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LRRK2 phosphorylation status and kinase activity regulate
(macro)autophagy in a Rab8a/Rab10-dependent manner
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Mutations in the leucine-rich repeat kinase 2 (LRRK2) gene are the most common genetic cause of Parkinson’s disease (PD), with
growing importance also for Crohn’s disease and cancer. LRRK2 is a large and complex protein possessing both GTPase and kinase
activity. Moreover, LRRK2 activity and function can be influenced by its phosphorylation status. In this regard, many LRRK2 PD-
associated mutants display decreased phosphorylation of the constitutive phosphorylation cluster S910/S935/S955/S973, but the
role of these changes in phosphorylation status with respect to LRRK2 physiological functions remains unknown. Here, we propose
that the S910/S935/S955/S973 phosphorylation sites act as key regulators of LRRK2-mediated autophagy under both basal and
starvation conditions. We show that quadruple LRRK2 phosphomutant cells (4xSA; S910A/S935A/S955A/S973A) have impaired
lysosomal functionality and fail to induce and proceed with autophagy during starvation. In contrast, treatment with the specific
LRRK2 kinase inhibitors MLi-2 (100 nM) or PF-06447475 (150 nM), which also led to decreased LRRK2 phosphorylation of S910/S935/
S955/S973, did not affect autophagy. In explanation, we demonstrate that the autophagy impairment due to the 4xSA LRRK2
phospho-dead mutant is driven by its enhanced LRRK2 kinase activity. We show mechanistically that this involves increased
phosphorylation of LRRK2 downstream targets Rab8a and Rab10, as the autophagy impairment in 4xSA LRRK2 cells is counteracted
by expression of phosphorylation-deficient mutants T72A Rab8a and T73A Rab10. Similarly, reduced autophagy and decreased
LRRK2 phosphorylation at the constitutive sites were observed in cells expressing the pathological R1441C LRRK2 PD mutant, which
also displays increased kinase activity. These data underscore the relation between LRRK2 phosphorylation at its constitutive sites
and the importance of increased LRRK2 kinase activity in autophagy regulation and PD pathology.
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INTRODUCTION
Mutations in PARK8, the gene encoding leucine-rich repeat kinase
2 (LRRK2), have been linked to numerous diseases [1–3].
Specifically, mutations in PARK8 have been recognized as the
most common genetic determinants for familial Parkinson’s
disease (PD) [4, 5], but are also associated with sporadic PD
[6, 7]. LRRK2 has a complex, domain-organized structure with
multiple protein-protein interaction motifs [8–10]. Most interest-
ing, however, is the fact that LRRK2 possesses dual enzymatic
activity represented by a kinase domain and a GTPase domain
composed of ROC (Ras of complex proteins) and COR-domains (C-
terminal of ROC) [8–10].
There are around 100 mutations in LRRK2 described so far, of

which eight have been convincingly identified to cause PD. These
are point mutations located within the enzymatic core of the
protein [11–14]. The common feature of most validated, PD-
causative mutants is an increased LRRK2 kinase activity resulting
from gain-of-function mutations, such as in the case of the G2019S
mutation, which locates within the kinase domain [15].

Interestingly, enhanced kinase activity is also reported for
pathological mutants within the GTPase domain, such as
R1441C/G/H [16]. The explanation for this perhaps relates to the
possibility of crosstalk between the GTPase and kinase domains
and their mutual regulation [8, 16, 17].
Another characteristic of LRRK2, is the presence of numerous

phosphorylation sites in its structure. These can be divided into
two large groups: autophosphorylation sites and sites that are
phosphorylated by other kinases, which are also referred to as
constitutive phosphorylation sites [18]. Although there is accu-
mulating evidence that LRRK2 phosphorylation is an important
parameter for its functioning, the regulation of LRRK2 phosphor-
ylation and the implications of changes in its phosphorylation
pattern are only now starting to emerge [19].
The constitutive phosphorylation sites include S910, S935, S955,

and S973, located between the ankyrin repeat region and the
leucine-rich repeat domain. This cluster of serines can be
phosphorylated by cAMP-dependent protein kinase [20, 21],
casein kinase-1α [22, 23], or kinases from the IκB family [24].
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Apart from enhanced kinase activity, another common feature of
several pathological LRRK2 mutants is their -to a greater or lesser
extent- decreased levels of phosphorylation at LRRK2 constitutive
phosphorylation sites [18, 20, 25–28].
LRRK2 has been previously linked to autophagy regulation, as

age-dependent alterations in autophagic markers have been
shown in the kidneys of Lrrk2 knock-out (KO) mice [29].
Dysregulated autophagy was also reported for models harboring
the pathological LRRK2 variants G2019S [30–32] and R1441C
[33, 34]. Interestingly, LRRK2 S910/S935 phosphorylation-deficient
knock-in (KI) mice displayed hallmarks of early PD pathology,
including the accumulation of α-synuclein in the striatum and
reduced astrocyte numbers [35].
The cellular toxicity, neuronal cell death, and dysregulated

autophagy mediated by PD-associated LRRK2 mutants have
previously been linked to increased kinase activity of LRRK2
[36, 37]. Yet, it remains unclear which LRRK2-mediated processes
are impacted by LRRK2 dephosphorylation at the constitutive sites.
Here we address this question with respect to LRRK2-mediated
regulation of autophagy under basal and starvation conditions. We
report that LRRK2 phosphorylation at constitutive sites is
upregulated during starvation. Moreover, we show that the lack
of constitutive phosphorylation in an LRRK2 phospho-dead
mutant, in which S910/S935/S955/S973 were substituted with
alanines (4xSA LRRK2), impairs basal and starvation-induced
autophagy. Furthermore, we demonstrate that the 4xSA LRRK2
phospho-dead mutant is characterized by increased kinase activity
towards LRRK2 downstream substrates Rab8a and Rab10. More-
over, overexpression of phosphorylation-deficient Rab8a and
Rab10 restores the autophagic flux impaired by the presence of
4xSA LRRK2. Enhanced Rab8a and Rab10 phosphorylation was also
observed upon expression of the R1441C LRRK2 PD-associated
mutant. In addition, cells expressing either 4xSA LRRK2 or R1441C
LRRK2 displayed, in a similar manner, impaired basal and
starvation-induced autophagy. These findings highlight not only
the relevance of LRRK2 phosphorylation status at constitutive sites
in autophagy regulation and in PD, but also point out the close
connection between LRRK2 phosphorylation status and the kinase
function of LRRK2.

RESULTS
LRRK2 phosphorylation increases during starvation though
not after Torin-1 treatment
We aimed to investigate the involvement of LRRK2 phosphoryla-
tion at S910, S935, S955, and S973 during autophagy. Firstly, we
treated mouse embryonic fibroblasts (MEFs) with two canonical
autophagy inducers: starvation medium (2 h) or Torin-1 (50 nM,
2 h), a mTORC1/2 inhibitor. To validate the effectivity of these
treatments, we evaluated the production of microtubule-
associated protein 1 A/1B-light chain 3 (LC3) II. In both conditions,
increased levels of LC3 II were observed (Fig. 1A). Importantly, we
noticed that the phosphorylation of endogenously expressed
LRRK2 on S935 was increased two-fold during starvation- but not
during Torin-1 treatment, while total LRRK2-expression levels
remained unaltered (Fig. 1B, C). Despite the fact that MEFs possess
detectable levels of LRRK2, we could not, with the available
antibodies, detect phosphorylation at the S910, S955, and
S973 sites.
To further analyze LRRK2 phosphorylation in autophagy, we

switched to previously described human neuroblastoma SH-SY5Y
cells stably overexpressing 3flag-LRRK2 (SH-SY5YLRRK2) [38]. While
both starvation and Torin-1 treatment elevated LC3 II levels (Fig.
1A), only starvation increased LRRK2 phosphorylation on all four
serines belonging to the phosphorylation cluster (S910/S935/
S955/S973) (Fig. 1D, E). Phosphorylation at each of these serine
residues increased 1.3 to 1.9-fold, while total LRRK2 protein
expression levels remained unaltered (Fig. 1D, E).

To avoid the possible influence of endogenous LRRK2, we also
used MEFhLRRK2 cells, i.e., MEF KO cells stably overexpressing
human WT LRRK2 (Fig. S1A–D). The use of MEFKO LRRK2 and
MEFhLRRK2 cells allowed us to validate the LRRK2 antibodies used
(Fig. S1A) and to directly detect the phosphorylation at residues
S910, S935, S955, and S973 in the MEF model (Fig. S1C). Similarly
to the results above (Fig. 1A), MEFhLRRK2 cells also displayed
increased LC3 II levels in starvation conditions and after Torin-1
treatment (Fig. S1B), while only starvation increased LRRK2
phosphorylation levels at S910/S935/S955/S973 (Fig. S1C, D).
These observations suggest a specific interrelation between LRRK2
phosphorylation at the constitutive sites and the increased LC3 II
levels observed during starvation.

Autophagy is impaired in cell types overexpressing the 4xSA
LRRK2 phosphomutant
To investigate the relevance of LRRK2 phosphorylation in
starvation-induced autophagy, we used SH-SY5Y cells, which
possess very low endogenous LRRK2 protein levels [39], as well as
MEFKO LRRK2 cells. Both cell lines were transduced with an empty
lentiviral vector, or with a vector encoding human WT LRRK2 or
4xSA LRRK2 (the phospho-dead mutant S910A/S935A/S955A/
S973A). Importantly, the total LRRK2 expression levels were
comparable in SH-SY5YLRRK2 and SH-SY5Y4xSA LRRK2 cells (Fig. S2A
and Fig. S6B). Moreover, using confocal microscopy, we verified
that all SH-SY5YLRRK2 and SH-SY5Y4xSA LRRK2 cells in our cell
populations expressed the LRRK2 construct (Fig. S2B). In contrast
to WT LRRK2-expressing cell models, neither the SH-SY5Y4xSA LRRK2

cells (Fig. S2A) nor the MEF4xSA hLRRK2 cells (Fig. S2C) showed any
phosphorylation at S910, S935, S955, or S973.
Next, we evaluated the occurrence of autophagy in either

replete or starvation culture medium. The WD repeat domain,
phosphoinositide interacting protein 2 (WIPI2), serves as a marker
for omegasome formation, an early autophagy hallmark [40].
Using immunofluorescent imaging, we observed in SH-SY5YLRRK2

cells that the increase in number of WIPI2 puncta per cell during
starvation was significantly higher than in SH-SY5Y4xSA LRRK2 or in
SH-SY5YEV (containing an empty vector) cells (Fig. 2A, B). In
addition, there was no significant increase in WIPI2 puncta during
starvation-induced autophagy in MEF4xSA hLRRK2 cells (Fig. S3A, B).
To evaluate autophagic flux, we compared the autophagic

response in the absence or presence of the lysosomal protease
inhibitors E64d and pepstatin A (E/PepA), which block autophagic
degradation (Fig. 2C). In SH-SY5YLRRK2 cells, we observed a 4.5-fold
increase in LC3 II levels after starvation alone and a further,
statistically significant increase (to 7-fold) when starvation and E/
PepA treatment were combined (Fig. 2D). Moreover, in SH-SY5YEV

and SH-SY5Y4xSA LRRK2 cells, LC3 II accumulation was in the presence
of E/PepA not greater than after starvation alone, pointing towards
retarded starvation-induced autophagic flux (Fig. 2C, D). Starvation-
induced autophagic flux was also impaired in SH-SY5Y4xSA LRRK2 cells
by the lysosomotropic agent chloroquine (Fig. S3C).
Finally, we also evaluated autophagy in the MEF model. When

assessing LC3 II levels during starvation for up to 4 h, we could
only observe a significant increase in LC3 II levels after 2 h of
starvation in the MEFhLRRK2 cells, followed by a decrease in LC3 II
levels at later time points. This indicates a complete autophagic
flux, which was not observed in MEFEV or MEF4xSA LRRK2 (Fig. 2E, F).
These results indicate that in SH-SY5Y cells and in MEFs,

overexpression of WT LRRK2, but not of the 4xSA LRRK2 phospho-
dead mutant, enhances autophagy induction and autophagic flux.

LRRK2 kinase inhibitors neither impact autophagy initiation
nor overall autophagic flux
Next, we examined whether pharmacological inhibition of LRRK2
kinase activity could interfere with autophagy initiation. It was
previously described [38, 41, 42] that treatment with various
LRRK2 kinase inhibitors decreased the phosphorylation level of
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each of the four serines of the phosphorylation cluster. Therefore,
we first validated whether 2 h treatment with MLi-2 (100 nM) or
PF-06447475 (150 nM), two very potent and specific LRRK2 kinase
inhibitors [43, 44], was sufficient to counteract their phosphoryla-
tion (Fig. S4). As total LRRK2 levels were unchanged (Fig. S4), the

decreased phosphorylation at these serines was not caused by
LRRK2 degradation [38].
Treatment with these inhibitors did not affect starvation-

induced WIPI2 puncta formation in WT MEFs (Fig. 3A, B). To
accurately measure autophagic flux, we used the GFP-LC3-RFP-

E. Kania et al.

3

Cell Death and Disease          (2023) 14:436 



LC3ΔG probe [45]. This probe is intracellularly cleaved to
equimolar amounts of GFP-LC3, which is degraded by autophagy,
and RFP-LC3ΔG, which serves as an internal control. Therefore, the
GFP/RFP ratio accurately reflects autophagic flux. We compared
SH-SY5YEV, SH-SY5YLRRK2, and SH-SY5Y4xSA LRRK2 cells under basal
and under starved conditions, in the absence or presence of MLi-2
or PF-06447475 (Fig. 3C, D). The decreased GFP/RFP ratio observed
in starved cells corresponds to LC3 degradation and, thus, a
proficient autophagic flux (Fig. 3D). Starvation increased autopha-
gic flux in empty vector-transduced cells and in cells over-
expressing WT LRRK2. However, no autophagic flux could be
observed in the SH-SY5Y4xSA LRRK2 cells. Treatment with either MLi-
2 or PF-06447475 by itself had no effect on either basal or
starvation-induced autophagic flux.
In summary, pharmacological LRRK2 inhibition leads to

decreased phosphorylation on S910, S935, S955, and S973, yet
did not affect the propensity of SH-SY5Y cells to undergo basal or
starvation-induced autophagy.

Reduced markers and functionality of the acidic
compartments in cells overexpressing the 4xSA LRRK2
phosphomutant
Next, to understand the difference in autophagic response
between cells expressing WT and 4xSA LRRK2, we examined the
endo-lysosomal compartments in these cells.
Starvation for 2 h provoked the upregulation of lysosomal-

associated membrane protein 1 (LAMP1) and of the late endosomal
marker Rab7 in SH-SY5YLRRK2 but not in SH-SY5Y4xSA LRRK2 cells
(Fig. 4A, B). We subsequently investigated whether the lysosomes in
SH-SY5Y4xSA LRRK2 cells have normal levels of degradative enzymes.
The levels of the mature form of cathepsin L (Cat L) were significantly
elevated in starvation conditions in SH-SY5YLRRK2 cells and were
higher than in SH-SY5Y4xSA LRRK2 cells (Fig. 4C). Protein levels of
mature cathepsin D (Cat D) were significantly increased by starvation
in both SH-SY5YLRRK2 and SH-SY5Y4xSA LRRK2 cells (Fig. 4D). Moreover,
the SH-SY5Y4xSA LRRK2 cells exhibit a significantly decreased (−35%)
activity of β-hexosaminidase (Fig. 4E). Chloroquine was used in this
experiment as a pH-neutralizing agent, significantly impairing
β-hexosaminidase activity (Fig. 4E) [46]. Finally, we observed that
the Cat D levels, as well as the β-hexosaminidase activity, were under
basal conditions significantly lower in the SH-SY5Y4xSA LRRK2 cells
when compared to the SH-SY5YLRRK2 cells (Fig. 4D, E). This decrease
in lysosomal enzyme activity was, however, neither due to a general
decline in lysosome number nor to their lesser acidity (Fig. S5),
suggesting that the S910A/S935A/S955A/S973A mutation in LRRK2
affects lysosomal enzymes in a rather more direct way than by
changing global lysosomal biology.
These data demonstrate that after induction of starvation, the

activity of the acidic compartments is reduced in cells over-
expressing 4xSA LRRK2 compared to those overexpressing WT
LRRK2.

4xSA LRRK2-mediated phosphorylation of Rab8a and Rab10 is
instrumental for the retardation of the autophagic flux
To understand the differences in the autophagic process between
the lack of S910/S935/S955/S973 phosphorylation due to LRRK2

inhibitors and to 4xSA LRRK2 expression, we evaluated the LRRK2
kinase activity in SH-SY5YLRRK2 and SH-SY5Y4xSA LRRK2 cells, in
absence or presence of MLi-2 (100 nM). We, therefore, assessed
the phosphorylation of Rab8a at T72 and of Rab10 at T73, two
canonical downstream targets of LRRK2 kinase [47–49]. While 2 h
MLi-2 treatment leads to a nearly full inhibition of Rab8a and
Rab10 phosphorylation in both cell lines, their basal phosphoryla-
tion levels were significantly higher in the phosphomutant cells
(Fig. 5A, B). These findings reveal opposing effects of MLi-2, which
inhibits LRRK2-kinase activity, versus the 4xSA LRRK2 phospho-
dead mutant, which augments LRRK2-kinase activity.
Next, we wondered whether the decreased autophagic flux

after overexpression of 4xSA LRRK2 was due to the increased
phosphorylation of Rab8a and Rab10. To test this, we expressed
GFP-tagged phospho-dead mutants T72A Rab8a and T73A Rab10
or their WT equivalents in SH-SY5YLRRK2 and SH-SY5Y4xSA LRRK2

cells. Expression of T72A Rab8a and T73A Rab10, but not of their
WT counterparts, restored autophagic flux in SH-SY5Y4xSA LRRK2

cells (Fig. 6A, B). Hence, the increased LRRK2 kinase activity and
the subsequent increased phosphorylation of Rab8a and Rab10
play a crucial role in the impairment of autophagic flux in SH-
SY5Y4xSA LRRK2 cells.

4xSA LRRK2 displays functional similarities to R1441C LRRK2
The R1441C LRRK2 mutation, located within the GTPase domain, is
a PD-related mutation associated with increased kinase activity
[50]. Phosphorylation activity towards Rab8a and Rab10 increased
in SH-SY5YR1441C LRRK2 cells to a similar extent as in the SH-
SY5Y4xSA LRRK2 phospho-dead mutant cells, while it is nearly
completely abolished by MLi-2 treatment (Fig. S6A). Moreover,
after compensation for expression level, SH-SY5YR1441C LRRK2 cells
show lower LRRK2 phosphorylation levels at S910/S935/S955/S973
than SH-SY5YLRRK2 cells (Fig. S6B, C). A lower level of LRRK2
phosphorylation at S935 was also observed in MEFR1441C LRRK2

(Fig. S6D).
Lastly, given that 4xSA LRRK2, as well as R1441C LRRK2, show a

reduced phosphorylation of the serines of the phosphorylation
cluster, but a higher LRRK2 kinase activity, we analyzed
autophagic flux in SH-SY5Y cells overexpressing these mutants
(Fig. 7A). By using the GFP-LC3-RFP-LC3ΔG probe and fluores-
cence imaging we observed impaired basal autophagy in both cell
lines (Fig. 7B). Moreover, in SH-SY5Y4xSA LRRK2 (as also shown in
Fig. 3D) or in SH-SY5YR1441C LRRK2 cells, the degradation of GFP-LC3
was largely impaired under starvation conditions. These data,
therefore, show that autophagic flux is impaired under both basal
and starvation conditions in both 4xSA LRRK2 and PD-associated
R1441C LRRK2-expressing cells.

DISCUSSION
For this study, we employed four independent cell models to
examine the role of LRRK2 phosphorylation in the control of
autophagy. First, we used SH-SY5Y cells stably overexpressing
either WT or mutant LRRK2. SH-SY5Y cells express endogenous
LRRK2 at very low levels [39]; therefore, the stable cell lines form a
widely used model for the study of the functional effects of LRRK2

Fig. 1 LRRK2 phosphorylation increases during starvation-induced autophagy. WT MEFs and SH-SY5YLRRK2 cells were treated for 2 h with
DMSO (CTRL), starvation medium (Starv.), or Torin-1 (50 nM). Representative western blots showing A LC3 I and II levels (N= 3 independent
experiments) in each cell line and B LRRK2 expression levels and phosphorylation at S935 in WT MEFs (N= 4 independent experiments).
C Quantification of LRRK2 expression and S935 phosphorylation levels presented in (B). D Representative western blots showing LRRK2
expression levels and phosphorylation at S910/S935/S955/S973 in SH-SY5YLRRK2 cells (N= 6–8 independent experiments). E Quantification of
LRRK2 expression and phosphorylation levels at S910/S935/S955/S973 presented in (D). β actin was used on all blots as a loading control. All
graphs are presented as plots of individual data points with mean ± SD, with each experiment marked in a different color and normalized to a
control condition (CTRL). Statistical analysis was performed using a Repeated Measures one-way ANOVA with Dunnett’s multiple comparisons
post-test (*P < 0.05; **P < 0.001).
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Fig. 2 Overexpression of WT LRRK2 but not 4xSA LRRK2 phosphomutant stimulates starvation-induced autophagy. A, B SH-SY5YEV, SH-
SY5YLRRK2, and SH-SY5Y4xSA LRRK2 cells remained untreated (CTRL) or were treated for 2 h with starvation medium (Starv.). A Representative
images showing WIPI2 puncta from N= 4 independent experiments with at least 1200 cells analysed per condition. Scale bar: 20 μm.
B Quantification of the WIPI2 puncta per cell shown in (A). The means of all experiments ± SEM are shown with each experiment marked in a
different color. For statistical analysis, a Repeated Measures two-way ANOVA with Sidak’s multiple comparisons post-test (*P < 0.05; **P < 0.01;
***P < 0.001) was used. C, D SH-SY5YEV, SH-SY5YLRRK2, and SH-SY5Y4xSA LRRK2 cells were treated for 2 h with DMSO or starvation medium (Starv.)
in the absence or presence of the lysosomal protease inhibitors E64d and pepstatin A (E/PepA; 10 μM each). C Representative western blot
showing LC3 I and II levels (N= 4 independent experiments). β actin was used as a loading control. D Quantification of the LC3 II levels
presented in (C) shown as a plot of the individual data points with mean ± SD with each experiment marked in a different color and
normalized to the empty vector CTRL (no starvation medium, no protease inhibitors). Repeated Measures two-way ANOVA with Sidak’s
multiple comparisons post-test (*P < 0.05; **P < 0.01; ***P < 0.001; ****P < 0.0001) was used for statistical analysis. E, F MEFEV, MEFhLRRK2, and
MEF4xSA hLRRK2 cells remained untreated (CTRL) or were treated with starvation medium (Starv.) for 1, 2, 3 and 4 h. E Representative western
blot showing LC3 levels with β actin as loading control (N= 3 independent experiments). F Quantification of the LC3 II levels during the
starvation time course presented in (E) shown as mean ± SD (N= 3 independent experiments) and normalized to the empty vector CTRL (no
starvation medium). Repeated Measures two-way ANOVA with Sidak’s multiple comparisons post-test was used for statistical analysis:
**P < 0.01 indicates differences for MEFhLRRK2 cells only; €€P < 0.01 marks the difference between MEFhLRRK2 and MEFEV cells; $$P < 0.01
and $$$P < 0.001 marks the difference between MEFhLRRK2 and MEF4xSA hLRRK2 cells.

E. Kania et al.

5

Cell Death and Disease          (2023) 14:436 



in a neurodegenerative context [38, 41]. We also used WT MEFs,
which express LRRK2 at a measurable level, as well as MEFs
derived from R1441C LRRK2 KI mouse. Finally, in order to study the
functional effects of LRRK2 in the absence of any possible
interference by its endogenous levels and because not all

antibodies used sufficiently recognize murine LRRK2, we also
included an LRRK2 KO model [51]. In this KO model, we re-
introduced either human WT or mutant LRRK2.
LRRK2 has been linked to the regulation of many cellular

processes, including cell death [52, 53], cell proliferation [54, 55],
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Fig. 4 Levels of lysosomal/endosomal markers and enzymes are lower in SH-SY5Y4xSA LRRK2 than in SH-SY5YLRRK2 cells. A–D SH-SY5YLRRK2

and SH-SY5Y4xSA LRRK2 cells remained untreated (CTRL) or were treated for 2 h with starvation medium (Starv.). Representative western blots
showing the levels of (A) LAMP1 (N= 5 independent experiments), B Rab7 (N= 7 independent experiments), C Cathepsin L (Cat L) (N= 6
independent experiments), and D Cathepsin D (Cat D) (N= 7 independent experiments). β actin was used as a loading control. The graphs
show the quantification of resp. LAMP1, Rab7, Cat L, and Cat D levels relative to the loading control, presented as a plot of individual data
points with mean ± SD with each experiment marked in a different color and normalized to the control condition (WT LRRK2, no starvation);
Repeated Measures two-way ANOVA with Sidak’s multiple comparisons post-test (*P < 0.05; **P < 0.01). E Graph showing the activity of
β-hexosaminidase measured in SH-SY5YLRRK2 and SH-SY5Y4xSA LRRK2 cells treated for 2 h with or without chloroquine (CQ, 10 μM). The graph is
presented as individual data points with mean ± SEM normalized to the control condition (WT LRRK2, no CQ); N= 3 independent experiments
with 3 technical replicates per experiment. Statistical significance is shown in comparison to the control condition; Repeated Measures two-
way ANOVA with Dunnett’s multiple comparisons post-test (*P < 0.05).

Fig. 3 LRRK2 kinase inhibition does neither impact the early stages of autophagy nor autophagic degradation. A Representative images
showing WIPI2 puncta (green) and nuclei stained with DAPI (blue) in WT MEFs treated for 2 h with DMSO (CTRL) or starvation medium (Starv.),
in the absence or presence of the LRRK2 kinase inhibitors MLi-2 (100 nM) or PF-06447475 (PF, 150 nM). N= 3 independent experiments with at
least 500 cells analysed per condition. Scale bar= 20 μm. B Quantification of the WIPI2 puncta per cell shown in (A). The means of each
experiment ± SEM are shown; Repeated measures two-way ANOVA with Sidak’s multiple comparisons post-test (*P < 0.05) was used for
statistical analysis. C, D SH-SY5YEV, SH-SY5YLRRK2, and SH-SY5Y4xSA LRRK2 cells expressing the GFP-LC3-RFP-LC3ΔG construct were treated for
4 h with DMSO (CTRL) or starvation medium (Starv.), in the absence or presence of MLi-2 (100 nM) or of PF-06447475 (PF, 150 nM).
C Representative images of GFP-LC3-RFP-LC3ΔG expression are shown; scale bar= 20 μm. D Quantification of the autophagic degradation
process, measured as the GFP/RFP ratio and presented as a plot of individual data points with mean ± SEM. From top to bottom, the graphs
correspond to the three types of cell (SH-SY5YEV, SH-SY5YLRRK2, and SH-SY5Y4xSA LRRK2) as presented in (C); N= 5 independent experiments,
each involving 6 technical replicates. Statistical analysis was performed using a Repeated Measures two-way ANOVA with Sidak’s multiple
comparisons post-test (*P < 0.05).
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vesicular trafficking, and autophagy [9, 56, 57]. Here we
demonstrate the importance of phosphorylation of LRRK2 at its
constitutive sites (S910, S935, S955, and S973) with regard to
autophagy regulation.
In starvation conditions, phosphorylation of LRRK2 at S910,

S935, S955, and S973 is promoted in both MEFs and SH-SY5Y cells
(Fig. 1B–E and Fig. S1C, D). The phosphorylation status of LRRK2
might impact its cellular functions by regulating LRRK2’s interac-
tion with 14-3-3 proteins, LRKK2’s cellular distribution, and its role
in response to stress [18]. In contrast, when S910 and S935 are
dephosphorylated, LRRK2 can interact with the E3 ubiquitin ligase
TRIM1, leading to the microtubular recruitment of LRRK2, its
ubiquitination and proteasomal degradation, while also prevent-
ing Rab29-mediated LRRK2 activation [58]. LRRK2 phosphorylation
at S935 and subsequent membrane recruitment has been
previously observed in LPS-activated RAW264.7 and BV2 mono-
cytes, and this preceded autophagy induction [59]. On the other
hand, it has also been shown that in response to arsenite stress,
LRRK2 undergoes dephosphorylation at S910 and S935, which
resulted in loss of the LRRK2-14-3-3 connection, LRRK2 self-
association and translocation to the centrosomes [60]. The impact
of these events on cellular functions exerted by LRRK2, however, is
not yet understood.
In this study, the absence of LRRK2 phosphorylation at

constitutive sites in cells featuring the 4xSA LRRK2 phospho-
dead mutant, resulted in a potent blockage of autophagy
(Fig. 2A–F, Fig. S3A–C, and Fig. 7A, B). In addition, 4xSA LRRK2
phospho-dead mutant cells are characterized by lower levels of
lysosomal markers and degradative enzymes than the cells
overexpressing WT LRRK2 (Fig. 4A–E). These lower levels did,
however, neither correlate with a lower number of lysosomes nor
with an increased lysosomal pH (Fig. S5A, B).
Interestingly, LRRK2 mutants in which S860, S910, S935, S955,

S973, and S976 were all mutated to alanines (6xSA LRRK2) or

aspartates (6xSD LRRK2) have been recently developed [61]. When
expressed in HEK293T cells, 6xSA LRRK2 maintained its phosphor-
ylation activity towards Rab8a and Rab10, but 6xSD LRRK2 showed
strongly decreased phosphorylation properties. Moreover, Rab29-
stimulated LRRK2 autophosphorylation at S1292 was 6x higher for
6xSA LRRK2 than for 6xSD LRRK2. With respect to lysosomal
properties, PC12 pheochromocytoma cells expressing either 6xSA
or 6xSD LRRK2 demonstrated a slight reduction in the number of
lysosomes, which could be rescued by treatment with chloro-
quine, though there was no differences in level of lysosomal
glucocerebrosidase activity.
WIPI2 is a phosphatidylinositol-3-phosphate (PtdIns3P) adapter

protein, and decreased numbers of WIPI2 puncta were observed
in 4xSA LRRK2-expressing cells (Fig. 2A, B and Fig. S3A, B). WIPI2 is
essential for the recruitment of the ATG15-ATG12-ATG16L1 E3-like
complex that drives LC3 lipidation onto autophagy membranes
and could account for the decreased LC3 II levels observed [40].
These observations support the role of LRRK2 phosphorylation at
constitutive sites in autophagy regulation.
Kinase inhibitors exist in general in two types: type 1 inhibitors

that target the ATP-binding site of the kinase in its active
conformation and type 2 inhibitors that target a site available in
the inactive conformation [62]. Dephosphorylation of LRRK2 at
constitutive sites was previously shown to occur following
treatment with various LRRK2 kinase inhibitors, all belonging to
the type 1 group [38, 41, 42]. We demonstrated that MLi-2 and PF-
06447475, two specific LRRK2 type 1 kinase inhibitors, resulted in
dephosphorylation of S910, S935, S955, and S973 (Fig. S4). Type 2
inhibitors, however, do not affect S910, S935, S955, and S973
phosphorylation levels, probably by stabilizing a conformation of
LRRK2, whereby the constitutive phosphorylation cluster remains
accessible for kinases and/or inaccessible for phosphatases [63]. In
contrast to the 4xSA LRRK2 phosphomutant, however, MLi-2 and
PF-06447475 neither affected the initiation of autophagy as

Fig. 5 SH-SY5Y4xSA LRRK2 cells have increased LRRK2 kinase activity towards Rab8a and Rab10. SH-SY5YLRRK2 and SH-SY5Y4xSA LRRK2 were
treated for 2 h with DMSO or with the LRRK2 kinase inhibitor MLi-2 (100 nM). A Representative western blots showing the levels of total Rab8a,
total Rab10, and the phosphorylation levels of Rab8a at T72 and of Rab10 at T73 (N= 5 independent experiments). β actin was used as a
sample integrity control. B Quantification of the levels of total and phosphorylated Rab8a and Rab10 levels presented in (A). Graphs are
presented as plots of individual data points with mean ± SD, with each experiment marked in a different color and normalized to the control
condition (WT LRRK2, no MLi-2). Statistical significance is shown in comparison to the control condition (SH-SY5YLRRK2 cells in the absence of
MLi-2 treatment); statistical analysis was performed using a Repeated Measures two-way ANOVA with Sidak’s multiple comparisons post-test
(*P < 0.05; **P < 0.01).
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assessed by measuring WIPI2 puncta formation (Fig. 3A, B) nor
autophagic turnover measured using the GFP-LC3-RFP-LC3ΔG
probe (Fig. 3C, D). MLi-2 and PF-06447475 did also neither affect
LC3 II levels nor lysosomal protein degradation in cultured primary
cortical neurons bearing the R1441C LRRK2 mutation [33].
However, LRRK2 inhibitors were shown to modulate autophagy
in other PD-related cellular models [64]. MLi-2 decreased
lysosomal pH in β-glucocerebrosidase 1 mutant astrocytes [65],
while PF-06447475 boosted lysosome numbers and their activity
as well as autolysosome formation and α-synuclein clearance in
G2019S-expressing SH-SY5Y cells [39].
In contrast to the MLi-2 or PF-06447475-mediated LRRK2

inhibition, LRRK2 kinase activity towards its known downstream
targets Rab8a and Rab10 was significantly higher in SH-SY5Y4xSA LRRK2

cells (Fig. 5A, B). Interestingly, mild lysosomal damage evoked by
pathogens or by lysosomotropic drugs leads to LRRK2 translocation
to the lysosomes and subsequent phosphorylation of various
members of the small Rab GTPase family. A higher level of
phosphorylation of Rab8a at T72 and/or Rab10 at T73 was also
observed after treatment of macrophages and HEK293 cells with
chloroquine [47, 66], with various pathogens or with the lysosomal
membrane-rupturing agent L-leucyl-L-leucinemethyl ester (LLOMe)

[67]. Similarly, in primary astrocytes exposed to LLOMe, increased
Rab10 and Rab35 phosphorylation was observed after the recruit-
ment of LRRK2 to the lysosomes [68]. Although, depending on the
applied stress and the cell type concerned, the phosphorylation
levels of the various Rab proteins may differ, they always promote
lysosomal homeostasis [47, 67, 68]. Finally, we should mention that
Rab10 phosphorylation was suppressed in MEFs derived from S910A/
S935A KI mice [69]. A subsequent study on the same S910A/S935A KI
mice confirmed the suppression of Rab10 phosphorylation in kidney
tissue but not in the brain, lung, or spleen, which may be due to the
low LRRK2 expression levels in the latter tissues [35]. The strong
increase in Rab8a and Rab10 phosphorylation we observed in SH-
SY5Y4xSA LRRK2 can be due to the fact that four serines of the
constitutive phosphorylation cluster are mutated to alanines instead
of two, though we cannot completely exclude cell type-specific
effects.
The retarded autophagic flux observed in cells expressing 4xSA

LRRK2 and the increased kinase activity of this mutant converge at
the increased phosphorylation levels of the small G proteins Rab8a
and Rab10. Indeed, expression of the dominant-negative phos-
pho-dead mutants T72A Rab8a and T73A Rab10 was sufficient to
restore the retarded autophagic flux in SH-SY5Y4xSA LRRK2 cells

Fig. 6 Ectopic expression of phosphorylation-deficient T72A Rab8a and T73A Rab10 restores starvation-induced autophagic flux in SH-
SY5Y4xSA LRRK2 cells. SH-SY5YLRRK2 and SH-SY5Y4xSA LRRK2 cells were co-transfected with either pDEST53-GFP-Rab8a together with pDEST53-
GFP-Rab10 or with pDEST53-GFP-Rab8aT72A together with pDEST53-GFP-Rab10T73A. Cells were treated for 2 h with DMSO or starvation
medium (Starv.) in the absence or presence of lysosomal proteases inhibitors E64d and pepstatin A (E/PepA; 10 μM each). A Representative
western blots show the levels of total Rab8a, total Rab10, and the levels of P-T72 Rab8a and of P-73 Rab10 as well as of LC3 I and LC3 II
(N= 3–5 independent experiments). β actin was used as a sample integrity control. B Quantification of the LC3 II levels presented in (A)
normalized to the empty vector CTRL (no starvation medium, no protease inhibitors). Floating bars show the minimum and maximum values
for each condition, with the line indicating the mean (N= 5 independent experiments). Samples treated with E64d and pepstatin A are shown
in red. Repeated Measures two-way ANOVA with Sidak’s multiple comparisons post-test (*P < 0.05; **P < 0.01; ****P < 0.0001) was used for
statistical analysis.
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(Fig. 6A, B), suggesting a crucial role for Rab8a and Rab10
phosphorylation in the process.
These findings allow us to propose the following model (Fig. 8).

During starvation, LRRK2 is extensively phosphorylated at the
constitutive phosphorylation sites S910/S935/S955/S973 and this
relates to increased autophagic flux. Treatment with specific
LRRK2 inhibitors leads to kinase inhibition and dephosphorylation
of LRRK2. However, no effects on autophagy can be observed.
Substitution of the above-mentioned serines with alanines (4xSA
LRRK2) makes phosphorylation at these sites impossible. This
mutant, however, displays a higher LRRK2 kinase activity, leading
to higher levels of phosphorylated Rab8a and Rab10. As a result,
cells overexpressing 4xSA LRRK2 form less WIPI2-positive struc-
tures during starvation compared to cells expressing WT LRRK2,
and autophagic flux is retarded. Importantly, this autophagy
impairment can be rescued by the expression of phosphorylation-
defective T72A Rab8a and T73A Rab10 mutants, underscoring the
role of LRRK2-mediated Rab8a and Rab10 phosphorylation in the
process.
Finally, increased LRRK2 kinase activity is a characteristic of

several PD-associated LRRK2 mutants and is believed to
underlie their disease-promoting effects [36, 37]. As Rab29
promotes the recruitment of LRRK2 to the trans-Golgi network

(TGN) and stimulates its kinase activity [42], an enhanced
interaction of dephosphorylated LRRK2 with Rab29 and/or a
more prominent recruitment of LRRK2 to the TGN could
possibly explain the higher kinase activity in 4xSA LRRK2. In
support of this, an increased stimulation by Rab29 was recently
reported for 6xSA LRRK2 [61]. In addition, Rab29-associated
LRRK2 activation and TGN recruitment is more evident in
R1441C/G and Y1699C LRRK2 variants, which highlights
similarities to our 4xSA LRRK2 model.
Reduced LRRK2 phosphorylation at S910/S935/S955/S973,

followed by enhanced LRRK2 kinase activity, could, in fact, be
considered as part of a pathological mechanism leading to PD.
Intriguingly, LRRK2 dephosphorylated at the constitutive
phosphorylation sites is observed in most pathogenic muta-
tions and can as well be found in the substantia nigra pars
compacta of idiopathic PD patients [70]. Moreover, PD-
associated LRRK2 mutants such as I2020T [71] and R1441C
[72] that show reduced phosphorylation at the constitutive sites
[23, 60] are also more prone to degradation compared with WT
LRRK2. We also confirmed the decreased LRRK2 expression
levels in cells expressing the R1441C mutant and their relatively
lower level of phosphorylation at the constitutive phosphoryla-
tion sites (Fig. S6B–D). In addition, cells overexpressing R1441C

Fig. 7 SH-SY5Y4xSA LRRK2 and SH-SY5YR1441C LRRK2 cells demonstrate a similarly impaired basal and starvation-induced autophagic flux.
SH-SY5YLRRK2, SH-SY5Y4xSA LRRK2, and SH-SY5YR1441C LRRK2 cells expressing the GFP-LC3-RFP-LC3ΔG construct were analysed for autophagic
degradation by measuring the GFP/RFP ratio. The cells were treated with DMSO (CTRL) or with starvation medium (Starv.) for 2 h.
A Representative image showing GFP-LC3-RFP-LC3ΔG expression; scale bar= 20 μm. B Quantification of autophagic degradation measured as
GFP/RFP ratio is presented as a plot of individual data points with mean ± SEM; N= 5 independent experiments each involving three to six
technical replicates. Statistical analysis was performed using a Repeated Measures two-way ANOVA with Sidak’s multiple comparisons post-
test (*P < 0.05; **P < 0.01). Please note that the data shown in (B) form part of the data set also presented in Fig. 3D.
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LRRK2 and 4xSA LRRK2 phosphomutant have similarly impeded
autophagy in both basal and starvation conditions (Fig. 7A, B).
LRRK2 pathological mutations were previously shown to impair
autophagy induction during starvation in studies performed on
fibroblasts obtained from patients carrying the G2019S,
R1441C/G/H or Y1699C LRRK2 variants [73]. Interestingly, these
effects on starvation-induced autophagy mediated by patholo-
gical LRRK2 mutants were mTORC1-independent. The discon-
nect between LRRK2 and mTORC1 signaling may also be
manifest in the differences observed by us with regard to LRRK2
phosphorylation in starvation conditions versus treatment with
the mTORC1/2 inhibitor Torin-1 (Fig. 1B–E and Fig. S1C, D).
Indeed, starvation activates several signal transduction path-
ways leading to autophagy [74], while Torin-1 specifically
inhibits mTOR [75]. We can therefore speculate that the
phosphorylation of serines located in LRRK2’s phosphorylation
cluster (S910/S935/S955/S973), may be downstream of one or
more of other pathways activated during starvation, such as the
activation of phosphatidylinositol-3-kinase or of c-Jun NH2-
terminal kinase-1.
In conclusion, the retardation of autophagy observed in 4xSA

LRRK2 as well as in pathological LRRK2 variants highlights the
connection between the phosphorylation status of the LRRK2
constitutive sites and the kinase function of LRRK2 in both
autophagy regulation and in their contribution to PD pathol-
ogy. Future work will have to determine the mechanisms by
which Rab8a and Rab10 interfere with the autophagic process,
and identify whether other LRRK2-interacting proteins are
thereby involved.

MATERIALS AND METHODS
Cell lines
Human neuroblastoma SH-SY5YLRRK2 and SH-SY5YEV were generated from
the CRL-2266 cell line (ATCC) by lentiviral vector transduction as described
[23, 38, 41, 76]. The SH-SY5Y4xSA LRRK2 and the SH-SY5YR1441C LRRK2 mutants
were generated by the Leuven viral vector core (https://
gbiomed.kuleuven.be/english/corefacilities/LVVC/) using gBlock® Gene
Fragments (IDT, Leuven, Belgium) and lentiviral vectors encoding full-
length LRRK2 under the control of the cytomegalovirus promoter and co-
expressing a hygromycin resistance marker. Cells expressing a hygromycin
resistance marker alone were included as a negative control. These cell
lines are all polyclonal, being continually cultured under antibiotic
selection and not having been subcloned [38]. Moreover, all cells
expressed LRRK2 at similar levels (Fig. S2A, B).
MEFs were cultured as described [77]. MEFKO LRRK2 cells were a kind gift

from Dr. Huaibin Cai (National Institute on Aging, MD, USA) [51]. These cells
were used to obtain MEF cell lines stably expressing either WT human
LRRK2 (MEFhLRRK2) or 4xSA LRRK2 (MEF4xSA hLRRK2) on a null background or
were transduced with an empty vector (MEFEV). These lines were
generated by lentiviral vector transduction, in an identical way as
described above for the SH-SY5Y cells and are thus also polyclonal.
MEFR1441C LRRK2 obtained from an R1441C KI mouse, and the matching WT
MEFs were a kind gift from Prof. Dario Alessi (MRC Protein Phosphorylation
and Ubiquitylation Unit, Univ. Dundee, UK) [78].
All cells were regularly tested for mycoplasma contamination and found

negative.

Reagents, plasmids, and enzymatic assays
Hank’s Balanced Salt Solution (GibcoTM/Thermo Fisher Scientific, Mer-
elbeke, Belgium, #24020133) was used as a starvation medium. Following
reagents were used: chloroquine (Sigma-Aldrich/Merck, Overijse, Belgium,

Fig. 8 Model of autophagy regulation by LRRK2 phosphorylation at S910/S935/S955/S973 during starvation. A During starvation, WT
LRRK2 is extensively phosphorylated at S910/S935/S955/S973, stimulating the autophagic process. Treatment with the LRRK2 kinase inhibitors
MLi-2 or PF-06447475 inhibits the LRRK2 kinase activity and leads to S910/S935/S955/S973 dephosphorylation. B Substitution of the serines
with alanines (S910A/S935A/S955A/S973A; 4xSA LRRK2) prohibits their phosphorylation, also under starvation conditions. However, in
contrast to what happens during treatment with LRRK2 inhibitors, 4xSA LRRK2 is characterized by increased kinase activity. Due to the
resulting increased downstream phosphorylation of Rab8a and Rab10, autophagic flux is impaired. The latter can be rescued by
overexpression of phospho-dead mutants T72A Rab8a and T73A Rab10. Color code: green, stimulation; red, inhibition.
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#C6628), MLi-2 (Tocris/Bio-Techne, Abingdon, UK, #5756), Torin-1 (Abcam,
Cambridge, UK, 218606), PF-06447475 (Axon Medchem, Groningen,
Netherlands, #2546), E64d (Cayman Chemicals/Sanbio, Uden, Netherlands,
#13533), and pepstatin A (Cayman Chemicals, #9000469). The pMRX-IP-
GFP-LC3-RFP-LC3ΔG plasmid was obtained from Prof. Noboru Mizushima
(Univ. Tokyo, Japan) via Addgene (#84572).
Lysosomal β-hexosaminidase activity was measured as described [79].

SDS-PAGE and western blotting
Protein extraction was performed as described [77]. Samples containing an
equal amount of protein were mixed with 6x Laemmli loading buffer,
heated, separated by SDS-PAGE, and transferred to PVDF membranes.
After blocking in 5% skimmed milk in TBST (137mM NaCl, 2.7 mM KCl,
19mM Tris base, 0.1% Tween), membranes were probed overnight at 4 °C
with primary antibodies: anti-LRRK2 (Abcam, #133474 and #133475), anti-
LRRK2 (P-S910) (Abcam, #133449), anti-LRRK2 (P-S935) (Abcam, #133450),
anti-LRRK2 (P-S955) (Abcam, #169521), anti-LRRK2 (P-S973) (Abcam,
181364), anti-LC3b (Cell Signaling Technology, Leiden, Netherlands,
2775), anti-LC3 (Novus Biologicals/Bio-Techne, Abingdon, UK, #NB100-
2331), anti-LAMP1 (Developmental Studies Hybridoma Bank, Univ. Iowa, IA,
USA, #H4A3), anti-Rab7 (Abcam, #50533), anti-Cat L (Santa Cruz
Biotechnology, Heidelberg, Germany, #390385), anti-Cat D (Cell Signaling
Technology, #2284), anti-Rab8a (Abcam, #237702), anti-Rab8A (P-T72)
(Abcam, #230260), anti-Rab10 (Abcam, #237703), anti-Rab10 (P-T73)
(Abcam, #230261), and anti-β Actin (Cell Signaling Technology, #4970).
After washing three times in TBST, membranes were incubated for 1 h at
room temperature with horseradish peroxidase (HRP)-conjugated second-
ary antibodies, anti-rabbit or anti-mouse HRP (Cell Signaling Technology,
#7074 S and #7076 S resp.) and again washed three times in TBST.
Detection of proteins was obtained using Clarity Western Enhanced
Chemiluminescence Substrate (Bio-Rad Laboratories, Hercules, CA, USA,
#70-5061). The original western blots are made available in a
Supplementary file.

Confocal imaging
WIPI2 puncta imaging was performed as previously described [79]. The
anti-WIPI2 antibody (Bio-Rad Laboratories Ltd, #MCA5780GA) was used.
Observations were made with a Zeiss 710 or a Zeiss LSM880-Airyscan
confocal microscope (Carl Zeiss AG, Jena, Germany) under a 63x objective,
and a series of images were collected using the Z stack function. The
number of WIPI2 puncta per cell was automatically quantified using
CellProfiler™ software4. For LRRK2 imaging, the anti-LRRK2 antibody
(Abcam, #133474) was used and the Zeiss 710 microscope. For detection,
Alexa FluorTM 488-conjugated secondary antibodies (Invitrogen, #A-11001
and # A-11008) were used.

Transfections with WT and phosphorylation-deficient Rab8a
and Rab10
pDEST53-GFP-Rab8a, pDEST53-GFP-Rab8aT72A, pDEST53-GFP-Rab10, and
pDEST53-GFP-Rab10T73A were kindly provided by Dr. Sabine Hilfiker
(Spanish National Research Council, CSIC, Spain) [80]. SH-SY5YLRRK2 and SH-
SY5Y4xSA LRRK2 cells were transfected based on the previously described
protocol [48]. Briefly, 80% confluent cells were transfected in six-well plates
with 2 μg DNA and 6 μl Lipofectamine 2000 (InvitrogenTM/Thermo Fisher
Scientific, Merelbeke, Belgium, #11668019) per well in 500 μl Opti-MEM
(GibcoTM, #31985062). After 5 h, Opti-MEM was replaced with a full
medium. On the next day, cells were passaged to 10 cm plates and kept for
an additional 48–72 h, until reaching 70% confluence, when appropriate
treatment, followed by western blot analysis, was conducted.

Autophagic flux measurement with GFP-LC3-RFP-LC3ΔG
Cells were stably infected with pMRX-IP-GFP-LC3-RFP-LC3ΔG [45] using the
Phoenix-MMULV system (https://web.stanford.edu/group/nolan/_OldWebsite/
tutorials/tutorials.html) as previously used [77].
The GFP-LC3-RFP-LC3ΔG-expressing cells were cultured on 96-well, flat

bottom plates, which were applied to the IncuCyte imager at 37 °C in a 5%
CO2 incubator. Live images were acquired and analyzed using Incucyte® S3
Live-Cell Analysis System (Essen BioScience, Newark, UK). In all cases, the
overall signal was captured with a 10x objective, whereby images from at
least 3 wells per condition and at least two fields per well were taken. The
GFP confluence/RFP confluence was determined to obtain the GFP/RFP
ratio, indicative for the level of autophagic flux. Representative images of
cells expressing GFP-LC3-RFP-LC3ΔG were obtained with a Zeiss 710

confocal microscope after cell culture on coverslips and fixation in 4%
paraformaldehyde in PBS (15 min, room temperature).

LysoTracker red staining
Cells were cultured on 96-well plates and stained with 50 nM LysoTracker™
Red DND-99 (InvitrogenTM, Thermo Fisher Scientific Ltd, L7528) for 2 h. Live
images were acquired and analysed using Incucyte® S3 Live-Cell Analysis
System (Essen Bioscience, Newark, UK) at 37 °C in a 5% CO2 incubator. The
10x objective was used and images from at least 3 wells per condition and
at least 2 fields per well were taken. The confluence of the LysoTracker red-
positive compartments (the percentage of the image area occupied) was
determined and normalized to the total cell confluence. For representative
images, cells were cultured on coverslips and fixed in 4% paraformalde-
hyde for 15min at room temperature. Coverslips were washed with PBS
and mounted on slides using Dako immunofluorescence mounting
solution (Agilent Technologies, S3023). Images were obtained using the
Zeiss 710 confocal microscope (Carl Zeiss AG) under a 63x objective.

Statistical analyses
Statistical significance was obtained using GraphPad Prism as indicated in
the legends to the figures.

DATA AVAILABILITY
The datasets generated during and/or analysed during the current study are available
from the corresponding authors on reasonable request.
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