-153. In ALCs, the expression of 
Stam was downregulated in miR-153 transfection group compared with mock transfection group. Rab11fip2 in 
miR-153 transfected LS8 cells showed increased expression. The expression of the remaining gene targets did 
not show any changes in response to miR-153 transfection in either cell model. The expression of Lamp5 was 
barely detected in both cells models. *P <  0.05.
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to miR-153 transfection in either cell model. Note that miR-153 failed to trigger any changes in the mRNA-level 
expression of Lamp5, which was barely detectable in either cell model (Fig. 3d,e and Supplementary Table 1).

At the protein level, intracellular overloading of miR-153 caused statistically significant downregulation 
of Clcn4, Lamp1, Cltc and Slc4a4 (P <  0.05) (Fig. 4). The results correspond well with those generated from 
real-time PCR analysis at mRNA level (Fig. 3d,e and Supplementary Table 1).

Cltc, Clcn4 and Slc4a4 are validated gene targets subject to miR-153 regulation. In the cell 
culture assays reported above, the intrinsic expression of Cltc, Clcn4, Slc4a4 and Lamp1 within ALCs and LS8 
cells was suppressed by exogenously introduced miR-153 mimics at both mRNA and protein levels (Fig. 3b–e 
and Supplementary Table 1). The predicted interaction between miR-153 and the 3′ -UTR of Lamp1 was validated 
previously by luciferase reporter assay11. As a result, three types of luciferase vectors containing the 3′ -UTR of 
Cltc, Clcn4 and Slc4a4 were purchased for further investigation in this study (Genecopoeia). The vectors perti-
nent to Slc4a4 came in two tubes containing an “a” and “b” fragments of 3′ -UTRs, which corresponded with two 
different predicted interaction regions with miR-153. The more common predicted interaction (miR-153 with “a” 
fragment) was provided in Fig. 1, and the information about “b” fragment was not disclosed by the manufacturer. 
In the luciferase reporter assays of Cltc and Clcn4, miR-153 mimics caused decreases of ~77% and ~46% in the 
luciferase reporter activities (P =  0.012, P =  0.028) (Fig. 5c,d). The differences in luciferase reporter activities from 
Slc4a4 vectors between miR-153 transfection group and mock transfection group were also found to be statis-
tically significant (“a” fragment: ~60% decrease, P =  0.048; “b” fragment: ~46% decrease, P =  0.046) (Fig. 5e,f). 
Collectively, these data suggest that there were direct interactions between the seeding sequences of miR-153 and 
the 3′ -UTRs of Cltc, Clcn4 and Slc4a4.

MiR-153 alters the response of ameloblast-like cells to extracellular EMPs. Previous in vitro stud-
ies have demonstrated that LS8 cells take up fluorophore-labeled EMD8, and that the uptake of EMD leads to 
changes in gene transcription tied to clathrin-dependent endocytosis23. Here we applied EMD stock solution 
(2 mg/μ l) to the culture medium of ALCs and LS8 cells to obtain a final concentration of 500 μ g/ml. Following 6 h 
of exposure to EMD, RNA samples were isolated from cells transfected with miR-153 mimics and negative control 
siRNA for real-time PCR analysis of endocytosis-related miRNAs. Within both ALCs and LS8 cells, addition of 
EMD elicited significant downregulation of miR-3085, miR-298, miR-138, miR-135a and miR-376b (P <  0.05) 
(Fig. 6a,b and Supplementary Table 1). The fold changes of miRNAs in ALCs varied from ~− 2.4 to − 1.2, (Fig. 6a), 
while the fold changes of miRNA expression in LS8 cells varied from ~− 6.1 to − 1.4 (Fig. 6b). The expression of 
miR-203 did not show any statistically significant changes in response to EMD uptake in either cell model; and, 
decreased expression of miR-346 was only significant in ALCs (Fig. 6a,b and Supplementary Table 1).

With the purpose of evaluating the direct effect of miR-153 on cellular endocytotic functions, an additional 
EMD intake assay was performed. First, a series of EMD dilutions with concentrations ranging from 4.00 to 
0.03 μ g/μ l were prepared by mixing the stock solution with FBS-free DMEM culture medium (Gibco®  Life 
Technologies). The EMD solutions were subjected to Tris-glycine gel electrophoresis and silver staining to gen-
erate referencing bands for subsequent analysis (Supplementary Fig. 2). For these series of experiments densi-
tometry was used to quantitate the 20 kDa band only, which is the most abundant amelogenin product retrieved 
EMD28. Next, ALCs and LS8 cells were treated with extracellular EMD (at a final concentration of 500 μ g/ml) for 
6 h, the miR-153 affected group showed significantly decreased relative band intensities compared with the “no 
cell” positive control group (ALC: ~− 1.3-fold change, P =  0.038; LS8: ~− 1.5-fold change, P =  0.032) (Fig. 6c,d) 
indicating that both cell lines were resorbing/removing EMD from the medium. However, when the miR-153 
transfection group was compared with the mock transfection group, the difference in relative band densities was 
statistically significant only in ALCs (~1.2-fold change, P =  0.040) (Fig. 6c,d). Although similar results evolved 
from the LS8 cells (i.e. greater resorption of the EMD was seen in the mock transfected group when compared to 
the miR-153 transfected group), the difference did not reach statistical significance (P <  0.05). In summary, this 
data shows that at-least in ALC cells miR-153 overloading results in a decrease in endocytotic activity.

Local microinjection of miR-153 leads to hypomineralization of tooth enamel. In the micro-
injection assay, we mainly sought to create an in vivo miR-153 overloading microenvironment and to evaluate 
its impact on maturation-stage enamel formation. Based on the previous findings, the expression of miR-153 
is significantly downregulated at maturation-stage amelogenesis compared with secretory-stage (Fig. 1). As a 
result, we set PN8, at which the enamel organ of mouse mandibular first molar germs is generally at the end of 
secretory-stage amelogenesis, as the time point for the single microinjection of miR-153 mimics, and we sacri-
ficed the animals at the end of maturation stage (PN12). Three concentrations of miR-153 were used; 10 pmol, 
50 pmol and 100 pmol. Similar effects of miR-153 were observed in animals receiving either the 100 pmol and 
50 pmol microinjection, while 10 pmol had no apparent impact on enamel development. Here, only data and our 
observations from the 100 pmol microinjection group are provided (Fig. 7). When the miR-153 treated PN12 
mandibular first molars (panels A1–3) were compared with PBS controls (panels A4–6) in the same animal, the 
differences in surface enamel densities were found to be statistically significant (P =  0.012, Fig. 7b). To be more 
specific, exogenously introduced miR-153 caused an average of ~44% decrease in relative surface enamel density. 
On the other hand, the injection of scrambled siRNAs generated no statistically significant changes in surface 
enamel density (Fig. 7b), suggesting that the maturation-stage mineralization process was not disrupted by the 
injection procedure. Finally, compared with scramble controls, the miR-153 affected mandibular first molars 
showed an average decrease of ~30% in relative enamel density (P =  0.034, Fig. 7b), which indicated the causal 
relationship between miR-153 and enamel hypomineralization.

In order to investigate the mechanisms of miR-153 induced hypomineralization, protein samples were 
obtained from mandibular first molars that were subject to microinjection at PN8 and collected at PN12 for 
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Figure 4. MiR-153 induced changes in gene expression at protein level by western blot. (a1–d1) Protein-
level gene expression changes in ALCs. (a2–d2) Protein-level gene expression changes in LS8 cells. At protein 
level, intracellular overloading of miR-153 caused statistically significant downregulation of Clcn4 (a1,a2), 
Lamp1 (b1,b2), Cltc (c1,c2) and Slc4a4 (d1,d2), which corresponded well with the results from real-time PCR 
analysis at mRNA level. beta-actin served as controls for sample loading, and band densities were quantified 
relative beta-actin. *P <  0.05.
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Figure 5. Luciferase reporter assay verifying the predicted interaction between miR-153 and target genes. 
(a) Luciferase vector construct. (b) Interactions between miR-153 and target genes predicted by TargetScan. 
Luciferase activities were presented in ratios of Renilla to Firefly luciferase reporter activities. In the luciferase 
reporter assays of Cltc (c) and Clcn4 (d), miR-153 mimics caused decreases of ~77% and ~46% in the luciferase 
reporter activities. The differences in luciferase reporter activities from Slc4a4 vectors (e,f) between miR-153 
transfection group and mock transfection group were also statistically significant (a fragment: ~60% decrease in 
luciferase activity; b fragment: ~46% decrease in luciferase activity). *P <  0.05.
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Figure 6. MiRNA expression changes caused by enamel matrix protein (EMD) exposure and EMD intake 
assay in presence of miR-153 overloading. There were two objectives of this experiment one was to evaluate 
the effect of miR-153 overloading on other miRNAs expressions after EMD exposure, and the second was to 
semi-quantify the effect of miR-153 overloading on EMD uptake. In both ALCs (a) and LS8 cells (b), treatment 
with EMD elicited significant downregulation of miR-3085, miR-298, miR-138, miR-135a and miR-376b. The 
ranges of miRNA expression fold changes in ALC cells were from ~− 2.4 to − 1.2 (b), and the fold changes of 
miRNAs in LS8 cells varied from ~− 6.1 to − 1.4 (a). The expression of miR-203 did not show any statistically 
significant changes in response to EMD uptake in either cell models (a,b), and decreased expression of miR-
346 was only significant in ALCs (a). (c) After 6 h exposure to EMD, protein samples remaining in the medium 
of the cultured ALCs and LS8 cells were extracted for electrophoresis and silver staining. The presumable 
amelogenin bands are at ~20 kD. Positive control (Pos): no cells were seeded and EMD stock solution (2 mg/
μ l) was diluted to 500 μ g/ml with FBS free culture medium; Negative control (Neg): enamel cells were seeded 
with no EMD treatment; MiR-153 transfection (miR): cells were transfected with miR-153 mimics and received 
treatment of EMD at 500 μ g/ml for 6 h; Mock transfection with scrambled siRNA (Scrambled): cells were 
transfected with scrambled siRNAs and were exposed to 500 μ g/ml EMD in the culture medium for 6 h.  
(d) 20 kD band densities were quantified relative to cell-free Positive control group. In ALCs and LS8 cells, 
miR-153 affected group showed significantly decreased relative band intensities compared with positive control 
group (ALC: ~− 1.3-fold change positive/miR-153; LS8: ~− 1.5-fold change positive/miR-153). When the miR-
153 transfection group was compared with mock transfection group, the differences in relative band densities 
were determined to reach statistical significance only in ALCs (~− 1.2-fold change scrambled/miR-153). 
*P <  0.05. NS Not significant.
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Figure 7. Microinjection assay. (a) Protocols for microinjection assay. (b,c) μ CT analysis of miR-153 
affected mandibular first molars. (b) 3-D reconstruction of PN12 mouse mandibular first molars. The colors 
varying from blue to red/yellow represents a change of enamel density from low to high. (b1–b3) miR-153: 
molars affected by miR-153 microinjection (right side mandibular injections); (b4–b6) Control for miR-153: 
left-side molars from the same animals as (b1–b3) with PBS (1X, pH 7.4) microinjection; (b7,b8) Scramble: 
molars affected by scrambled siRNA microinjection (right side mandibular injections); (b10–b12) Control 
for Scramble: left-side molar from (b10–b12) animals receiving PBS (1X, pH 7.4) microinjection. For the 
data presented, the concentration of miR-153 mimics and scrambled siRNA was 100 pmol. (c) Calculation 
and statistical analysis of relative surface enamel densities. When the miR-153 group was compared with PBS 
control group in the same animal, the potential differences in surface enamel densities reached statistical 
significance (P =  0.012). MiR-153 group showed an average of ~44% decrease in relative surface enamel density. 
The injection of scrambled siRNAs did not generate any statistically significant changes in surface enamel 
density relative to the PBS control side. Compared with scramble controls, the miR-153 affected mandibular first 
molars showed an average decrease of ~30% in relative enamel density (P =  0.034). (d,e) Western blot analysis 
of amelogenin in miR-153 injected mandibular first molars. (d) The target band of amelogenin was at 20-kD. 
Beta-actin was used to control the amount of sample loading. (e) The densities of target band were measured 
relative to beta-actin. Statistically significant differences were detected between miR-153 microinjection group 
(miR-153) and PBS control group (Control for miR-153), and between scrambled siRNA microinjection group 
(Scramble) and corresponding PBS control group (Control for scramble). *P <  0.05.
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Western blot analysis. In miR-153 affected molars, an increased quantity of amelogenin was identified, com-
pared with that in either PBS control side (~1.8-fold change, P =  0.023) or scramble controls (~1.4-fold change, 
P =  0.034) (Fig. 7c,d), which suggest that the AI-like signs caused by miR-153 microinjection may be attributed 
to the impaired function of ameloblasts to retrieve extracellular EMPs.

Despite the enamel density difference seen by μ CT analyses, and the retained amelogenin protein seen in the 
same miR-153 treated mandibular molars, the morphology of the enamel organs overlying the mandibular first 
molars did not seem to be significantly influenced by miR-153/scrambled siRNA microinjection as observed 
through H&E staining of the PN12 mandibles (Supplementary Fig. 3).

Discussion
Enamel formation is a mineralization process consisting of secretory and maturation stages. At secretory stage, 
there are four distinct layers of cells in the enamel organ: outer epithelium, stellate reticulum, stratum interme-
dium, and inner epithelium (also referred to as ameloblasts). The first three layers reorganize to form a papillary 
layer at the transition period from secretory to maturation stage1. Although the enamel organ contributes to the 
process of enamel development as an intact structure, most of the functional activities appear to be mediated by 
highly polarized ameloblasts that, at their apical pole, are in direct contact with the newly formed enamel struc-
ture. During maturation-stage tooth development, ameloblasts have been identified to be involved in a series of 
highly orchestrated events including matrix turnover, ion transport, pH regulation, calcium handling and cell 
apoptosis2,10. Previous studies have focused on the signaling pathways of enamel maturation primarily at genetic 
level29–33; however the involvement of epigenetic regulatory mechanisms in this process has not been widely 
studied.

We started to approach the issue by profiling genome-wide miRNA expression using RNA samples isolated 
from rat secretory- and maturation-stage enamel organs11. In our previous study11, we identified 59 differentially 
expressed miRNAs across the two stages of enamel formation. By aligning the list of predicted gene targets of 
miRNAs with the list of differentially expressed genes identified by parallel mRNA microarray analysis, we were 
able to scale down the number of predicted genes for miRNAs to ~600. The subsequent bioinformatic analysis 
of these predicted target genes highlighted functional categories that overlap with the major key processes in 
enamel maturation11. These data indicated that miRNAs not only exhibit a dynamic expression property during 
amelogenesis, but also actively participate in the regulatory networks of maturation-stage enamel formation. In 
the significantly enriched functional categories, such as those labeled with ‘endosome membrane’ or ‘lysosomal 
lumen’, miR-153 together with miR-3085, miR-298, miR-138, miR-135a, miR376b, miR-203 and miR-346 were 
predicted to be epigenetic regulators involved in endocytosis and endosomal/lysosomal pathways11. Furthermore, 
using luciferase reporter assay hosted by LS8 cells, miR-153 was confirmed to interact with the 3′ -UTR of Lamp1 
which is one of the major genes in the process of EMP removal. As a result, the current study sought to investigate 
the miR-153-regulated endocytosis and endosomal/lysosomal pathways, and is a reasonable continuation of our 
previous effort to advance knowledge about miRNA-centered regulation during enamel maturation. We have 
presented a simplified schematic diagram to summarize the results (Fig. 8).

However, due to the intrinsic complexity of miRNA regulation, the investigation of one miRNA alone may 
not be able to cover all the details about an entire functional process. In the present study, we conducted both 
in vitro and in vivo functional studies and confirmed the involvement of miR-153 in the endocytosis and endo-
somal/lysosomal pathways by studying predicted miR-153 target genes. Although we used a relatively thorough 
searching strategy when screening the gene targets for miR-153, it is possible that there was a substantial false 
negative rate, which could be partially attributed to the limitations of available prediction algorithms. In addition, 
miR-153 is not the only miRNA regulator significantly enriched in the endocytotic and endosomal/lysosomal 
functional categories11. Exogenously introduced miR-153 caused significant upregulation and downregulation 
of these associated miRNA regulators (Fig. 3b,c), and the expression of many of these miRNAs responded to the 
addition of EMD into the medium of cultured enamel cells in the form of statistically significant downregulation 
(Fig. 6a,b). Thus, the role of this cluster of miRNAs and their predicted gene targets in enamel maturation still 
warrant further investigation.

As mentioned above, removal of EMPs is one of the key processes during maturation-stage amelogenesis34. 
Along with the presence of several proteinases in the enamel space to degrade EMPs3–6, the transporting mecha-
nisms of EMP debris across ameloblasts are of equal importance in ensuring enamel health. Earlier understanding 
of cellular uptake of EMPs from enamel space seems to favor a passive diffusion or non-specific internalization 
pattern12–16. More recently, exogenously added fluorophore-labeled EMD was found to be rapidly mobilized to 
CD63/Lamp1-positive vesicles within LS8 cells suggesting an active (rather than passive) endocytotic pathway of 
ameloblasts exists for the removal of enamel matrix debris8. Using yeast-two hybrid system the specific protein 
regions with which Lamp1, Lamp2 and CD63 interact with EMPs has been shown, and such protein-protein 
interactions were believed to be involved in the removal of enamel protein debris and/or mediate signals to the 
transcriptional machinery9. More comprehensive studies, including data from a whole transcriptome analysis 
of maturation ameloblasts, identified the activities of more genes in EMP removal, and supported the existence 
of an AP-2 mediated, clathrin-dependent pathway in ameloblasts7,10. In our current study, miR-153 overloading 
impaired the ability of enamel cells to intake extracellular EMPs (Figs 6 and 7), which was achieved, at-least in 
part, by suppressing the expression of target genes—Lamp1, Cltc, Clcn4 and Slc4a4 (Figs 3–5). Collectively, these 
data provide evidence for the involvement of receptor-dependent pathways in the endocytosis of EMPs during 
enamel maturation.

In the process of bone formation, miRNAs play essential roles in regulating osteoblast differentiation, mineral 
deposition by the osteoblasts, and the osteoblast’s response to mechano-stimuli35–39. MiRNA intervention has 
been proposed as a candidate therapeutic modality to treat, or at least alleviate, skeletal disorders such as osteopo-
rosis. Compared with bone mineralization, enamel formation possesses its own unique features and complexity. 
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Nevertheless, more experimental evidence from miRNA regulated enamel formation is likely to deepen our 
understanding of the pathogenesis of enamel disorders. Among all the enamel diseases, AI is the most severe 
inherited disorder, which inflicts great suffering and treatment cost on patients. To date, identified genes respon-
sible for AI include AMELX, AMBN, ENAM, MMP20, KLK4, FAM83H and SLC24A4; however, it is estimated 
that mutations in these genes account for less than half of the documented cases of AI40–60. Based on the present 
study, miR-153 overloading during enamel maturation induces significant hypomineralization—AI-like signs–in 
affected animal teeth (Fig. 7). This suggests that miR-153 overexpression at maturation-stage amelogenesis is a 
candidate etiologic factor in the occurrence of AI.

In conclusion, miRNAs are a group of dynamic regulators in the process of enamel formation11. Data in the 
present study indicate that miR-153 is actively involved in ameloblast-mediated endocytotic and endosomal/
lysosomal pathways by directly targeting the key genes. New evidence from both in vitro and in vivo functional 
studies will advance our knowledge about miRNA-centered epigenetic regulation of amelogenesis, and provides 
novel insights into the pathogenesis of AI and potential preventative or therapeutic interventions.

Methods
Animal dissection and total RNA isolation. All vertebrate animal manipulation was carried out 
in accordance with Institutional and Federal guidelines. The animal protocols were approved by Institutional 
Animal Care and Use Committee at University of Southern California (Protocol# 11736). We used PN6 and PN9 
mouse mandibular first molar as our source of total RNA, as these two time points correspond to the initiation 
of secretory- and maturation-stage enamel development, respectively. Four male wild-type BALB/c mice were 
sacrificed for their mandibular first molars. The extracted molars together with their surface epithelium from 
each animal were collected into separate RNase-free Eppendorf tubes containing QIAzol Lysis Reagent (Qiagen, 
Valencia, CA, USA). The total RNA including miRNA was isolated using miRNeasy Mini Kit (Qiagen). The total 
RNA obtained from the four mice was not pooled for real-time PCR analysis.

In situ hybridization analysis of miR-153 expression. For miR-153 in situ hybridization, mandibles 
were dissected from PN6 and PN9 BALB/c mice, and the surrounding soft tissues were partially retained in order 

Figure 8. Schematic diagram for miR-153 regulated endocytotic and endosomal/lysosomal pathways. 
During maturation-stage tooth development, EMPs in the enamel matrix are broke down into protein 
fragments with smaller sizes. The EMP debris is retrieved by clathrin-coated vesicles, which fuse with lysosomes 
within ameloblast for further processing and degradation. MiR-153 targets endocytosis and lysosomal 
digestion by regulating the expression of Cltc, Lamp1, Clcn4 and Slc4a4. In the whole process of ameloblast-
mediated removal of EMPs, the acid-base balance extracellularly and within intracellular lumens needs to be 
tightly controlled by various ion transporters/exchangers located on the apical and basolateral membrane of 
maturation-stage ameloblast.
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to keep the integrity of the mandibles. After being fixed in 4% paraformaldehyde (PFA) at 4 °C overnight, the PN6 
and PN9 hemimandibles were decalcified in 10% EDTA (pH 7.4) for 10 days and 14 days, respectively. Sagittal 
sections of 7 μ m were prepared from paraffin embedded tissue blocks. Commercially available miRNA probes 
(Exiqon, Inc., MA, USA) were used to detect miR-153 expression in enamel organs overlying mandibular first 
molars and incisors. Details regarding the procedures of miRNA in situ hybridization were described in previous 
studies11.

Depicting endocytotic and endosomal/lysosomal pathways by immunofluorescence. Wistar 
Hannover rats (~100 g body weight, 4 weeks old) were sacrificed for their hemimandibles. The kidneys and stom-
ach were also harvested as references. The hemimandibles were fixed in 4% PFA at 4 °C overnight and decalcified 
in 10% EDTA (pH 7.4) for 10–12 weeks. Seven μ m tissue sections were dewaxed, rehydrated, blocked by 1% 
bovine serum albumin (BSA) in PBS (1X, pH 7.4) and incubated overnight with the primary antibodies against 
Lamp1 and Cltc (Supplementary Table 2)8,9,23. DAPI (Vector Laboratories; Catalog # H-1200) was applied as 
counterstaining before cover slides were added.

Cell culture and transient transfection. Two lines of ameloblast-like mouse cells (ALCs and LS8 cells) 
were used as models for in vitro studies61. ALCs and LS8 cells were cultured in low-glucose DMEM medium 
(Gibco®  Life Technologies, Grand Island, NY, USA) with 10% Fetal Bovine Serum (FBS) at 37 °C in a 5% CO2 
atmosphere. Freshly recovered cells were cultured for at least one week before any experiments were performed. 
The day before transfection, cells were seeded in 12-well cell culture plate to achieve approximately 30% conflu-
ency Lipofectamine®  LTX with plusTM Reagent (Life Technologies) was diluted in FBS-free low-glucose DMEM 
medium in a concentration recommended by the manufacturers. MiR-153 mimics and negative control siRNA 
(Catalog # MSY0000163-miR-153 mimic, SI03650318-AllStars Negative Control siRNA, Qiagen) were mixed 
separately into diluted transfection reagents to form transfection complex. Immediately before transfection, the 
cell culture medium was changed into FBS-free low-glucose DMEM medium. This medium was removed 3 h 
after transfection, and cells were incubated in low-glucose DMEM medium with 10% FBS for 6 h, 24 h or 48 h, 
depending on the purpose of following experiments. The final concentrations tested for miR-153 and negative 
control siRNA are 20 pM, 60 pM and 120 pM.

Real-time PCR analysis of cellular miRNA and mRNA levels. The RNA samples of first mandibular 
molars obtained from the four animals were converted to cDNA with miScript II RT Kit with miScript HiSpec 
Buffer (Qiagen). Real-time PCR reactions were performed with miScript SYBR Green PCR Kit (Qiagen) in CFX96 
Touch™  Real-Time PCR Detection System (Bio-rad Life Science, Hercules, CA). Mouse-specific primers of miR-
153 and RNA, U6 Small Nuclear 2 (RNU6-2) were purchased from Qiagen (Catalog # MS00011214-miR-153 
primers, MS00033740-RNU6-2 primers). The expression levels of miR-153 in secretory- and maturation-stage 
enamel organs were calculated relative to the expression level of RNU6-2 as recommended by the manufacturer.

In order to identify that ALCs and LS8 cells are suitable models for investigating the functional role of miR-
153, the baseline expression of miR-153 (along with miR-31, miR-21, miR-223, miR-410, miR-3085, miR-298, 
miR-135a, miR-138, miR376b, miR-203 and miR-346) was quantified by real-time PCR. The total RNA was iso-
lated from ALCs and LS8 cells cultured in 12-well plates when confluency reached 100%. For quantification of 
miRNA and mRNA levels following miR-153 transfection, ALCs and LS8 cells were collected 24 h after transfec-
tion. Total RNA isolation, cDNA conversion and real-time PCR detection were performed as described above. 
The changes in miRNA and mRNA expression levels induced by miR-153 overloading were determined by com-
paring the miR-153 transfection group with a mock transfection group (transfected by AllStars Negative Control 
siRNA). The selection of miRNAs and mRNAs to be quantified is based on bioinformatic predictions11.

The information of other mouse-specific miRNA primers is as follows: Catalog # MS00001407-miR-31, 
MS00011487-miR-21, MS00032592-miR-223, MS00032823-miR-410, MS00025144-miR-3085, 
MS0000216-miR-298, MS00011130-miR-135a, MS00006041-miR-138, MS00002261-miR-376b, 
MS00001848-miR-203, MS00032753-miR-346 (Qiagen). The primers of Clcn4, Cltc, Edh3, Lamp1, Lamp5, Rab7, 
Slc4a4, Slc26a7, Stam and Vps37a were designed and synthesized by RealTimePrimers.com (www.realtimeprim-
ers.com, Supplementary Table 3). The primers of Clcn5 and Rab11fip2 were designed by PrimerBank (pga.mgh.
harvard.edu/primerbank), and synthesized by Invitrogen (Carlsbad, CA, USA, Supplementary Table 3).

Western blot. Protein samples from miR-153 mimics and negative control siRNA transfected cells were 
obtained 48 h after transfection. RIPA Lysis and Extraction Buffer (Thermo Fisher Scientific Inc., Rockford, IL, 
USA; Catalog # 89901) mixed with Halt Protease Inhibitors Cocktail (Thermo Fisher Scientific; Catalog # 78429) 
was added into the 12-well cell culture plate (125 μ l/well). Cells were detached from the bottom of the plate using 
scrapers of appropriate size. The collected samples were kept on ice for 30 min and centrifuged at 16,000 rpm for 
15 min (4 °C) for supernatant. The protocols of Western blot analysis were similar to those previously described62. 
Information about antibody sources is provided in Supplementary Table 2.

Luciferase reporter assay. LS8 cells were the hosts for miR-153 mimics and luciferase reporter vectors. 
Cell culture conditions and luciferase reporter assay protocols were as previously described11. Each luciferase 
reporter assay was conducted in triple technical replicates. Based on the results from real-time PCR and western 
blot following the miR-153 transfection assay, the potential targets of miR-153 were narrowed down to four 
genes–Lamp1, Cltc, Clcn4 and Slc4a4. Because the interaction between the 3′ -UTR of Lamp1 and miR-153 was 
validated by luciferase reporter assay in previous studies11, three dual luciferase reporter vectors containing the 
3′  UTR of mouse -specific target genes (Cltc, Clcn4 and Slc4a4) were purchased from Genecopoeia (Catalog # 
MmiT073292-Cltc, MmiT023599-Clcn4, MmiT0301678-Slc4a4). For each verification assay, two experimental 
groups were set up: 1) LS8 cells co-transfected by miR-153 mimics and luciferase reporter vector (3′ -UTR of 

http://www.realtimeprimers.com
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target gene), 2) LS8 cells transfected by luciferase reporter vector (3′ -UTR of target gene). The amount of lucif-
erase reporter vector was stabilized at 700ng per transfection and the tested concentrations of miRNA mimics in 
the final transfection complex (after being added into FBS-free cell culture medium in 12-well plate) were 20 pM, 
60 pM and 120 pM.

Enamel matrix derivative (EMD) induced miRNA expression and intake assay. Lyophilized 
enamel matrix derivative or EMD (marketed as Emdogain; Straumann AG, Basel, Switzerland), composed pri-
marily of porcine amelogenins8, was dissolved into 0.1% acetic acid to generate a stock solution of 2 mg/μ l. ALCs 
and LS8 cells were seeded in 12-well cell culture plates at a confluency of 25%. After overnight incubation, the 
culture medium was replaced with FBS-free medium, the cells were carefully rinsed three times with sterilized 
PBS (pH 7.4) and transient transfection was then performed.

In the first part of the assay to examine changes in the expression of selected miRNAs, for each type of cell, the 
assay was conducted in two groups with each group taking up 3 wells: (1) miR-153 mimics transfection, (2) mock 
transfection with AllStars Negative Control siRNA. EMD stock solution was added into the cell culture medium 
to achieve a concentration of 500 μ g/ml after another 24 h of incubation. Cells were maintained in standard cul-
ture conditions for 6 h (37 °C, 5% CO2), and the total RNA was extracted for miRNA expression quantification 
using real-time PCR.

In the second part of the assay to examine EMD uptake, there were four experimental groups (3 wells/group): 
(1) Positive control—no cells were seeded and EMD stock solution was simply mixed with FBS free culture 
medium, (2) Negative control—cells were seeded with no EMD stock solution being added, (3) miR-153 trans-
fection—cells were transfected with miR-153 and EMD stock solution was applied in the culture medium to a 
final concentration of 500 μ g/ml, (4) mock transfection—cells were transfected with AllStars Negative Control 
siRNA and EMD stock solution was added (to a final concentration of 500 μ g/ml). For each experimental group, 
the cell-free culture medium was collected after 6 h of incubation. The samples (cell-free medium; 12 μ l/well) 
were mixed with 4 x LDS Sample Loading Buffer (Thermo Fisher Scientific; Catalog # 84788), heated at 95 °C for 
10 min, and loaded on mini gels (Thermo Fisher Scientific; Catalog # NP0315BOX) for electrophoresis (120 V, 
2–2.5 h). The mini gels were stained with PierceTM Silver Stain Kit (Thermo Fisher Scientific; Catalog # 24612) for 
development of the protein bands from EMD. The protocols were as recommended by the manufacturer.

Microinjection of miR-153 mimics. Animal-grade (in vivo application) miR-153 mimics (Qiagen; Catalog 
# MSY0000163) were dissolved into PBS (pH 7.4) (Thermo Fisher Scientific; Catalog # 10010023) to prepare final 
doses of 10 pmol, 50 pmol and 100 pmol. At PN8, each litter of wild-type BALB/c animals was randomly divided 
into two equal groups: (1) miR-153—animals were injected with miR-153 mimics, and (2) Negative control—
animals were injected with AllStars Negative Control siRNAs. The location of microinjection (miR-153 mimics 
and negative control siRNAs, 10 μ l per injection) was the right mandibular first molar germ area; the left side was 
injected with PBS as a control. At PN12, mandibles were dissected from sacrificed animals for hematoxylin and 
eosin (H&E) staining, and the mandibular first molars were extracted for μ CT (SkyScan 1174, 50 kVp, 800 μ A, 6.7 μ 
m resolution) and Western blot analyses. The protocols of H&E staining and Western blot were similar to those 
mentioned in previous studies23,62. Each dosage level of microinjection was administered to three litters of animals.

Statistical analysis. In the real-time PCR analysis of miR-153 expression level in enamel organs, the raw Ct 
values of miR-153 were normalized by those of RNU6-2. Fold changes (maturation/secretory) were calculated 
using the regular Δ Δ Ct method. The potential differences in the relative expression values of miR-153 between 
secretory and maturation stages were evaluated by two-tailed Student’s t-test (α  =  0.05, SPSS 22.0). Similar data 
analysis strategies compared the baseline expression of miRNAs between ALCs and LS8 cells, and detected the 
changes in the cellular levels of miRNA and mRNA induced by miR-153 transient transfection. The expression 
values of mRNA were calculated relative to the reference gene beta-actin (Actb). The two-tailed Student’s t-test 
compared the difference in gene expression between the groups of miR-153 transfection and mock transfection.

Western blot analysis detected the protein-level changes of the target genes following miR-153 transfection, 
and the amount of remaining amelogenin in the mandibular first molar germ in microinjection assay. The rela-
tive densities of the target bands (normalized to the level of beta-actin) were quantified by NIH Image J software 
version 1.48. Because the sample size in Western blot analysis was relatively small, the Mann-Whitney U test was 
selected to detect the potential differences in protein-level gene expression due to miR-153 overloading both in 
vitro and in vivo (α  =  0.05, SPSS 22.0). In the EMD intake assay, the relative band densities from silver stained gels 
were also quantified by Image J. All the values measured were presented relative to those in the negative control 
group. The differences in the relative densities between the positive control group and the miR-153 transfection 
group, and between the miR-153 transfection and mock transfection groups were detected by the Mann-Whitney 
U test (α  =  0.05, SPSS 22.0).

Luciferase reporter assays were engaged to verify the predicted interaction between miR-153 and the 3′ -UTR 
of its target genes. For each pair of measurements, Renilla luciferase activities were normalized by firefly luciferase 
activities to generate a ratio. Statistical differences in normalized luciferase activities between two experimental 
groups were detected by two-tailed Student’s t-test (α  =  0.05, SPSS 22.0).

For μ CT analysis of the mandibular first molar germs in microinjection assay, reconstruction and calculation 
of enamel density was performed with Amira 3D Visualization and Analysis Software 5.4.3 (FEI Visualization 
Science Group, Burlington, MA, USA). The two-tailed Student’s t-test was used to evaluate the potential differ-
ences in the relative enamel density between the miR-153 group and the scrambled siRNA group, in addition to 
the two-tailed paired t-test for the potential differences between the miR-153/scrambled siRNA injection side 
(right) and the control side (left) (α  =  0.05, SPSS 22.0).



www.nature.com/scientificreports/

1 5SCIEntIfIC RepoRts | 7:44118 | DOI: 10.1038/srep44118

References
1. Nanci, A. Ten Cate’s oral histology development, structure and function. 7th edn, (Mosby Elsevier, 2008).
2. Smith, C. E. Cellular and chemical events during enamel maturation. Critical reviews in oral biology and medicine: an official 

publication of the American Association of Oral Biologists 9, 128–161 (1998).
3. Bartlett, J. D. & Simmer, J. P. Proteinases in developing dental enamel. Critical reviews in oral biology and medicine: an official 

publication of the American Association of Oral Biologists 10, 425–441 (1999).
4. Goldberg, M. et al. Immunohistochemical localization of MMP-2, MMP-9, TIMP-1, and TIMP-2 in the forming rat incisor. 

Connective tissue research 44, 143–153 (2003).
5. Lacruz, R. S. et al. Chymotrypsin C (caldecrin) is associated with enamel development. Journal of dental research 90, 1228–1233, doi: 

10.1177/0022034511418231 (2011).
6. Lu, Y. et al. Functions of KLK4 and MMP-20 in dental enamel formation. Biological chemistry 389, 695–700, doi: 10.1515/

BC.2008.080 (2008).
7. Lacruz, R. S. et al. Adaptor protein complex 2-mediated, clathrin-dependent endocytosis, and related gene activities, are a prominent 

feature during maturation stage amelogenesis. Journal of bone and mineral research: the official journal of the American Society for 
Bone and Mineral Research 28, 672–687, doi: 10.1002/jbmr.1779 (2013).

8. Shapiro, J. L. et al. Cellular uptake of amelogenin, and its localization to CD63, and Lamp1-positive vesicles. Cellular and molecular 
life sciences: CMLS 64, 244–256, doi: 10.1007/s00018-006-6429-4 (2007).

9. Zou, Y. et al. Determination of protein regions responsible for interactions of amelogenin with CD63 and LAMP1. The Biochemical 
journal 408, 347–354, doi: 10.1042/BJ20070881 (2007).

10. Lacruz, R. S. et al. Identification of novel candidate genes involved in mineralization of dental enamel by genome-wide transcript 
profiling. Journal of cellular physiology 227, 2264–2275, doi: 10.1002/jcp.22965 (2012).

11. Yin, K., Hacia, J. G., Zhong, Z. & Paine, M. L. Genome-wide analysis of miRNA and mRNA transcriptomes during amelogenesis. 
BMC genomics 15, 998, doi: 10.1186/1471-2164-15-998 (2014).

12. Josephsen, K. & Warshawsky, H. Radioautography of rat incisor dentin as a continuous record of the incorporation of a single dose 
of 3H-labeled proline and tyrosine. The American journal of anatomy 164, 45–56, doi: 10.1002/aja.1001640105 (1982).

13. Katchburian, E. & Holt, S. J. Role of lysosomes in amelogenesis. Nature 223, 1367–1368 (1969).
14. Nanci, A., Fortin, M. & Ghitescu, L. Endocytotic functions of ameloblasts and odontoblasts: immunocytochemical and tracer 

studies on the uptake of plasma proteins. The Anatomical record 245, 219–234, doi: 10.1002/(SICI)1097-0185(199606)245:2< 
219::AID-AR9> 3.0.CO;2-R (1996).

15. Sasaki, T. Endocytotic pathways at the ruffled borders of rat maturation ameloblasts. Histochemistry 80, 263–268 (1984).
16. Warshawsky, H. & Josephsen, K. The behavior of substances labeled with 3H-proline and 3H-fucose in the cellular processes of 

odontoblasts and ameloblasts. The Anatomical record 200, 1–10, doi: 10.1002/ar.1092000102 (1981).
17. Jevnaker, A. M. & Osmundsen, H. MicroRNA expression profiling of the developing murine molar tooth germ and the developing 

murine submandibular salivary gland. Archives of oral biology 53, 629–645, doi: 10.1016/j.archoralbio.2008.01.014 (2008).
18. Cao, H. et al. MicroRNAs play a critical role in tooth development. Journal of dental research 89, 779–784, doi: 

10.1177/0022034510369304 (2010).
19. Michon, F., Tummers, M., Kyyronen, M., Frilander, M. J. & Thesleff, I. Tooth morphogenesis and ameloblast differentiation are 

regulated by micro-RNAs. Developmental biology 340, 355–368, doi: 10.1016/j.ydbio.2010.01.019 (2010).
20. Liu, H. et al. miR-145 and miR-143 regulate odontoblast differentiation through targeting Klf4 and Osx genes in a feedback loop. The 

Journal of biological chemistry 288, 9261–9271, doi: 10.1074/jbc.M112.433730 (2013).
21. Wan, M. et al. microRNA miR-34a regulates cytodifferentiation and targets multi-signaling pathways in human dental papilla cells. 

PloS one 7, e50090, doi: 10.1371/journal.pone.0050090 (2012).
22. Li, A. et al. MicroRNAome and expression profile of developing tooth germ in miniature pigs. PloS one 7, e52256, doi: 10.1371/

journal.pone.0052256 (2012).
23. Lacruz, R. S. et al. Targeted overexpression of amelotin disrupts the microstructure of dental enamel. PloS one 7, e35200, doi: 

10.1371/journal.pone.0035200 (2012).
24. Jiang, Z. et al. Calcium oxalate urolithiasis in mice lacking anion transporter Slc26a6. Nature genetics 38, 474–478, doi: 10.1038/

ng1762 (2006).
25. Kanehisa, M., Furumichi, M., Tanabe, M., Sato, Y. & Morishima, K. KEGG: new perspectives on genomes, pathways, diseases and 

drugs. Nucleic acids research 45, D353–D361, doi: 10.1093/nar/gkw1092 (2017).
26. Kanehisa, M. & Goto, S. KEGG: kyoto encyclopedia of genes and genomes. Nucleic acids research 28, 27–30 (2000).
27. Kanehisa, M., Sato, Y., Kawashima, M., Furumichi, M. & Tanabe, M. KEGG as a reference resource for gene and protein annotation. 

Nucleic acids research 44, D457–462, doi: 10.1093/nar/gkv1070 (2016).
28. Maycock, J. et al. Characterization of a porcine amelogenin preparation, EMDOGAIN, a biological treatment for periodontal 

disease. Connective tissue research 43, 472–476 (2002).
29. Lee, H. K. et al. The odontogenic ameloblast-associated protein (ODAM) cooperates with RUNX2 and modulates enamel 

mineralization via regulation of MMP-20. Journal of cellular biochemistry 111, 755–767, doi: 10.1002/jcb.22766 (2010).
30. Lezot, F. et al. Physiological implications of DLX homeoproteins in enamel formation. Journal of cellular physiology 216, 688–697, 

doi: 10.1002/jcp.21448 (2008).
31. Tsuchiya, M., Sharma, R., Tye, C. E., Sugiyama, T. & Bartlett, J. D. Transforming growth factor-beta1 expression is up-regulated in 

maturation-stage enamel organ and may induce ameloblast apoptosis. European journal of oral sciences 117, 105–112, doi: 
10.1111/j.1600-0722.2009.00612.x (2009).

32. Tye, C. E., Pham, C. T., Simmer, J. P. & Bartlett, J. D. DPPI may activate KLK4 during enamel formation. Journal of dental research 
88, 323–327, doi: 10.1177/0022034509334240 (2009).

33. Wang, X. et al. Carbonic anhydrase II regulates differentiation of ameloblasts via intracellular pH-dependent JNK signaling pathway. 
Journal of cellular physiology 225, 709–719, doi: 10.1002/jcp.22267 (2010).

34. Simmer, J. P. & Hu, J. C. Expression, structure, and function of enamel proteinases. Connective tissue research 43, 441–449 (2002).
35. Grunhagen, J. et al. MiR-497 approximately 195 cluster microRNAs regulate osteoblast differentiation by targeting BMP signaling. 

Journal of bone and mineral research: the official journal of the American Society for Bone and Mineral Research 30, 796–808, doi: 
10.1002/jbmr.2412 (2015).

36. Kapinas, K., Kessler, C. B. & Delany, A. M. miR-29 suppression of osteonectin in osteoblasts: regulation during differentiation and 
by canonical Wnt signaling. Journal of cellular biochemistry 108, 216–224, doi: 10.1002/jcb.22243 (2009).

37. Roberto, V. P., Tiago, D. M., Silva, I. A. & Cancela, M. L. MiR-29a is an enhancer of mineral deposition in bone-derived systems. 
Archives of biochemistry and biophysics 564, 173–183, doi: 10.1016/j.abb.2014.09.006 (2014).

38. Schaap-Oziemlak, A. M. et al. MicroRNA hsa-miR-135b regulates mineralization in osteogenic differentiation of human 
unrestricted somatic stem cells. Stem cells and development 19, 877–885, doi: 10.1089/scd.2009.0112 (2010).

39. Zuo, B. et al. microRNA-103a functions as a mechanosensitive microRNA to inhibit bone formation through targeting Runx2. 
Journal of bone and mineral research: the official journal of the American Society for Bone and Mineral Research 30, 330–345, doi: 
10.1002/jbmr.2352 (2015).

40. Aldred, M. J. et al. Genetic heterogeneity in X-linked amelogenesis imperfecta. Genomics 14, 567–573 (1992).
41. Collier, P. M., Sauk, J. J., Rosenbloom, S. J., Yuan, Z. A. & Gibson, C. W. An amelogenin gene defect associated with human X-linked 

amelogenesis imperfecta. Archives of oral biology 42, 235–242 (1997).



www.nature.com/scientificreports/

1 6SCIEntIfIC RepoRts | 7:44118 | DOI: 10.1038/srep44118

42. Greene, S. R. et al. A new frameshift mutation encoding a truncated amelogenin leads to X-linked amelogenesis imperfecta. Archives 
of oral biology 47, 211–217 (2002).

43. Hart, P. S. et al. Novel FAM83H mutations in Turkish families with autosomal dominant hypocalcified amelogenesis imperfecta. 
Clinical genetics 75, 401–404, doi: 10.1111/j.1399-0004.2008.01112.x (2009).

44. Hart, P. S. et al. Mutation in kallikrein 4 causes autosomal recessive hypomaturation amelogenesis imperfecta. Journal of medical 
genetics 41, 545–549 (2004).

45. Hart, S., Hart, T., Gibson, C. & Wright, J. T. Mutational analysis of X-linked amelogenesis imperfecta in multiple families. Archives 
of oral biology 45, 79–86 (2000).

46. Hart, T. C. et al. Novel ENAM mutation responsible for autosomal recessive amelogenesis imperfecta and localised enamel defects. 
Journal of medical genetics 40, 900–906 (2003).

47. Herzog, C. R. et al. Hypomaturation amelogenesis imperfecta caused by a novel SLC24A4 mutation. Oral Surg Oral Med Oral Pathol 
Oral Radiol 119, e77–81, doi: 10.1016/j.oooo.2014.09.003 (2015).

48. Kida, M., Ariga, T., Shirakawa, T., Oguchi, H. & Sakiyama, Y. Autosomal-dominant hypoplastic form of amelogenesis imperfecta 
caused by an enamelin gene mutation at the exon-intron boundary. Journal of dental research 81, 738–742 (2002).

49. Kim, J. W. et al. FAM83H mutations in families with autosomal-dominant hypocalcified amelogenesis imperfecta. American journal 
of human genetics 82, 489–494, doi: 10.1016/j.ajhg.2007.09.020 (2008).

50. Kim, J. W. et al. MMP-20 mutation in autosomal recessive pigmented hypomaturation amelogenesis imperfecta. Journal of medical 
genetics 42, 271–275, doi: 10.1136/jmg.2004.024505 (2005).

51. Kim, J. W. et al. Amelogenin p.M1T and p.W4S mutations underlying hypoplastic X-linked amelogenesis imperfecta. Journal of 
dental research 83, 378–383 (2004).

52. Kindelan, S. A. et al. Detection of a novel mutation in X-linked amelogenesis imperfecta. Journal of dental research 79, 1978–1982 
(2000).

53. Lagerstrom, M. et al. A deletion in the amelogenin gene (AMG) causes X-linked amelogenesis imperfecta (AIH1). Genomics 10, 
971–975 (1991).

54. Lagerstrom-Fermer, M. & Landegren, U. Understanding enamel formation from mutations causing X-linked amelogenesis 
imperfecta. Connective tissue research 32, 241–246 (1995).

55. Lagerstrom-Fermer, M. et al. Amelogenin signal peptide mutation: correlation between mutations in the amelogenin gene (AMGX) 
and manifestations of X-linked amelogenesis imperfecta. Genomics 26, 159–162 (1995).

56. Lench, N. J., Brook, A. H. & Winter, G. B. SSCP detection of a nonsense mutation in exon 5 of the amelogenin gene (AMGX) causing 
X-linked amelogenesis imperfecta (AIH1). Human molecular genetics 3, 827–828 (1994).

57. Mardh, C. K. et al. A nonsense mutation in the enamelin gene causes local hypoplastic autosomal dominant amelogenesis imperfecta 
(AIH2). Human molecular genetics 11, 1069–1074 (2002).

58. Poulter, J. A. et al. Deletion of ameloblastin exon 6 is associated with amelogenesis imperfecta. Human molecular genetics 23, 
5317–5324, doi: 10.1093/hmg/ddu247 (2014).

59. Sekiguchi, H., Tanakamaru, H., Minaguchi, K., Machida, Y. & Yakushiji, M. A case of amelogenesis imperfecta of deciduous and all 
permanent teeth. The Bulletin of Tokyo Dental College 42, 45–50 (2001).

60. Wright, J. T. et al. Phenotypic variation in FAM83H-associated amelogenesis imperfecta. Journal of dental research 88, 356–360, doi: 
10.1177/0022034509333822 (2009).

61. Sarkar, J. et al. Comparison of two mouse ameloblast-like cell lines for enamel-specific gene expression. Front Physiol 5, 277, doi: 
10.3389/fphys.2014.00277 (2014).

62. Yin, K. et al. SLC26A Gene Family Participate in pH Regulation during Enamel Maturation. PloS one 10, e0144703, doi: 10.1371/
journal.pone.0144703 (2015).

Acknowledgements
This work was supported by grants R01 DE019629 (M.L.P.), R01 DE013045 and R01 DE015920 (M.L.S.) and 
mm, and NIH/NIGMS R01 GM072477 (J.G.H.) from National Institutes of Health/National Institute of General 
Medical Sciences. We sincerely thank Thach-Vu Ho (University of Southern California) for his assistance in  
μ CT scanning and data analyses, and Daniel Johnson and Janice Bea for their critical reading and editing of the 
manuscript.

Author Contributions
K.Y., J.G.H., J.G., M.L.S. and M.L.P. designed the experiments; K.Y. and W.L. performed the experiments; K.Y., 
J.G.H. and M.L.P. analyzed the data; K.Y., J.G. and J.G.H. prepared the Figures, Tables and Supplementary 
Information; and K.Y., J.G.H., T.S., M.L.S. and M.L.P. wrote the manuscript. All listed authors critically read, 
edited, and approved the final manuscript. M.L.P. accepts full responsibility for the integrity of the data analysis.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing Interests: The authors declare no competing financial interests.
How to cite this article: Yin, K. et al. MiR-153 Regulates Amelogenesis by Targeting Endocytotic and 
Endosomal/lysosomal Pathways–Novel Insight into the Origins of Enamel Pathologies. Sci. Rep. 7, 44118; doi: 
10.1038/srep44118 (2017).
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

This work is licensed under a Creative Commons Attribution 4.0 International License. The images 
or other third party material in this article are included in the article’s Creative Commons license, 

unless indicated otherwise in the credit line; if the material is not included under the Creative Commons license, 
users will need to obtain permission from the license holder to reproduce the material. To view a copy of this 
license, visit http://creativecommons.org/licenses/by/4.0/
 
© The Author(s) 2017

http://www.nature.com/srep
http://creativecommons.org/licenses/by/4.0/

	MiR-153 Regulates Amelogenesis by Targeting Endocytotic and Endosomal/lysosomal Pathways–Novel Insight into the Origins of Enamel Pathologies
	Introduction
	Results
	The expression of miR-153 is significantly downregulated during maturation-stage amelogenesis
	Endocytotic and endosomal/lysosomal pathways in maturation-stage enamel organ are marked by immunostaining
	Selection strategies for miR-153 regulated gene targets
	Intracellular miR-153 overloading induces changes in gene expression at miRNA, mRNA and protein levels
	Cltc, Clcn4 and Slc4a4 are validated gene targets subject to miR-153 regulation
	MiR-153 alters the response of ameloblast-like cells to extracellular EMPs
	Local microinjection of miR-153 leads to hypomineralization of tooth enamel

	Discussion
	Methods
	Animal dissection and total RNA isolation
	In situ hybridization analysis of miR-153 expression
	Depicting endocytotic and endosomal/lysosomal pathways by immunofluorescence
	Cell culture and transient transfection
	Real-time PCR analysis of cellular miRNA and mRNA levels
	Western blot
	Luciferase reporter assay
	Enamel matrix derivative (EMD) induced miRNA expression and intake assay
	Microinjection of miR-153 mimics
	Statistical analysis

	Additional Information
	Acknowledgements
	References




