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Abstract: All non-immortalized mesenchymal stem cells have a limited proliferative potential, that is, replicative

senescence (RS) is an integral characteristic of the life of all mesenchymal stem cells (MSCs). It is known that one of

the important signs of RS is a decrease of cell motility, and that violations of migration processes contribute to the

deterioration of tissue regeneration. Therefore, the characterization of the properties of the cell line associated with RS

is a prerequisite for the effective use of MSCs in restorative medicine. One of the key proteins regulating cell motility

is the small GTPase RhoA. The main purpose of this work was to study the nuclear-cytoplasmic redistribution of the

RhoA protein during RS in MSC lines recently obtained and characterized in our laboratory. The study found that a

comparative analysis of the intracellular localization of RhoA in three cell lines (MSCWJ-1, FetMSC, DF2) showed a

decrease in the nuclear localization of RhoA during RS.

Introduction

Recently, there has been a significant expansion of biomedical
research using mesenchymal stem cells (MSCs) of various
origins (Adak et al., 2021; Albu et al., 2021; Merimi et al.,
2021; Taei et al., 2021; Wangler et al., 2021; Xiao et al.,
2021; Zhang et al., 2022). The status of human MSCs of
different origins is determined by a number of characteristics
that are postulated in the requirements of the International
Society of Cellular Therapy (Dominici et al., 2006; Sensebé et
al., 2010). Moreover, all MSCs have a limited proliferative
potential, that is, RS is an integral characteristic of the life of
all MSCs. RS is a complex dynamic process, induced by
genetic and epigenetic alterations, which begins at early
passages and gradually intensifies during long-term cultivation,
passing into the active stage at the end of which cell
proliferation stops (Hayflick, 1965). In addition to decrease in
proliferative activity, RS is characterized by other significant
changes in cellular properties, including, in particular,
morphological changes, an increase in the activity of the SA-β-
galactosidase enzyme; lipofuscin accumulation; p16INK4A and
p21WAF1/Clip1 -positive staining; negative staining for
proliferation markers and lamin B1; decrease in cell motility;

an increase in the tumor suppressor genes expression
(Gorgoulis et al., 2019; Bobkov and Poljanskaya, 2020).

Thus, the properties of MSCs at different stages of RS,
i.e., passed different numbers of passages after isolation
from tissue, can differ significantly, which must be taken
into account both in the development of biomedical
applications and in the interpretation of experimental
results. In this regard, it becomes necessary to deepen
fundamental research of various characteristics of these cells
at different periods of their life, especially the RS associated
changes. Along with the listed markers, there is the need to
identify other factors that alter in specific senescence
contexts. Among these factors, we would like to highlight
the activity of intracellular signaling pathways, especially the
role of small GTPases in RS of MSCs.

Rho family GTPases and cell motility
It is known that one of the important signs of RS is a decrease
of cell motility, and that violations of migration processes
contribute to the deterioration of tissue regeneration
(Turinetto et al., 2016). Accordingly, assessing the extent to
which cell motility can be impaired by prolonged culture is
an important step in determining how aging can affect the
suitability of cells for biomedical applications. In order to
understand changes in cell motility, it is necessary to
investigate the intracellular signaling hubs that regulate it.
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Hence, the need to study small GTPases is due to the fact that
they are the central regulators of the actin cytoskeleton
organization and cell motility (Spiering and Hodgson, 2011),
that is in its turn, underlies the ability of MSCs to migrate
to the damaged zones to carry out reparative functions. Cell
migration occurs through close contact with the
extracellular matrix and depends on the organization of the
actin cytoskeleton. It is a complex dynamic process that
involves permanent remodeling of the cellular architecture,
which is necessary for the cell to move and adapt to changes
in the environment. This requires rapidly activated and
spatio-temporal regulated signaling networks that allow cells
to respond to external signals. The Rho family small
GTPases are key components of such signaling networks
(Sadok and Marshall, 2014; Hervé and Bourmeyster, 2015).

The Rho GTPase subfamily is a member of the Ras-related
small GTP-binding protein family that includes RhoA, Cdc42,
and Rac1/2 (Wennerberg and Der, 2004). They perform several
important cellular functions, including cytoskeleton
rearrangement, regulation of cell morphology and motility,
and regulation of transcription (Hill et al., 1995; Moorman et
al., 1999; Marinissen et al., 2001; Tkach et al., 2005). Most
members of this family act as molecular switches that cycle
between GTP-bound (active) and GDP-bound (inactive)
forms. The activity of Rho family GTPases is tightly regulated
by the guanine nucleotide exchange factors (GEFs), which
promote the release of GDP, which makes it possible to bind
GTP. GTPase activating proteins (GAPs) inactivate Rho
family GTPases by stimulating GTP hydrolysis. Inactive Rho
GTPases are isolated in the cytosol by Rho-specific guanine
nucleotide dissociation inhibitors (GDIs), which prevent their
membrane association. The molecular switching characteristic
of Rho GTPases allows them to perform spatio-temporal
regulation of signals critical for efficient cell migration (Sadok
and Marshall, 2014; Mosaddeghzadeh and Ahmadian, 2021).

RhoA localization changes in MSCs during RS
In this work, we focus on the impact of RS on RhoA distribution
between nuclear and membrane associated cytoplasmic
fractions. Using the methods of immunofluorescence and
confocal microscopy, followed by analysis of colocalization in
the obtained images, we carried out a comparative study of
the intracellular localization of the RhoA protein in four
different lines of human MSCs during long-term cultivation.
The following cell lines were used in the work: the DF2 cell
line is a non-immortalized human cell line with the status of
mesenchymal stem cells and was obtained from the eyelid
skin of an adult donor (Krylova et al., 2016); the FetMSCs
are mesenchymal stem cells derived from bone marrow of

FIGURE 1. Peculiarities of staining for β-galactosidase in human MSCs at different stages of replicative aging. Bright-field images of cells
grown in culture flasks and fixed at two passages: the initial (8th passage) and late stages of replicative senescence (the passage number is
individual for each line). Images were taken with an inverted light microscope. Cell line names and passage numbers are written on each
image. Arrows indicate example cells with pronounced β-galactosidase activity. Scale bar = 100 μm.

TABLE 1

The proportion of cells with pronounced β-galactosidase (β-gal)
activity during cultivation

Cell line Passage Cells count β-gal, %

DF2 8
13
26

1080
1045
856

4.00 ± 0.60
21.60 ±1.27
49.20 ± 1.71

FetMSC 8
16
24

1069
1606
1051

3.70 ± 0.60
16.80 ± 0.90
36.50 ± 1.50

MSCWJ-1 8
15
38

1025
1149
1312

5.30 ± 0.72
18.98 ± 1.57
57.40 ± 3.06

ADH-MSC 8
12
16

2362
1718
1405

10.2 ± 0.6
35.0 ± 1.2
66.6 ± 1.3

Note: β-gal, Beta-galactosidase enzyme activity measured in cells grown and
fixed in culture dishes as described in Bobkov et al. (2020). Binomial
proportion ± 95% CI were computed following the Wilson method
(Wilson, 1927).
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5–6 week embryo (Krylova et al., 2012); the MSCWJ-1 is a
human MSC line obtained from Wharton’s jelly of human
umbilical cord (Koltsova et al., 2018); the ADH-MSC line
obtained from the heart of an adult donor during coronary
artery bypass grafting (Musorina et al., 2019). All cell lines
used in this work were obtained from the Center for Shared
Use “Collection of Vertebrate Cell Cultures” (Institute of
Cytology, Russian Academy of Sciences, St. Petersburg, Russia).

The existence of RS during the cultivation of each cell line
was confirmed by assessing the activity of β-galactosidase in
cells at different passages (Fig. 1). For convenience, previously
unpublished data of this type (DF2 and FetMSC cells)
are combined with data that we previously published

(ADH-MSC and MSCWJ-1 cells) and shown in Table 1,
which demonstrates results indicating a significant increase in
β-galactosidase activity in the cells during long-term
cultivation (Musorina et al., 2019; Bobkov et al., 2020). Each
cell line was cultured for 2 weeks after thawing, and then the
experiment was started, during which the cells were in
culture for the following number of days: DF2 for 54 days,
FetMSC for 21 days, MSCWJ-1 for 84 days, and ADH-MSC
for 27 days.

In a series of recent works we performed a comparative
analysis of the nuclear-cytoplasmic distribution of RhoA,
carried out during long-term cultivation of two different
lines of MSCs (MSCWJ-1 and ADH-MSC) obtained from

FIGURE 2. Features of the nuclear-cytoplasmic distribution of RhoA in human MSCs at different stages of replicative senescence. The
immunofluorescent images of four cell lines (A, DF2; B, FetMSC; C, MSCWJ-1; D, ADH-MSC) grown on glass coverslips and fixed at two
passages: the initial (passage 8) and late stages of replicative senescence (the passage number is specific for each line). Cells were stained with
anti-RhoA polyclonal antibodies and Alexa 488 second antibodies (green), Rhodamin phalloidin (red), and Hoechst 33342 (blue). The images
are optical sections made at the mid-nucleus level using confocal laser scanning microscopy. Cell line names and passage numbers are written
on each image. Scale bar = 20 μm.
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various sources (Bobkov et al., 2020; Goncharova et al., 2021).
The main results, together with the latest data obtained on the
FetMSC and DF2 lines are summarized in Figs. 2 and 3.

Using anti-RhoA polyclonal antibodies, we performed an
initial screening to identify features that may be associated
with RS and to identify key time points that may be useful for
further analysis. RhoA/nuclei colocalization analysis was
carried out during long-term cultivation, including the stage of
active RS in 3 lines: DF-2, FetMSC, and MSCWJ-1, which
were obtained from healthy donors, but isolated from different
organs (Krylova et al., 2012, 2016; Koltsova et al., 2018).
Another cell line, ADН-MSC, was obtained from an unhealthy
donor and isolated from an unhealthy organ (heart) during
coronary artery bypass grafting (Musorina et al., 2019).

To assess the nuclear localization of RhoA, we used the
Kendall’s tau correlation coefficient (bTau) calculated
between image channels corresponding to RhoA and nuclei
staining, this method was described by us in detail earlier in
Bobkov et al. (2020). The original data of bTau and bGal,
together with the scripts necessary for calculations and
drawing of graphs, are available online under the MIT
license at https://github.com/dan609/biocell.

A decrease in the level of RhoA in the nucleus and its
accumulation in the cytoplasm during RS were shown in
DF2 and MSCWJ-1 lines. The lowest level in the nucleus is
observed at the stage of active RS. A similar picture of a

decrease in the RhoA level in the nucleus also takes place in
the FetMSC line during cultivation up to passage 14 (Fig. 3);
in the future, the study of this parameter will be continued
in FetMSC line, including active stage of RS.

A completely different pattern of RhoA redistribution
between nuclei and cytoplasm is observed in the ADH-MSC
line. With prolonged cultivation, including the stage of active
RS, an increase in the RhoA level in the nucleus and a
decrease in the cytoplasm are observed (Figs. 2 and 3). In
ADH-MSC line, other cellular parameters are also changed,
in particular, early RS occurs, during which karyotypic
heterogeneity increases, including clonal chromosomal
rearrangements, compared to MSCs from healthy sources
(Musorina et al., 2019). Previous studies indicate the presence
of dysfunctions in different MSCs obtained from patients with
chronic diseases (Costa et al., 2021). In addition, it was shown
that cultures obtained from donors with cardiovascular
diseases show a lower replicative potential than healthy
controls of the same age (Karavassilis and Faragher, 2013).

We have done some additional analysis of the correlation
between the levels of nuclear localization of RhoA (bTau) and
β-galactosidase. The results presented in Table 2 show that
there is a statistically significant negative correlation between
the above parameters in cell lines DF2, FetMSC, and
MSCWJ-1. The statistically significant positive correlation
was found in the ADH-MSC cells.

FIGURE 3. Nuclear RhoA localization is passage-dependent in long-term cultivation. Quantification of RhoA/nuclei colocalization performed
in four cell lines: DF2, FetMSC, MSCWJ-1, ADH-MSC. bTau, Y–The Kendall’s tau correlation coefficient calculated between green (RhoA)
and blue (nuclei) channels as described in Bobkov et al. (2020). A cell was manually marked as ROI in ImageJ software and used for
colocalization analysis, which was one observation. Grouped observations are shown as black squares with whiskers (n = 20, Median ±
SD). Linear regression lines (red) with 95% CI (dashed red) were calculated for passage number as predictor and bTau as estimator.
Passage, X-number of passages from cell culture isolation to measurement. The linear regression equations, along with the P and R
squared values are shown above each plot.
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Conclusion

Thus, based on the results obtained, a preliminary conclusion
can be drawn about the presence of a general mechanism of
RhoA redistribution during long-term cultivation, including
the stage of active RS, in human MSCs isolated from
different but healthy sources. There is required further
expansion and deepening of research to confirm this
assumption. The role of the RhoA protein in cellular
processes is multifaceted-on the one hand, it is one of the
main regulators of the actin cytoskeleton (Ridley, 2006), on
the other hand, its participation in gene expression and
DNA damage response is found (Rajakylä and Vartiainen,
2014; Magalhaes et al., 2021, Cheng et al., 2021). It can be
assumed that the nuclear or cytoplasmic level of the RhoA
protein may change in response to the stress that the cell is
experiencing at the moment, depending on external
conditions or DNA damage. The question also remains
open whether the change in the RhoA concentration in the
nucleus/cytoplasm during RS can be programmed by genetic
or epigenetic factors. This work shows for the first time the
results of a comparative study of changes in the intracellular
localization of RhoA occurring in various MSC lines during
RS. This opens up perspectives for future research in RS
field, aimed at studying the role of signaling pathways
associated with RhoA and other small GTPases, in
particular, Cdc42 and Rac1, in different cell lines.

Author Contribution: The authors confirm contribution to
the paper as follows: study conception and design: D.
Bobkov, G. Poljanskaya; data collection: D. Bobkov, A.
Polyanskaya, A. Musorina; analysis and interpretation of
results: D. Bobkov, A. Polyanskaya, A. Musorina; draft
manuscript preparation: D. Bobkov, G. Poljanskaya. All
authors reviewed the results and approved the final version
of the manuscript.

Ethics Approval: Animals and humans did not participate in
the experiments.

Funding Statement: This work was supported by following
grants: Grant from the Director’s Fund of the Institute of
Cytology, Russian Academy of Sciences; State Assignment

No. АААА-А19-119020190093; Grant-Subsidy No. 075-15-
2021-1063 (15BRC.21.0011).

Conflicts of Interest: The authors declare that they have no
conflicts of interest to report regarding the present study.

References

Adak S, Magdalene D, Deshmukh S, Das D, Jaganathan BG (2021). A
review on mesenchymal stem cells for treatment of retinal
diseases. Stem Cell Reviews and Reports 6: 1–20. DOI
10.1007/s12015-020-10090-x.

Albu S, Kumru H, Coll R, Vives J, Vallés M et al. (2021). Clinical effects
of intrathecal administration of expanded Wharton jelly
mesenchymal stromal cells in patients with chronic complete
spinal cord injury: A randomized controlled study.
Cytotherapy 23: 146–156. DOI 10.1016/j.jcyt.2020.08.008.

Bobkov DE, Poljanskaya GG (2020). Cellular and molecular characteristics
of replicative senescence of human mesenchymal stem cells.
Tsitologiya 62: 782–792. DOI 10.31857/S0041377120110036.

Bobkov D, Polyanskaya A, Musorina A, Lomert E, Shabelnikov S
et al. (2020). Replicative senescence in MSCWJ-1 human
umbilical cord mesenchymal stem cells is marked by
characteristic changes in motility, cytoskeletal organization,
and RhoA localization. Molecular Biology Reports 47: 3867–
3883. DOI 10.1007/s11033-020-05476-6.

Cheng C, Seen D, Zheng C, Zeng R, Li E (2021). Role of small GTPase
RhoA in DNA damage response. Biomolecules 11: 212. DOI
10.3390/biom11020212.

Costa L, Eiro N, Fraile M, Gonzalez L, Saá J et al. (2021). Functional
heterogeneity of mesenchymal stem cells from natural niches
to culture conditions: Implications for further clinical uses.
Cellular and Molecular Life Sciences 78: 447–467. DOI
10.1007/s00018-020-03600-0.

Dominici M, Le Blanc K, Mueller I, Slaper-Cortenbach I, Marini F
et al. (2006). Minimal criteria for defining multipotent
mesenchymal stromal cells. International Society for
Cellular Therapy position statement. Cytotherapy 8: 315–
317. DOI 10.1080/14653240600855905.

Goncharova DF, Polyanskaya AV, Musorina AS, Poljanskaya GG,
Bobkov DE (2021). Analysis of nuclear-cytoplasmic
redistribution of actin-binding protein apha-actinin-4 and
signaling protein RhoA in the process of replicative
senescence of human epicardial adipose tissue-derived

TABLE 2

The results of calculating the correlation between bTau and β-galactosidase levels for four studied cell lines: DF2, FetMSC, MSCWJ-1,
and ADH-MSC

bTau/β-gal Correlation
Cells

Pearson Spearman Kendall

Coef. P Coef. P Coef. P

DF2 –0.41 <2.2e-16* –0.38 6.7e-15* –0.27 1.2e-14*

FetMSC –0.66 <2.2e-16* –0.65 <2.2e-16* –0.49 <2.2e-16*

MSCWJ-1 –0.52 8.2e-08* –0.48 7.4e-07* –0.35 4.8e-06*

ADH-MSC 0.43 2.9e-10* 0.50 3.6e-14* 0.34 7.8e-12*
Note: bTau, the Kendall’s tau correlation coefficient calculated between green (RhoA) and blue (nuclei) channels in confocal microscopy immunofluorescent
images; β-gal, Beta-galactosidase enzyme activity measured in cells grown and fixed in culture dishes as described in Bobkov et al. (2020). The values of the
Pearson’s, Spearman’s and Kendall’s correlation coefficients (Coef.) as well as their P-values are shown. When calculating the correlations, the methods of
linear extrapolation and interpolation for missing values were used. Asterisks indicate the following level of statistical significance: *, P < 0.00001. Extreme
low values are shown in exponential notation.

RHOA IN REPLICATIVE SENESCENCE OF HUMAN MSCS 2057

http://dx.doi.org/10.1007/s12015-020-10090-x
http://dx.doi.org/10.1016/j.jcyt.2020.08.008
http://dx.doi.org/10.31857/S0041377120110036
http://dx.doi.org/10.1007/s11033-020-05476-6
http://dx.doi.org/10.3390/biom11020212
http://dx.doi.org/10.1007/s00018-020-03600-0
http://dx.doi.org/10.1080/14653240600855905


ADH-MSC cell line. Cell and Tissue Biology 15: 465–472.
DOI 10.1134/S1990519X21050035.

Gorgoulis V, Adams PD, Alimonti A, Bennett DC, Bischof O et al.
(2019). Cellular senescence: Defining a path forward. Cell
179: 813–827. DOI 10.1016/j.cell.2019.10.005.

Hayflick L (1965). The limited in vitro lifetime of human diploid cell
strains. Experimental Cell Research 37: 614–636. DOI
10.1016/0014-4827(65)90211-9.

Hervé JC, Bourmeyster N (2015). Rho GTPases at the crossroad of
signaling networks in mammals. Small GTPases 6: 43–48.
DOI 10.1080/21541248.2015.1044811.

Hill CS, Wynne J, Treisman R (1995). The Rho family GTPases RhoA,
Rac1, and CDC42Hs regulate transcriptional activation by SRF.
Cell 81: 1159–1170. DOI 10.1016/s0092-8674(05)80020-0.

Karavassilis ME, Faragher R (2013). A relationship exists between
replicative senescence and cardiovascular health. Longevity
& Healthspan 2: 1–13. DOI 10.1186/2046-2395-2-3.

Koltsova AM, Krylova TA, Musorina AS, Zenin VV, Turilova VI et al.
(2018). The dynamics of cell properties during long-term
cultivation of two lines of mesenchymal stem cells derived
from Wharton’s jelly of human umbilical cord. Cell and
Tissue Biology 12: 7–19. DOI 10.1134/S1990519X1801011X.

Krylova TA, Koltsova AM, Zenin VV,Musorina AS, Yakovleva TK et al.
(2012). Comparative characteristics of new mesenchymal stem
cell lines, derived from human embryonic stem cells, bone
marrow and foreskin. Tsitologiia 54: 5–16. DOI 10.1134/
S1990519X12020071.

Krylova TA, Musorina AS, Zenin VV, Koltsova AM, Kropacheva IV
et al. (2016). Derivation and characteristic of a non-
immortalized cell lines of human dermal fibroblasts,
generated from skin of the eyelids of adult donors of
different age. Tsitologiya 58: 850–864.

Magalhaes YT, Farias JO, Silva LE, Forti FL (2021). GTPases,
genome, actin: A hidden story in DNA damage response
and repair mechanisms. DNA Repair 100: 103070. DOI
10.1016/j.dnarep.2021.103070.

Marinissen MJ, Chiariello M, Gutkind JS (2001). Regulation of gene
expression by the small GTPase Rho through the ERK6
(p38γ) MAP kinase pathway. Genes & Development 15:
535–553. DOI 10.1101/gad.855801.

Merimi M, El-Majzoub R, Lagneaux L, Agha DM, Bouhtit F et al.
(2021). The therapeutic potential of mesenchymal stromal
cells for regenerative medicine: Current knowledge and
future understandings. Frontiers in Cell and Developmental
Biology 9: 661532. DOI 10.3389/fcell.2021.661532.

Moorman JP, Luu D, Wickham J, Bobak DA, Hahn CS (1999). A
balance of signaling by Rho family small GTPases RhoA,
Rac1 and Cdc42 coordinates cytoskeletal morphology but not
cell survival. Oncogene 18: 47–57. DOI 10.1038/sj.onc.1202262.

Mosaddeghzadeh N, Ahmadian MR (2021). The RHO family
GTPases: Mechanisms of regulation and signaling. Cells 10:
1831. DOI 10.3390/cells10071831.

Musorina AS, Zenin VV, Turilova VI, Yakovleva TK, Poljanskaya
GG (2019). Characterization of a nonimmortalized
mesenchymal stem cell line isolated from human epicardial
adipose tissue. Cell and Tissue Biology 13: 247–258. DOI
10.1134/S1990519X19040060.

Rajakylä EK, Vartiainen MK (2014). Rho, nuclear actin, and actin-
binding proteins in the regulation of transcription and gene
expression. Small GTPases 5: e27539. DOI 10.4161/sgtp.27539.

Ridley AJ (2006). Rho GTPases and actin dynamics in membrane
protrusions and vesicle trafficking. Trends in Cell Biology
16: 522–529. DOI 10.1016/j.tcb.2006.08.006.

Sadok A, Marshall CJ (2014). Rho GTPases: Masters of cell migration.
Small GTPases 5: e983878. DOI 10.4161/sgtp.29710.

Sensebé L, Krampera M, Schrezenmeier H, Bourin P, Giordano R
(2010). Mesenchymal stem cells for clinical application. Vox
Sanguinis 98: 93–107. DOI 10.1111/j.1423-0410.2009.01227.x.

Spiering D, Hodgson L (2011). Dynamics of the Rho-family small
GTPases in actin regulation and motility. Cell Adhesion &
Migration 5: 170–180. DOI 10.4161/cam.5.2.14403.

Taei A, Dargahi L, Nasoohi S, Hassanzadeh G, Kadivar M et al.
(2021). The conditioned medium of human embryonic
stem cell-derived mesenchymal stem cells alleviates
neurological deficits and improves synaptic recovery in
experimental stroke. Journal of Cellular Physiology 236:
1967–1979. DOI 10.1002/jcp.29981.

Tkach V, Bock E, Berezin V (2005). The role of RhoA in the regulation
of cell morphology and motility. Cell Motility and the
Cytoskeleton 61: 21–33. DOI 10.1002/(ISSN)1097-0169.

Turinetto V, Vitale E, Giachino C (2016). Senescence in human
mesenchymal stem cells: Functional changes and
implications in stem cell-based therapy. International Journal
of Molecular Sciences 17: 1164. DOI 10.3390/ijms17071164.

Wangler S, Kamali A, Wapp C, Wuertz-Kozak K, Häckel S et al.
(2021). Uncovering the secretome of mesenchymal stromal
cells exposed to healthy, traumatic, and degenerative
intervertebral discs: A proteomic analysis. Stem Cell Research
& Therapy 12: 1–17. DOI 10.1186/s13287-020-02062-2.

Wennerberg K, Der CJ (2004). Rho-family GTPases: It’s not only Rac
and Rho (and I like it). Journal of Cell Science 117: 1301–
1312. DOI 10.1242/jcs.01118.

Wilson EB (1927). Probable inference, the law of succession, and
statistical inference. Journal of the American Statistical
Association 22: 209–212. DOI 10.1080/01621459.1927.10502953.

Xiao Z, Lei T, Liu Y, Yang Y, Bi W et al. (2021). The potential therapy
with dental tissue-derived mesenchymal stem cells in
Parkinson’s disease. Stem Cell Research & Therapy 12: 5.
DOI 10.1186/s13287-020-01957-4.

Zhang X, Wang N, Huang Y, Li Y, Li G et al. (2022). Extracellular
vesicles from three dimensional culture of human placental
mesenchymal stem cells ameliorated renal ischemia/
reperfusion injury. International Journal of Artificial Organs
45: 181–192. DOI 10.1177/0391398820986809.

2058 DANILA BOBKOV et al.

http://dx.doi.org/10.1134/S1990519X21050035
http://dx.doi.org/10.1016/j.cell.2019.10.005
http://dx.doi.org/10.1016/0014-4827(65)90211-9
http://dx.doi.org/10.1080/21541248.2015.1044811
http://dx.doi.org/10.1016/s0092-8674(05)80020-0
http://dx.doi.org/10.1186/2046-2395-2-3
http://dx.doi.org/10.1134/S1990519X1801011X
http://dx.doi.org/10.1134/S1990519X12020071
http://dx.doi.org/10.1134/S1990519X12020071
http://dx.doi.org/10.1016/j.dnarep.2021.103070
http://dx.doi.org/10.1101/gad.855801
http://dx.doi.org/10.3389/fcell.2021.661532
http://dx.doi.org/10.1038/sj.onc.1202262
http://dx.doi.org/10.3390/cells10071831
http://dx.doi.org/10.1134/S1990519X19040060
http://dx.doi.org/10.4161/sgtp.27539
http://dx.doi.org/10.1016/j.tcb.2006.08.006
http://dx.doi.org/10.4161/sgtp.29710
http://dx.doi.org/10.1111/j.1423-0410.2009.01227.x
http://dx.doi.org/10.4161/cam.5.2.14403
http://dx.doi.org/10.1002/jcp.29981
http://dx.doi.org/10.1002/(ISSN)1097-0169
http://dx.doi.org/10.3390/ijms17071164
http://dx.doi.org/10.1186/s13287-020-02062-2
http://dx.doi.org/10.1242/jcs.01118
http://dx.doi.org/10.1080/01621459.1927.10502953
http://dx.doi.org/10.1186/s13287-020-01957-4
http://dx.doi.org/10.1177/0391398820986809

	The RhoA nuclear localization changes in replicative senescence: New evidence from in vitro human mesenchymal stem cells studies ...
	Introduction
	Conclusion
	References


