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A B S T R A C T

Cell senescence is an important driver of the ageing process. The accumulation of senescent cells in tissues is
accelerated by stress signals from senescent cells that induce DNA damage and ultimately senescence in by-
stander cells. We examine here the interplay of senescence-associated mitochondrial dysfunction
(SAMD)—driven production of reactive oxygen species (ROS) and senescence-associated secretory phenotype
(SASP) in causing the bystander effect. We show that in various modes of fibroblast senescence ROS are ne-
cessary and sufficient to activate the transcription factor nuclear factor kappa-light-chain-enhancer of activated
B cells (NF-κB), which facilitates a large part of the SASP. This ROS-NF-κB axis causes the DNA damage response
in bystander cells. Cytokines IL-6 and IL-8 are major components of the pro-inflammatory SASP in senescent
fibroblasts. However, their activation in senescence is only partially controlled by NF-κB, and they are thus not
strong candidates as intercellular mediators of the bystander effect as mediated by the ROS-NF-κB axis.

1. Introduction

It is becoming increasingly clear that cell senescence is an important
cause of the loss of tissue functionality and homeostatic capacity that
characterizes ageing. Senescent cells accumulate in many, if not all,
tissues with age (Dimri et al., 1995; Herbig et al., 2006; Jurk et al.,
2012; Wang et al., 2009). In mice, the rate of this accumulation predicts
mean and maximum lifespan of animals over an almost threefold dif-
ference in life expectancy between slow- and fast-ageing cohorts (Jurk
et al., 2014). Selective ablation of senescent cells postponed the de-
velopment of age-associated tissue dysfunction/disease and extended
mean lifespan in mice (Baker et al., 2016, 2011). Drugs like rapamycin,
which extend life expectancy in mice, have been shown to be seno-
statics, i.e. suppressors of multiple aspects of the senescent phenotype
(Correia-Melo et al., 2016). First experimental drugs that selectively kill
senescent cells have been developed and show encouraging results in a
number of mouse models of age-related diseases (Roos et al., 2016;
Schafer et al., 2017; Zhu et al., 2015).

An important role of cell senescence in ageing should not come as a
surprise. After all, cell senescence is a major response to stress and
molecular damage. While it was originally regarded only as a con-
sequence of ongoing cell division and associated telomere loss, seminal
work from Toussaint and others soon showed that both telomere-de-
pendent and independent senescence can be induced by DNA-damaging
stress (Toussaint et al., 2000; von Zglinicki et al., 1995) acting via the

by now well-defined DNA damage response (DDR) pathway (d’Adda di
Fagagna et al., 2003). As was predicted early (von Zglinicki et al.,
2005), the distinction between telomere-dependent (replicative) and
telomere-independent stress-induced senescence became more and
more blurred with data showing stress-related telomere loss as pre-
dictor of transition to senescence at the single cell level (Passos et al.,
2007) as well as the defining role for telomere damage without telo-
mere loss for senescence in mouse cells in vitro and in vivo (Hewitt
et al., 2012; Jurk et al., 2014). Moreover, cell senescence is also the
response to stresses that are not primarily genotoxic but impact pre-
ferentially on the proteome (Castro et al., 2012) or the mitochondrion
(Miwa et al., 2014; Wiley et al., 2016).

In addition to being a stress response, cell senescence is itself an
inducer of stress in the tissues and organisms harbouring senescent
cells. This is because of three important properties of senescent cells: i)
Senescent cells cannot proliferate. Accordingly, senescence of stem and
progenitor cells limits the regenerative potential of tissues and organ-
isms. ii) Senescent cells hyper-produce and secrete a host of bioactive
peptides (the so-called Senescence-Associated Secretory Phenotype
SASP), prominently including pro-inflammatory cytokines like IL-1, IL-
6 and IL-8 under control of the transcription factor NF-κB (Coppe et al.,
2008). These not only stabilize senescence in an autocrine fashion
(Acosta et al., 2008; Kuilman et al., 2008) but may also be a significant
cause of age-related chronic sterile inflammation and contribute to
bystander effects, i.e. enhanced tumorigenicity of transformed cells

http://dx.doi.org/10.1016/j.mad.2017.08.005
Received 28 March 2017; Received in revised form 13 July 2017; Accepted 14 August 2017

⁎ Corresponding author.

1 Current address: Bioimaging Unit, Medical School, Newcastle University, Framlington Place, Newcastle upon Tyne NE2 4HH, UK.
2 Current address: Federal Institute for Risk Assessment, D-10589 Berlin, Germany.

E-mail address: t.vonzglinicki@ncl.ac.uk (T. von Zglinicki).

Mechanisms of Ageing and Development xxx (xxxx) xxx–xxx

0047-6374/ © 2017 The Authors. Published by Elsevier Ireland Ltd. This is an open access article under the CC BY license (http://creativecommons.org/licenses/BY/4.0/).

Please cite this article as: Nelson, G., Mechanisms of Ageing and Development (2017), http://dx.doi.org/10.1016/j.mad.2017.08.005

http://www.sciencedirect.com/science/journal/00476374
http://www.elsevier.com/locate/mechagedev
http://dx.doi.org/10.1016/j.mad.2017.08.005
http://dx.doi.org/10.1016/j.mad.2017.08.005
mailto:t.vonzglinicki@ncl.ac.uk
http://dx.doi.org/10.1016/j.mad.2017.08.005


(Krtolica et al., 2001) and induction of DNA damage and senescence in
normal bystander cells (Nelson et al., 2012). iii) The activated DDR in
senescent cells also causes Senescence-Associated Mitochondrial Dys-
function (SAMD), i.e. loss of mitochondrial membrane potential, de-
creased respiratory coupling and increased ROS production, all asso-
ciated with failing mitophagy (Dalle Pezze et al., 2014; Korolchuk et al.,
2017; Passos et al., 2010). Importantly, if mitochondria were selectively
and specifically obliterated in senescent cells, ROS levels returned to
normal, indicating SAMD rather than extra-mitochondrial mechanisms
as the major source of elevated cellular ROS in senescence (Correia-
Melo et al., 2016). As for SASP, SAMD initiates an autocrine positive
feedback loop that enhances ROS-mediated nuclear DNA damage and
thus stabilizes senescence (Passos et al., 2010). In its turn, ROS release
from senescent cells contributes to senescence induction in bystander
cells (Nelson et al., 2012). Finally, SAMD appears as a cause for me-
tabolic insufficiencies in ageing organisms (Ogrodnik et al., 2017).

To understand better how senescent cells contribute to ageing, it
will be necessary to dissect how these two major senescent phenotypes,
SAMD and SASP, interact. It is clear that the two can influence each
other: Short telomeres do not only cause senescence in late generation
telomerase knockout mice (Choudhury et al., 2007), they also induce
widespread inflammation (Jurk et al., 2014). Conversely, chronic in-
flammation in mice null for the repressor p50 subunit of NF-κB ag-
gravates ROS production and senescence (Jurk et al., 2014).

To further assess the interaction between SASP and SAMD, we
treated human fibroblasts in various modes of senescence with either
antioxidants or NF-κB inhibitors and monitored the effects on the cor-
responding phenotype. We also analyzed the relative efficiencies to
induce a DDR in bystander cells under SASP- vs SAMD-inhibition. We
found that antioxidants suppress activation of NF-κB, while suppression
of NF-κB did not reduce SAMD in multiple senescence modes. Both
scavenging of ROS and inhibition of NF-κB blocked the bystander effect.
We conclude that SAMD is an important inducer of the pro-in-
flammatory SASP, which then mediates the bystander effect.

2. Results

2.1. SAMD-derived ROS control SASP but SASP does not control SAMD

There has been sometimes contradictory discussion about the im-
pact of factors such as mode of senescence induction, cell strain, mi-
tochondrial (dys-)function, etc. on SASP composition and potential
downstream bystander effects. We therefore tested the interaction be-
tween SASP and SAMD in multiple human fibroblast systems, using two
independent cell strains (MRC5 and IMR90) and three different modes
of senescence. Cellular senescence was induced via either proliferative
exhaustion (replicative senescence in MRC5, ‘RS'), IR stress-induced
senescence (20 Gy X-ray irradiation in MRC5 and IMR90, ‘IR') or on-
cogene induced senescence (Ras induction in a stably transfected
IMR90 cell line, ' + RAS'). Successful induction of senescence was
confirmed by reduction of growth to less than 10% of controls, senes-
cent morphology and Sen-β-Gal positivity in at least 80% of the cells
(data not shown). NF-κB activity was measured as the relative nuclear/
cytoplasmic intensity of the immunofluorescence signal from the pre-
dominant NF-κB transcription factor subunit RelA (Suppl. Fig. S1A)
(Gilmore, 2006). The assay was standardized by showing an increase in
nuclear RelA fluorescence following stimulation of NF-κB with 10 ng/
ml TNFα (Suppl. Fig. S1B). Fibroblasts in all senescence modes dis-
played significantly higher levels of nuclear RelA than the proliferating
control cells (Fig. 1A). Cellular ROS levels were measured by DHE
fluorescence. While we are aware that DHE fluorescence intensity is a
marker but not a quantitative measure of cytoplasmic superoxide, and
that cytoplasmic ROS originate from multiple sources including non-
mitochondrial ones, we have previously shown that the increase in ROS
markers associated with senescence can solely be attributed to mi-
tochondria (Correia-Melo et al., 2016). Therefore, we regard the

increase of DHE fluorescence above basal levels in senescent cells as a
simple indicator of SAMD. Accordingly, all senescent fibroblasts dis-
played increased DHE fluorescence (Fig. 1B) in accordance with earlier
data (Dalle Pezze et al., 2014; Passos et al., 2010, 2007). Treatment of
senescent cells for 2 days with the antioxidant catalase (CAT) depleted
intracellular ROS levels in senescent cells, but had little effect on the
low ROS levels in proliferating cells (Suppl. Fig. S2). Importantly, cat-
alase treatment completely rescued the senescence-associated activa-
tion of NF-κB (Fig. 1A), suggesting that SAMD-mediated ROS produc-
tion is necessary and sufficient for NF-κB activation in senescence. In
contrast, inhibition of NF-κB with the specific inhibitor, Bay 11-7082
(1 μM for 2 days) reduced NF-κB activation in senescent cells as ex-
pected (Suppl. Fig. S3), but had no effect on ROS levels (Fig. 1B), in-
dicating that the SAMD-mediated ROS hyper-production was in-
dependent from NF-κB signaling in all senescence modes. To
corroborate this finding, we stably over-expressed a dominant negative
NF-κB suppressor, ΔIκBα (Heimberg et al., 2001) in MRC5 fibroblasts
and grew them to replicative senescence. While this was effective in
suppression of TNFα-mediated NF-κB activation (Suppl. Fig. S1B), it
again did not diminish ROS production in senescent cells (Fig. 1C).

IL-6 and IL-8 are two important pro-inflammatory cytokines and
major components of the SASP in human fibroblasts. They are under
control of NF-κB, mediated partly via induction of IL-1 (Coppe et al.,
2008). However, other transcription factors, notably C/EBPβ, also de-
termine expression of these cytokines in senescence (Kuilman et al.,
2008). Thus, ROS might stimulate the SASP independently of NF-κB
activity. Therefore, we next assessed how NF-κB, IL- 1α and ROS de-
termined the amount of IL-6 and IL-8 secreted from senescent cells. As
expected, secretion of both IL-6 and IL-8 was enhanced in all modes of
fibroblast senescence (Fig. 1D). Interestingly, inhibition of NF-κB had
differential effects depending on senescence mode and interleukin
species: It was highly effective for both IL-6 and IL-8 in IR-induced
senescence (slightly less so for MRC5 than for IMR90) but resulted only
in a minor inhibition of secretion of both peptides in MRC5 replicative
senescence. In IMR90 + RAS, it was highly effective for IL-8 but did not
change IL-6 secretion at all (Fig. 1D). These data indicate variable roles
for signaling from the transcription factor NF-κB in SASP, depending on
senescence model and specific interleukin. To test whether this varia-
tion might arise at the level of IL-1α expression, we knocked down IL-
1α in two senescence models, MRC5-IR and IMR90 + RAS, which dif-
fered in their IL-6 and IL-8 response to inhibition of NF-κB (Fig. 1D).
Transfection with anti-IL1α siRNA reduced its mRNA (Suppl. Fig. S4A)
and protein levels (Suppl. Fig. S4B) similarly in both senescence modes.
It also impacted equally on IL-6 and IL-8 release in both forms of se-
nescence (Fig. 1E), suggesting that the different responses of these cy-
tokines to NF-κB inhibition are not mediated at or downstream of cy-
tokine IL-1α expression.

2.2. SAMD −induced SASP causes the senescent bystander effect

In co-culture with young, proliferation-competent fibroblasts, se-
nescent cells induce DNA damage that ultimately causes senescence in
the bystander cells (Nelson et al., 2012). To investigate the contribu-
tions of SASP and SAMD to the bystander effect, we established 2D co-
cultures of young MRC5 human diploid fibroblasts (bystanders) with
inducer fibroblasts rendered senescent in different modes (Fig. 2A).
Bystander cells were discriminated by expression of an mCherry-tagged
53BP1 which in young cells appear as diffuse nuclear red fluorescence
with only occasional bright foci, while it forms intense nuclear foci
upon induction of DNA damage (Nelson et al., 2009) and in senescence
(Passos et al., 2010). Already after 2 days of co-culture, ROS levels in
young bystander cells were enhanced and stayed above control levels
for the duration of the experiment, with levels comparable to senescent
cells (Suppl. Fig. S5). After 6 days of co-culture with inducer cells in any
senescence mode, young bystander cells displayed increased DDR
(Fig. 2B). Average frequencies of 53BP1 foci were significantly
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increased after co-culture with senescent, but not non-senescent in-
ducers (Fig. 2C), irrespective of the cell strain or the senescence mode
(Fig. 2C). A two way ANOVA with post hoc analysis indicated that there
was no significant difference between treatment cell line, with all se-
nescent inducers producing a significant increase in DDR compared to
their young inducer controls (either MRC5 or IMR90).

We next performed the co-culture experiments with MRC5-RS or
IMR90 + RAS as inducers in the presence of either the antioxidant
catalase or the NF-κB inhibitor Bay11-7082. After 6 days of co-culture,

the bystander effect from both types of senescence inducers was re-
duced by catalase, while the NF-κB inhibitor was able to suppress the
bystander effect of IMR90 + RAS, but not that of replicatively senes-
cent MRC5 inducers (Fig. 2D). This may be because Bay11-7082 sup-
presses IL-6 and IL-8 secretion from replicatively senescent MRC5 fi-
broblasts only weakly (see Fig. 1C). However, when the incubation of
bystander cells with replicatively senescent MRC5 fibroblasts was
prolonged to 21 days, NF-κB inhibition became as efficient in sup-
pression of the bystander effect as incubation with catalase (Fig. 2E).

Fig. 1. ROS controls SASP, but SASP does not
control SAMD. A: ROS release from senescent
cells is necessary for activation of NF-κB. Nuclear
and cytosolic localization of the NF-κB transcription
factor, RelA, was measured at single cell level by
immunofluorescence. Frequencies of cells with nu-
clear: cytosolic NF-κB signal ratio>1 are shown.
Cells were untreated (Ctrl) or treated with catalase
(100 U/ml for 2 days prior to fixation, +Cat).
Experiments were performed three times, data
shown are means +/− SD. Statistical tests were
performed as one way ANOVA with a Dunn's post-
hoc test. B: NF-κB activity does not impact on
senescence-associated ROS generation. Cultured
cells were grown with and without NF-κB inhibitor
(Bay11-7082, 1 μM) for 2 days prior to measuring
DHE fluorescence by flow cytometry. All modes of
senescence increased fluorescence intensity, but
there were no differences between cells treated with
the NF-κB inhibitor compared to their respective
controls. Each experiment was performed three
times, data shown are means +/− SD. Statistical
tests were performed as one way ANOVA with a
Dunn's post-hoc test. C: Transgenic inhibition of
NF-κB signalling does not affect ROS production
in replicative senescence. MRC5 transduced with a
lentiviral dominant negative IκBα −IRES-EGFP
construct were analysed as actively proliferating as
well as grown to replicative senescence for DHE
fluorescence by flow cytometry. Each experiment
was performed three times, data shown are means
+/− SD. Statistical tests were performed as a
Student's T-test (proliferating control versus Rep
Sen), and also as a one way ANOVA with parental
MRC5 cells (shown in B), which showed no sig-
nificant difference between the two replicatively se-
nescent populations. D: SASP cytokines are par-
tially controlled by NF-κB in replicative and
stress-induced senescence. ELISA measurements of
IL-6 (top) and IL-8 (bottom) in medium from cells as
indicated treated with and without NF-κB inhibitor
(Bay11-7082, 1 μM). Experiments were performed
twice (duplicate cultures ran in triplicate), data
plotted as mean +/− SD. Statistical tests were per-
formed as two way ANOVA with Holm-Sidak post-
hoc tests. E: IL-1α controls SASP cytokines in two
senescence modes. ELISA measurements of IL-6
(top) and IL-8 (bottom) in medium of cells 3 days
after transfection with IL-1α siRNA or scrambled
control siRNA. Experiments were performed twice
(duplicate cultures ran in triplicate), data plotted as
mean +/− SD. Statistical tests were performed
using a one way ANOVA with Holm-Sidak post-hoc
tests.
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Fig. 2. Role of SASP and SAMD for the bystander effect. A: Cartoon model representing the in vitro model system designed to analyse the senescent bystander effect. Three
different modes of cellular senescence were employed in the inducer cells: replicative senescence in MRC5 (Rep Sen), oncogene induced senescence via RAS in IMR90 (OIS), and X-ray
irradiation induced senescence (10 days post 20 Gy) of either MRC5 or IMR90 (IR). In each case, young proliferating MRC5 cells stably expressing mcherry-53BP1 were used as bystander
cells, cultured in a 1:1 ratio, and mcherry-53BP1 foci were counted in bystander cells to determine the level of DNA damage. B: Representative images of co-cultured bystander cells
(mCherry-53BP1 expressing MRC5) in the presence of inducer cells (MRC5 top, IMR90 bottom). The mode of senescence for each inducer type is shown in the image overlays. Dashed
outlines highlight inducer cell nuclei. Blue represents DAPI staining, red mCherry-53BP1. Note cytosolic autofluorescence present in senescent inducers. Scale bar = 10 μm. C: All modes
of senescence induce a bystander response. Co-cultures were grown for 7 days with either young proliferating control cells (Prolif.) or inducer cells in the indicated senescence mode.
53BP1 foci frequencies in the bystander cells are shown. Significant differences (* P < 0.05) in comparison to respective controls are indicated, Kruskal-Wallis ANOVA on Ranks with
Holm-Sidak post hoc test for pairwise comparison between groups. Neither cell strain nor senescence mode had a differential impact on the bystander effect (Two-way ANOVA test). Data
plotted are mean +/− SD from 100 to 150 cells per group from 3 independent replicates. D, E: ROS and NF-κB contribute to the bystander response. Proliferating control (Prolif or
−RAS) or senescent inducer cells as indicated were co-cultured with proliferating MRC5:53BP1 bystander cells in the presence of either Catalase (Antiox., 100U/ml), NF-κB inhibitor
Bay11-7082 (1 μM) or carrier (DMSO). Cultures were co-cultured for either 6 days (D) or 21 days (E). 53BP1 foci frequencies in the bystander cells are shown. CAT significantly inhibited
the bystander effect in all experiments, while Bay11-7082 reduced the bystander effect from MRC5-RS only after prolonged co-culture. Data plotted are mean +/− SD from 180 to 250
cells per group from 2 independent replicates. Kruskal-Wallis ANOVA on Ranks with Holm-Sidak post hoc test for pairwise comparison between groups, asterisks show P < 0.05. F:
ΔIκBα expression inhibits the bystander effect from replicatively senescent MRC5. Young (Prolif) or replicatively senescent (RS) MRC5 fibroblast stably transduced with either
mCherry or ΔIκBα we co-cultured with MRC5:53BP1 bystander cells. Differences between 53BP1 foci frequencies in bystander cells to those in proliferating cells alone are shown.
Experiments were performed in triplicate and between 60 and 120 cells were analysed per treatment and replicate. Data are mean ± SE (n = 3-5), with approximately 100 cells per
experiment. G: TNFα pre-stimulation enhances the bystander effect, and CAT abrogates it. Senescent inducer cells were stimulated with TNFα (TNF) or not (UNSTIM) before co-
culture with reporter cells for 21 days. CAT (ANTIOX) was added during co-culture. Differences between 53BP1 foci frequencies in bystander cells to those in proliferating cells alone are
shown. Data are mean ± SE (n = 3-5), with approximately 100 cells per experiment. H: Inhibitors of NF-κB, mTORC1 and p38MAPK equally suppress the bystander effect.
Replicatively senescent MRC5 fibroblasts were co-cultured with reporter cells for 21 days with either DMSO as carrier, Bay11-7082 (BAY), the mTORC1 inhibitor torin1 (TOR) or the
p38MAPK inhibitor UR-13756. Differences between 53BP1 foci frequencies in bystander cells to those in proliferating cells alone are shown. Data are mean ± SE (n = 3-5), with
approximately 100 cells per experiment. (For interpretation of the references to colour in this figure legend, the reader is referred to the web version of this article.)
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The long-term bystander effect from MRC5-RS fibroblasts was
equally inhibited by expressing the NF-κB super-repressor ΔIκBα in the
inducer cells only (Fig. 2F). Conversely, pre-treatment of senescent
inducer cells with TNFα before co-culture enhanced the bystander ef-
fect from wild-type, but not ΔIκBα − expressing inducers (Fig. 2G).
Catalase treatment was sufficient to rescue even this enhanced by-
stander effect (Fig. 2G).

Insufficient mitophagy is an important cause of mitochondrial dys-
function and ROS production in senescence, and activation of mito-
phagy by treatment with rapamycin improves mitochondrial function
and suppresses the pro-inflammatory SASP (Correia-Melo et al., 2016;
Dalle Pezze et al., 2014; Miwa et al., 2014). Accordingly, treatment of
co-cultured inducer and bystander cells with the specific mTORC1 in-
hibitor Torin1 was as efficient to suppress the bystander effect as
treatment with the NF-κB inhibitor Bay 11–7082 (Fig. 2H). The stress
response kinase p38/MAPK14 is a major intermediate for ROS-medi-
ated upregulation of NF-κB (Nakajima and Kitamura, 2013), and its
inhibition similarly suppressed the bystander effect (Fig. 2H).

Together these data suggest that in senescence, mitochondrial dys-
function induces ROS, which activate NF-κB via p38 and possibly other
pathways. This is responsible for the induction of a pro-inflammatory
SASP, albeit to different degrees in different cell types and/or modes of
senescence induction. SASP factors appear to be the main mediators of
cell-to-cell communication, transmitting the bystander effect.

3. Discussion

A recent series of intervention experiments has clearly pinpointed
senescent cells as an important cause of age-associated tissue dysfunc-
tion, (multi-)morbidity and, potentially, mortality (Baker et al., 2016;
Jurk et al., 2014; Ogrodnik et al., 2017; Roos et al., 2016; Schafer et al.,
2017; Zhu et al., 2015). Senescent cells impact on their tissue en-
vironment by a host of pathways: they secrete bioactive, especially pro-
inflammatory and matrix-degrading, peptides (the SASP, (Coppe et al.,
2008)), produce and release ROS as consequence of SAMD (Passos
et al., 2010, 2007), shed microvesicles that contain (relatively) specific
miRNAs (Weilner et al., 2016) and proteins (Effenberger et al., 2014)
and release modified lipids (Ni et al., 2016). These may act as signaling
molecules that spread senescence to bystander cells (Acosta et al., 2013;
Nelson et al., 2012), thus aggravating the pro-ageing effects of senes-
cent cells. While previous data are in agreement with the idea that SASP
factors might play a major role in induction of the senescent bystander
effect, other mediators have not been ruled out. In fact, effects from
conditioned medium were sometimes weak in comparison to cell–cell
contact or ROS-mediated effects (Nelson et al., 2012). Moreover, spe-
cific roles for individual SASP factors in transmission of the bystander
effect are not known.

To understand the interactions between SAMD and SASP in the
induction of bystander senescence, we examined the effects of scaven-
ging SAMD-dependent ROS or inhibiting the major SASP transcription
factor NF-κB in multiple modes of fibroblast senescence. It is known
that ROS can, in a context-depending manner, either activate or inhibit
NF-κB (Nakajima and Kitamura, 2013). Our results show that hyper-
production of ROS in senescence is driving NF-κB activation in all ex-
amined modes of senescence. Conversely, inhibition of NF-κB did not
change ROS hyper-production in senescence. This was unexpected as
earlier work showed that activation of NF-κB signaling by knockout of
the NFKB1 gene resulted in accelerated senescence and aggravated ROS
production in senescent cells (Jurk et al., 2014). The probable ex-
planation for this discrepancy lies in the existence of multiple pathways
leading to ROS production in senescent cells: the DNA Damage Re-
sponse drives SAMD and thus increases ROS to a level that is necessary
to establish senescence (Passos et al., 2010); activation of NF-κB in-
creases ROS further by pathway(s) that involve cyclooxygenase acti-
vation among others, but not enhancement of mitochondrial ROS pro-
duction (Jurk et al., 2014). Thus, SAMD activates NF-κB via ROS but is

not targeted by NF-κB activity, although NF-κB activation contributes to
non-mitochondrial ROS production. This interpretation is supported by
data showing that the pro-inflammatory SASP is suppressed in those
modes of senescence where mitochondrial dysfunction does not lead to
enhanced cytoplasmic (and presumably nuclear) ROS levels (Wiley
et al., 2016). In phagocytes, mitochondrial ROS production and NF-κB
activation are interconnected by formation of a complex between mi-
tochondrial complex I–evolutionarily conserved signaling intermediate
in Toll pathways (ECSIT) and the ubiquitin ligase tumor necrosis factor
receptor-associated factor 6 (TRAF6) (Min et al., 2017; West et al.,
2011). Whether this complex is also activated in fibroblasts senescence
is not clear yet.

NF-κB is not the only transcription factor driving the pro-in-
flammatory arm of the SASP (Acosta et al., 2008). Our data show that
its impact on secretion of the two major pro-inflammatory cytokines, IL-
6 and IL-8, significantly depends on cell type, senescence mode and
specific cytokine. In MRC5 replicative senescence, for instance, the
impact of NF-κB signaling on IL-6 and IL-8 secretion was significant but
rather small (Fig. 1D). In contrast, a number of interventions were all
similarly effective in blocking the senescence-induced induction of a
DDR in bystander MRC5 fibroblasts. Although the antioxidant reduced
the bystander response earlier than the NF-κB inhibitor, both were able
to rescue the bystander effect completely after prolonged incubation,
and this was not different from inhibition of signaling through mTORC1
or p38MAPK. We interpret these results as follows:

ROS hyper-production in senescence is at least partially due, or
aggravated by, accumulation of dysfunctional mitochondria, which in
turn is mediated by a failure of mitophagy (Dalle Pezze et al., 2014;
Korolchuk et al., 2017). SAMD can be rescued by inhibition of mTORC1
signalling using rapamycin (Correia-Melo et al., 2016) or torin (Dalle
Pezze et al., 2014), activating autophagy. ROS signal through p38MAPK
to activate NF-κB in senescent cells, and NF-κB in turn is responsible for
some, but not all of the SASP. The fact that, given sufficiently long
incubation, inhibitors for all tested components of this pathway effec-
tively and completely rescued the bystander response suggest that
peptides transcribed under control of NF-κB are the intercellular med-
iators of the senescent bystander response. However, neither IL-6 nor
IL-8 seem to play major roles in this respect, as they are only to a small
degree controlled by NF-κB in senescent MRC5 fibroblasts. Further
work will be necessary to identify more potent intercellular signal
transducer candidates for the senescent bystander effect.

4. Materials and methods

4.1. Cell culture

Proliferating cells. Embryonic human lung fibroblasts MRC5 were
from ECACC. MRC5-mCherry-53BP1 cells were created as described
previously (Hewitt et al., 2016). Cells were cultured in DMEM (Sigma
Aldrich) supplemented with 10% foetal calf serum (Sigma Aldrich),
100 U/ml penicillin, 100 mg/ml streptomycin and 2 mM l-Glutamine at
20% oxygen, 5% CO2 at 37 °C. Embryonic lung fibroblast IMR90 were
cultured in phenol-free DMEM with supplements as above at 3%
oxygen, 5% CO2, 37 °C. Stably transfected IMR90ER:RAS (a gift from
Peter Adams) were cultured in the same manner as the parental IMR90
plus 300 μg/ml G418 selection at 3% oxygen, sub-cultured every third
day.

The NF-κB super-repressor vector pLenti-ΔIκBα-IRES-EGFP was
created by first cloning IκΒα minus the first 40 amino acids from pIκB-
EGFP (Clontech), into the MCS of pIRES2-EGFP (Clontech) and then the
entire ΔIκBα-IRES-EGFP cassette into the expression site of pLenti6-
UbC-V5DEST. Young (PD<x +25) MRC5 were transduced with viral
particles produced in Hek293FT cells using Virapower packaging mix as
per the manufacturer's instructions (Life Technologies) and selected for
6 days with Blasticidin before utilisation.

Senescent cells. To generate replicatively senescent cells (MRC5
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RepSen), MRC5 cells were cultured in complete medium at 20%
oxygen, passaging before confluency, until PD < 0.1 per month. Stress
induced senescent MRC5 (MRC5 IR) and IMR90 (IMR90 IR) were cre-
ated by X-ray irradiation. 6300 cells/cm2 were seeded 24 h prior to
20 Gy irradiation and were used for experiments 7 days later.
Oncogene-induced senescent cells (IMR90 OIS) were used on day 7
after induction of RAS overexpression in IMR-90ER:RAS by incubation
with 100 nM 4-hydroxy-tamoxifen (4OHT).

For direct co-culture experiments, inducer senescent cells were
plated at 5500 cells/cm2 density either on glass cover slips (No. 1.5) in
12 well plates or in 35 mm glass bottomed dishes (Willco) for live cell
microscopy. Twenty four hours later, young bystander cells were plated
in 1:1 ratio and co-cultures were maintained for 6 days. For treatment
with chemical inhibitors: 1 μM Bay 11–7082, 10 nM Torin1, 1 μM UR-
13756 (Bagley et al., 2010) or 100 U/ml catalase or DMSO as a control
were added 24 h post seeding of bystanders and re-freshed every
3 days. TNFα was used at 10 ng/ml. Pre-treatment of inducer cells with
TNFα was performed for 1 h before replacing with fresh medium and
seeding bystander cells.

Treatment with siRNA was performed 24 h after seeding of by-
stander cells. Co-cultures were transfected using 5 nM Silencer select
Pre-designed siRNA and Lipofectamine™ RNAiMAX (Thermo Fisher) in
antibiotic-free medium. Forty-eight hours later, transfections were re-
peated and cells were fixed after 6 days in co-culture.

4.2. Detection of ROS

ROS production was assessed in cultured fibroblasts by staining
trypsinised cells with 10 μM Dihydroethidium (DHE) and measuring
fluorescence by flow cytometry as described previously (Dalle Pezze
et al., 2014). For measurement of co-cultured cells, DHE fluorescence
was measured by live cell microscopy to robustly separate young by-
standers from senescent inducers (see Microscopy section below).

4.3. ELISA assays

Cells were incubated in fresh half normal volume of media for 40 h
prior to collection. Samples were cleared by centrifugation for 10 min
at 4 °C at 8000g and then concentrated 2 times by Cryospin. Protein
concentration was measured using DC Protein assay (BioRad) according
to the manufacturer's protocol. Concentrated conditioned media were
assessed using the respective Sandwich ELISA DuoSet Development
System kits (R & D Systems, Abingdon, UK). The kits were tested and
suitably modified to be transferred onto a 384-well plate platform with
the use of an EpMotion 5075 Liquid Handling robot. All colorimetric
measurements were performed at 450 nm with wavelength correction
at 550 nm on an Omega microplate reader (BMG Labtech, Aylesbury,
UK) applying a four-parameter logistic curve fit to the respective
standard curves. Data were normalized to total protein concentrations.

4.4. Microscopy

For end point analysis of mCherry fluorescence, cells were fixed for
10 min with 4% PFA and mounted using Prolong Diamond Antifade
with DAPI (Thermo Fisher, UK), or were imaged by live cell micro-
scopy.

For immunofluorescence, cells were fixed as above and incubated
with rabbit anti-p65 (1:400, Cell Signalling) overnight at 4oC. For vi-
sualization of the staining, AlexaFluor 488 conjugated secondary anti-
body was used (Thermo Fisher).

Imaging was performed using a Zeiss Spinning Disk Confocal
system, coupled with Quant-EM 512 SC camera (Photometrics) and
Yokogawa CSU-X1 spinning disk head, with a 63 x (NA 1.4) objective,
and a temperature and gas regulated incubator (Pecon). Image acqui-
sition was via AxioVision software (Zeiss, UK) and image analysis
(counts of mCherry DNA damage foci per nucleus, and RelA nuclear and

cytosolic fluorescence intensities) was performed in ImageJ. To ensure
accurate comparisons, all imaging within an experiment was performed
using the same excitation intensities, exposure times and objectives.
Also, to improve quantification, mean nuclear RelA fluorescence was
normalised to the cells respective cytosolic RelA fluorescence staining.
This removes any differences from staining variability from coverslip to
coverslip, or any slight differences in focal plane or laser intensity from
field to field. Population-level activation rates were determined by
measuring the percentage of cells per field that had predominantly
nuclear (i.e. nuclear: cytosolic fluorescence ratio of RelA staining
was> 1 per cell) RelA fluorescence.

For measurement of DHE fluorescence by live cell microscopy,
MRC5 cells stably transduced with an EGFP-luc expression cassette
(pSLIEW) were used as bystanders to identify them from the senescent
parental line MRC5 inducers based upon nuclear EGFP fluorescence.
Cells were plated as described above and stained with DHE as for flow
cytometry measurements, then washed and replaced with Fluorobrite
medium (Thermo Fisher) plus 10% FCS. Staining was performed in a
serial manner to maintain the same incubation times per dish. Images
were captured using a DMi8 widefield fluorescence microscope
equipped with a 20 × 0.8NA objective, a Sola-SE LED light source
(Lumencor) and a Flash4 sCMOS camera (Hamamatsu) using LASX
software (Leica). EGFP, DHE and brightfield images were captured for
each field using GFP and TX2 filter cubes (Leica) for the fluorescent
channels representing EGFP and DHE respectively. Mean nuclear DHE
fluorescence (from TX2 filterset) was determined using ImageJ for at
least 100 cells from 3 different dishes per group, using the brightfield
image to identify the nucleus. Intensities were background subtracted
based upon mean+ 2xSD nuclear fluorescence intensity from TX2
images of young EGFP expressing cells without any DHE staining. In co-
cultured dishes, bystander cells were identified by EGFP expression
being present throughout the cell (using the GFP filterset image), and
were identified by their nuclear EGFP fluorescence to allow dis-
crimination from lipofuscin-based autofluorescence, visible in the cy-
tosol of the senescent inducer cells.

4.5. Statistical analysis

All analysis was performed using SigmaPlot 12.5 software, using
one-way ANOVA test (parametric data) or Kruskal-Wallis ANOVA (non-
parametric). Post-hoc tests were performed pairwise within datasets
using Dunn’s or Holm-Sidak method. Cut-off of significance was set at
p < 0.05 (denoted as * in Figures). Two-way ANOVA test was used for
assessment of the relationship between cell line background and mode
of senescence or treatments.

Acknowledgments

The authors would like to thank Dr Craig Parker for excellent
technical assistance with ELISA assays and Yasmin Pishvae for qRT-PCR
primer design. This work was supported by BBSRC grant # BB/
K019260/1, EPSRC CASE studentshipEP/H501436/1 and European
Commission FP7 ITN “Marie Curie Ageing Network MARRIAGE”.

Appendix A. Supplementary data

Supplementary data associated with this article can be found, in the
online version, at http://dx.doi.org/10.1016/j.mad.2017.08.005.

References

Acosta, J.C., O’Loghlen, A., Banito, A., Guijarro, M.V., Augert, A., Raguz, S., Fumagalli,
M., Da Costa, M., Brown, C., Popov, N., Takatsu, Y., Melamed, J., d’Adda di Fagagna,
F., Bernard, D., Hernando, E., Gil, J., 2008. Chemokine signaling via the CXCR2 re-
ceptor reinforces senescence. Cell 133, 1006–1018. http://dx.doi.org/10.1016/j.cell.
2008.03.038. S0092-8674 (08)00619-3 [pii].

Acosta, J.C., Banito, A., Wuestefeld, T., Georgilis, A., Janich, P., Morton, J.P., Athineos,

G. Nelson et al. Mechanisms of Ageing and Development xxx (xxxx) xxx–xxx

6

http://dx.doi.org/10.1016/j.mad.2017.08.005
http://dx.doi.org/10.1016/j.cell.2008.03.038
http://dx.doi.org/10.1016/j.cell.2008.03.038


D., Kang, T.W., Lasitschka, F., Andrulis, M., Pascual, G., Morris, K.J., Khan, S., Jin, H.,
Dharmalingam, G., Snijders, A.P., Carroll, T., Capper, D., Pritchard, C., Inman, G.J.,
Longerich, T., Sansom, O.J., Benitah, S.A., Zender, L., Gil, J., 2013. A complex se-
cretory program orchestrated by the inflammasome controls paracrine senescence.
Nat. Cell Biol. http://dx.doi.org/10.1038/ncb2784.

Bagley, M.C., Davis, T., Rokicki, M.J., Widdowson, C.S., Kipling, D., 2010. Synthesis of
the highly selective p38 MAPK inhibitor UR-13756 for possible therapeutic use in
Werner syndrome. Future Med. Chem. 2, 193–201. http://dx.doi.org/10.4155/fmc.
09.163.

Baker, D.J., Wijshake, T., Tchkonia, T., LeBrasseur, N.K., Childs, B.G., van de Sluis, B.,
Kirkland, J.L., van Deursen, J.M., 2011. Clearance of p16Ink4a-positive senescent
cells delays ageing-associated disorders. Nature 479, 232–236. http://dx.doi.org/10.
1038/nature10600.

Baker, D.J., Childs, B.G., Durik, M., Wijers, M.E., Sieben, C.J., Zhong, J., Saltness, R.A.,
Jeganathan, K.B., Verzosa, G.C., Pezeshki, A., Khazaie, K., Miller, J.D., van Deursen,
J.M., 2016. Naturally occurring p16(Ink4a)-positive cells shorten healthy lifespan.
Nature 530, 184–189. http://dx.doi.org/10.1038/nature16932.

Castro, J.P., Ott, C., Jung, T., Grune, T., Almeida, H., 2012. Carbonylation of the cytos-
keletal protein actin leads to aggregate formation. Free Radic. Biol. Med. 53,
916–925. http://dx.doi.org/10.1016/j.freeradbiomed.2012.06.005.

Choudhury, A.R., Ju, Z., Djojosubroto, M.W., Schienke, A., Lechel, A., Schaetzlein, S.,
Jiang, H., Stepczynska, A., Wang, C., Buer, J., Lee, H.-W., von Zglinicki, T., Ganser,
A., Schirmacher, P., Nakauchi, H., Rudolph, K.L., 2007. Cdkn1a deletion improves
stem cell function and lifespan of mice with dysfunctional telomeres without accel-
erating cancer formation. Nat. Genet. 39, 99–105. http://dx.doi.org/10.1038/
ng1937.

Coppe, J.P., Patil, C.K., Rodier, F., Sun, Y., Munoz, D.P., Goldstein, J., Nelson, P.S.,
Desprez, P.Y., Campisi, J., 2008. Senescence-associated secretory phenotypes reveal
cell-nonautonomous functions of oncogenic RAS and the p53 tumor suppressor. PLoS
Biol. 6, 2853–2868. http://dx.doi.org/10.1371/journal.pbio.0060301. (08-PLBI-RA-
2566 [pii]).

Correia-Melo, C., Marques, F.D.M., Anderson, R., Hewitt, G., Hewitt, R., Cole, J., Carroll,
B.M., Miwa, S., Birch, J., Merz, A., Rushton, M.D., Charles, M., Jurk, D., Tait, S.W.G.,
Czapiewski, R., Greaves, L., Nelson, G., Bohlooly-Y, M., Rodriguez-Cuenca, S., Vidal-
Puig, A., Mann, D., Saretzki, G., Quarato, G., Green, D.R., Adams, P.D., von Zglinicki,
T., Korolchuk, V.I., Passos, J.F., 2016. Mitochondria are required for pro-ageing
features of the senescent phenotype. EMBO J. 35, 724–742. http://dx.doi.org/10.
15252/embj.201592862.

Dalle Pezze, P., Nelson, G., Otten, E.G., Korolchuk, V.I., Kirkwood, T.B.L., von Zglinicki,
T., Shanley, D.P., 2014. Dynamic modelling of pathways to cellular senescence re-
veals strategies for targeted interventions. PLoS Comput. Biol. 10, e1003728. http://
dx.doi.org/10.1371/journal.pcbi.1003728.

Dimri, G.P., Lee, X., Basile, G., Acosta, M., Scott, G., Roskelley, C., Medrano, E.E.,
Linskens, M., Rubelj, I., Pereira-Smith, O., 1995. A biomarker that identifies senes-
cent human cells in culture and in aging skin in vivo. Proc. Natl. Acad. Sci. U. S. A. 92,
9363–9367.

d’Adda di Fagagna, F., Reaper, P.M., Clay-Farrace, L., Fiegler, H., Carr, P., Von Zglinicki,
T., Saretzki, G., Carter, N.P., Jackson, S.P., 2003. A DNA damage checkpoint response
in telomere-initiated senescence. Nature 426, 194–198. http://dx.doi.org/10.1038/
nature02118nature02118.

Effenberger, T., von der Heyde, J., Bartsch, K., Garbers, C., Schulze-Osthoff, K., Chalaris,
A., Murphy, G., Rose-John, S., Rabe, B., 2014. Senescence-associated release of
transmembrane proteins involves proteolytic processing by ADAM17 and micro-
vesicle shedding. FASEB J. 28, 4847–4856. http://dx.doi.org/10.1096/fj.14-254565.

Gilmore, T.D., 2006. Introduction to NF-κB: players, pathways, perspectives. Oncogene
25, 6680–6684. http://dx.doi.org/10.1038/sj.onc.1209954.

Heimberg, H., Heremans, Y., Jobin, C., Leemans, R., Cardozo, A.K., Darville, M., Eizirik,
D.L., 2001. Inhibition of cytokine-induced NF-kappaB activation by adenovirus-
mediated expression of a NF-kappaB super-repressor prevents beta-cell apoptosis.
Diabetes 50, 2219–2224.

Herbig, U., Ferreira, M., Condel, L., Carey, D., Sedivy, J.M., 2006. Cellular senescence in
aging primates. Science 80- (311), 1257. http://dx.doi.org/10.1126/science.
1122446.

Hewitt, G., Jurk, D., Marques, F.D.M., Correia-Melo, C., Hardy, T., Gackowska, A.,
Anderson, R., Taschuk, M., Mann, J., Passos, J.F., 2012. Telomeres are favoured
targets of a persistent DNA damage response in ageing and stress-induced senescence.
Nat. Commun. 3, 708. http://dx.doi.org/10.1038/ncomms1708.

Hewitt, G., Carroll, B., Sarallah, R., Correia-Melo, C., Ogrodnik, M., Nelson, G., Otten,
E.G., Manni, D., Antrobus, R., Morgan, B.A., von Zglinicki, T., Jurk, D., Seluanov, A.,
Gorbunova, V., Johansen, T., Passos, J.F., Korolchuk, V.I., 2016. SQSTM1/p62
mediates crosstalk between autophagy and the UPS in DNA repair. Autophagy 12,
1917–1930. http://dx.doi.org/10.1080/15548627.2016.1210368.

Jurk, D., Wang, C., Miwa, S., Maddick, M., Korolchuk, V., Tsolou, A., Gonos, E.S.,
Thrasivoulou, C., Saffrey, M.J., Cameron, K., von Zglinicki, T., 2012. Postmitotic
neurons develop a p21-dependent senescence-like phenotype driven by a DNA da-
mage response. Aging Cell 11, 996–1004. http://dx.doi.org/10.1111/j.1474-9726.
2012.00870.x.

Jurk, D., Wilson, C., Passos, J.F., Oakley, F., Correia-Melo, C., Greaves, L., Saretzki, G.,
Fox, C., Lawless, C., Anderson, R., Hewitt, G., Pender, S.L., Fullard, N., Nelson, G.,
Mann, J., van de Sluis, B., Mann, D.A., von Zglinicki, T., 2014. Chronic inflammation
induces telomere dysfunction and accelerates ageing in mice. Nat. Commun. 2, 4172.
http://dx.doi.org/10.1038/ncomms5172.

Korolchuk, V.I., Miwa, S., Carroll, B., von Zglinicki, T., 2017. Mitochondria in cell se-
nescence: Is mitophagy the weakest link? EBioMedicine. http://dx.doi.org/10.1016/
j.ebiom.2017.03.020.

Krtolica, A., Parrinello, S., Lockett, S., Desprez, P.Y., Campisi, J., 2001. Senescent

fibroblasts promote epithelial cell growth and tumorigenesis: a link between cancer
and aging. Proc. Natl. Acad. Sci. U. S. A. 98, 12072–12077. http://dx.doi.org/10.
1073/pnas.211053698211053698.

Kuilman, T., Michaloglou, C., Vredeveld, L.C., Douma, S., van Doorn, R., Desmet, C.J.,
Aarden, L.A., Mooi, W.J., Peeper, D.S., 2008. Oncogene-induced senescence relayed
by an interleukin-dependent inflammatory network. Cell 133, 1019–1031. http://dx.
doi.org/10.1016/j.cell.2008 03.039. S0092-8674(08)00620-X.

Min, Y., Wi, S.M., Shin, D., Chun, E., Lee, K.Y., 2017. Peroxiredoxin-6 negatively regulates
bactericidal activity and NF-κB activity by interrupting TRAF6-ECSIT complex. Front.
Cell. Infect. Microbiol. 24 (March (7)), 94. http://dx.doi.org/10.3389/fcimb.2017.
00094.

Miwa, S., Jow, H., Baty, K., Johnson, A., Czapiewski, R., Saretzki, G., Treumann, A., von
Zglinicki, T., 2014. Low abundance of the matrix arm of complex I in mitochondria
predicts longevity in mice. Nat. Commun. 5, 3837. http://dx.doi.org/10.1038/
ncomms4837.

Nakajima, S., Kitamura, M., 2013. Bidirectional regulation of NF-κB by reactive oxygen
species: a role of unfolded protein response. Free Radic. Biol. Med. 65, 162–174.
http://dx.doi.org/10.1016/j.freeradbiomed.2013.06.020.

Nelson, G., Buhmann, M., von Zglinicki, T., 2009. DNA damage foci in mitosis are devoid
of 53BP1. ABBV Cell Cycle 8, 3379–3383 (9857 [pii]).

Nelson, G., Wordsworth, J., Wang, C., Jurk, D., Lawless, C., Martin-Ruiz, C., von Zglinicki,
T., 2012. A senescent cell bystander effect: senescence-induced senescence. Aging
Cell 11, 345–349. http://dx.doi.org/10.1111/j.1474-9726.2012.00795.x.

Ni, C., Narzt, M.-S., Nagelreiter, I.-M., Zhang, C.F., Larue, L., Rossiter, H., Grillari, J.,
Tschachler, E., Gruber, F., 2016. Autophagy deficient melanocytes display a senes-
cence associated secretory phenotype that includes oxidized lipid mediators. Int. J.
Biochem. Cell Biol. 81, 375–382. http://dx.doi.org/10.1016/j.biocel.2016.10.006.

Ogrodnik, M., Miwa, S., Tchkonia, T., Tiniakos, D., Lahat, A., Day, C., Burt, A., Palmer, A.,
Ansteen, Q.M., Grellscheid, S.-N., Kirkland, J., Passos, J.F., von Zglinicki, T., Jurk, D.,
2017. Cellular senescence drives age-dependent hepatic steatosis. Nat. Commun. 8,
15691.

Passos, J.F., Saretzki, G., Ahmed, S., Nelson, G., Richter, T., Peters, H., Wappler, I., Birket,
M.J., Harold, G., Schaeuble, K., Birch-Machin, M.A., Kirkwood, T.B.L., von Zglinicki,
T., 2007. Mitochondrial dysfunction accounts for the stochastic heterogeneity in
telomere-dependent senescence. PLoS Biol. 5, e110. http://dx.doi.org/10.1371/
journal.pbio.0050110.

Passos, J.F., Nelson, G., Wang, C., Richter, T., Simillion, C., Proctor, C.J., Miwa, S.,
Olijslagers, S., Hallinan, J., Wipat, A., Saretzki, G., Rudolph, K.L., Kirkwood, T.B.L.,
von Zglinicki, T., 2010. Feedback between p21 and reactive oxygen production is
necessary for cell senescence. Mol. Syst. Biol. 6, 347. http://dx.doi.org/10.1038/msb.
2010.5.

Roos, C.M., Zhang, B., Palmer, A.K., Ogrodnik, M.B., Pirtskhalava, T., Thalji, N.M.,
Hagler, M., Jurk, D., Smith, L.A., Casaclang-Verzosa, G., Zhu, Y., Schafer, M.J.,
Tchkonia, T., Kirkland, J.L., Miller, J.D., 2016. Chronic senolytic treatment alleviates
established vasomotor dysfunction in aged or atherosclerotic mice. Aging Cell 15,
973–977. http://dx.doi.org/10.1111/acel.12458.

Schafer, M.J., White, T.A., Iijima, K., Haak, A.J., Ligresti, G., Atkinson, E.J., Oberg, A.L.,
Birch, J., Salmonowicz, H., Zhu, Y., Mazula, D.L., Brooks, R.W., Fuhrmann-
Stroissnigg, H., Pirtskhalava, T., Prakash, Y.S., Tchkonia, T., Robbins, P.D., Aubry,
M.C., Passos, J.F., Kirkland, J.L., Tschumperlin, D.J., Kita, H., LeBrasseur, N.K., 2017.
Cellular senescence mediates fibrotic pulmonary disease. Nat. Commun. 8, 14532.
http://dx.doi.org/10.1038/ncomms14532.

Toussaint, O., Medrano, E.E., von Zglinicki, T., 2000. Cellular and molecular mechanisms
of stress-induced premature senescence (SIPS) of human diploid fibroblasts and
melanocytes. Exp. Gerontol. 35, 927–945.

von Zglinicki, T., Saretzki, G., Docke, W., Lotze, C., 1995. Mild hyperoxia shortens tel-
omeres and inhibits proliferation of fibroblasts: a model for senescence? Exp. Cell
Res. 220, 186–193. http://dx.doi.org/10.1006/excr.1995.1305. S0014-4827(85)
71305-5.

von Zglinicki, T., Saretzki, G., Ladhoff, J., d’Adda di Fagagna, F., Jackson, S.P., 2005.
Human cell senescence as a DNA damage response. Mech. Ageing Dev. 126, 111–117.

Wang, C., Jurk, D., Maddick, M., Nelson, G., Martin-Ruiz, C., von Zglinicki, T., 2009. DNA
damage response and cellular senescence in tissues of aging mice. Aging Cell 8,
311–323. http://dx.doi.org/10.1111/j. 1474-9726.2009.00481.x.

Weilner, S., Schraml, E., Wieser, M., Messner, P., Schneider, K., Wassermann, K.,
Micutkova, L., Fortschegger, K., Maier, A.B., Westendorp, R., Resch, H., Wolbank, S.,
Redl, H., Jansen-Dürr, P., Pietschmann, P., Grillari-Voglauer, R., Grillari, J., 2016.
Secreted microvesicular miR-31 inhibits osteogenic differentiation of mesenchymal
stem cells. Aging Cell 15, 744–754. http://dx.doi.org/10.1111/acel.12484.

West, A.P., Brodsky, I.E., Rahner, C., Woo, D.K., Erdjument-Bromage, H., Tempst, P.,
Walsh, M.C., Choi, Y., Shadel, G.S., Ghosh, S., 2011. TLR signalling augments mac-
rophage bactericidal activity through mitochondrial ROS. Nature 472 (April (7344)),
476–480. http://dx.doi.org/10.1038/nature09973.

Wiley, C.D., Velarde, M.C., Lecot, P., Liu, S., Sarnoski, E.A., Freund, A., Shirakawa, K.,
Lim, H.W., Davis, S.S., Ramanathan, A., Gerencser, A.A., Verdin, E., Campisi, J.,
2016. Mitochondrial dysfunction induces senescence with a distinct secretory phe-
notype. Cell Metab. 23, 303–314. http://dx.doi.org/10.1016/j.cmet.2015.11.011.

Zhu, Y., Tchkonia, T., Pirtskhalava, T., Gower, A.C., Ding, H., Giorgadze, N., Palmer, A.K.,
Ikeno, Y., Hubbard, G.B., Lenburg, M., O’Hara, S.P., LaRusso, N.F., Miller, J.D., Roos,
C.M., Verzosa, G.C., LeBrasseur, N.K., Wren, J.D., Farr, J.N., Khosla, S., Stout, M.B.,
McGowan, S.J., Fuhrmann-Stroissnigg, H., Gurkar, A.U., Zhao, J., Colangelo, D.,
Dorronsoro, A., Ling, Y.Y., Barghouthy, A.S., Navarro, D.C., Sano, T., Robbins, P.D.,
Niedernhofer, L.J., Kirkland, J.L., 2015. The Achilles’ heel of senescent cells: from
transcriptome to senolytic drugs. Aging Cell 14, 644–658. http://dx.doi.org/10.
1111/acel.12344.

G. Nelson et al. Mechanisms of Ageing and Development xxx (xxxx) xxx–xxx

7

http://dx.doi.org/10.1038/ncb2784
http://dx.doi.org/10.4155/fmc.09.163
http://dx.doi.org/10.4155/fmc.09.163
http://dx.doi.org/10.1038/nature10600
http://dx.doi.org/10.1038/nature10600
http://dx.doi.org/10.1038/nature16932
http://dx.doi.org/10.1016/j.freeradbiomed.2012.06.005
http://dx.doi.org/10.1038/ng1937
http://dx.doi.org/10.1038/ng1937
http://dx.doi.org/10.1371/journal.pbio.0060301
http://dx.doi.org/10.1371/journal.pbio.0060301
http://dx.doi.org/10.15252/embj.201592862
http://dx.doi.org/10.15252/embj.201592862
http://dx.doi.org/10.1371/journal.pcbi.1003728
http://dx.doi.org/10.1371/journal.pcbi.1003728
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0055
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0055
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0055
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0055
http://dx.doi.org/10.1038/nature02118nature02118
http://dx.doi.org/10.1038/nature02118nature02118
http://dx.doi.org/10.1096/fj.14-254565
http://dx.doi.org/10.1038/sj.onc.1209954
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0075
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0075
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0075
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0075
http://dx.doi.org/10.1126/science.1122446
http://dx.doi.org/10.1126/science.1122446
http://dx.doi.org/10.1038/ncomms1708
http://dx.doi.org/10.1080/15548627.2016.1210368
http://dx.doi.org/10.1111/j.1474-9726.2012.00870.x
http://dx.doi.org/10.1111/j.1474-9726.2012.00870.x
http://dx.doi.org/10.1038/ncomms5172
http://dx.doi.org/10.1016/j.ebiom.2017.03.020
http://dx.doi.org/10.1016/j.ebiom.2017.03.020
http://dx.doi.org/10.1073/pnas.211053698211053698
http://dx.doi.org/10.1073/pnas.211053698211053698
http://dx.doi.org/10.1016/j.cell.2008 03.039
http://dx.doi.org/10.1016/j.cell.2008 03.039
http://dx.doi.org/10.3389/fcimb.2017.00094
http://dx.doi.org/10.3389/fcimb.2017.00094
http://dx.doi.org/10.1038/ncomms4837
http://dx.doi.org/10.1038/ncomms4837
http://dx.doi.org/10.1016/j.freeradbiomed.2013.06.020
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0135
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0135
http://dx.doi.org/10.1111/j.1474-9726.2012.00795.x
http://dx.doi.org/10.1016/j.biocel.2016.10.006
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0150
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0150
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0150
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0150
http://dx.doi.org/10.1371/journal.pbio.0050110
http://dx.doi.org/10.1371/journal.pbio.0050110
http://dx.doi.org/10.1038/msb.2010.5
http://dx.doi.org/10.1038/msb.2010.5
http://dx.doi.org/10.1111/acel.12458
http://dx.doi.org/10.1038/ncomms14532
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0175
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0175
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0175
http://dx.doi.org/10.1006/excr.1995.1305
http://dx.doi.org/10.1006/excr.1995.1305
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0185
http://refhub.elsevier.com/S0047-6374(17)30075-1/sbref0185
http://dx.doi.org/10.1111/j. 1474-9726.2009.00481.x
http://dx.doi.org/10.1111/acel.12484
http://dx.doi.org/10.1038/nature09973
http://dx.doi.org/10.1016/j.cmet.2015.11.011
http://dx.doi.org/10.1111/acel.12344
http://dx.doi.org/10.1111/acel.12344

	The senescent bystander effect is caused by ROS-activated NF-κB signalling
	Introduction
	Results
	SAMD-derived ROS control SASP but SASP does not control SAMD
	SAMD −induced SASP causes the senescent bystander effect

	Discussion
	Materials and methods
	Cell culture
	Detection of ROS
	ELISA assays
	Microscopy
	Statistical analysis

	Acknowledgments
	Supplementary data
	References




