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Embryonic senescent cells re-enter cell cycle and contribute to
tissues after birth

Cell Research (2018) 28:1–4; https://doi.org/10.1038/s41422-018-
0050-6

Dear Editor,
Cellular senescence (or senescence) has been regarded as a

stable form of cell cycle arrest by in vitro cell culture experiments.1

Recent studies indicate that senescence is associated with aging
and diseases, including cancers.2,3 For instances, it suppresses
tumor progression by halting the growth of premalignant cells,4

and promotes wound healing by preventing excessive tissue
fibrosis or induction of cell dedifferentiation.5,6 Targeting senes-
cent cells could restore tissue homeostasis in response to aging,
chemotoxicity, or injury.7 In addition to these pathological
conditions in adults, cellular senescence also occurs in physiolo-
gical states such as mammalian mouse8,9 and human10,11

embryonic development. Embryonic senescent cells have been
reported to be non-proliferative and subjected to clearance from
tissues after apoptosis at late embryonic stage.8,9 However, the
interpretation for clearance of senescent cells at late embryonic
stage is based on the disappearance of Cdkn1a (P21) expression
and senescence-associated beta-galactosidase (SAβ-Gal) activ-
ity,8,9 two commonly used senescence markers in the field.
Currently, there is no genetic fate mapping evidence for senescent
cell fate in vivo. By lineage tracing of P21+ senescent cells, we
found that embryonic senescent cells labeled at mid-embryonic
stage gradually lost P21 expression and SAβ-Gal activity at late
embryonic stage. Unexpectedly, some of the previously labeled
senescent cells re-entered the cell cycle and proliferated in situ.
Moreover, these previously labeled senescent cells were not
cleared at late embryonic stage and remained in the tissue after
birth. This study unravels in vivo senescent cell fates during
embryogenesis, indicating their potential plasticity.
We first performed SAβ-Gal staining on embryos and found SAβ-

Gal+ signals in the apical ectodermal ridge (AER) at E10.5–E14.5. We
hardly detected positive signals in the AER at E15.5 and afterwards
(Fig. 1a). SAβ-Gal activity in AER was validated by staining on tissue
sections (Supplementary information, Figure S1a). To confirm the
specificity of SAβ-Gal staining for senescence (pH 6.0), we stained
embryos at pH 6.5 and pH 7.0 for technical controls as previously
described.8 Indeed, we did not detect any positive SAβ-Gal signal at
E10.5–E14.5 (Supplementary information, Figure S1b). These results
were consistent with previous studies,8,9 demonstrating that
senescent cells as detected by SAβ-Gal staining were present at
E10.5–E14.5, whereas SAβ-Gal activity disappeared after E15.5
(Fig. 1a, b). Therefore, SAβ-Gal activity could be mainly restricted
to mid- but not late embryonic stage. These experimental data have
been interpreted as indicating that SAβ-Gal+ senescent cells
underwent apoptosis and were cleared from tissues at late
embryonic stage.8,9 However, an alternative explanation could be
that a subset of senescent cells gradually lost SAβ-Gal activity but
survived in the tissue at late embryonic stage. The in vivo senescent
cell fate currently remains unknown and untested, as to date there is
no fate mapping study on senescent cells.

P21 is a molecular mediator for embryonic senescence8,9 and is
highly expressed in SAβ-Gal+ senescent cells of AER.8 To trace the
cell fate of senescent cells during embryogenesis, we generated
the P21-CreER mouse line by knocking CreER cDNA into the stop
codon of P21 (Fig. 1c). 2A self-cleaving peptide sequence was
used to allow simultaneous expression of CreER and P21 in P21+

cells (Fig. 1c). Immunohistochemistry for P21 or estrogen receptor
(ESR, for detection of CreER) in P21-CreERmouse forelimbs showed
their similar expression patterns to SAβ-Gal activity pattern in
embryonic limbs (Fig. 1d, compare to Fig. 1a), suggesting that
senescent cells of AER expressed high levels of P21 at mid-stage
(e.g., E10.5–E13.5). The CreER expression in embryonic forelimbs at
E10.5–E13.5 was largely within AER, recapitulating endogenous
P21 expression (Fig. 1d, e). However, the expression of both CreER
and P21 was reduced at E14.5 and not detected at E15.5 (Fig. 1d,
e). These data demonstrated that CreER was successfully knocked
in at the P21 gene locus (Fig. 1c). We further validated co-
expression of P21 and ESR (CreER) in AER by immunostaining
(Fig. 1f). Taken together, the above data showed that SAβ-Gal
activity and P21 gene expression were highly restricted to
senescent cells at AER at mid-embryonic stage, consistent with
the previous study.8

We next crossed P21-CreER with R26-tdTomato reporter for
genetic lineage tracing of P21+ senescent cells during embry-
ogenesis. Tamoxifen pulse treatment leads to translocation of
CreER into the nucleus of P21+ cells, allowing subsequent Cre-loxP
recombination to remove the transcriptional stop region for
tdTomato expression (Fig. 1g). We administered tamoxifen at
E10.5 or E11.5 to label P21+ senescent cells at mid-embryonic
stage and then collected tissue samples from E12.5 to birth (P0)
for analysis (Fig. 1h). Without tamoxifen treatment, embryos
exhibited no detectable tdTomato signal (Fig. 1i), indicating no
leakiness of P21-CreER. In tamoxifen-treated samples, we could
readily detect tdTomato+ cells in the AER of developing forelimbs
at mid-embryonic stage (Fig. 1j). To confirm that the labeled P21+

cells after tamoxifen treatment were indeed senescent cells, we
first isolated tdTomato+ and tdTomato− cells from E12.5 limbs by
fluorescence-activated cell sorting (FACS, Supplementary informa-
tion, Figure S2a). By co-staining with SAβ-Gal and tdTomato on
FACS-isolated cells, we detected SAβ-Gal activity in tdTomato+

cells but not in tdTomato− cells (Supplementary information,
Figure S2b), demonstrating that P21+/tdTomato+ cells at E12.5
were senescent cells. The co-expression of SAβ-Gal, P21, and ESR
was also confirmed by immunostaining on consecutive sections of
P21-CreER limbs (Supplementary information, Figure S2c). To
further demonstrate that the P21+ cells labeled at early stage
were senescent cells, we generated P21-tdTomato knock-in allele
by targeting tdTomato cDNA into the stop codon of P21 with
addition of 2A self-cleaving peptide sequence (Supplementary
information, Figure S2d). Immunostaining and FACS analysis
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Fig. 1 Embryonic senescent cells re-enter cell cycle and contribute to tissues after birth. a Whole-mount SAβ-Gal staining on forelimbs of
E10.5–P0 mice. Arrowheads indicate SAβ-Gal+ cells. b Cartoon image showing SAβ-Gal activity pattern. No SAβ-Gal+ cell is detected after
E15.5. c Generation of P21-CreER knock-in allele. d Whole-mount immunostaining for P21 or ESR on P21-CreER embryos. e Cartoon image
showing expression pattern of P21 and CreER on P21-CreER mouse limbs. f Immunostaining for P21 and ESR on P21-CreER limb sections. g
Strategy for genetic lineage tracing by tamoxifen (Tam)-mediated Cre-loxP recombination. h Schematic figure showing experimental strategy.
Tam tamoxifen. i Whole-mount and sectional view of tdTomato expression in P21-CreER;R26-tdTomato embryo without tamoxifen (No Tam)
treatment. j Immunostaining for tdTomato on E12.5–P0 mouse limb sections. tdTomato+ cells persist after birth. k Immunostaining for
tdTomato, EdU, and E-cadherin (E-Cad) on E15.5 and E16.5 limb sections. Arrowheads indicate proliferating tdTomato+ cells. l Quantification of
the percentage of proliferating tdTomato+ epithelial cells. n= 5; n.s., nonsignificant. Scale bars: yellow, 1mm; black, 200 µm; white, 100 µm.
Each figure is representative of five individual samples
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showed that the tdTomato+P21+ cells co-express SAβ-Gal at
E11.5–E12.5 (Supplementary information, Figure S2e-g). We
stained P21-CreER tissue sections with additional senescence
markers CD44 and HP1γ, and found that CreER+ cells in the AER
also expressed CD44 and HP1γ (Supplementary information,
Figure S3), consistent with previous report.8,9 These data showed
that the P21+ (CreER+/tdTomato+) cells expressed senescence
markers at E11.5–E12.5.
We next followed their cell fate by lineage tracing reporter

tdTomato and found that some tdTomato+ cells were dispersed
between the digits at late embryonic stage (Fig. 1j). Immunostaining
for tdTomato and E-cadherin on P21-CreER;R26-tdTomato tissue
sections showed that tdTomato+ cells mainly maintained the
epithelial cell fate during embryonic development (Supplementary
information, Figure S4). P21+ senescent cells labeled at mid-
embryonic stage remained in the forelimbs after birth (P0) and
exhibited epithelial cell fate (Fig. 1j and Supplementary information,
Figure S4). By TUNEL assay, we detected apoptosis of tdTomato+

cells in the forelimbs, indicating that a subset of senescent cells died
or were removed during development (Supplementary information,
Figure S5). By EdU incorporation for analysis of cell proliferation, we
found that P21+ senescent cells (tdTomato+) did not proliferate at
E11.5 and E12.5 (Supplementary information, Figure S6), which
further confirmed their senescence state. However, a subset of
tdTomato+ cells began to proliferate at E13.5, albeit at lower rate
compared with tdTomato−E-Cad+ cells (Supplementary information,
Figure S6). At E14.5, a similar rate of cell proliferation was detected
between tdTomato+ and tdTomato− epithelial cells (Supplementary
information, Figure S6). At late embryonic stages such as E15.5 and
E16.5, ~10% tdTomato+ cells were positive for EdU (Fig. 1k, l),
indicating their cell cycle re-entry for proliferation. There was no
significant difference in EdU incorporation between tdTomato+ and
tdTomato− epithelial cell populations (Fig. 1l). To further validate this
finding, we co-stained P21-CreER;R26-tdTomato limb sections with
another proliferation marker Ki67 and tdTomato/E-Cad. We found
that tdTomato+ cells at E11.5 and E12.5 were Ki67−, and a subset of
tdTomato+ cells at late embryonic stages expressed Ki67 (Supple-
mentary information, Figure S7). To quantify the percentage of the
remaining tdTomato+ cells that had ever entered cell cycle from
early to late embryonic stages, we injected EdU every day from
E12.5 to E16.5 and then collected limbs for quantification of EdU
incorporation. We found that about half of the remaining
tdTomato+E-Cad+ cells have re-entered cell cycle during develop-
ment (48.74% ± 8.29%, Supplementary information, Figure S8).
Interestingly, these previously labeled senescent cells lost senescent
hallmarks SAβ-Gal and P21 at E15.5 and E16.5 (Fig. 1a, d and
Supplementary information, Figure S9). Senescent cells re-entering
cell cycle was not restricted to AER, as we also detected proliferation
of previously labeled senescent cells in the endolymphatic sac of
inner ear and mesonephros at later embryonic stages (Supplemen-
tary information, Figure S10). Taken together, our data provided the
first in vivo genetic evidence that previously labeled senescent cells
remained in the tissue at late embryonic stage or after birth, and a
subset of these post-senescent cells gradually lost senescence
markers and proliferated at a comparable rate to their neighbors,
the non-senescent epithelial cells.
This work is the first genetic lineage tracing study attempting to

dissect in vivo fate of senescent cells. Some senescent cells lost
their hallmarks SAβ-Gal and P21, and re-entered cell cycle in vivo
during embryogenesis. Rather than being cleared from tissues,8,9 a
subset of senescent cells proliferated and survived in the tissue
after birth. This cell plasticity indicated that senescence could be a
transient form of cell cycle arrest in vivo, and this state might not
be hard-wired and irreversible in some conditions.12 The cell cycle
re-entry and loss of the key senescence markers such as SAβ-Gal
and P21 indicated that senescence could be readjusted to escape
from cell death and clearance during development. Nevertheless,
whether adult senescent cells could re-enter cell cycle during

aging, cancer, or other diseases remains largely unknown. Recent
study indicates that previously labeled senescent cells escape
from the arrested condition and re-enter the cell cycle to gain
much aggressive tumor growth property.12 Genetic targeting of
these post-senescent cells in vivo would provide new mechanistic
insights into the senescent cell plasticity and development of the
associated diseases. It would be a potentially important direction
for exploring the intrinsic features of the senescent cells that could
be programmed to change their cell fate in future studies. It is also
interesting to understand what factors determine the cell cycle re-
entry of some senescent cells. It would also be possible that rather
than being cleared from aged or diseased tissues for improvement
of function,13–15 senescent cells might be coached to change their
cell fate and function for treatment of aging- or cancer-related
diseases in the future.

ACKNOWLEDGEMENTS
We thank Shanghai Model Organisms Center, Inc. (SMOC) for mouse generation. This
study was supported by the Strategic Priority Research Program of the Chinese
Academy of Sciences (CAS, XDB19000000 and XDA16020204), the National Natural
Science Foundation of China (31730112, 91639302, 31625019, 81761138040, and
31701292), the National Key Research & Development Program of China
(SQ2018YFA010113, 2016YFC1300600, and 2017YFC1001303), Royal Society-
Newton Advanced Fellowship (NA170109), and Research Council of Hong Kong
(04110515, 14111916, and C4024-16W).

ADDITIONAL INFORMATION
Supplementary information accompanies this paper at https://doi.org/10.1038/
s41422-018-0050-6.

Competing interests: The authors declare no competing interests.

Yi Li 1,2, Huan Zhao1,2, Xiuzhen Huang 1,2, Juan Tang1,2,
Shaohua Zhang1, Yan Li 1,2, Xiuxiu Liu1, Lingjuan He 1,2,

Zhengyu Ju3, Kathy O. Lui4 and Bin Zhou 1,2,3,5

1State Key Laboratory of Cell Biology, CAS Center for Excellence in
Molecular Cell Science, Institute of Biochemistry and Cell Biology,
Shanghai Institutes for Biological Sciences, University of Chinese
Academy of Sciences, Chinese Academy of Sciences, Shanghai
200031, China; 2Key Laboratory of Nutrition and Metabolism,

Institute for Nutritional Sciences, Shanghai Institutes for Biological
Sciences, University of Chinese Academy of Sciences, Chinese

Academy of Sciences, Shanghai 200031, China; 3Key Laboratory of
Regenerative Medicine of Ministry of Education, Institute of Aging

and Regenerative Medicine, Jinan University, Guangzhou,
Guangdong 510632, China; 4Department of Chemical Pathology, Li
Ka Shing Institute of Health Sciences, The Chinese University of Hong
Kong, Prince of Wales Hospital, Shatin, Hong Kong SAR, China and

5School of Life Science and Technology, ShanghaiTech University,
Shanghai 201210, China

Correspondence: Bin Zhou (zhoubin@sibs.ac.cn)

REFERENCES
1. Hayflick, L. Exp. Cell Res. 37, 614–636 (1965).
2. Childs, B. G., Durik, M., Baker, D. J. & van Deursen, J. M. Nat. Med. 21, 1424–1435

(2015).
3. He, S. & Sharpless, N. E. Cell 169, 1000–1011 (2017).
4. Kang, T. W. et al. Nature 479, 547–551 (2011).
5. Demaria, M. et al. Dev. Cell 31, 722–733 (2014).
6. Mosteiro, L. et al. Science 354, aaf4445–aaf4445 (2016).
7. Baker, D. J. et al. Nature 530, 184–189 (2016).
8. Storer, M. et al. Cell 155, 1119–1130 (2013).
9. Munoz-Espin, D. et al. Cell 155, 1104–1118 (2013).
10. Rajagopalan, S. & Long, E. O. Proc. Natl Acad. Sci. USA 109, 20596–20601 (2012).
11. Chuprin, A. et al. Genes Dev. 27, 2356–2366 (2013).
12. Milanovic, M. et al. Nature 553, 96–100 (2018).
13. Baker, D. J. et al. Nature 479, 232–236 (2011).

Fate mapping of senescent cells
Y. Li et al.

3

Cell Research (2018) 28:1 – 4

https://doi.org/10.1038/s41422-018-0050-6
https://doi.org/10.1038/s41422-018-0050-6
http://orcid.org/0000-0001-6166-8109
http://orcid.org/0000-0001-6166-8109
http://orcid.org/0000-0001-6166-8109
http://orcid.org/0000-0001-6166-8109
http://orcid.org/0000-0001-6166-8109
http://orcid.org/0000-0002-4087-8964
http://orcid.org/0000-0002-4087-8964
http://orcid.org/0000-0002-4087-8964
http://orcid.org/0000-0002-4087-8964
http://orcid.org/0000-0002-4087-8964
http://orcid.org/0000-0002-5838-3185
http://orcid.org/0000-0002-5838-3185
http://orcid.org/0000-0002-5838-3185
http://orcid.org/0000-0002-5838-3185
http://orcid.org/0000-0002-5838-3185
http://orcid.org/0000-0003-2747-5148
http://orcid.org/0000-0003-2747-5148
http://orcid.org/0000-0003-2747-5148
http://orcid.org/0000-0003-2747-5148
http://orcid.org/0000-0003-2747-5148
http://orcid.org/0000-0001-5278-5522
http://orcid.org/0000-0001-5278-5522
http://orcid.org/0000-0001-5278-5522
http://orcid.org/0000-0001-5278-5522
http://orcid.org/0000-0001-5278-5522
mailto:zhoubin@sibs.ac.cn


14. Childs, B. G. et al. Science 354, 472–477 (2016).
15. Baar, M. P. et al. Cell 169, 132–147 (2017).

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party

material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this license, visit http://creativecommons.
org/licenses/by/4.0/.

© The Author(s) 2018

Fate mapping of senescent cells
Y. Li et al.

4

Cell Research (2018) 28:1 – 4

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Embryonic senescent cells re-enter cell cycle and contribute to tissues after birth
	Acknowledgements
	Competing interests
	ACKNOWLEDGMENTS




