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The prion-like spread of protein aggregates is a leading hypothesis for the propagation
of neurofibrillary lesions in the brain, including the spread of tau inclusions associated
with Alzheimer’s disease. The mechanisms of cellular uptake of tau seeds and subsequent
nucleated polymerization of cytosolic tau are major questions in the field, and the poten-
tial for coupling between the entry and nucleation mechanisms has been little explored.
We found that in primary astrocytes and neurons, endocytosis of tau seeds leads to their
accumulation in lysosomes. This in turn leads to lysosomal swelling, deacidification, and
recruitment of ESCRT proteins, but not Galectin-3, to the lysosomal membrane. These
observations are consistent with nanoscale damage of the lysosomal membrane. Live cell
imaging and STORM superresolution microscopy further show that the nucleation of
cytosolic tau occurs primarily at the lysosome membrane under these conditions. These
data suggest that tau seeds escape from lysosomes via nanoscale damage rather than
wholesale rupture and that nucleation of cytosolic tau commences as soon as tau fibril
ends emerge from the lysosomal membrane.

lysosome | Alzheimer's disease | ESCRT | STORM | astrocyte

Neurodegenerative diseases of protein misfolding are characterized by the abnormal aggre-
gation of host proteins into amyloid inclusions. These inclusions are defined by the pres-
ence of a cross-f structural core (1). The major neurodegenerative diseases, including
Alzheimer’s disease (AD), Parkinson’s disease (PD), and amyotrophic lateral sclerosis (ALS),
are characterized by progressive spread of these protein aggregates within the brain (2).
The leading model for spread is that inclusions propagate by a prion-like mechanism, in
which seeds spread from donor cells and nucleate the misfolding and aggregation of
endogenous protein in recipient cells (3, 4).

One such class of prion-like neurodegenerative diseases, termed “tauopathies,” is asso-
ciated with the aggregation of the protein tau. Tau is a microtubule-associated protein
encoded by a single gene but alternatively spliced into six expressed isoforms in humans,
which vary in the number of N-terminal domains (N) and microtubule-binding repeats
(R) (5). Tau aggregation is considered to be a driver of AD and also a larger family of
neurodegenerative diseases known as tauopathies (5). Tauopathies are diagnosed by iden-
tification of tau protein aggregates in neurons, astrocytes, and oligodendrocytes of post-
mortem brain tissue (6-9). In general, the structure of tau fibrils is polymorphic, and each
tauopathy is characterized by a unique fibril structure as revealed by high-resolution
cryo-EM (10, 11).

Tau is thought to spread between cells when seeds are taken up in recipient cells via
endocytosis (12). Once seeds have entered recipient cells, tau seeds are capable of nucle-
ating cytosolic tau aggregation (13—15). The pathway and egress of tau seeds from the
endocytic and endolysosomal systems have been a major question in the field. One leading
hypothesis has been that tau seeds escape via lysosomal rupture. Galectins have been used
as a marker for rupture because they bind to the newly exposed lumenal glycans of ruptured
lysosomes and trigger their degradation via lysophagy (16). Previous studies conducted
in immortalized and primary cells have demonstrated lysosomal accumulation of tau fibrils
with evidence of lysosome damage occurring using a Galectin-based reporter system in
some reports (17-19), although not in others (14, 15). The inconsistency in these reports
suggests that lysosomal rupture, at least on the scale necessary to expose lumenal glycans,
cannot be a general explanation for tau escape.

It was recently reported that ESCRT proteins, specifically the ESCRT-III subunit
CHMPG, suppressed tau fibril escape from the lysosomal lumen to the cytosol (14). The
ESCRT proteins are a conserved machinery for membrane budding and sealing (20, 21)
in many pathways in cells, including ectosome and virus release, cytokinetic abscission,
multivesicular body biogenesis in the endolysosomal pathway, and membrane repair.
Among their many functions, ESCRTs are responsible for repairing nanoscale lysosomal
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membrane damage (22-25). Damage sensing is thought to be
mediated by the leakage of Ca™* from the lysosome as detected by
ALG-2 and other Ca**-and membrane-binding proteins (22, 23, 26).
This form of membrane damage is distinct from the larger ruptures
detected by Galectin-3 and triggers a repair response rather than
lysophagy (24, 25). Consistent with a potential role for nanoscale
lysosomal membrane damage in tau escape, the lysosome mem-
brane damaging agent leucyl-leucyl-O-methyl ester (LLOME)
accelerates seeded tau aggregation (14). Nevertheless, ESCRTs act
at multiple points in both the biogenesis and repair of lysosomes,
and the crucial question of the mechanism of lysosomal escape by
tau seeds remains to be determined.

Here, we set out to determine whether tau does in fact escape
from lysosomes via nanoscale membrane damage. We found that
tau fibril accumulation within human primary astrocyte and neu-
ron lysosomes triggered membrane permeabilization and an
increase in lysosomal pH that was sensed by ESCRTs. Using con-
focal and STORM microscopy, we characterized the ultrastructure
of the fibril-burdened lysosomal compartment and identified
lysosomes with tau fibrils protruding from their membranes. These
findings reveal a direct mechanism where tau seeds induce lyso-
somal membrane permeabilization and trigger the templated
aggregation of cytosolic tau at the surface of the lysosome.

Results

Tau Fibrils Deacidify Lysosomes. We established a primary human
astrocyte-based model of endocytosis of preformed 4R tau fibrils
(PFF), which we used to monitor the effect of fibril uptake on the
endolysosomal system. In astrocytes, tau accumulation induces
the formation of astrocytic plaques and tufted astrocytes, the
diagnostic criterion for Corticobasal Degeneration (CBD) and
Progressive Supranuclear Palsy (PSP), respectively (8, 9). Tau
inclusions in astrocytes are typically composed of a truncated form
of tau containing 4 C-terminal repeats (4R tau) (27), which was
therefore used to generate fibrils in this study. Astrocytes acquire
extracellular tau by a variety of mechanisms (7, 18, 28-31). We
therefore carried out the study in astrocytes as a system directly
relevant to disease, robust in its response, and tractable for the
imaging experiments described below.

The hypothesis that tau fibrils induced nanoscale damage to
the lysosomes predicts that exposure to fibrils should create leaks
that increase lysosomal pH. To test for changes in pH, normal
human brain-derived astrocytes were transduced with a lysosome
activity reporter (pHLARE) which monitors lysosomal pH
(Fig. 14).pHLAREisalateendosomeassociated protein-1 (LAMP1)-
derived construct that is a single-pass transmembrane protein with
tandem fusions to lumenal pH-sensitive GFP and cytosolic RFP
(32). Healthy lysosomes exhibit a pH of ~5, but loss of a proton
gradient due to membrane permeabilization or impairment of the
lysosomal proton pumping V-ATPase can drastically raise the pH
to ~7, equal to that of the cytosol (32). At rest, approximately 14 +
15% of astrocyte lysosomes exhibited detectable GFP levels.
Treatment with 250 nM Bafilomycin A1 (BafA1l) for 6 h, an inhib-
itor of the V-ATPase, increased the number of lysosomes with
high pH to 47 + 17%. Similarly, although to a lesser extent, incu-
bation with 250 nM PFF for 48 h increased the number of high
pH lysosomes to 35 + 18% (Fig. 1B). Soon after the submission
of this manuscript, lysosome deacidification was independently
observed in immortalized cells overloaded with tau which revealed
an increase in lysosomal pH from 4.76 to 5.147 as measured by
a Lysosensor probe (33).

To determine whether the observed increase in lysosomal pH
induced by PFF endocytosis correlated with the presence of PFF
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in the lysosomal lumen, we repeated our seeding assay with fluo-
rescently labeled PFE. In these experiments, the concentration of
PFF added to the media was 30 nM (Fig. 1C). At this lower con-
centration of tau seeds, we could identify neighboring lysosomes
in the same cells that demonstrated clear fibril-dependent pH
differences (Fig. 1D). We also detected a strong positive correlation
between the lumenal presence of PFF and deacidified lysosomes
(Fig. 1E). These data show that burdening the endolysosomal
system with PFF potently neutralizes lysosomal pH (Fig. 1F).

ESCRTs, but not Galectins, Are Recruited to PFF-containing
Lysosomes. Having observed an effect of PFF on the pH of the
lysosomal compartment, we suspected that PFF could be either
interfering with V-ATPase function (34, 35), or mechanically
damaging lysosomal membranes leading to proton leakage. To test
for a lysosome damage response to PFE we first transduced human
primary astrocytes with TMEM192-RFP to label lysosomes and
treated cells with fluorescently labeled PFE. PFF accumulated in the
lysosomal compartment labeled by TMEM192-RFD, in agreement
with previous reports (14, 15) (Fig. 24). We additionally asked
whether the same phenotype was true for human neurons and
observed that labeled PFF accumulated in the lysosomes of primary
human hippocampal neurons (referred to as neurons hereafter) labeled
with endogenous LAMP1 antibody, in agreement with previous
reports (36-38) (Fig. 24). We next transduced TMEM192-RFP
expressing astrocytes with CHMP4B, a core component of the
ESCRT system (20, 21), fused to a c-terminal HALO tag with
a long linker known to support function (39) to test for ESCRT
recruitment after PFF treatment. At rest, CHMP4B expression was
diffuse with few puncta and did not interact with TMEM192-
positive lysosomes (Fig. 2B). After fibril treatment, CHM4B formed
large puncta on the surface of lysosomes and PFE, consistent with a
triggered nanoscale damage repair response (Fig. 2 C—E). Consistent
with other recent reports (14, 15), we did not observe a significant
increase in Galectin-3 recruitment to TMEM192-RFP-labeled
lysosomes, suggesting that PFF permeabilizes but does not rupture
the lysosomes of astrocytes (Fig. 2 F~H). Substantial numbers of
Galectin-3 puncta are present in both control and PFF-treated cells,
showing that a significant level of lysosomal rupture already exists
in the absence of treatment. These data show that in astrocytes, tau
fibrils permeabilize but do not rupture lysosomes.

Interference with the ESCRT Machinery Worsens Constitutive
Lysosome Permeability, Promoting PFF Entry into the Cytosol.
Having observed an induction of the ESCRT membrane repair
machinery to damaged lysosomes containing PFF, we next tested
the effect of ESCRT perturbation on lysosomal permeability and
PFF escape into the cytosol. The membrane scission and sealing
function performed by the downstream ESCRT-III proteins requires
a recruitment cascade of CHMP proteins including CHMP6 and
CHMP2B (20, 21). A familial form of frontotemporal degeneration
(FTD) has been linked to a mutation resulting in the expression of
a C-terminally truncated CHMP2B, known as CHMP2B ™™ in
patient brains (40, 41). CHMP2B™"" is missing its C-terminal
microtubule-interacting and transport-interacting motif (MIM)
domain which is essential for its removal from membrane scission-
competent ESCRT-III polymers by the ESCRT-associated AAA
ATPase VPS4 (42). Removal of ESCRT-III polymers is required
for successful membrane sealing, and removal of the CHMP2B
MIM caused by this mutation blocks ESCRT function, causing
membrane trafficking defects and late endosome swelling in patient
samples and animal models (40, 43—46). However, it is currently
unknown what effect, if any, expression of CHMP2B™ ™ has on
the endolysosomal escape of PFE
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Fig. 1. Tau fibrils permeabilize lysosomes. Primary human astrocytes were stably transduced with a GFP-LAMP1-RFP tandem fusion protein to stoichiometrically
monitor lysosomal pH. At rest, most lysosomes were RFP-positive. After treatment with Bafilomycin or PFF, the fraction of GFP-positive lysosomes increased
dramatically (A). Quantification and two-way ANOVA of total cell GFP area normalized to total RFP signal prior to analysis (B) (n = 52, 58, and 60 cells for untreated,
BafA1, and PFF conditions, respectively, individual cells from each independent replicate are plotted with mean and SD for each replicate, 15 to 20 cells per each
of three replicates). The fibril seeding assay was performed in parallel using 30 nM fluorescently labeled PFF (C). A representative line scan from a cell with four
neighboring lysosomes and only one containing labeled fibrils (RFP in magenta, GFP in green, and fibrils in cyan) (D). (E) Line plots revealing a positive correlation
between cells that had GFP-positive lysosomes and GFP-positive PFF across three replicates (R2 =0.89, n = 21 cells; R = 0.92, n = 16 cells; R? = 0.97, n = 13 cells,
plotting individual Manders colocalization coefficients). Schematic detailing the effect of deacidifying compounds and tau fibrils on the state of lysosomal pH

(F). (Scale bar: 20 um.)

More recently, it was demonstrated that the CRISPRi-mediated
knockdown of CHMP®G resulted in lysosome permeability and PFF
escape in immortalized cells, likely by preventing ESCRT-mediated
sealing of lysosomes containing PFF (14). However, the effect of
CHMP6 depletion in primary human astrocytes is yet to be tested.
We therefore sought to determine the effect of ESCRT inhibition
on lysosome permeability and PFF endolysosomal escape using two
parallel and complementary approaches of CHMP2B™ ™ overex-
pression and CHMP6 knockdown.

To first validate the expression and recruitment dynamics of
CHMP2B™ ", primary human astrocytes were stably transduced
with CHMP2B™ " ~-HALO or CHMP2B-HALO as a control.
CHMP2B-HALO phenocopied CHMP4B-HALO and was diffuse
at rest but formed puncta and was recruited to PFF after treatment
(Fig. 3A). Interestingly, CHMP2B™ ™ ~HALO was also recruited
to PFF but formed enlarged endosomes at rest that also appeared
adjacent to PFF signal (Fig. 3B). We next tested the effect of
CHMP2B™"™" overexpression on lysosome permeability. Primary

PNAS 2024 Vol.121 No.22 2315690121

human astrocytes were first stably transduced with TMEM192—
RFP and Gal3—GFP as above (Fig. 2). These cells were then addi-
tionally transduced with either full-length CHMP2B-HALO or
CHMP2B"™”~HALO and compared to a mock transduced
control. All CHMP constructs used in this study have a secondary
promoter controlling the constitutive expression of BFP, allowing
for the identification of ESCRT-expressing cells without the use of
afluorescent HALO ligand. Since our previous experiments revealed
a large fraction of preexisting Gal3-positive lysosomes in untreated
cells, we looked for increases in Gal3-positivity due to overexpression
of CHMP2B™™" in the presence of PFE. Unlike CHMP2B-HALO
expression which did not change the Gal3-positivity of lysosomes,
CHMP2B" ™ ~HALO expression resulted in a significant increase
in Gal3-positivity (Fig. 3 C and D). In parallel, Gal3—GFP and
TMEM192-RFP-expressing astrocytes were stably transduced with
dCas9 BFP to allow for the assessment of lysosome permeability in
the context of CRISPRi-mediated ESCRT knockdown (14). These
cells were then additionally transduced with scramble sgRNA with

https://doi.org/10.1073/pnas.2315690121
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Fig. 2. CHMP4B, but not Galectin-3, is recruited to fibril-containing lysosomes. TMEM192-RFP expressing astrocytes were treated with labeled PFF to verify
endosomal uptake, which was phenocopied by human primary neurons stained with endogenous LAMP1 (A). These same cells were additionally transduced
with CHMP4B-HALO to monitor potential ESCRT recruitment to fibril-containing lysosomes. At rest, CHMP4B was mostly diffuse with few puncta that rarely
interacted with TMEM192-positive lysosomes (B). Treatment with labeled PFF triggered the robust formation of CHMP4B puncta that overlapped with fibrils and
lysosomes (C and D). (E) Quantification of CHMP4B-expressing cells before and after PFF treatment, compared using two-tailed unpaired ¢ test (n = 3 replicates,
20 random and independent fields of 10 to 20 cells per replicate, n = 386 cells, represented as mean and SD across fields). TMEM192-RFP expressing astrocytes
were transduced with Gal3-GFP and the fractional overlap of GFP puncta area and endogenous TMEM192-RFP area was compared before and after fibril
treatment, compared using two-tailed unpaired t test (F-H) (n = 4, 20 random and independent fields of 10 to 20 cells per replicate, n = 372 cells). (Scale bars: 10 um.)

a secondary promoter driving BFP expression (sgScramble) or pre-
viously validated CHMP6 sgRNA (sgCHMP6) for 3 d prior to a
2-d incubation with PFE Cells were then assessed for changes in
Gal3-lysosome positivity. In agreement with increased Gal3-lysosome
positivity from interfering with ESCRT function by CHMP2B" "™
expression, we also observed a significant increase in Gal3 recruit-
ment to lysosomes after transduction with sgCHMPG6 but not
sgScramble (Fig. 3 C'and E). Therefore, impairment of the ESCRT
machinery compromised endolysosome integrity and worsened
pre-existing Gal3 positivity.

Having demonstrated that lysosome permeability was enhanced
by interference with the ESCRT machinery, we next investigated
whether this impairment correlated with the increased transloca-
tion of PFF into the cytosol. Astrocytes expressing Gal3—-GFP
with TMEM192-RFP additionally transduced with either
CHMP2Bintron5 or dCas9/sgCHMPG6 were subject to the same assay
asin Fig. 3C, but with labeled PFF (Fig. 3F). After 3 d of sgCHMP6

expression or two days with CHMP2B™ ™" overexpression, there

https://doi.org/10.1073/pnas.2315690121

was a significant decrease in colocalization of labeled PFF and
TMEM192-RFP compared to cells treated with PFF alone, due to
increased lysosome permeability (Fig. 3G). We also found that
LAMP1-GEFP strongly positively correlated with both TMEM192—
RFP and PFE validating its use as a lysosome marker, in agreement
with previous reports (14, 15). By interfering with the ESCRT
machinery in cells treated with PFE astrocytes experience a worsen-
ing of pre-existing lysosome permeability which promotes the trans-
location of PFF into the cytosol.

Soluble Tau Aggregates Appear Adjacent to Lysosomes. Although
tau fibril endocytosis has been well documented, it is still unclear
whether lysosome-associated fibrils are the species that trigger
cytosolic tau aggregation (14, 15) (Fig. 44). To address this question,
we applied the astrocyte model of PFF endocytosis to study the
effect of fibril uptake on the state of cytosolic tau (Fig. 4B). First,
we transduced our TMEM192-RFP-expressing astrocytes with a
mClover2-tagged truncated version of aggregation-sensitive tau

pnas.org
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Fig. 3. Disruption of the ESCRT machinery exacerbates pre-existing lysosome permeation and enhances PFF escape. TMEM192-RFP expressing astrocytes were
stably transduced with CHMP2B-HALO or CHMP2B™"™-HALO prior to treatment with PFF. (4) CHMP2B-HALO expression was diffuse in untreated cells and
puncta formation was induced by PFF. CHMP2B™™"*-HALO puncta were also recruited to PFF, but appeared irregular and often additionally marked enlarged
endosomes that were not seen with CHMP2B-HALO or CHMP4B-HALO (B). CHMP2B™™™°" but not CHMP2B expression increased Gal3-GFP lysosome positivity
in astrocytes expressing Gal3-GFP and TMEM192-RFP (C). (D) Quantification of Gal3-positive lysosome area represented as mean and SD across replicates,
compared by one-way ANOVA (D) (n = 3, 10 independent fields of 10 to 20 cells per replicate). dCas9 was introduced into the Gal3-GFP and TMEM192-RFP dual
expressing cells via transduction to test the effect of ESCRT knockdown on lysosome integrity. Cells were then transduced with scramble sgRNA or a previously
validated CHMP6 sgRNA for 3 d prior to PFF incubation (C). Expression of sgCHMP6 significantly increased lysosomal galectin positivity compared to the
sgScramble control, represented as mean and SD across replicates, compared by two-tailed unpaired t test (E) (n = 3, 10 independent fields of 10 to 20 cells per
replicate). (F) TMEM192 and LAMP1 mark the PFF compartment while additional transduction with sgCHMP6 (sgC6) or CHMP2B™™">-HALO (C2Bi5) promotes
PFF translocation to the cytosol. (G) Quantification of PFF signal from the lysosome compartment after ESCRT perturbation as mean and SD across replicates,
compared by two-tailed unpaired t test (n = 3, four independent fields of 10 to 20 cells per replicate). (Scale bars: 10 um.)
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(K18.tau) (12, 14). In the absence of fibrils, K18.tau was diffuse
and/or localized to stress fibers and did not specifically interact
with lysosomes or microtubules (Fig. 4B).

The dual reporter astrocytes were then treated with 250 nM of
PFF and monitored for aggregation for 1 to 2 d. K18.tau aggregates
appeared adjacent to lysosomes within 24 h of incubation with fibrils
(Fig. 4B). At 48 h post fibril uptake, K18.tau aggregates appeared to
be elongated, resembling the tau tangles from those of tufted astro-
cytes (47) and interacted dynamically with lysosomes (Fig. 4C).
Approximately 93% of lysosome-associated elongated K18.tau aggre-
gates remained tethered to the lysosome surface over a 3-min window
of observation (Fig. 4C). Imaging labeled PFF with K18.tau showed
that the K18.tau aggregates extended from the exterior of lysosomes
containing PFF (Fig. 4 D—F). We then investigated whether or not
K18.tau aggregates could be found in proximity of lysosomes in
neurons treated with PFE To test this, neurons were transduced with
K18.tau-mClover lentiviruses and treated 7 d later with 125 nM
PFF for 48 h (Fig. 4G). In agreement with our findings in astrocytes,
we observed K18.tau as a diffuse cytosolic signal in untreated neu-
rons, while aggregates appeared after PFF treatment in the presence
of neuron lysosomes labeled with endogenous LAMP1 antibody.
These data strongly suggest that lysosomal PFF are responsible for
nucleating the observed cytosolic tau aggregates.

Spatial Organization of Tau Aggregates on the Surface of Fibril-
burdened Lysosomes. In order to resolve more precisely the
spatial relationship between lysosomal PFF and cytosolic K18.
tau aggregation, we employed multicolor STORM superresolution
microscopy (48). Primary human astrocytes were transduced with
the K18.tau-mClover fibril-induced aggregation sensor and treated
with 647-labeled PFF for 48 h. Cells were stained for endogenous
LAMP1, which was detected using a fluorescent secondary antibody
with a CF680 label, and K18.tau-mClover was stained using anti-
GFP antibodies with a CF583R secondary antibody. In the absence
of PFE there was no detectable GFP aggregation on the surface of
LAMP-1-positive lysosomes. However, upon introduction of PFF
into the media, fibril accumulation within LAMP-1-positive vesicles
was readily apparent, and GFP aggregates were detected on the surface
of the LAMP-1 fluorophore boundary (Fig. 54 and Movie S1). Our
data suggest that lysosomal PFFs are responsible for the induced
aggregation of K18.tau and that this aggregation occurs on the
surface of lysosomes harboring PFF (Fig. 5B and Movie S2).

To support our model, we next used 3D-STORM to characterize
the interactions between K18.tau aggregates with fibrils and lyso-
somes (49). In agreement with our initial 3-color STORM obser-
vations, GFP aggregates could be detected on the ends of labeled
PFF (Fig. 5 Cand D). Additionally, approximately 68% and 40%
of the GFP aggregates were localized to fibril ends and lysosome
surfaces, respectively (Fig. 5 £ and F). GFP aggregate density was
detected primarily on the outside of the LAMP-1 sphere boundary,
forming aggregates and extensions projecting away from the center
of the lysosome body (Fig. 5 Eand F). The addition of fibrils to the
media also increased the diameter of astrocyte lysosomes by roughly
1.4-fold, from 460 nm to 626 nm (Fig. 5 G and H). We observed
the same phenotype in neurons where lysosomes swelled from
428 nm to 596 nm after PFF treatment.

Discussion

In the prion-like propagation model for the spread of amyloid in
the brain, key steps have been established, including the ability of
tau seeds to be endocytosed and to nucleate aggregation of cyto-
solic tau (4). Yet, the mechanism for egress from the endosomal

https://doi.org/10.1073/pnas.2315690121

pathway to trigger cytosolic tau aggregation has remained myste-
rious. A nanoscale membrane damage mechanism for tau escape
was suggested on the basis of a seeded tau aggregation phenotype
of the ESCRT-III subunit CHMPG6 (14), but the mechanism of
action was not resolved. Here, we showed that lysosomes are
deacidified following tau uptake, consistent with nanoscale mem-
brane damage. While this could in principle have been explained
by V-ATPase inhibition, we further found that the ESCRT-III
subunits CHMP2B and CHMP4B were recruited to lysosomes
under these conditions, diagnostic for nanoscale membrane damage.
Moreover, we found cytosolic tau aggregates at the lysosome mem-
brane surface and confirmed this event at high spatial resolution
using STORM. Collectively, these data are hard to explain by
alternative mechanisms. These data establish, at least under the
tested conditions using recombinant PFFs in neurons and astro-
cytes, that tau escape occurs via nanoscale lysosomal membrane
damage.

The finding of the role of ESCRTs in lysosomal membrane
repair (22, 23) was followed more recently by characterization of
the role of cholesterol and PI(4)P transfer from the ER (50, 51).
Progress in the field has been driven primarily by the use of the
model damaging agent LLOME. Recently, defects in the ESCRT
pathway in its role as a lysosomal repair machine have been linked
to Alzheimer’s disease (52). Now we found that tau fibrils are
robust inducers of nanoscale lysosomal membrane damage and
ESCRT recruitment, which will be important to characterize fur-
ther as biomedically and physiologically relevant damaging agents.

The nanoscale permeabilization mechanism seems to be differ-
ent from the well-established mechanism for viral pathogen escape
from the endolysosomal system, fusion with the endolysosomal
membrane (53). In contrast to the creation and resolution of a
fusion pore by influenza or other viruses, this mechanism implies
fibrillar seeds could protrude through the membrane into the
cytosol, where they could template nucleation at the membrane
surface, which is the predominant mechanism that we see. They
could also break off, accounting for a subset of nucleation events
that do not appear to be lysosome-adjacent. The observation of
lysosomal membrane permeabilization begs the question of how
tau interacts with membranes tightly enough to penetrate them.
Unlike synuclein (54-56), there have not been extensive reports
on how tau interacts with membranes in purified systems (57).
One possiblity is that, as reported for Huntingtin (58), the bulky
and rigid fibrils exert mechanical pressure on membranes without
necessarily binding to them strongly.

Here, we found that lysosomal permeabilization and nanoscale
damage, and lysosomal templating by tau, occurs in cultured astro-
cytes and neurons. The data do not establish how common this
mechanism is in other systems and relative to other potential
mechanisms, such as exosome (59) and tunneling nanotube
(TNT)-dependent transfer (60, 61). Another limitation of this
study is the use of recombinant PFFs whose structure differs from
those found in patients with tauopathies (11). It will be exciting
to explore whether this mechanism is more general and might
apply to the spread of other forms of amyloid in the brain. These
data raise questions about the fate of fibrillar cargo taken up by
autophagy and lysosomes as a clearance response. If endocytosed
fibrils can disrupt lysosomes, presumably fibrils taken up by auto-
phagy could do the same. This highlights the importance of under-
standing the ESCRT-dependent damage response (Fig. 2), and
potentially targeting it for upregulation as a therapeutic strategy
to prevent spread. This could be of value both from the point of
view of restricting cell-to-cell spread and making autophagic-
lysosomal clearance as robust as possible.
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Fig. 4. Soluble tau aggregation occurs in the proximity of lysosomes. To model the tau fibril uptake mechanism by astrocytes in vitro, we treated astrocytes
stably expressing K18.tau-mClover and TMEM192-RFP with PFF (A). These dual astrocytes were used in live imaging experiments to determine what impact PFF
endocytosis had on the cytoplasmic pool of tau (B). At rest, cells had diffuse K18.tau expression that did not interact with lysosomes (Top panel). After 24 h of fibril
treatment, K18.tau aggregates could be detected in close proximity to TMEM192-positive lysosomes (Middle panel). The amount of K18 aggregation increased
at 48 h posttreatment with numerous lysosomes found associated with large K18 aggregates (Lower panel). Representative trace of a lysosome-associated K18
aggregate during brief time-lapse imaging (C) (n = 393). Representative cell from the PFF seeding assay repeated with fluorescently labeled PFF to verify lysosomal
accumulation and association with K18 aggregates (D) (n = 100). Fluorescence intensity plot of the line scan shown in D, revealing the spatial distribution of
PFF, lysosomes, and K18 aggregates (E). (F) Quantification of the number of lysosome-tethered versus shed tau aggregates (n = 3 replicates, three random and
independent fields of 20 cells per replicate, n = 60 cells). (G) K18.tau expression is diffuse in untreated primary human neurons but forms endogenous LAMP1-
associated aggregates after PFF treatment (n = 3 replicates, 52 cells). [Scale bars: 10 um (B, D, and G); 2 um (C).]
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Fig. 5. STORM imaging highlights interactions between lysosomes, added tau fibrils, and intracellularly expressed K18.tau-mClover. (4) 3-color STORM image
of tau fibrils (magenta), lamp1 (cyan), and tau (green) in a human astrocyte that has been treated with PFF. The full image of the cell is shown on the left, and
zoom-ins of the white-boxed region for each channel are shown on the Right. The Top panels are single-color images of each channel, and the Lower panels are
two-color merges between channels. (B) Proposed model of PFF-induced templated aggregation on lysosome membranes. (C) Two-color, 3D-STORM images of
ON4R-treated cells staining intracellularly expressed K18.tau-mClover (green) and ON4R fibrils (magenta). Side panels show a zoom-in of the white box region
from a side view. (D) Histogram of puncta found at the tips of ON4R fibrils. wo-color, 3D-STORM images of PFF-treated cells staining PFF (magenta) and lamp1
(green). Side panels show a zoom-in of the white box region. (£) Two-color, 3D-STORM images of PFF-treated cells staining for intracellularly expressed K18.
tau-mClover (green) and lamp1 (magenta). Side panels show zoom-in of the white-box region from top (Left) and side (Right) views. (F) Histogram showing the
number of K18.tau-mClover puncta found localized near the surface of the lamp1 lysosome signal