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Abstract
Multiple myeloma (MM) is a B-cell malignancy characterized by an accumulation of
malignant plasma cells within the bone marrow. Bone marrow mesenchymal stromal
cells (BMMSCs) represent a crucial component of MM microenvironment supporting its progression and proliferation. Alterations in BMMSC of MM (MM-BMMSC)
have become an important research focus. In this study, we analyzed MM-BMMSC
and their modification through interaction with plasma cells in 128 MM patients.
MM-BMMSC displayed a senescence-like state that was accompanied by an increase
in senescence-associated β-galactosidase activity, a reduced number of colony-forming
units, an accumulation of cells in S phase of the cell cycle, and the overexpression
of microRNAs (miR-16, miR-223, miR-485-5p, and miR-519d) and p21. MM-BMMSC
showed a reduced expression of mitochondrial stress response protein SIRT3 and an
increased mitochondrial DNA mass that led to a higher amount of reactive oxygen
species compared to healthy donor BMMSC. The interaction between MM cells and
MM-BMMSC is a complex mechanism that relies on multiple interacting signaling
pathways. Observed aberrations in MM-BMMSC should be confirmed in an in vivo
model in order to clarify the importance for the pathogenesis of MM. Eventually, the
result of MM therapy could be improved by understanding the interaction between
MM cells and MM-BMSCs.
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1. Introduction
Multiple myeloma (MM) is a B-cell malignancy characterized by an accumulation of
malignant plasma cells within the bone marrow (BM) [1]. Contact between MM cells and
their microenvironment plays a crucial role in MM survival and proliferation and is able
to promote tumor progression and drug resistance. Bone marrow mesenchymal stromal
cells (BMMSCs) represent a central component of MM microenvironment supporting its
progression and proliferation [2–4]. Alterations in BMSC from MM patients (MM-BMMSC)
have become an important research focus. Several studies and our previous data have suggested the genesis of constitutive abnormalities within the BMMSC population through
direct and indirect interactions with MM cells [5–8]. The development of a senescence-like
state in BMMSC and thereby a modulated secretory profile, worsened osteogenic differentiation potential and inhibition of the T-cell proliferation, was reported [6, 8, 9]. Senescent
BMMSCs display an increased senescence-associated β-galactosidase activity (SAβGalA)
and irregular cell morphology. Usually, the cell cycle of senescent cells is arrested at the G1/
S-transition point in combination with the overexpression of different cell cycle inhibitors
as p21 and p16. In spite of the aberrant growth characteristics, senescent cells remain metabolically active, and therefore, the secretion of pro-inflammatory mediators could promote
tumorigenesis in neighboring premalignant cells [10–12]. The secretion of pro-inflammatory
mediators by senescent BMMSC could therefore promote tumorigenesis in neighboring premalignant cells [13].
Two imprinted clusters in the human genome might contribute to the generation of senescence
and the induction of cellular changes in MM-BMMSC [14–17]. The DLK1-DIO3 imprinted
domain is located on chromosome 14q32.2, and cluster C19MC is located on chromosome
19q13. The DLK1-DIO3 expresses the non-coding transcripts MEG3, anti-RTL1, 53 microRNAs (miRNA), and 2 snoRNA clusters on the maternal chromosome. The paternal chromosome is responsible for the transcription of the protein-coding genes DLK1, RTL1, and DIO3
[18, 19]. Allelic expression of these genes is controlled through methylation of a regulatory
region (IG-DMR) located upstream of the cluster [20]. The C19MC codes for 59 miRNAs are
processed into one primary transcript from the paternal chromosome. Its expression strongly
correlates with the epigenetic modulation of a CpG site located upstream [21].
In addition, there are evidence that the presence of cancer-associated fibroblasts (CAFs), characterized by high α-SMA, FAP, and FSP-1 expression, in the BM samples of MM patients,
contributes to altered, tumor favorable, cell-cell interactions and cytokine secretions [22–24].
BMMSC represents an essential part for assistance of MM partly by the secretion of tumor
supportive cytokines as interleukin 6 (IL-6) and vascular endothelial growth factor (VEGF)
[2]. Both of them play a major role in the aberration of multiple signaling pathways such as
PI3K, JAK/STAT3, Raf, and NF-κB [25]. In addition, MM cells produce inflammatory molecules, such as TGFβ and TNFα, which lead to NF-κB activation tumor-promoting effects. The
activation of the NF-κB pathway in both MM cells and BMMSC results in the downstream
upregulation of adhesion molecules and a consequent increase in cell-cell interactions [26, 27].
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It is known that the increased activation of NF-κB together with the overexpression of adhesion molecules can induce a therapy resistance [4, 26, 28, 29]. It can increase the secretion of
tumor supportive soluble factors by BMMSC and may possibly lead to the generation of cell
adhesion-mediated drug resistance [30–32].
Furthermore, additional interaction pathway, such as Notch signaling, is a factor between
BMMSC and myeloma cells [33]. For example, it has been shown that malignant plasma cells
overexpress the Notch ligand Jagged-2. An inhibition of Notch interaction induces myeloma
cell apoptosis [34]. Notch signaling is important not only for the interaction of the myeloma
cell with its surrounding cells but also for intercellular signaling between the malignant
plasma cells. Downstream leads the Notch receptor-ligand interaction to an increased release
of angiogenic and tumor-stimulating factors, such as VEGF, IL-6, and IGF-1 [35]. In addition,
direct interaction between adhesion molecules (e.g., VCAM-1-VLA-4 interactions) and cell
surface receptors such as Notch mediates therapy resistance and disease progression [36].
Furthermore, the formation of exosomes by BMSC, which actively transports modulatory
substances, such as chemokines and miRNAs to the malignant MM cell, promotes survival
and growth of MM cells. However, further investigations are needed to identify the exact
mechanisms of exosome-mediated tumor promotion [37, 38].
It is known that cancer cells undergo dramatic alteration of metabolic pathways. Cancer cell
survival and proliferation depend on metabolic processes, like glucose-uptake via altered
glycolysis, also known as the Warburg effect. Sirtuins (SIRTs) are a family of deacylases
and ADP-ribosyltransferases with clear links to regulation of cancer metabolism. Through
their unique ability to integrate cellular stress and nutrient status in coordination with
metabolic outputs, SIRTs are well poised to play pivotal roles in tumor progression and
survival [39]. SIRT3 is the main mitochondrial deacetylase, which controls the activity of
many metabolic enzymes in the mitochondria. SIRT3 deacetylates mitochondrial proteins
that act in mitochondrial metabolism, including the oxidation of fatty acids, glutamine
metabolism, and the production of mitochondrial reactive oxygen species (ROS) [40]. It
was found that the increased level of cellular ROS observed with the loss of SIRT3 leads to
a change in the cellular metabolism with respect to glycolysis. It is possible that the SIRT3
deficiency leads to a cancer resolution, coordinating the metabolic shift in the Warburg
phenotype [41].
Despite some knowledge of the constitutive changes in the BMMSC of MM patients, the
molecular mechanisms and pathways that induce abnormalities are largely unknown.

2. Patients and methods
2.1. Patients and donor characteristics
BM samples from 116 MM patients were studied: 69 patients with MM at the time of diagnosis
and 47 at relapse. All patients had indications for treatment. The main clinical characteristics
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of patients are shown in Table 1. Twelve bone marrow aspirates were received from healthy
donors (HDs) as control. Written informed consent was obtained from all patients and donors in
accordance with the Declaration of Helsinki and the ethical guidelines of the Charité University
School of Medicine, which approved this study (Votum No.: EA4/131/13).
2.2. Isolation of BMSC and CD138+ plasma cells
BMMSCs from patients and donors (HD-BMMSC) were isolated using adhesion method and
cultivated as previously described [42–44]. The colony-forming unit fibroblast (CFU-F) assay
was used to study the self-renewal capacity of BMMSC. The staining was carried out with the
Hemacolor Rapid Staining Kit from Merck according to the manufacturer’s instructions. The
evaluation was done by counting blue colonies.
Non-hematopoietic cell characteristics were identified by flow cytometry by the absence of
CD105-FITC, CD90-FITC, CD45-PE, and CD34-PE (Miltenyi). Data were acquired and analyzed with a FACS Calibur Flow Cytometer (BD Biosciences). Control CD138+ plasma cells
were isolated from HD mononuclear cells using magnetic-activated cell sorting (MACS) with
a CD138 antibody (Miltenyi) as recommended by the manufacturer’s protocol and seeded in
culture flask with RPMI media with 20% of fetal calf serum and antibiotic/antimycotic.
Characteristics

All patients
(n = 116)

Patients at
diagnosis

Patients at
relapse

(n = 69)

(n = 47)

Donors
(n = 16)

Age, median (range)

63 (33–87)

64 (33–87)

62 (57–84)

69 (38–81)

Gender (M/F, %)

66/34

67/33

66/34

62/38

IgG

58

60

53

IgA

13

14

13

IgD

1

0

2

Light chain

27

25

32

Non-secretary

1

1

0

IA

10

13

7

IB

6

8

2

II A

8

6

11

II B

5

3

7

III A

55

54

57

III B

16

16

16

Bone marrow infiltration % median
(range):

50 (10–100)

60 (10–100)

40 (5–90)

Ig expression (%)

Stage on Durie-Salmon (%)

Table 1. Patients and donor characteristics.
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2.3. Co-culture and transwell culture experiments
KMS12-PE cells received from DSMZ (ACC606) were cultured in enriched RPMI media. For cocultures, MM-BMMSCs were seeded in a six-well plate and incubated for 4 h. Then, KMS12-PE
myeloma cells were added followed by incubation for 72 h. After incubation, KMS12-PE cells
were removed. The absence of CD138+ cells was confirmed using microscopy and checked
with FACS analysis. MM-BMMSCs were washed twice with PBS and applied for future analysis. Co-cultured KMS12-PE myeloma cells were suspended in TRIzol for future analysis.
For transwell cultures (0.4 μM pore size, Corning), 2 × 104 MM-BMMSCs were seeded in the
lower chamber of a 12-well plate and incubated for 4 h. Then, 2 × 104 KMS12-PE myeloma
cells were added to the upper chamber. Incubation was performed for 72 h. Cultures without
KMS12-PE cells served as negative control for transwell cultures and co-cultures.
2.4. Detection of SAβGalA and cell cycle analysis
SAβGalA was measured using the median fluorescence intensity (MFI) as previously reported
[45]. Co-cultures of HD-BMMSC and HS-5 stromal cells (CRL-11882) were used as controls.
In addition, β-galactosidase activity was analyzed using the “Senescence Cells Histochemical
Staining Kit” (Sigma-Aldrich) as recommended by the manufacturer. Cell cycle analysis was
performed using the “Cell Cycle Assay Kit” (Abcam) as recommended in the prescription.
Data were studied using a logarithmic scale.
2.5. Quantitative real-time PCR (qPCR)
Total RNA was extracted using TRIzol as described previously [46]. RNA was treated with
DNase (Ambion) and poly(A)-polymerase (NEB) according to the manufacturer’s instructions.
About 800 ng of RNA was used for cDNA synthesis with a Transcriptor First Strand cDNA
Synthesis Kit (Roche) and 2.5 μl of poly(T)VN adaptor primer (10 pmol) in a 20 μl reaction.
qPCR was performed with the FastStart Universal SYBR Green Master Mix (Roche). Primers
were designed for each mRNA target using Primer3, OligoCalc, and OligoIDT. MiRNA detection was conducted using a specific miRNA primer and a universal reverse primer complementary to the adaptor sequence [47]. GAP-DH (for mRNA) and 5.8S rRNA (for miRNA)
were chosen as housekeeping genes. QPCR was carried out with the Rotor Gene 6000 RealTime PCR cycler. Cycling condition comprised 10 min at 95°C, 45 cycles of 15 s at 95°C and
60 s at 59°C, followed by a melting curve analysis from 60 to 98°C, rising by 1°/s. Efficiencies
of qPCR were determined using linear regression analysis [48, 49] using LinRegPCR software,
and relative quantifications were estimated with the Pfaffl method [50]. Received data were
analyzed with the Rotor Gene 6000 software.
2.6. Quantitative methylation-specific PCR (qMSP)
DNA isolation was performed using Puregene reagents (Qiagen) according to the manufacturer’s instructions. Genomic DNA was subjected to bisulfite treatment with the EpiTect
Fast Bisulfite Conversion Kit (Qiagen) as recommended in the manual. Primers were used as
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described by Murphy et al. [51] for DLK1-DIO3 and Fornari et al. [52] for C19MC. Reactions
were performed with 30 ng treated DNA using SYBR Green Master Mix (Roche). Quantification
was carried out using a standard curve generated using a dilution series of fully methylated
with unmethylated DNA (Applied Biosystems). Each sample was analyzed in duplicates, and
Ct values above 32 were excluded.
2.7. Copy number (CN) variation analysis
Three genomic regions located along each of the clusters were chosen for CN estimations of
DLK1-DIO3 and C19MC. Assay qBiomarker Copy Number (Qiagen) was used. Genomic DNA
from the stromal cell line HS-5 (CRL-11882) was applied as a calibrator. Analysis was performed
with 5 μl of SYBR Green Master Mix, 0.5 μl of respective copy number assay, and 2 ng of genomic
DNA in a total volume of 10 μl. Relative quantification was achieved by the ΔΔCt method.
2.8. Transfection of SIRT3 siRNA
The transient knockdown of SIRT3 was performed in HD-BMMSC using siRNA (Qiagen).
The transfections were carried out in 6-well and 24-well plates. For a 24-well plate, 33 nM
siRNA was mixed with 6 μl HiPerFect Transfection Reagent in 100 μl serum-free medium and
incubated for 10 min at room temperature. The cells were incubated for 48 h and then used for
future analyses. For a six-well plate, the cell number was constant, and the reagent volumes
were scaled up accordingly.
2.9. Determination of mitochondrial membrane potential and reactive oxygen
species
Investigation of ROS amount was carried out using the DCFDA—cellular Reactive Oxygen
Species Detection Assay Kit (Abcam) as recommended in the instruction. Analysis was conducted using the median fluorescence intensity.
Analysis of mitochondrial membrane potential (ΔΨm) was performed with the Mitochondria
Staining Kit (Sigma) using JC-1 dye. Results were analyzed using the ratio of JC-1 aggregates
(median value of FL2 channel) to JC-1 monomers (median value of FL21 channel).
2.10. Indirect enzyme-linked immunosorbent assay (ELISA)
Proteins from complete cell lysates of BMMSC were detected with a Coomassie (Bradford)
Protein Assay Kit (Pierce) and were adjusted with BupH Coating Buffer (Pierce). Analyses
were performed according to the commercially available indirect ELISA protocol from Abcam.
Detection was performed with 1-Step pNpp-Substrate (Pierce). Absorption was measured at
405 nm. All measurements were performed with three technical replicates. A dilution series of
complete cell lysates of the HS-5 cell line was used for standard curve generation.
2.11. Statistical analysis
Statistical analysis was performed using GraphPad Prism 6 software (La Jolla, CA, USA).
The data shown represent the mean ± standard error of the mean (SEM). Comparisons of
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HD-BMMSC with MM-BMMSC were performed using the Mann-Whitney U test. The
Wilcoxon signed-rank test was used for the analysis of co-cultures. Results were considered
statistically significant when p ≤ 0.05.

3. Results
3.1. MM-BMMSCs are characterized by high senescence state and cell cycle abnormalities
Analysis of β-galactosidase activity revealed a significantly higher SAβGalA in MM-BMSC
when compared with HD-BMDSC (Figure 1A). Since no significant differences in senescent
cells between passages 1 and 4 were observed in both MM-BMMSC and HD-BMMSC, we can
exclude the effect of cultivation on SAβGalA. These results were confirmed by a histological
β-galactosidase staining of HD-BMMSC and MM-BMMSC in passage 4.

Figure 1. MM-BMMSC exhibits a higher senescence state and a lower self-renewal capacity than HD-BMMSC. P values:
* <0.05; ** <0.01; *** <0.001; and **** <0.0001. All data were analyzed using the Mann-Whitney U test and unpaired t-test (ELISA
analysis). (A) Flow cytometric analysis of SAβGalA. ND-MM-BMMSCs and R-MM-BMMSCs displayed higher activity of
SAβGalA in passages 1 and 4 of cell cultures compared to HD-BMMSCs. (B) The colony-forming unit fibroblast (CFU-F)
assay was used to study the self-renewal capacity of BMMSC. MM-BMMSC showed a lower self-renewal capacity compared
to HD-BMMSC. (C) Cell cycle analysis showed a higher amount of cell in S phase and amount in G1/G0 phase in MM-BMMSC
compared to HD-BMMSC. (D) QPCR analysis displayed decreased cyclin E1, increased cyclin D1 and p21 expression in
MM-BMMSC compared to HD-BMMSC. (E) Measurement of the protein level in HD-BMMSC and MM-BMMSC. Cyclin
E1 was significantly decreased in MM-BMMSC compared to HD-BMMSC, whereas cyclin D1 and p21 were increased. The
protein amount of p16 was slightly reduced in MM-BMMSC compared to HD-BMMSCs. ND-MM-BMMSCs, new diagnosed
MM patients; R-MM-BMMSCs, MM patients in relapse; HD-BMMSCs, healthy donor control.
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The colony-forming unit fibroblast (CFU-F) assay was used to study the self-renewal capacity
of BMMSC. MM-BMMSC showed a lower self-renewal capacity compared to HD-BMMSC
(Figure 1B). Similar to the senescence study, MM-BMMSC obtained from relapsed patients
showed a significantly lower self-renewal capacity than MM-BMMSC, which forms newly
diagnosed patients.
MM-BMMSCs are characterized by a lower expression of cyclin E1 and an overexpression of
cyclin D1 when compared with HD-BMMSC (Figure 1D). In addition, the cell cycle inhibitor
p21 was upregulated in MM-BMMSC compared to HD-BMMSC (p < 0.05). No changes were
observed in the mRNA level of p16. Changes in the mRNA levels were also confirmed using
protein analysis (p < 0.03; Figure 1E). Cyclin E1 was decreased in MM-BMMSC compared to
HD-BMMSC (p = 0.0416). Cyclin D1 and p21 protein levels were 1.5- to 1.8-fold increased.
Protein measurement also showed a slightly reduced level of p16 in MM-BMMSCs, but this
change was below 1.5-fold. These results correlated with a higher number of cells in S phase
and a reduced number of cells in G1/G0 phase compared to HD-BMMSCs (p < 0.008; Figure 1C).
3.2. Co-culturing of KMS12-PE cell line represses the senescence entry of
MM-BMMSCs
Co-cultures of the KMS12-PE cell line with MM-BMMSC and HD-BMMSC were carried
out to analyze whether MM cells can exert an influence on the senescence characteristics of
BMMSC. Experiments were performed with MM-BMMSC (n = 20) and HD-BMMSC (n = 3).
After co-culturing BMSC with MM cells, an inhibition of senescence entry in MM-BMMSC
was observed. SAβGalA activity was significantly reduced (Figure 2A). A similar effect was
detected using transwell cultures to prevent cell-cell contact between MM-BMMSC and
KMS12-PE cells (p < 0.0313; Figure 2A). No effect on the activity of SA-βGal was observed in
HD-BMMSC and the HS-5 cell line co-cultured with KMS12-PE myeloma cells. Interestingly,
CD138+ plasma cells from healthy donors induced a downregulation of SAβGalA activity in
MM-BMMSC. However, this influence was three- to sixfold lower than that of observed in
co-cultures with KMS12-PE cells. These results indicate that MM cells have a higher and more
specificity proliferation stimulation effect on BMMSC compared to CD138+ plasma cells.
Also, mRNA expression of co-cultured and transwell cultured MM-BMMSCs was measured
(Figure 2B). No changes were found for cyclin D1 and p16, whereas cyclin E1 was upregulated in both co-cultured and transwell cultured MM-BMMSC (p < 0.05). BMSC interaction
with MM cells has induced an upregulation of p21. This effect was lower in transwell cultured
MM-BMMSC compared to co-cultured MM-BMMSC (p < 0.008).
However, some contrary results were detected at the protein level. We have found a reduction
in p21 in co-cultured MM-BMMSC (Figure 2C). In addition, cyclin D1 protein expression was
1.8-fold reduced upon co-cultivation with KMS12-PE myeloma cells, whereas no change was
seen on mRNA level (p = 0.0033). The mRNA and protein analysis of cyclin E1 and p16 were
concordant.
Next, we analyzed cell cycle distribution of co-cultured and transwell cultured MM-BMMSC
(Figure 2D). Both cell culture systems led to a slight reduction in cells in S phase compared to
MM-BMMSC cultured alone (p = 0.008) and an increase in the percentage of cells in G1/G0 phase
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Figure 2. KMS12-PE myeloma cells reduce SAβGalA and modify cell cycle characteristics of MM-BMMSC. P values:
* <0.05; ** <0.01; *** <0.001; and **** <0.0001. All data were analyzed using the Wilcoxon signed-rank test and paired t-test
(ELISA analysis). HS-5 (CRL-11882)—BMSC line. (A) KMS12-PE myeloma cells reduce SAβGalA in MM-BMMSC upon
co-cultivation and cultivation in transwell. The MFI in MM-BMMSC was significantly reduced in both culture systems.
No changes were observed for co-cultured HD-BMMSC and HS-5 cells indicating specificity of the measured effect for
MM-BMMSC. (B) Cell interaction with KMS12-PE myeloma cells induced increased cyclin E1 and p21 expression in
MM-BMMSC compared to MM-BMMSC cultured alone. (C) Protein expression analysis of co-cultured MM-BMMSC
(n = 3) compared to mono-cultured MM-BMMSC. Cyclin E1 was increased, whereas cyclin D1 and p21 were reduced in
co-cultured cells compared to mono-cultures. No change was seen for p16. (D) Cell interaction with KMS12-PE myeloma
cells induced an increase in cells in G1/G0 phase and reduced the amount of cells in S phase in co-cultured and transwell
cultured MM-BMMSCs (n = 8) compared to the same MM-BMMSC cultured alone.

when compared with mono-cultured MM-BMMSC (p = 0.008). Transwell cultured MM-BMMSCs
showed the same tendency, but significant changes were not detectable.
3.3. Deregulation of microRNA expression in MM-BMSC
We chose six microRNAs, which were previously reported to be deregulated in MM cells
and to play a possible role in the generation of senescence or cell cycle arrest (miR-16, miR485-5p, miR-519d, miR-221, miR-126, and miR-223). Analysis revealed an overexpression of
miR-16, miR-223, miR-485-5p, and miR-519d (all with p < 0.025) in MM-BMMSCs compared to
HD-BMMSCs. No expression differences were detected for miR-221 and miR-126 (Figure 3A).
We revealed the overexpression of miR-485-5p and miR-519d in MM-BMMSCs. These
microRNAs are located on two imprinted clusters on chromosomes 14 (DLK1-DIO3) and 19
(C19MC), respectively, and are reported to play a role in senescence generation [21, 31, 32].
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Figure 3. Overexpressed microRNAs in MM-BMMSC are associated with hypomethylation and CN accumulation
of DLK1-DIO3 and C19MC. P values: * <0.05; ** <0.01; *** <0.001; and **** <0.0001. All data were analyzed using the
Mann-Whitney U test. (A) ND-MM-BMMSC and R-MM-BMMSC showed high overexpression of miR-16, miR-485-5p,
miR-519d, and miR-223 compared to HD-BMMSCs. (B) The regulatory regions of DLK1-DIO3 and C19MC were
hypomethylated in ND-MM-BMMSC and R-MM-BMMSC compared to HD-BMMSC. (C) CN analysis of C19MC
displayed CN accumulation in all three regions in MM-BMMSC compared to HD-BMMSC. (D) CN analysis of DLK1DIO3 displayed CN accumulation in all three measured positions in MM-BMMSCs compared to HD-BMMSC.

Given that the expression of both clusters is controlled by methylation of their regulatory
regions, we analyzed their methylation status using qMSP (Figure 3B). Hypomethylation of
both clusters in MM-BMMSCs compared to HD-BMMSCs was observed. For DLK1-DIO3,
MM-BMMSC exhibited an approximate fivefold lower methylation level of the IG-DMR. The
C19MC exhibited a 2.5-fold lower methylation level in MM-BMSC compared to HD-BMMSC
(p = 0.0062). CN analysis of both clusters displayed CN accumulation in all three regions in
MM-BMMSC (n = 38) compared to HD-BMMSC (n = 8; Figure 3C and D).
3.4. Co-culturing of MM-BMSC with the KMS12-PE cell line induces the changes of
microRNA expression in both cell types
The expression of four miRNA (miR-16, miR-223, miR-485-5p, and miR-519d) after co-culturing
and transwell cultured MM-BMMSC was measured using qPCR (Figure 4A). MiR-223 was downregulated in co-cultured MM-BMMSC (p < 0.007), whereas no effect was detected in transwell
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Figure 4. KMS12-PE myeloma cells downregulate miR-223 and miR-485-5p in MM-BMMSC. P values: * <0.05; ** <0.01;
*** <0.001; and **** <0.0001. All data were analyzed using the Wilcoxon signed-rank test. (A) Co-cultured MM-BMMSC
(n = 25) displayed reduced expression of miR-223 and miR-485-5p. Transwell-cultured (n = 10) MM-BMMSC showed no
changes in miR-223 expression but also decreased miR-485-5p levels. Intensity of changes in miR-485-5p decreased when
cell-cell contact was prevented by transwell cultivation. (B) Cell interaction with MM-BMMSC induced changes in the
microRNA expression of KMS12-PE myeloma cells (n = 10). MiR-221 was upregulated, whereas miR-223 and miR-519d
decreased in co-cultured KMS12-PE myeloma cells.

cultured MM-BMMSC. In contrast, downregulation of miR-485-5p was detected in both cell
culture systems (p < 0.03). Interestingly, cell-cell interaction also altered miRNA expression of
KMS12-PE myeloma cells. We found upregulation of miR-221 and significantly downregulation
of miR-223 and miR-519d (p < 0.02; Figure 4B). Expression of miR-485-5p was not detectable in
KMS12-PE myeloma cells.
3.5. KMS12-PE cells modulate the gene expression of MM-BMMSC
To explore the influence of KMS12-PE cells on gene expression of adhesion molecules,
qPCR analysis of MM-BMMSC, co-cultured for 72 h with KMS12-PE cells in passage 4, was
performed (n = 25). In mono-cultured BMSC, an upregulation of VCAM-1 (p = 0.33), ICAM-1
(p = 0.33), and IKK-α (p = 0.05) was demonstrated. Furthermore, the expression profile of
miRNAs, targeting the analyzed genes or correlating with senescence, was studied (miR16, miR-221, miR-126, miR-223, miR-485-5p, and miR-519d). MiR-16, miR-223, miR-485-5p,
and miR-519d were significantly upregulated (p = 0.02; p = 0.004; p = 0.02; and p = 0.002,
respectively), whereas miR-221 and miR-126 showed no considerable differences to BMSC
obtained from healthy donors. After co-culturing of MM-BMSC with KMS12-PE cells, an
enhanced expression of adhesion molecules was apparent. This includes the upregulation of VCAM-1 (p = 0.0078), ICAM-1 (p = 0.2425), and NF-κB activator IKK-α (p = 0.0573),
though the values for ICAM-1 and IKK-α were not significant. Hence, MM cells seem to
further boost the aberrant expression of adhesion molecules in MM-BMMSCs. Regarding
microRNAs, a significant downregulation of miR-223 and miR-485-5p (p < 0.009) was
detected. In addition, miR-16 and miR-519d showed a trend toward downregulation,
though the changes were not significant. No expression alterations to miR-221 or miR-126
were detected (data not shown).
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3.6. Expression of metabolic regulators in MM-BMSC
We investigated whether metabolic changes in MM-BMMSC could be responsible for the early
aging status of the cells. For this purpose, we analyzed the expression of the gene and protein
of the metabolic molecules SIRT3 and UCP2 and the lactate transporter MCT1 and MCT4.
There were no significant differences in the gene expression of MCT1, MCT4, and UCP2 in
MM-BMMSC compared to HD-BMMSC (data not shown). In contrast, a significant lower
expression of SIRT3 was detected in MM-BMMSC (p < 0.001; Figure 5A). All data were
reproduced at the protein level. In addition, it was investigated whether MM-BMMSCs
have an increased mitochondrial mass in comparison with HD-BMMSC. For this purpose,
mtDNA was quantified and was normalized to the content of nuDNA. It was shown that
MM-BMMSCs show a significant increase in mitochondrial mass compared to HD-BMMSC
(p = 0.0149; Figure 5B). These changes were not detected in MGUS-BMMSC (n = 4), suggesting
an association with disease progression.

Figure 5. SIRT3 expression and mtDNA mass in MM-BMMSC. P values: * <0.05; ** <0.01; *** <0.001; and **** <0.0001. All
data were analyzed using the Wilcoxon signed-rank test. (A) MM-BMSC displayed a twofold decrease in the expression
of SIRT3 compared to HD-BMSC. MGUS-BMSC showed no changes. (B) MM-BMSC showed a twofold increase in
mtDNA mass compared to HD-BMSC. (C) Co-cultured MM-BMSC displayed a fourfold increase in SRT3 mRNA level.
No changes were seen in transwell cultures. (D) Co-cultivation KMS12-PE and MM-BMSC induced depolarization of
ΔΨm. (E) Co-cultivation KMS12-PE and MM-BMSC reduced the amount of ROS in both cell systems.
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To explore the influence of MM cells on SIRT3 expression in BMSC, co-culturing for 72 h with
KMS12-PE cells (n = 20) and transwell experiments (n = 10) was performed. Interestingly, we
found a fourfold upregulation of SIRT3 expression in MM-BMMSC when co-cultured with
KMS12-PE myeloma cells (Figure 5C). No changes were seen in transwell cultures.
Moreover, co-cultivation induced depolarization of ΔΨm leading to an approximately twofold JC1 monomers increasing in MM-BMSC and MM cells (Figure 5D). Co-cultivation of
KMS12-PE and MM-BMSC reduced the amount of ROS in both cell systems (Figure 5E).
To further elucidate the involvement of SIRT3 in metabolic and senescence-like alterations
of MM-BMMSCs, siRNA was used to transiently “knockdown” this gene in HD-BMMSC.

Figure 6. Influence of SIRT3 on ROS in HD-BMMSC. P values: * <0.05; ** <0.01; *** <0.001; and **** <0.0001. (A) The
knockdown of SIRT3 in HD-BMMSC caused an increase in the ROS content of all four siRNAs tested compared to
the negative and transfection control. (B) Influence of SIRT3 on ΔΨm in HD-BMMSC. The “knockdown” of SIRT3 in
HD-BMMSC caused a reduction in the FL-2/FL-1 ratio. For siRNAs 2 and 3, only the proportion of FL-1 negative cells was
reduced (R-4), whereas siRNAs 4 and 5 also caused an increase in FL-2 negative cells (R-3). (C) Influence of SIRT3 on cell
cycle in HD-BMMSC. The “knockdown” of SIRT3 in HD-BMMSCs led to an accumulation of cells in S phase of the cell
cycle (siRNAs 4 and 5). siRNAs 2 and 3 produced effects of the same tendency, but these were very low (<5%). (D) Influence
of SIRT3 on senescence-associated β-galactosidase activity HD-BMMSC. Transfection of HD-BMMSCs with siRNAs 4 and
5 produced an increase in SAβGalA. In contrast, no significant effects were observed for siRNA 2 and siRNA.
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Subsequently, the ROS amount, mitochondrial membrane potential, cell cycle, and SAβGalA of
the cells were investigated. Two different HD-BMMSCs were used for these analyses, and from
each study, 2–3 replicates were performed. The donors were 73 and 74 years old. Furthermore,
four different siRNAs against SIRT3 were used. SIRT3 knockdown in HD-BMMSC induced 1.4to 1.9-fold increase in ROS levels (p < 0.05; Figure 6A). This was associated with dissipation of
ΔΨM between 1.4- and 1.8-fold depending on the siRNA that was used for transient knockdown
of SIRT3 (p < 0.04; Figure 6B). Furthermore, the inhibition of SIRT3 mimicked cell cycle arrest
in S phase previously reported in BMMSC of myeloma patients. The percentage of BMMSC
in S phase increased upon SIRT3 knockdown between 6.7 and 9.6% (p < 0.039; Figure 6C). In
addition, it was investigated whether the depletion of SIRT3 increases senescence-associated
β-galactosidase activity. It was found that transfection of HD-BMMSC with SIRT3 siRNAs 4 and
5 resulted in an approximately 1.5-fold increase in SAβGalA (p < 0.03). In contrast, HD-BMMSCs
transfected with siRNA 2 did not show any changes. Similarly, transfections with siRNA 3
caused only minimal changes in HD-BMMSCs (Figure 6D).

4. Discussion
MM-BMMSCs play a critical role in MM tumor growth and survival. Several studies suggest
the existence of constitutive abnormalities in MM-BMMSC, and these lead to abnormal cell
characteristics and increased tumor support [5, 6, 9, 23, 53, 54]. In this study, we explored the
cellular and genetic aberrations of MM-BMMSCs in order to further identify the molecular
mechanisms for these changes.
The enhanced and early senescence of BMMSC has been previously reported for different
hematological disorders, including MM [9, 55]. Here, a significant higher senescence level
of MM-BMMSC compared to HD-BMMSC was identified. When combined with our qPCR
results that revealed an enrichment of cyclin D1 mRNA and the reduced expression of cyclin
E1, an arrest of the cell cycle in G1 phase can be assumed. In contrast, André et al. related senescence to an accumulation of MM-BMMSCs in S phase [9]. These contrasting results could be
due to diverse patient samples as well as different cell isolation and culture treatment methods. However, early senescence indicates the impairment of MM-BMMSCs. With regard to
the relapsed analysis group, therapy might lead to increased cellular stress for MM-BMMSCs
resulting in higher senescence levels.
Distinct changes to gene expression profiles were also reported [24, 56–59]. In addition to the
abovementioned changes in cyclin expression, an upregulation of the cell adhesion molecules
VCAM-1 and ICAM-1, as well as the NF-κB member IKK-α, was found, consistent with previous studies [6, 9, 53]. Overexpression of the cell adhesion molecules and the NF-κB pathway without MM-BMMSC in contact with MM cells suggests the generation of a constitutive
myeloma favorable microenvironment.
In contrast to the above studies, data relating to microRNA expression in MM-BMMSCs are limited. Here, overexpression of miR-16, miR-223, miR-485-5p, and miR-519d was identified. These
microRNAs possibly influence cell cycle regulation, cell differentiation, and cell migration.
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Alterations to MM-BMMSCs could therefore result from the specific deregulation of microRNA
expression and their corresponding downstream targets [15, 52, 60–66]. The relapsed analysis group displayed a higher senescence level and a strongly increased microRNA expression
(mean fold change > 100), supporting their possible function as cell cycle modifiers. Therapy
seems to enforce senescence in MM-BMMSCs due to higher cellular stress and could lead to an
even more altered cellular phenotype at relapse.
Overexpressed miR-485-5p and miR-519d are associated with two imprinted clusters on
chromosomes 14 (DLK1-DIO3) and 19 (C19MC), respectively. Since both clusters exhibit a
complex composition, including tumor-suppressive as well as tumor-promoting microRNAs, changes to their epigenetic regulation could account for important changes to the
cellular characteristics of MM-BMMSCs [21, 66]. Here, analysis revealed hypomethylation
and amplification of both clusters, possibly resulting in a higher transcriptional rate of
cluster-associated genes. Several studies have reported the accumulation of genomic and
global methylation changes due to in vitro cultivation of BMMSCs [67–72]. Indeed, minimal
changes in the HD-BMMSC population, for example, hypo- and hypermethylation, as well
as CN values between 2.2 and 2.8, were found. However, these alterations were less than
those found in MM-BMMSCs, with distinct clustering of MM-BMMSC values below 20%
methylation level and a mean value of more than 3.5 copies of the DLK1-DIO3 and C19MC
genomic regions. The detected aberrations could be due to the existence of a CAF population in the MM-BMMSCs because some data highlight the presence of DNA hypomethylation and genetic instability in CAFs [24, 56, 73]. However, genetic instability in CAFs
is controversial [74]. Hence, it cannot be excluded that CN variations of DLK1-DIO3 and
C19MC result from hypomethylation or vice versa.
Moreover, the effect of MM cells on previously identified gene expression variations was
investigated. In this context, a proliferation stimulating influence of KMS12-PE myeloma
cells on MM-BMMSCs was apparent. Thus, KMS12-PE cells appear to repress MM-BMMSC
senescence entry and increase the cell vitality. This modification could be associated with an
increase in cyclin E1 mRNA levels.
Lastly, we investigated whether metabolic changes in MM-BMMSC could be responsible
for the early aging status of the cells. For this purpose, we analyzed the expression of the
gene and protein of the metabolic molecules SIRT3 and UCP2 and the lactate transporter
MCT1 and MCT4. There were no significant differences in the gene expression of MCT1,
MCT4, and UCP2 in MM-BMMSC compared to HD-BMMSC. In contrast, a significant
lower expression of SIRT3 and a significant increase in mitochondrial mass compared were
detected in MM-BMMSC. Interesting, no changes were detected in MGUS-BMMSC, suggesting an association with disease progression.
Our results suggested that MM cells influence the mitochondrial function of MM-BMMSC. This
interaction leads to decrease the ROS levels in both cell types and could support their survival
and growth. Moreover, the sustained induction of mitochondrial stress response could be
the reason for premature senescence in MM-BMMSC. Therefore, the result of MM therapy
could be improved through the disabling of metabolic interactions between MM cells and
MM-BMMSC.

133

134

Stromal Cells - Structure, Function, and Therapeutic Implications

Acknowledgements
This work was supported by the Stefan-Morsch-Stiftung for Leukemia Tumor Patients and by
the Grant from Bristol-Myers Squibb.

Author details
Olga Blau*, Rimma Berenstein, Marlies Wächter, Axel Nogai, Aline Künel, Mirgul Bayanova
and Igor Wolfgang Blau
*Address all correspondence to: olga.blau@charite.de
Department of Hematology, Oncology and Tumor Immunology, University Hospital Berlin
Charité, Hindenburgdamm, Berlin, Germany

References
[1] Andrews SW, Kabrah S, May JE, Donaldson C, Morse HR. Multiple myeloma: The bone
marrow microenvironment and its relation to treatment. British Journal of Biomedical
Science. 2013;70(3):110-120
[2] Ayala F, Dewar R, Kieran M, Kalluri R. Contribution of bone microenvironment to leukemogenesis and leukemia progression. Leukemia. 2009;23(12):2233-2241
[3] Dalton WS. The tumor microenvironment: Focus on myeloma. Cancer Treatment
Reviews. 2003;29(Suppl 1):11-19
[4] Hideshima T, Mitsiades C, Tonon G, Richardson PG, Anderson KC. Understanding multiple myeloma pathogenesis in the bone marrow to identify new therapeutic targets.
Nature Reviews Cancer. 2007;7(8):585-598
[5] Garayoa M, Garcia JL, Santamaria C, Garcia-Gomez A, Blanco JF, Pandiella A, Hernandez
JM, Sanchez-Guijo FM, del Canizo MC, Gutierrez NC, et al. Mesenchymal stem cells
from multiple myeloma patients display distinct genomic profile as compared with
those from normal donors. Leukemia. 2009;23(8):1515-1527
[6] Reagan MR, Ghobrial IM. Multiple myeloma mesenchymal stem cells: Characterization,
origin, and tumor-promoting effects. Clinical Cancer Research: An Official Journal of the
American Association for Cancer Research. 2012;18(2):342-349
[7] Berenstein R, Nogai A, Waechter M, Blau O, Kuehnel A, Schmidt-Hieber M, Kunitz
A, Pezzutto A, Dorken B, Blau IW. Multiple myeloma cells modify VEGF/IL-6 levels
and osteogenic potential of bone marrow stromal cells via Notch/miR-223. Molecular
Carcinogenesis. 2016;55(12):1927-1939
[8] Berenstein R, Blau O, Nogai A, Waechter M, Slonova E, Schmidt-Hieber M, Kunitz A,
Pezzutto A, Doerken B, Blau IW. Multiple myeloma cells alter the senescence phenotype of

Molecular Aberrations in Bone Marrow Stromal Cells in Multiple Myeloma
http://dx.doi.org/10.5772/intechopen.77179

bone marrow mesenchymal stromal cells under participation of the DLK1-DIO3 genomic
region. BMC Cancer. 2015;15:68
[9] Andre T, Meuleman N, Stamatopoulos B, De Bruyn C, Pieters K, Bron D, Lagneaux
L. Evidences of early senescence in multiple myeloma bone marrow mesenchymal stromal cells. PLoS One. 2013;8(3):e59756
[10] Campisi J, d’Adda di Fagagna F. Cellular senescence: When bad things happen to good
cells. Nature Reviews Molecular Cell Biology. 2007;8(9):729-740
[11] van Deursen JM. The role of senescent cells in ageing. Nature. 2014;509(7501):439-446
[12] Fei C, Zhao Y, Guo J, Gu S, Li X, Chang C. Senescence of bone marrow mesenchymal
stromal cells is accompanied by activation of p53/p21 pathway in myelodysplastic syndromes. European Journal of Haematology. 2014;93(6):476-486
[13] Salminen A, Kauppinen A, Kaarniranta K. Emerging role of NF-kappaB signaling in
the induction of senescence-associated secretory phenotype (SASP). Cellular Signalling.
2012;24(4):835-845
[14] Chen J, Wang M, Guo M, Xie Y, Cong YS. miR-127 regulates cell proliferation and senescence by targeting BCL6. PLoS One. 2013;8(11):e80266
[15] Marasa BS, Srikantan S, Martindale JL, Kim MM, Lee EK, Gorospe M, Abdelmohsen
K. MicroRNA profiling in human diploid fibroblasts uncovers miR-519 role in replicative senescence. Aging. 2010;2(6):333-343
[16] Nidadavolu LS, Niedernhofer LJ, Khan SA. Identification of microRNAs dysregulated
in cellular senescence driven by endogenous genotoxic stress. Aging. 2013;5(6):460-473
[17] Stadtfeld M, Apostolou E, Ferrari F, Choi J, Walsh RM, Chen T, Ooi SS, Kim SY, Bestor
TH, Shioda T, et al. Ascorbic acid prevents loss of Dlk1-Dio3 imprinting and facilitates
generation of all-iPS cell mice from terminally differentiated B cells. Nature Genetics.
2012;44(4):398-405 S391-392
[18] da Rocha ST, Edwards CA, Ito M, Ogata T, Ferguson-Smith AC. Genomic imprinting at
the mammalian Dlk1-Dio3 domain. Trends in Genetics: TIG. 2008;24(6):306-316
[19] Edwards CA, Mungall AJ, Matthews L, Ryder E, Gray DJ, Pask AJ, Shaw G, Graves JA,
Rogers J, Consortium S, et al. The evolution of the DLK1-DIO3 imprinted domain in
mammals. PLoS Biology. 2008;6(6):e135
[20] Morales-Prieto DM, Ospina-Prieto S, Chaiwangyen W, Schoenleben M, Markert UR.
Pregnancy-associated miRNA-clusters. Journal of Reproductive Immunology. 2013;
97(1):51-61
[21] Flor I, Bullerdiek J. The dark side of a success story: microRNAs of the C19MC cluster in
human tumours. The Journal of Pathology. 2012;227(3):270-274
[22] Direkze NC, Hodivala-Dilke K, Jeffery R, Hunt T, Poulsom R, Oukrif D, Alison MR,
Wright NA. Bone marrow contribution to tumor-associated myofibroblasts and fibroblasts. Cancer Research. 2004;64(23):8492-8495

135

136

Stromal Cells - Structure, Function, and Therapeutic Implications

[23] Frassanito MA, Rao L, Moschetta M, Ria R, Di Marzo L, De Luisi A, Racanelli V, Catacchio
I, Berardi S, Basile A, et al. Bone marrow fibroblasts parallel multiple myeloma progression in patients and mice: In vitro and in vivo studies. Leukemia. 2014;28(4):904-616
[24] Pietras K, Ostman A. Hallmarks of cancer: Interactions with the tumor stroma. Experimental Cell Research. 2010;316(8):1324-1331
[25] Bommert K, Bargou RC, Stuhmer T. Signalling and survival pathways in multiple
myeloma. European Journal of Cancer (Oxford, England: 1990). 2006;42(11):1574-1580
[26] Gilmore TD. Multiple myeloma: Lusting for NF-kappaB. Cancer Cell. 2007;12(2):95-97
[27] Li ZW, Chen H, Campbell RA, Bonavida B, Berenson JR. NF-kappaB in the pathogenesis
and treatment of multiple myeloma. Current Opinion in Hematology. 2008;15(4):391-399
[28] Damiano JS, Dalton WS: Integrin-mediated drug resistance in multiple myeloma. Leukemia & Lymphoma 2000;38(1-2):71-81
[29] Mahindra A, Hideshima T, Anderson KC. Multiple myeloma: Biology of the disease.
Blood Reviews. 2010;24(Suppl 1):S5-S11
[30] Landowski TH, Olashaw NE, Agrawal D, Dalton WS. Cell adhesion-mediated drug
resistance (CAM-DR) is associated with activation of NF-kappa B (RelB/p50) in myeloma
cells. Oncogene. 2003;22(16):2417-2421
[31] Neri P, Ren L, Azab AK, Brentnall M, Gratton K, Klimowicz AC, Lin C, Duggan P,
Tassone P, Mansoor A, et al. Integrin beta7-mediated regulation of multiple myeloma
cell adhesion, migration, and invasion. Blood. 2011;117(23):6202-6213
[32] Shain KH, Yarde DN, Meads MB, Huang M, Jove R, Hazlehurst LA, Dalton WS. Beta1 integrin adhesion enhances IL-6-mediated STAT3 signaling in myeloma cells: Implications
for microenvironment influence on tumor survival and proliferation. Cancer Research.
2009;69(3):1009-1015
[33] Hori K, Sen A, Artavanis-Tsakonas S. Notch signaling at a glance. Journal of Cell Science.
2013;126(Pt 10):2135-2140
[34] Houde C, Li Y, Song L, Barton K, Zhang Q, Godwin J, Nand S, Toor A, Alkan S, Smadja
NV, et al. Overexpression of the NOTCH ligand JAG2 in malignant plasma cells from
multiple myeloma patients and cell lines. Blood. 2004;104(12):3697-3704
[35] Colombo M, Mirandola L, Platonova N, Apicella L, Basile A, Figueroa AJ, Cobos E,
Chiriva-Internati M, Chiaramonte R. Notch-directed microenvironment reprogramming
in myeloma: A single path to multiple outcomes. Leukemia. 2013;27(5):1009-1018
[36] Manier S, Sacco A, Leleu X, Ghobrial IM, Roccaro AM. Bone marrow microenvironment in multiple myeloma progression. Journal of Biomedicine and Biotechnology.
2012;2012:157496
[37] Roccaro AM, Sacco A, Maiso P, Azab AK, Tai YT, Reagan M, Azab F, Flores LM, Campigotto
F, Weller E, et al. BM mesenchymal stromal cell-derived exosomes facilitate multiple
myeloma progression. The Journal of Clinical Investigation. 2013;123(4):1542-1555

Molecular Aberrations in Bone Marrow Stromal Cells in Multiple Myeloma
http://dx.doi.org/10.5772/intechopen.77179

[38] Wang J, Hendrix A, Hernot S, Lemaire M, De Bruyne E, Van Valckenborgh E, Lahoutte T,
De Wever O, Vanderkerken K, Menu E. Bone marrow stromal cell-derived exosomes as
communicators in drug resistance in multiple myeloma cells. Blood. 2014;124(4):555-566
[39] German NJ, Haigis MC. Sirtuins and the metabolic hurdles in cancer. Current Biology:
CB. 2015;25(13):R569-R583
[40] Hirschey MD, Shimazu T, Goetzman E, Jing E, Schwer B, Lombard DB, Grueter CA,
Harris C, Biddinger S, Ilkayeva OR, et al. SIRT3 regulates mitochondrial fatty-acid oxidation by reversible enzyme deacetylation. Nature. 2010;464(7285):121-125
[41] Finley LW, Carracedo A, Lee J, Souza A, Egia A, Zhang J, Teruya-Feldstein J, Moreira PI,
Cardoso SM, Clish CB, et al. SIRT3 opposes reprogramming of cancer cell metabolism
through HIF1alpha destabilization. Cancer Cell. 2011;19(3):416-428
[42] Najar M, Rouas R, Raicevic G, Boufker HI, Lewalle P, Meuleman N, Bron D, Toungouz
M, Martiat P, Lagneaux L. Mesenchymal stromal cells promote or suppress the proliferation of T lymphocytes from cord blood and peripheral blood: The importance of low
cell ratio and role of interleukin-6. Cytotherapy. 2009;11(5):570-583
[43] Blau O. Bone marrow stromal cells in the pathogenesis of acute myeloid leukemia.
Frontiers in Bioscience. 2014;19:171-180
[44] Blau O, Baldus CD, Hofmann WK, Thiel G, Nolte F, Burmeister T, Turkmen S, Benlasfer
O, Schumann E, Sindram A, et al. Mesenchymal stromal cells of myelodysplastic syndrome and acute myeloid leukemia patients have distinct genetic abnormalities compared with leukemic blasts. Blood. 2011;118(20):5583-5592
[45] Noppe G, Dekker P, de Koning-Treurniet C, Blom J, van Heemst D, Dirks RW, Tanke
HJ, Westendorp RG, Maier AB. Rapid flow cytometric method for measuring senescence associated beta-galactosidase activity in human fibroblasts. Cytometry Part A: The
Journal of the International Society for Analytical Cytology. 2009;75(11):910-916
[46] Rio DC, Ares Jr M, Hannon GJ, Nilsen TW. Purification of RNA Using TRIzol (TRI
Reagent). Cold Spring Harbor, NY, USA: CSHL Press; 2010
[47] Shi R, Chiang VL. Facile means for quantifying microRNA expression by real-time
PCR. BioTechniques. 2005;39(4):519-525
[48] Ramakers C, Ruijter JM, Deprez RH, Moorman AF. Assumption-free analysis of
quantitative real-time polymerase chain reaction (PCR) data. Neuroscience Letters.
2003;339(1):62-66
[49] Ruijter JM, Ramakers C, Hoogaars WM, Karlen Y, Bakker O, van den Hoff MJ, Moorman
AF. Amplification efficiency: Linking baseline and bias in the analysis of quantitative
PCR data. Nucleic Acids Research. 2009;37(6):e45
[50] Pfaffl MW. A new mathematical model for relative quantification in real-time RT-PCR.
Nucleic Acids Research. 2001;29(9):e45
[51] Murphy SK, Wylie AA, Coveler KJ, Cotter PD, Papenhausen PR, Sutton VR, Shaffer LG,
Jirtle RL. Epigenetic detection of human chromosome 14 uniparental disomy. Human
Mutation. 2003;22(1):92-97

137

138

Stromal Cells - Structure, Function, and Therapeutic Implications

[52] Fornari F, Milazzo M, Chieco P, Negrini M, Marasco E, Capranico G, Mantovani V,
Marinello J, Sabbioni S, Callegari E, et al. In hepatocellular carcinoma miR-519d is upregulated by p53 and DNA hypomethylation and targets CDKN1A/p21, PTEN, AKT3
and TIMP2. The Journal of Pathology. 2012;227(3):275-285
[53] Garderet L, Mazurier C, Chapel A, Ernou I, Boutin L, Holy X, Gorin NC, Lopez M,
Doucet C, Lataillade JJ. Mesenchymal stem cell abnormalities in patients with multiple
myeloma. Leukemia & Lymphoma. 2007;48(10):2032-2041
[54] Corre J, Mahtouk K, Attal M, Gadelorge M, Huynh A, Fleury-Cappellesso S, Danho C,
Laharrague P, Klein B, Reme T, et al. Bone marrow mesenchymal stem cells are abnormal in multiple myeloma. Leukemia. 2007;21(5):1079-1088
[55] Geyh S, Oz S, Cadeddu RP, Frobel J, Bruckner B, Kundgen A, Fenk R, Bruns I, Zilkens
C, Hermsen D, et al. Insufficient stromal support in MDS results from molecular and
functional deficits of mesenchymal stromal cells. Leukemia. 2013;27(9):1841-1851
[56] Zhang J, Liu J. Tumor stroma as targets for cancer therapy. Pharmacology & Therapeutics.
2013;137(2):200-215
[57] Cuiffo BG, Karnoub AE. Mesenchymal stem cells in tumor development: Emerging roles
and concepts. Cell Adhesion & Migration. 2012;6(3):220-230
[58] Campisi J, Andersen JK, Kapahi P, Melov S. Cellular senescence: A link between cancer
and age-related degenerative disease? Seminars in Cancer Biology. 2011;21(6):354-359
[59] Davalos AR, Coppe JP, Campisi J, Desprez PY. Senescent cells as a source of inflammatory factors for tumor progression. Cancer Metastasis Reviews. 2010;29(2):273-283
[60] Aqeilan RI, Calin GA, Croce CM. miR-15a and miR-16-1 in cancer: Discovery, function
and future perspectives. Cell Death and Differentiation. 2010;17(2):215-220
[61] Faraonio R, Salerno P, Passaro F, Sedia C, Iaccio A, Bellelli R, Nappi TC, Comegna M,
Romano S, Salvatore G, et al. A set of miRNAs participates in the cellular senescence program in human diploid fibroblasts. Cell Death and Differentiation. 2012;19(4):713-721
[62] Formosa A, Markert EK, Lena AM, Italiano D, Finazzi-Agro E, Levine AJ, Bernardini S,
Garabadgiu AV, Melino G, Candi E. MicroRNAs, miR-154, miR-299-5p, miR-376a, miR376c, miR-377, miR-381, miR-487b, miR-485-3p, miR-495 and miR-654-3p, mapped to the
14q32.31 locus, regulate proliferation, apoptosis, migration and invasion in metastatic
prostate cancer cells. Oncogene. 2014;33(44):5173-5182
[63] Hou YY, Cao WW, Li L, Li SP, Liu T, Wan HY, Liu M, Li X, Tang H. MicroRNA-519d
targets MKi67 and suppresses cell growth in the hepatocellular carcinoma cell line QGY7703. Cancer Letters. 2011;307(2):182-190
[64] Kim TH, Kim YK, Kwon Y, Heo JH, Kang H, Kim G, An HJ. Deregulation of miR-519a,
153, and 485-5p and its clinicopathological relevance in ovarian epithelial tumours.
Histopathology. 2010;57(5):734-743

Molecular Aberrations in Bone Marrow Stromal Cells in Multiple Myeloma
http://dx.doi.org/10.5772/intechopen.77179

[65] Olivieri F, Rippo MR, Monsurro V, Salvioli S, Capri M, Procopio AD, Franceschi C.
MicroRNAs linking inflamm-aging, cellular senescence and cancer. Ageing Research
Reviews. 2013;12(4):1056-1068
[66] Benetatos L, Hatzimichael E, Londin E, Vartholomatos G, Loher P, Rigoutsos I, Briasoulis
E. The microRNAs within the DLK1-DIO3 genomic region: Involvement in disease
pathogenesis. Cellular and Molecular Life Sciences: CMLS. 2013;70(5):795-814
[67] Bentivegna A, Miloso M, Riva G, Foudah D, Butta V, Dalpra L, Tredici G. DNA methylation changes during in vitro propagation of human mesenchymal stem cells: Implications
for their genomic stability? Stem Cells International. 2013;2013:192425
[68] Huang K, Fan G. DNA methylation in cell differentiation and reprogramming: An
emerging systematic view. Regenerative Medicine. 2010;5(4):531-544
[69] Li Z, Liu C, Xie Z, Song P, Zhao RC, Guo L, Liu Z, Wu Y. Epigenetic dysregulation in mesenchymal stem cell aging and spontaneous differentiation. PLoS One. 2011;6(6):e20526
[70] Wild L, Funes JM, Boshoff C, Flanagan JM. In vitro transformation of mesenchymal stem
cells induces gradual genomic hypomethylation. Carcinogenesis. 2010;31(10):1854-1862
[71] Choi MR, In YH, Park J, Park T, Jung KH, Chai JC, Chung MK, Lee YS, Chai YG. Genomescale DNA methylation pattern profiling of human bone marrow mesenchymal stem
cells in long-term culture. Experimental & Molecular Medicine. 2012;44(8):503-512
[72] Schellenberg A, Lin Q, Schuler H, Koch CM, Joussen S, Denecke B, Walenda G, Pallua
N, Suschek CV, Zenke M, et al. Replicative senescence of mesenchymal stem cells causes
DNA-methylation changes which correlate with repressive histone marks. Aging. 2011;
3(9):873-888
[73] Worthley DL, Si Y, Quante M, Churchill M, Mukherjee S, Wang TC. Bone marrow cells
as precursors of the tumor stroma. Experimental Cell Research. 2013;319(11):1650-1656
[74] Campbell I, Polyak K, Haviv I. Clonal mutations in the cancer-associated fibroblasts:
The case against genetic coevolution. Cancer Research. 2009;69(17):6765-6768; discussion 6769

139

