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Abstract: Shwachman–Diamond syndrome (SDS) is a rare autosomal recessive disorder characterized
by bone marrow failure, exocrine pancreatic insufficiency, and skeletal abnormalities, caused by
loss-of-function mutations in the SBDS gene, a factor involved in ribosome biogenesis. By analyzing
osteoblasts from SDS patients (SDS-OBs), we show that SDS-OBs displayed reduced SBDS gene
expression and reduced/undetectable SBDS protein compared to osteoblasts from healthy subjects
(H-OBs). SDS-OBs cultured in an osteogenic medium displayed a lower mineralization capacity
compared to H-OBs. Whole transcriptome analysis showed significant differences in the gene
expression of SDS-OBs vs. H-OBs, particularly in the ossification pathway. SDS-OBs expressed lower
levels of the main genes responsible for osteoblastogenesis. Of all downregulated genes, Western
blot analyses confirmed lower levels of alkaline phosphatase and collagen type I in SDS-OBs than
in H-OBs. Interestingly, SDS-OBs showed higher protein levels of p53, an inhibitor of osteogenesis,
compared to H-OBs. Silencing of Tp53 was associated with higher collagen type I and alkaline
phosphatase protein levels and an increase in SDS-OB mineralization capacity. In conclusion, our
results show that the reduced capacity of SDS-OBs to mineralize is mediated, at least in part, by the
high levels of p53 and highlight an important role of SBDS in osteoblast functions.

Keywords: bone cells; mineralization; p53; transcriptome; ribosomopathies

1. Introduction

Shwachman–Diamond syndrome (SDS1, OMIM #260400) is a rare autosomal reces-
sive monogenic inherited multisystemic disorder [1,2] mainly characterized by exocrine
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pancreatic dysfunction, bone marrow failure associated with specific chromosome insta-
bility [3], and predisposition toward myelodysplasia syndrome (MDS) or acute myeloid
leukemia (AML) [4,5]. The estimated incidence of SDS is 1/75,000. However, it is difficult
to determine the real frequency of SDS in the general population due to its high phenotypic
variability [6]. Approximately 90% of patients affected by SDS carry biallelic mutations in
the Shwachman–Bodian–Diamond Syndrome (SBDS) gene, which is located on chromo-
some 7q11.21 [7]. The most frequent biallelic inactivating mutations in the SBDS gene are
183-184TA > CT and 258 + 2T > C, both originating from gene conversion between SBDS
and its pseudogene (SBDSP1) located, in an inverted orientation, at 5.8 Mb distally [8,9].
The first mutation introduces a premature in-frame termination codon, resulting in the
amino acid change K62X. The mutation 258 + 2T > C affects the donor splice site of intron 2,
promoting the use of an upstream cryptic donor splice site at position 251_252, which
generates a transcript with an 8 bp deletion, resulting in a frameshift and a premature
termination codon (C84fsX3). The presence of truncated proteins due to these mutations
has not been reported. No homozygotes for the null allele (i.e., c.183_184TA > CT) have
been reported in humans, suggesting that the complete loss of the functional SBDS protein
is incompatible with life. This finding is in agreement with other evidence obtained in
Dictyostelium discoideum [10], in zebrafish [11], and in mice, in which the complete loss
of Sbds results in early embryonic lethality [12]. Therefore, this implies that SDS patients
should express at least one hypomorphic SBDS allele, as shown by the detection, although
at a very low level, of the full-length SBDS protein in their cells [9,10].

Beside the reported role of the SBDS protein in the spindle apparatus’s stability
and chromosome segregation [13,14], in DNA replication and repair [15], in telomere
protection [16], and in endoplasmic reticulum stress, SBDS plays an essential role in
the final step of ribosomal maturation [17]. The SBDS protein, through the coupling
with EFL1 (GTPase Elongation Factor-like 1), promotes the release of eIF6 (Eucaryotic
Initiation Factor 6) from the pre-60S ribosomal subunit to generate the mature 80S functional
ribosome [18,19]. The association of the large 60S ribosomal subunit with the small 40S
subunit is sterically blocked by eIF6. The release of eIF6 allows the joining of the 60S
and 40S subunits and the formation of the translationally active 80S ribosome [4,20]. In
addition, SBDS plays a role in the conformational maturation of the ribosomal P-site [19].

A variety of skeletal abnormalities, evolving over time, are commonly reported in pa-
tients with SDS and are related to abnormal development of the growth plates, delay of sec-
ondary ossification centers, resulting in metaphyseal dysostosis, particularly at the femoral
head, shortened ribs with flared anterior ends, and costochondral thickening [21,22]. The
skeletal dysplasia is highly variable, even in patients with identical genotypes, and its
severity and location vary with age [23]. Remarkably, the bone of the majority of SDS-
affected individuals, beside its dysplastic morphology, shows the features of low-turnover
osteoporosis with an increased risk of fragility fracture: a tragic outcome in individuals
already affected by severe deterioration in their quality of life. The reduction in bone mass
is present at different skeletal sites including the ribs, femurs, knees, heads of humeri,
wrists, ankles, and vertebrae [21,24,25]. A reduced trabecular bone volume (BV/TV), low
numbers of osteoblasts (OB.S/BS) and osteoclasts (OCs/BS), and a reduced amount of
osteoid (OS/BS) were also reported in the histomorphometric analysis of the few bone
biopsies obtained in one study [23]. In particular, the observed low values of BV/TV,
OB.S/BS, OS/BS, and OCs/BS consistently indicated a focal bone remodeling unbalance,
primarily related to the inefficiency of the bone formation phase. Mesenchymal stem
cells (MSCs) of SDS patients had morphology, growth kinetics, and expression of surface
markers similar to normal MSCs and were able to differentiate into adipogenic, osteogenic,
and chondrogenic lineages [26], suggesting that they are not involved in the inefficient
bone formation observed in SDS.

Osteoblasts are characterized by high protein secretion, particularly structural proteins,
such as collagen, that are critical for bone mechanical competence [27]. It is therefore likely
that the altered SBDS protein levels, which affect global protein translation, might induce



Int. J. Mol. Sci. 2021, 22, 13331 3 of 17

defective translation of critical proteins in osteoblasts that are involved in the acquisition
and maintenance of bone mass and quality during skeletal development [28].

Considering the bone feature defects observed in SDS, we designed the present study
to characterize the role of SBDS in osteoblasts’ functionality. For this purpose, we derived
osteoblasts directly from the bone of SDS patients (SDS-OBS) and examined their gene
expression profile and their ability to mineralize compared to osteoblasts from healthy
subjects (H-OBs). The availability of osteoblasts from a monogenic disorder offers the
unique opportunity to assess the effects of a single gene mutation on the physiology of
bone metabolism and enables the identification of novel molecular mechanisms, as has
occurred for other monogenic disorders [29]. At present, this is the first study to evaluate
the functions of osteoblasts derived from SDS patients.

2. Results
2.1. Low SBDS Levels in Osteoblasts Derived from SDS Patients

We succeeded in establishing osteoblast primary cultures from remnants of patients’
bone biopsies, which are performed yearly in the context of their routinely medical check-
up for myeloid transformation. In basal culture conditions, osteoblasts derived from these
patients (SDS-OBs) showed a similar morphology, proliferation, and apoptosis (Figure S1)
compared to osteoblasts derived from healthy subjects (H-OBs).

Considering that SDS patients should express at least one hypomorphic SBDS allele,
as shown by the detection of a very low level of the full-length SBDS protein in their
cells [9,10], we investigated the presence of the residual SBDS wild-type transcript. Total
RNA was extracted from lymphoblastoid cell lines and osteoblast cultures of a healthy
control (H), a patient, SDS3, who carries the mutation c.258 + 2T > C in the heterozygous
state, and a patient, SDS9, who carries the mutation in the homozygous state (Table 1).

Table 1. Genetic features of the patients with Shwachman–Diamond syndrome.

ID SBDS Mutations
(m = Maternal; p = Paternal; u = Undetermined)

SDS1 c.183_184TA > CT, p.K62X (m); c.258 + 2T > C, p.C84fsX3 (p)

SDS2 c.183_184TA > CT, p.K62X (u); c.258 + 2T > C, p.C84fsX3 (u)

SDS3 c.183_184TA >CT, p.K62X (m); c.258 + 2T > C, p.C84fsX3 (p)

SDS5 c.183_184TA > CT, p.K62X (m); c.258 + 2T > C, p.C84fsX3 (p)

SDS6 c.258 + 2T > C, p.C84fsX3 (m); c.183_184TA > CT, p.K62X (p)

SDS7 c.258 + 2T > C, p.C84fsX3 (m); c.183_184TA > CT, p.K62X (p)

SDS8 c.258 + 2T > C, p.C84fsX3 (u); c.92_93GC > AG, p.C31X (u)

SDS9 HOMO c.258 + 2T > C, p.C84fsX3 (m;p)

SDS10 c.258 + 2T > C, p.C84fsX3 (m); c.183_184TA > CT, p.K62X (p)
c.258 + 2T > C, p.C84fsX3 (de novo mutation)

SDS11 c.356G > A, p.V57I (m); c.258 + 2T > C, p.C84fsX3 (p)

SDS12 c.258 + 2T > C p.C84fsX3 (m); c.183_184TA > CT p.K62X(p); c.258 + 2T > C,
p.C84fsX3 (p)

SDS13 c.258 + 2T > C, p.C84fsX3 (m); c.289_292delGATA (C139X) (p)

SDS14 c.258 + 2T > C, p.C84fsX3 (m); c.183_184TA > C, p.K62X(p)

As expected, in the healthy controls, PCR analysis showed a single band of 176 base
pairs, which corresponds to the full-length SBDS transcript. SDS3 (het) displayed the band
of 176 base pairs and a second band of 168 base pairs which corresponds to the truncated
transcript of SBDS. SDS9 (homo) had the same bands as SDS3, with the full transcript
band being less intense than the truncated transcript band (Figure 1a). Noteworthy, to
detect any visible band in the patient-derived cells, an amount of cDNA 2 times higher
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for patient SDS3 and 10 times higher for patient SDS9 than for cells obtained from the
healthy subject was necessary. The presence of low levels of the normal SBDS transcript
(verified by sequencing) suggests that the mutation 258 + 2T > C causes the conversion
of the nucleotide T > C, creating a new non-canonical GC 5′ splice site (Figure S2) that
allows the transcription of the correct form of SBDS mRNA [30]. The results obtained in
two different cell lines from SDS patients confirm that the mutation 258 + 2T > C allows a
hypomorphic expression of the wild-type SBDS allele. We then evaluated the total SBDS
transcript and found that it was significantly (p < 0.001) lower in SDS-OBs compared to
H-OBs (Figure 1b).
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Figure 1. Osteoblasts derived from Shwachman–Diamond syndrome subjects. (a) RT-PCR on RNA of lymphoblastoid cells
(LCLs) and osteoblasts (OBs) derived from a healthy control (H), a patient (SDS3) who carries the mutation c.258 + 2T > C in
the heterozygous state, and a patient (SDS9) who carries the mutation in the homozygous state. In both patients, there is a
residual transcript of wt SBDS. To detect the residual wt amplicon, cDNA of the patients was used at a concentration 2 times
(SDS3) and 10 times (SDS9) higher than the cDNA concentration of the healthy subject. C-, negative control; M, marker
100 bp. (b) Relative mRNA expression of SBDS in osteoblasts from SDS patients (SDS, n = 6) and age- and sex-matched
healthy subjects (H, n = 6). Mann–Whitney test, * p < 0.05 vs. healthy. (c) Representative image of Western blot analyses of
SBDS protein expression in osteoblasts from healthy subjects (H3, H1) and SDS patients (SDS5, SDS3). (d) Representative
image of immunofluorescence for SBDS in osteoblasts derived from two healthy subjects (H1, H2) and two SDS patients
(SDS3, SDS2) matched by age and sex. SBDS, green; actin fibers, red; negative control: secondary antibody; magnification
40×, scale bar: 20 µm.

The SBDS protein amount analyzed by Western blot in SDS-OBs and compared to
H-OBs showed lower or almost undetectable quantities in SDS-OBs (Figure 1c). This
observation was confirmed by immunofluorescence staining (Figure 1d).
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2.2. Mineralization of SDS-OBs Is Impaired

In order to evaluate SDS-OBs’ functionality, we analyzed the capacity of SDS-OBs
to mineralize. Both SDS-OBs and H-OBs were cultured for 28 days in a differentiation
medium to induce mineralization (OMEM). Quantification of the absorbance of Alizarin
Red staining showed a reduced mineral deposit in the SDS-OB culture compared to the
H-OB culture, which was statistically significant (p < 0.05; Figure 2).
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Figure 2. Mineralization of SDS-OBs and H-OBs. (a) Representative image of Alizarin Red staining
of osteoblasts from a healthy subject (H1) and an SDS patient (SDS3), matched by age and sex,
cultured for 28 days in growth medium (GMEM) or osteogenic medium (OMEM), and (b) relative
quantification (H, n = 6; SDS, n = 9). Mann–Whitney test, * p < 0.05.

2.3. Osteogenesis-Related Gene and Relative Protein Expressions Are Reduced in SDS-OBs

Considering the impaired mineralization capacity of SDS-OBs, we evaluated the
SDS-OB transcriptome by microarray analysis. Gene expression profile analysis showed
a generalized reduction in gene expression in SDS-OBs vs. H-OBs. The volcano plot
analysis of the FC > 2 entries conducted with a moderated t-test and Benjamini–Hochberg
correction (corrected p-value < 0.05) revealed 2330 downregulated entries and only 43
upregulated entries (Figure 3A). The heatmap of genes involved in the ossification pro-
cess (GO:0001503, 308 genes in the Homo sapiens taxon) with FC > 2 (Figure 3B) showed
differences between SDS-OBs and H-OBs in a limited number of genes, with 80 down-
regulated genes and 49 upregulated genes (Table S1) (raw data are available at https:
//www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-9397; 24 July 2020).

https://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-9397
https://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-9397
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Figure 3. Gene expression in SDS-OBs. (a) Volcano plot of whole gene expression of SDS-derived osteoblasts vs. healthy
subject-derived osteoblasts. The x-axis displays the log2 fold change value, and the y-axis corresponds to the negative
logarithm of the base 10 of the t-test p-values. A total of 2373 genes were differentially expressed in SDS-derived osteoblasts
vs. healthy osteoblasts. The red dots represent upregulated genes (43 genes), and the blue dots represent downregulated
genes (2330 genes). The gray dots correspond to genes with no significant difference. (b) Heatmap showing differentially
expressed mRNAs of Gene Ontology ossification (GO:0001503) comparing 3 healthy individuals vs. 3 patients with SDS
(SDS1, SDS5, and SDS11). Each row represents one mRNA, and each column represents a sample. Red, upregulation; green,
downregulation. (c) Relative mRNA expression of the main osteogenesis-related genes in osteoblasts of healthy subjects
(H; n = 8) and SDS patients (SDS; n = 10). Runt-related transcription factor 2 (Runx2), osterix (OSX), osteopontin (OPN),
bone sialoprotein (BSP), osteocalcin (BGLAP), alkaline phosphatase (ALP), collagen type I (COL1A). Mann–Whitney test,
* p < 0.05; ** p < 0.01.

Further analysis with quantitative PCR (RT-qPCR) of the main osteogenesis-related genes
showed a lower expression of runt-related transcription factor 2 (Runx2; p < 0.05), osteopontin
(OPN; p < 0.01), bone sialoprotein (BSP; p < 0.05), osteocalcin (BGLAP; p < 0.05), alkaline
phosphatase (ALP; p < 0.05), and collagen type I (COL1A1; p < 0.05) in SDS-OBs compared to
H-OBs, while the expression levels of osterix (OSX) were unchanged (Figure 3C).

Protein levels of ALP and collagen type I analyzed by Western blot were significantly
(p < 0.05) lower in SDS-OBs in respect to H-OBs, whereas RUNX2, OSX, and OPN showed
no difference between the two groups. BSP showed a trend of reduction, although not
reaching statistical significance (Figure 4a,b).
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2.4. High p53 Levels Are Involved in SDS-OB Functional Impairment

Since previous studies have shown that bone marrow from SDS patients expresses
higher levels of p53 than that from healthy subjects [31], and that p53 exerts an inhibitory
action on osteogenesis [32], we evaluated the p53 protein amount in SDS-OBs by Western
blot (Figure 5a). Our results show that the p53 content in SDS-OBs was significantly
higher (p < 0.05) compared to that in H-OBs (Figure 5b). This increase could not be
ascribed to activating mutations of the Tp53 gene, as the sequencing of the coding region
of Tp53 performed on RNA from SDS-OBs (n = 11) and H-OBs (n = 4) only showed the
presence of the missense SNP rs1042522 in all the subjects, which occurs in the worldwide
population [33].
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in osteoblasts from age- and sex-matched healthy subjects (H1, 2, 3) and SDS patients (SDS3, 2, 5), and (b) relevant
quantification (n = 9). Mann–Whitney test, * p < 0.05.

To find the possible link between p53 and collagen and ALP, we treated SDS-OBs
with a small interference RNA (siRNA, 5nM) targeting Tp53. The treatment induced a
significant (p < 0.05) reduction in p53 protein levels after 72 h and 96 h. Concurrently,
ALP increased at 72 h (p < 0.05) and collagen type 1 protein increased significantly at 96 h
(p < 0.01) (Figure 6a,b), suggesting that p53 is involved in the lower levels of these proteins
observed in SDS-OBs.
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Figure 6. Silencing of p53 in SDS-OBs. (a) Representative image of Western blot analyses of collagen
type I (Col1), ALP, and p53 in osteoblasts from an SDS patient (SDS13) treated for 72 h and 96 h
with p53 siRNA (5nM) or siRNA negative control (siRNA-), and (b) relevant quantification (n = 5).
Friedman test, * p < 0.05; ** p < 0.01.

To evaluate if p53 was involved in the reduced mineralization capacity of SDS-OBs,
the cells were cultured in an osteogenic medium for 28 days and treated with the Tp53
siRNA twice a week. The silencing of p53 was able to induce a significant increase in
SDS-OBs’ mineral deposition compared to that of siRNA negative control-treated SDS-OBs,
as shown by Alizarin Red staining (Figure 7a,b).
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Figure 7. Mineralization in siRNAp53-treated SDS-OBs. (a) Representative image of Alizarin Red
staining of osteoblasts from an SDS patient (SDS12), cultured for 28 days in osteogenic medium and
treated twice a week with p53 siRNA (5 nM) or siRNA negative control (siRNA-), and (b) relevant
quantification (n = 3, paired Student’s t-test, ** p < 0.01).

3. Discussion

The present study shows that low levels of the SBDS protein negatively affect os-
teoblast mineralization capacity and compromise the physiological expression of osteo-
genesis-related genes in osteoblasts, thus supporting the hypothesis that low SBDS levels
affect the osteogenic process, likely contributing to the altered bone phenotypic traits
of SDS.

Besides low/undetectable SBDS protein amounts, SDS-OBs displayed low levels of
SBDS mRNA, possibly due to the activation of the nonsense-mediated mRNA decay (NMD)
process. The NMD machinery selectively recognizes and degrades mRNAs whose open
reading frame is truncated by the presence of a premature stop codon, in order to protect
the cell from the accumulation of C-terminal truncated proteins with potential deleterious
functions [34]. In fact, in SDS, the mutations 183-184TA > CT and 258 + 2T > C elicit a
premature stop codon that could generate truncated forms of SBDS which are possibly
detrimental for the cell.

The analysis of the whole transcriptome showed a downregulation in the overall gene
expression, suggesting a global reduction in osteoblast activities. In particular, the expres-
sion of the main genes related to osteogenesis, except for OSX, was significantly reduced
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in SDS-OBs. The reduction in the gene expression of RUNX2 and OPN was not associated
with a significant reduction in protein content. RUNX2 and OSX are transcription factors
essential for osteoblast differentiation. RUNX2 induces the expression of the main bone
matrix proteins during the early phases of osteoblast differentiation, but it is not required
to maintain their expressions in mature osteoblasts. OSX further fosters mesenchymal cells’
differentiation to osteoblasts [35]. It is not surprising to observe any difference in these
transcription factors between SDS-OBs and H-OBs as the cells obtained from trabecular
bone specimens are already committed and RUNX2 and OSX do not play a fundamental
role in the maintenance of mature osteoblast activities [35].

Bone matrix components such as BSP, ALP, and collagen type I showed a lower
protein expression in SDS-OBs. BSP and ALP expressions are tightly associated with the
mineralization process and mark the early stage of mineralization. As with the major
glycoproteins of the bone matrix, BSP contains the tripeptide sequence Arg-Gly-Asp (RGD)
that mediates the interaction between the matrix and the integrins of bone cells. Moreover,
BSP has a high capacity of binding calcium ions and is a determining factor in promoting the
nucleation of hydroxyapatite crystals in a variety of in vitro assays [36]. The Bsp knockout
mouse model is associated with defects in bone mineralization and formation [37]. Due
to its involvement in the regulation of matrix mineralization and in the early stage of
osteogenesis, a low expression of BSP could contribute, together with the above-mentioned
proteins, to the impaired mineralization observed in SDS-OBs. Alkaline phosphatase
is a ubiquitous membrane-bound glycoprotein that plays an important role in matrix
mineralization. It catalyzes the hydrolysis of phosphate monoesters at basic pH values.
By favoring the ratio between inorganic phosphate (Pi), which fosters mineralization, and
inorganic pyrophosphate (PPi), which instead inhibits this process, ALP exerts a primary
role in the regulation of mineralization. The reduced expression of ALP might conversely
favor the reduction in the Pi/PPi ratio, thus leading towards impaired mineralization [38].
Since the non-collagenous matrix proteins contribute to the correct development of the
skeleton as well as the acquisition and maintenance of bone strength, it is likely that their
lower levels could contribute to the bone phenotype of SDS patients.

Collagen type I constitutes the matrix scaffold that will be mineralized in a following
step. Therefore, the lower collagen amount produced by SDS-OBs could contribute to a
lower matrix deposition. As collagen confers mechanical stiffness and strength to bone, the
lower amount of collagen produced by SDS-OBs could lead to an enhanced fracture risk
in SDS patients and is in agreement with the lower amount of osteoid observed in bone
biopsies of these patients [23].

As previously reported in the bone marrow of SDS patients [31], SDS-OBs also express
a higher amount of the tumor suppressor protein p53. p53 is known to increase after DNA
damage [39] and/or upon ribosomal biogenesis impairment [40], as occurs in SDS [4]. A
previous study has shown that p53 has an inhibitory action on osteogenesis [41].

The evidence that the high levels of p53 are involved in the impaired osteogenic
process of SDS-OBs was obtained by silencing Tp53 in SDS-OBs. The silencing of Tp53
was able to rescue collagen type 1 and alkaline phosphatase levels, and mineralization.
Tp53siRNA-treated SDS-OBs actually displayed a higher mineralization capacity compared
to SDS-OBs treated with a negative scramble control. This result outlines the inhibiting
role of p53 in the mineralization process of osteoblasts and is in agreement with previous
results demonstrating that, in the absence of p53, as in p53-deficient mice, bone nodule
formation and alkaline phosphatase staining were accelerated [32].

In conclusion, this study demonstrates that the lack of SBDS in osteoblasts is associated
with high levels of p53 that are involved in the reduced mineral deposition of SDS os-
teoblasts. These findings are coherent with the low-bone mass phenotype observed in SDS
patients and provide evidence that SBDS plays an important role in osteoblast functions.
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4. Materials and Methods
4.1. Cell Culture

Human samples were obtained and analyzed in accordance with the Declaration of
Helsinki, after written consent. All protocols were approved by the Azienda Ospedaliera
Universitaria Integrata (Verona, Italy), approval No. 658 CESC, and Azienda Ospedaliero
Universitaria Ospedali Riuniti (Ancona, Italy), approval No. CERM 2018-82. Primary
human osteoblast cultures were established by means of a modified version of the Gehron-
Robey and Termine [42] procedure from bone remnants of bone marrow biopsies of SDS
patients, or from waste material during orthopedic surgery or bone marrow biopsies of
healthy controls. The trabecular bone was cut into small pieces and incubated with rotation
at 37 ◦C for 30 min with Joklik’s modified MEM (Sigma-Aldrich, Milan, Italy) serum-free
medium containing 0.5 mg/mL type IV collagenase (Sigma-Aldrich, Milan, Italy). The
pieces from each sample were then placed in 25 cm2 flasks and cultured in Iscove’s modified
medium (IMDM, Sigma-Aldrich, Milan, Italy) containing 10% FBS (Euroclone srl, Milan,
Italy), penicillin, streptomycin, and amphotericin B (Sigma-Aldrich, Milan, Italy, 1:100)
until confluence; the cells were maintained in an incubator at 37 ◦C and at a humidified
atmosphere of 5% CO2. The culture medium was changed every 2–3 days. Cells were
used at the second passage to reduce the possibility of phenotype changes. To induce
mineralization, confluent osteoblasts were cultured for 28 days in osteogenic medium
containing 10−7 M dexamethasone (Sigma-Aldrich, Milan, Italy), 50 ng/mL ascorbic acid
(Sigma-Aldrich, Milan, Italy), and 5 mM β-glicerophosphate (Sigma-Aldrich, Milan, Italy).
Osteogenic medium was changed two times/week. Lymphoblastoid cell lines (LCLs) were
obtained by infecting peripheral blood lymphocytes (PBL) with Epstein–Barr Virus (EBV).

4.2. Proliferation Assay

Cells were seeded at a density of 4 × 104 in 6-well plates, trypsinized at different time
points (1, 4, and 8 days), and counted in a Bürker chamber after addition of Trypan Blue
(Sigma-Aldrich, Milan, Italy).

4.3. Alizarin Red Staining

Osteoblasts fixed in 75% ethanol were stained for 10 min with Alizarin Red solution
and then thoroughly washed with deionized water. The staining was quantified by mea-
suring the absorbance with the plate reader Infinite 200 (Tecan Group Ltd., Männedorf,
Switzerland). Alizarin Red binds to calcium present in the extracellular matrix deposited
by osteoblasts, and therefore its positive staining is associated with the amount of calcium
present [43].

4.4. Immunofluorescence Staining

Cells were fixed in 1% paraformaldehyde in PBS and immunostained with a rabbit
anti-SBDS antibody (1:50, Abcam plc, Cambridge, UK) for 3 h at room temperature, fol-
lowed by incubation with a 488-Alexa Fluor-conjugated anti-rabbit secondary antibody
(1:500, Thermo Fisher Scientific Inc., Waltham, MA, USA). DAPI (1 µg/mL, Thermo Fisher
Scientific Inc., Waltham, MA, USA) was used for nuclear labeling. For actin labeling,
555-Alexa Fluor-conjugated phalloidin (1:40, Thermo Fisher Scientific Inc., Waltham, MA,
USA) was used. Secondary antibodies were incubated for 45 min protected from light.
Cover slips were mounted with FluoromountG (Southern Biotech, Birmingham, AL, USA).
Images were acquired using the Nikon Eclipse 50i, 40X objective.

4.5. RNA Extraction, Reverse Transcription, and RT-qPCR

RNA was extracted from a second-passage confluent osteoblast culture using RNeasy
Plus kit (Qiagen Germantown, MD, USA). RNA was quantified using an ND-1000 UV-Vis
Spectrophotometer (Thermo Scientific, Wilmington, DE, USA), and the integrity of the
RNA was assessed with an Agilent 2100 Bioanalyzer (Agilent Technologies Inc., Lexington,
MA, USA) according to the manufacturer’s instructions. All the RNA samples used in this
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study exhibited a 260/280 ratio above 1.9 and an RNA integrity number (RIN) above 9.0.
An amount of 500 ng of total RNA was reverse transcribed to cDNA using oligo(dT) and
random primers and RNase H+ and MMLV reverse transcriptase (Bio-Rad, Hercules, CA,
USA iScript Reverse Transcription kit,). cDNAs were subjected to RT-qPCR reactions. The
relative expression of SBDS mRNA was evaluated using the following specific primers:

SBDS_FW AGATAGAACGTGCTCACATGAGGC;
SBDS_REV GGTGTCATTCAAATTTCTCATGTC;
β-ACT_FW CATGTACGTTGCTATCCAGGC;
β-ACT_REV CTCCTTAATGTCACGCACGAT,

while the analysis of osteogenesis-related genes, namely, runt-related transcription fac-
tor 2 (RUNX2), osterix (OSX), osteopontin (OPN), bone sialoprotein (BSP), osteocalcin
(BGLAP), alkaline phosphatase (ALP), and collagen type I (COL1A) mRNA, was performed
using primer–probe sets validated and purchased as “Assay-on-Demand” (Thermo Fisher
Scientific Inc., Waltham, MA USA) in a singleplex PCR mix. The RT-qPCR reaction was
performed in an ABI PRISM® 7900 Sequence Detection System (Thermo Fisher Scientific
Inc., Waltham, MA, USA). Each gene expression was first normalized with β-actin content,
and the relative quantification was calculated with the 2−∆Ct method. Three replicates
were performed for each experimental point, and experiments were repeated with cells
obtained from different donors.

To analyze the alternative SBDS transcript, RNA was extracted from lymphoblastoid
cell lines and osteoblast cell lines of a healthy control, an SDS patient (SDS3) carrying the
mutation 258 + 2T > C in the heterozygous state, and an SDS patient (SDS9) homozygous
for the mutation 258 + 2T > C. PCR reactions were performed using the following specific
primers:

gSBDS_FW GGAACAGATGACCAAACTGAAATC;
gSBDS_REV TCAATAAGGATCACGGTGTATGG,

at the following condition: 94 ◦C for 30 s, 94 ◦C for 10 s, 62 ◦C for 15 s, and 72 ◦C for 20 s
for 35 cycles, and a final step of 72 ◦C for 7 min 30 s. For the PCR reaction, 25 ng of WT
LCL and human OB cDNA, 50 ng of SDS3 LCL and human OB cDNA, and 250 ng of SDS9
LCL and human OB cDNA were used. The RT-PCR products were run on agarose gel at
5% using GellyPhor ULTRA agarose (Euroclone srl, Milan, Italy).

4.6. One-Color Expression Arrays

Microarray expression profiling was performed on second-passage confluent os-
teoblasts derived from SDS patients (n = 3) and from healthy subjects (n = 3) cultured in
basal medium (IMDM with 10% FBS). Microarray expression profiling was carried out
according to Agilent’s One-Color Microarray-Based Gene Expression Analysis Low Input
Quick Amp Labeling Protocol (Version 6.9.1) using Low Input Quick Amp Labeling Kit,
One-ColorAgilent, and Agilent Whole Transcriptome (WT) Oligo Human Microarray slides
8× 60K format (Agilent Technologies, Santa Clara, CA, USA). Data analysis was performed
using Agilent GeneSpring 14.9.1 software. Data from each sample were imported into the
software with the following parameters: Threshold: 1; Logbase: 2; Normalization: Shift to
75.0 percentile; Baseline Transformation: median of all samples. Clustering analysis was
performed by hierarchical analysis on normalized intensity values with Euclidean distance
metrics and Ward’s linkage rules both on all genes and on selected gene sets.

4.7. Western Blot Analysis

After removing the medium, adherent cells were gently scraped in 75 µL modified
RIPA buffer (EDTA 10 mM) with a protease and phosphatase inhibitor cocktail (1:50 and
1:100, Sigma-Aldrich, Milan, Italy). The lysates were centrifuged at 12,000 rpm for 10 min
at 4 ◦C, supernatants were collected, and the total protein concentration was determined
by BCA assay (Pierce, Rockford, IL, USA). An amount of 30 µg of total protein extract was
mixed with the appropriate volume of denaturing Laemmli sample loading buffer, heated
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at 100 ◦C for 5 min, and loaded onto 4–15% Tris-Gly precast polyacrylamide gels (Bio-
Rad, Hercules, CA, USA). Western blots were performed using specific antibodies against
human SBDS (1:300), p53 (1:300), β-actin (1:2000), and ALP (1:500), which were purchased
from Santa Cruz Biotechnology Inc., Heidelberg, Germany. BSP (1:1000), OPN (1:500), and
OSX (1:1000) were purchased from Immunological Sciences, Rome, Italy. RUNX2 (1:500)
and cleaved/full length Caspase 3 antibody (1:500) were purchased from Cell Signaling
Technology, Danvers, MA, USA. Antibodies were diluted in 5% milk or BSA Tris-buffered
saline with 0.1% Tween20 (Sigma-Aldrich, P9416). After washing, membranes were treated
with specific horseradish peroxidase-conjugated secondary antibodies (1:2000). Bound
peroxidase activity was revealed using the enhanced chemiluminescence substrate (Pierce,
Rockford, IL, USA). The signal was acquired with the UVITEC MiniHD9 (Cambridge, UK)
and quantified by means of the manufacturer’s Nine Alliance software v. 17.01. β-actin
was used as a loading control.

4.8. Tp53 Mutation Analysis

Total RNA was extracted from 11 SDS-hOBs and 4 H-hOBs, quantified, and retrotran-
scribed, as described in Section 4.5. The primers for the PCR reaction were designed to
cover the entire Tp53 coding region (NM_000546.6). PCR reactions were performed using
the following primers:

p53 _93FW: GTGACACGCTTCCCTGGATT;
1. p53_962REV: CACGCACCTCAAAGCTGTTC;
2. p53_569FW: GTGCAGCTGTGGGTTGATT;
3. p53_1067REV: GCAGTGCTCGCTTAGTGCTC;
4. p53_1355REV: GCTGTCAGTGGGGAACAAGAA,

at the following condition: 94 ◦C for 30 s, 94 ◦C for 30 s, 58 ◦C for 30 s, and 72 ◦C for 30 s
for 35 cycles, and a final step of 72 ◦C for 4 min 30 s. The amplicons were purified using
DNA Clean & Concentrator Kits (Zymo Research, Irvine, CA, USA). All the samples were
analyzed by direct Sanger sequencing.

4.9. siRNA-Mediated p53 Gene Silencing

Sub-confluent (80%) SDS-OBs were transfected either with a short interfering RNA
(siRNA) targeting human p53 (Hs_TP53_9 FlexiTube siRNA, functionally verified siRNA
directed against human Tp53, final concentration 5 nM; Qiagen, Milan, Italy) or a scrambled
control (AllStars Negative Control, Qiagen, Milan, Italy). The transfection was performed
using the HiPerFect transfection reagent (Qiagen, Milan, Italy) according to the manufac-
turer’s instructions. In the osteogenic differentiation experiments, siRNAs were added
twice a week.

4.10. Statistical Analysis

Statistical analysis was performed with Prism vs. 5.04, (GraphPad Software, San Diego,
CA, USA). Statistically significant differences were determined using a nonparametric
ANOVA test for repeated measures (Friedman test) followed by a multiple comparisons
test (Dunn’s post-test), by the Mann–Whitney test, or by the Wilcoxon test. Up- and
downregulated genes in the array results were extrapolated by applying a moderated t-test,
followed by Benjamini–Hochberg p-value correction, with a threshold of p = 0.05 and fold
change cut-off of >2.0, to the SDS patient-derived osteoblasts vs. healthy subject-derived
osteoblasts.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/10
.3390/ijms222413331/s1.

Author Contributions: I.V. and A.F.: conceptualization, investigation, project administration, writing;
S.B.: investigation, conceptualization, writing; M.S.: investigation; R.V. and A.W.K.: investigation,
data curation; M.C., R.M.P., E.B., M.R.F., and S.C.: resources; A.R., M.C., G.P., and V.B.: review and
editing. All authors have read and agreed to the published version of the manuscript.

https://www.mdpi.com/article/10.3390/ijms222413331/s1
https://www.mdpi.com/article/10.3390/ijms222413331/s1


Int. J. Mol. Sci. 2021, 22, 13331 16 of 17

Funding: This work was supported by institutional funds of the Bone Metabolism Unit, in part by a
grant (Grant 2018) from Associazione Italiana Sindrome di Shwachman (AISS) to Roberto Valli, and
by Ministero Italiano della Salute (grant GR-2016-02363570).

Institutional Review Board Statement: This study was conducted according to the guidelines
of the Declaration of Helsinki and approved by the Institutional Ethical Committee of Azienda
Ospedaliera Universitaria Integrata (Verona, Italy), approval No. 658 CESC, and Azienda Ospedaliero
Universitaria Ospedali Riuniti (Ancona, Italy), approval No. CERM 2018-82.

Informed Consent Statement: Informed consent was obtained from all subjects involved in the
study.

Data Availability Statement: Microarray data are available at https://www.ebi.ac.uk/arrayexpress/;
accession number: E-MTAB-9397.

Acknowledgments: The authors are grateful to Francesco Pasquali, a pioneer in the study of
Shwachman–Diamond syndrome, for his valuable advice. We would also like to extend our gratitude
to Francesca Guidobono for her scientific contribution, to Emanuela Maserati for her support, and to
Giuseppe Montalbano for the technical assistance.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Shwachman, H.; Diamond, L.K.; Oski, F.A.; Khaw, K.-T. The syndrome of pancreatic insufficiency and bone marrow dysfunction.

J. Pediatr. 1964, 65, 645–663. [CrossRef]
2. Bodian, M.; Sheldon, W.; Lightwood, R. Congenital Hypoplasia of the Exocrine Pancreas. Acta Paediatr. 1964, 53, 282–293.

[CrossRef] [PubMed]
3. Valli, R.; Minelli, A.; Galbiati, M.; D’Amico, G.; Frattini, A.; Montalbano, G.; Khan, A.W.; Porta, G.; Millefanti, G.; Olivieri, C.;

et al. Shwachman-Diamond syndrome with clonal interstitial deletion of the long arm of chromosome 20 in bone marrow:
Haematological features, prognosis and genomic instability. Br. J. Haematol. 2018, 184, 974–981. [CrossRef] [PubMed]

4. Warren, A.J. Molecular basis of the human ribosomopathy Shwachman-Diamond syndrome. Adv. Biol. Regul. 2018, 67, 109–127.
[CrossRef]

5. Kennedy, A.L.; Shimamura, A. Genetic predisposition to MDS: Clinical features and clonal evolution. Blood 2019, 133, 1071–1085.
[CrossRef] [PubMed]

6. Lindsley, R.C.; Saber, W.; Mar, B.; Redd, R.; Wang, T.; Haagenson, M.D.; Grauman, P.V.; Hu, Z.-H.; Spellman, S.R.; Lee, S.J.;
et al. Prognostic Mutations in Myelodysplastic Syndrome after Stem-Cell Transplantation. N. Engl. J. Med. 2017, 376, 536–547.
[CrossRef]

7. Bezzerri, V.; Cipolli, M. Shwachman-Diamond Syndrome: Molecular Mechanisms and Current Perspectives. Mol. Diagn. Ther.
2018, 23, 281–290. [CrossRef] [PubMed]

8. Boocock, G.R.; Morrison, J.A.; Popovic, M.; Richards, N.; Ellis, L.; Durie, P.R.; Rommens, J.M. Mutations in SBDS are associated
with Shwachman–Diamond syndrome. Nat. Genet. 2003, 33, 97–101. [CrossRef] [PubMed]

9. Austin, K.M.; Leary, R.J.; Shimamura, A. The Shwachman-Diamond SBDS protein localizes to the nucleolus. Blood 2005, 106,
1253–1258. [CrossRef] [PubMed]

10. Wong, C.C.; Traynor, D.; Basse, N.; Kay, R.R.; Warren, A.J. Defective ribosome assembly in Shwachman-Diamond syndrome.
Blood 2011, 118, 4305–4312. [CrossRef] [PubMed]

11. Provost, E.; Wehner, K.A.; Zhong, X.; Ashar, F.; Nguyen, E.; Green, R.; Parsons, M.J.; Leach, S.D. Ribosomal biogenesis genes play
an essential and p53-independent role in zebrafish pancreas development. Development 2012, 139, 3232–3241. [CrossRef]

12. Zhang, S.; Shi, M.; Hui, C.-C.; Rommens, J.M. Loss of the Mouse Ortholog of the Shwachman-Diamond Syndrome Gene (Sbds)
Results in Early Embryonic Lethality. Mol. Cell. Biol. 2006, 26, 6656–6663. [CrossRef]

13. Austin, K.M.; Gupta, M.L.; Coats, S.A.; Tulpule, A.; Mostoslavsky, G.; Balazs, A.B.; Mulligan, R.C.; Daley, G.; Pellman, D.;
Shimamura, A. Mitotic spindle destabilization and genomic instability in Shwachman-Diamond syndrome. J. Clin. Investig. 2008,
118, 1511–1518. [CrossRef] [PubMed]

14. Orelio, C.; Verkuijlen, P.; Geissler, J.; van den Berg, T.K.; Kuijpers, T.W. SBDS Expression and Localization at the Mitotic Spindle in
Human Myeloid Progenitors. PLoS ONE 2009, 4, e7084. [CrossRef]

15. Morini, J.; Babini, G.; Mariotti, L.; Baiocco, G.; Nacci, L.; Maccario, C.; Rößler, U.; Minelli, A.; Savio, M.; Gomolka, M.; et al.
Radiosensitivity in lymphoblastoid cell lines derived from Shwachman–Diamond syndrome patients. Radiat. Prot. Dosim. 2015,
166, 95–100. [CrossRef]

16. Liu, Y.; Liu, F.; Cao, Y.; Xu, H.; Wu, Y.; Wu, S.; Liu, D.; Zhao, Y.; Songyang, Z.; Ma, W. Shwachman-Diamond Syndrome Protein
SBDS Maintains Human Telomeres by Regulating Telomerase Recruitment. Cell Rep. 2018, 22, 1849–1860. [CrossRef] [PubMed]

17. Burwick, N.; Coats, S.A.; Nakamura, T.; Shimamura, A. Impaired ribosomal subunit association in Shwachman-Diamond
syndrome. Blood 2012, 120, 5143–5152. [CrossRef] [PubMed]

https://www.ebi.ac.uk/arrayexpress/
http://doi.org/10.1016/S0022-3476(64)80150-5
http://doi.org/10.1111/j.1651-2227.1964.tb07237.x
http://www.ncbi.nlm.nih.gov/pubmed/14158482
http://doi.org/10.1111/bjh.15729
http://www.ncbi.nlm.nih.gov/pubmed/30585299
http://doi.org/10.1016/j.jbior.2017.09.002
http://doi.org/10.1182/blood-2018-10-844662
http://www.ncbi.nlm.nih.gov/pubmed/30670445
http://doi.org/10.1056/NEJMoa1611604
http://doi.org/10.1007/s40291-018-0368-2
http://www.ncbi.nlm.nih.gov/pubmed/30413969
http://doi.org/10.1038/ng1062
http://www.ncbi.nlm.nih.gov/pubmed/12496757
http://doi.org/10.1182/blood-2005-02-0807
http://www.ncbi.nlm.nih.gov/pubmed/15860664
http://doi.org/10.1182/blood-2011-06-353938
http://www.ncbi.nlm.nih.gov/pubmed/21803848
http://doi.org/10.1242/dev.077107
http://doi.org/10.1128/MCB.00091-06
http://doi.org/10.1172/JCI33764
http://www.ncbi.nlm.nih.gov/pubmed/18324336
http://doi.org/10.1371/journal.pone.0007084
http://doi.org/10.1093/rpd/ncv152
http://doi.org/10.1016/j.celrep.2018.01.057
http://www.ncbi.nlm.nih.gov/pubmed/29444436
http://doi.org/10.1182/blood-2012-04-420166
http://www.ncbi.nlm.nih.gov/pubmed/23115272


Int. J. Mol. Sci. 2021, 22, 13331 17 of 17

18. Finch, A.J.; Hilcenko, C.; Basse, N.; Drynan, L.F.; Goyenechea, B.; Menne, T.F.; Fernández, G.; Simpson, P.; D’Santos, C.S.; Arends,
M.J.; et al. Uncoupling of GTP hydrolysis from eIF6 release on the ribosome causes Shwachman-Diamond syndrome. Genes Dev.
2011, 25, 917–929. [CrossRef] [PubMed]

19. Weis, F.; Giudice, E.; Churcher, M.; Jin, L.; Hilcenko, C.; Wong, C.C.; Traynor, D.; Kay, R.R.; Warren, A.J. Mechanism of eIF6 release
from the nascent 60S ribosomal subunit. Nat. Struct. Mol. Biol. 2015, 22, 914–919. [CrossRef] [PubMed]

20. Luviano, A.; Cruz-Castañeda, R.; Sánchez-Puig, N.; García-Hernández, E. Cooperative energetic effects elicited by the yeast
Shwachman-Diamond syndrome protein (Sdo1) and guanine nucleotides modulate the complex conformational landscape of the
elongation factor-like 1 (Efl1) GTPase. Biophys. Chem. 2019, 247, 13–24. [CrossRef] [PubMed]

21. Mäkitie, O.; Ellis, L.; Durie, P.R.; Morrison, J.A.; Sochett, E.B.; Rommens, J.M.; Cole, W.G. Skeletal phenotype in patients with
Shwachman-Diamond syndrome and mutations in SBDS. Clin. Genet. 2004, 65, 101–112. [CrossRef] [PubMed]

22. Burroughs, L.; Woolfrey, A.; Shimamura, A. Shwachman-Diamond Syndrome: A Review of the Clinical Presentation, Molecular
Pathogenesis, Diagnosis, and Treatment. Hematol. Oncol. Clin. N. Am. 2009, 23, 233–248. [CrossRef]

23. Toiviainen-Salo, S.; Mäyränpää, M.K.; Durie, P.R.; Richards, N.; Grynpas, M.; Ellis, L.; Ikegawa, S.; Cole, W.G.; Rommens, J.;
Marttinen, E.; et al. Shwachman–Diamond syndrome is associated with low-turnover osteoporosis. Bone 2007, 41, 965–972.
[CrossRef] [PubMed]

24. Aggett, P.J.; Cavanagh, N.P.; Matthew, D.J.; Pincott, J.R.; Sutcliffe, J.; Harries, J.T. Shwachman’s syndrome: A review of 21 cases.
Arch. Dis. Child. 1980, 55, 331–347. [CrossRef] [PubMed]

25. Ginzberg, H.; Shin, J.; Ellis, L.; Morrison, J.; Ip, W.; Dror, Y.; Freedman, M.; Heitlinger, L.A.; Belt, M.A.; Corey, M.; et al. Shwachman
syndrome: Phenotypic manifestations of sibling sets and isolated cases in a large patient cohort are similar. J. Pediatr. 1999, 135,
81–88. [CrossRef]

26. André, V.; Longoni, D.; Bresolin, S.; Cappuzzello, C.; Dander, E.; Galbiati, M.; Bugarin, C.; Di Meglio, A.; Nicolis, E.; Maserati, E.;
et al. Mesenchymal stem cells from Shwachman–Diamond syndrome patients display normal functions and do not contribute to
hematological defects. Blood Cancer J. 2012, 2, e94. [CrossRef]

27. Zimmermann, E.A.; Riedel, C.; Schmidt, F.N.; Stockhausen, K.E.; Chushkin, Y.; Schaible, E.; Gludovatz, B.; Vettorazzi, E.; Zontone,
F.; Püschel, K.; et al. Mechanical Competence and Bone Quality Develop During Skeletal Growth. J. Bone Miner. Res. 2019, 34,
1461–1472. [CrossRef]

28. Trainor, P.A.; Merrill, A.E. Ribosome biogenesis in skeletal development and the pathogenesis of skeletal disorders. Biochim.
Biophys. Acta 2013, 1842, 769–778. [CrossRef] [PubMed]

29. Mäkitie, R.E.; Costantini, A.; Kämpe, A.; Alm, J.J.; Mäkitie, O. New Insights into Monogenic Causes of Osteoporosis. Front.
Endocrinol. (Lausanne) 2019, 10, 70. [CrossRef]

30. Anna, A.; Monika, G. Splicing mutations in human genetic disorders: Examples, detection, and confirmation. J. Appl. Genet. 2018,
59, 253–268. [CrossRef]

31. Elghetany, M.T.; Alter, B.P. p53 protein overexpression in bone marrow biopsies of patients with Shwachman-Diamond syndrome
has a prevalence similar to that of patients with refractory anemia. Arch. Pathol. Lab. Med. 2002, 126, 452–455. [CrossRef]

32. Tataria, M.; Quarto, N.; Longaker, M.T.; Sylvester, K.G. Absence of the p53 tumor suppressor gene promotes osteogenesis in
mesenchymal stem cells. J. Pediatr. Surg. 2006, 41, 624–632. [CrossRef]

33. Doffe, F.; Carbonnier, V.; Tissier, M.; Leroy, B.; Martins, I.; Mattsson, J.S.M.; Micke, P.; Pavlova, S.; Pospisilova, S.; Smardova, J.;
et al. Identification and functional characterization of new missense SNPs in the coding region of the TP53 gene. Cell Death Differ.
2021, 28, 1477–1492. [CrossRef]

34. Frischmeyer, P.A.; Dietz, H.C. Nonsense-mediated mRNA decay in health and disease. Hum. Mol. Genet. 1999, 8, 1893–1900.
[CrossRef]

35. Komori, T. Regulation of osteoblast differentiation by runx2. Adv. Exp. Med. Biol. 2010, 658, 43–49.
36. Ganss, B.; Kim, R.H.; Sodek, J. Bone sialoprotein. Crit. Rev. Oral Biol. Med. 1999, 10, 79–98. [CrossRef]
37. Bouleftour, W.; Boudiffa, M.; Wade-Gueye, N.M.; Bouet, G.; Cardelli, M.; Laroche, N.; Vanden-Bossche, A.; Thomas, M.; Bonnelye,

E.; Aubin, J.E.; et al. Skeletal Development of Mice Lacking Bone Sialoprotein (BSP)—Impairment of Long Bone Growth and
Progressive Establishment of High Trabecular Bone Mass. PLoS ONE 2014, 9, e95144. [CrossRef]

38. Osathanon, T.; Giachelli, C.M.; Somerman, M.J. Immobilization of alkaline phosphatase on microporous nanofibrous fibrin
scaffolds for bone tissue engineering. Biomaterials 2009, 30, 4513–4521. [CrossRef]

39. Brady, C.A.; Attardi, L.D. p53 at a glance. J. Cell Sci. 2010, 123, 2527–2532. [CrossRef]
40. Vousden, K.H.; Prives, C. Blinded by the Light: The Growing Complexity of p53. Cell 2009, 137, 413–431. [CrossRef]
41. Wang, X.; Kua, H.-Y.; Hu, Y.; Guo, K.; Zeng, Q.; Wu, Q.; Ng, H.H.; Karsenty, G.; De Crombrugghe, B.; Yeh, J.; et al. p53 functions

as a negative regulator of osteoblastogenesis, osteoblast-dependent osteoclastogenesis, and bone remodeling. J. Cell Biol. 2005,
172, 115–125. [CrossRef]

42. Robey, P.G.; Termine, J.D. Human bone cellsin vitro. Calcif. Tissue Int. 1985, 37, 453–460. [CrossRef]
43. Dillon, J.; Waring-Green, V.; Taylor, A.; Wilson, P.; Birch, M.; Gartland, A.; Gallagher, J. Primary Human Osteoblast Cultures. In

Bone Protocols; Hielfrich, M., Ralston, S., Eds.; Humana Press: New York, NY, USA, 2012; Volume 16. [CrossRef]

http://doi.org/10.1101/gad.623011
http://www.ncbi.nlm.nih.gov/pubmed/21536732
http://doi.org/10.1038/nsmb.3112
http://www.ncbi.nlm.nih.gov/pubmed/26479198
http://doi.org/10.1016/j.bpc.2019.02.003
http://www.ncbi.nlm.nih.gov/pubmed/30780079
http://doi.org/10.1111/j.0009-9163.2004.00198.x
http://www.ncbi.nlm.nih.gov/pubmed/14984468
http://doi.org/10.1016/j.hoc.2009.01.007
http://doi.org/10.1016/j.bone.2007.08.035
http://www.ncbi.nlm.nih.gov/pubmed/17920346
http://doi.org/10.1136/adc.55.5.331
http://www.ncbi.nlm.nih.gov/pubmed/7436469
http://doi.org/10.1016/S0022-3476(99)70332-X
http://doi.org/10.1038/bcj.2012.40
http://doi.org/10.1002/jbmr.3730
http://doi.org/10.1016/j.bbadis.2013.11.010
http://www.ncbi.nlm.nih.gov/pubmed/24252615
http://doi.org/10.3389/fendo.2019.00070
http://doi.org/10.1007/s13353-018-0444-7
http://doi.org/10.5858/2002-126-0452-PPOIBM
http://doi.org/10.1016/j.jpedsurg.2005.12.001
http://doi.org/10.1038/s41418-020-00672-0
http://doi.org/10.1093/hmg/8.10.1893
http://doi.org/10.1177/10454411990100010401
http://doi.org/10.1371/journal.pone.0095144
http://doi.org/10.1016/j.biomaterials.2009.05.022
http://doi.org/10.1242/jcs.064501
http://doi.org/10.1016/j.cell.2009.04.037
http://doi.org/10.1083/jcb.200507106
http://doi.org/10.1007/BF02557826
http://doi.org/10.1007/978-1-61779-415-5_1

	Introduction 
	Results 
	Low SBDS Levels in Osteoblasts Derived from SDS Patients 
	Mineralization of SDS-OBs Is Impaired 
	Osteogenesis-Related Gene and Relative Protein Expressions Are Reduced in SDS-OBs 
	High p53 Levels Are Involved in SDS-OB Functional Impairment 

	Discussion 
	Materials and Methods 
	Cell Culture 
	Proliferation Assay 
	Alizarin Red Staining 
	Immunofluorescence Staining 
	RNA Extraction, Reverse Transcription, and RT-qPCR 
	One-Color Expression Arrays 
	Western Blot Analysis 
	Tp53 Mutation Analysis 
	siRNA-Mediated p53 Gene Silencing 
	Statistical Analysis 

	References

