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Abstract: Intracellular protein inclusions are diverse cellular entities with distinct biological properties.
They vary in their protein content, sequestration sites, physiological function, conditions for their
generation, and turnover rates. Major distinctions have been recognized between stationary amyloids
and dynamic, misfolded protein deposits. The former being a dead end for irreversibly misfolded
proteins, hence, cleared predominantly by autophagy, while the latter consists of a protein-quality
control mechanism, important for cell endurance, where proteins are sequestered during proteotoxic
stress and resolved upon its relief. Accordingly, the disaggregation of transient inclusions is a
regulated process consisting of protein solubilization, followed by a triage step to either refolding
or to ubiquitin-mediated degradation. Recent studies have demonstrated an indispensable role in
disaggregation for components of the chaperone and the ubiquitin–proteasome systems. These include
heat-shock chaperones of the 40/70/100 kDa families, the proteasome, proteasome substrate shuttling
factors, and deubiquitylating enzymes. Thus, a functional link has been established between the
chaperone machinery that extracts proteins from transient deposits and 26S proteasome-dependent
disaggregation, indicative of a coordinated process. In this review, we discuss data emanating from
these important studies and subsequently consolidate the information in the form of a working model
for the disaggregation mechanism.

Keywords: protein quality control; the ubiquitin-proteasome system; chaperones; misfolding;
refolding; disaggregation; degradation

1. Introduction

Alois Alzheimer’s discovery in 1906 of senile plaques in histological brain sections [1] attracted
little attention from the scientific community [2]. Nevertheless, more than a hundred years later,
the discovery of Alzheimer’s disease, as well as other proteinopathies, has initiated a major scientific
endeavor to diagnose and mitigate their debilitating consequences. It also led to the realization that
intracellular inclusion bodies are biochemically and physiologically heterogeneous and that some of
these depositions are not merely a protein graveyard but rather, dynamic bodies that serve a vital
physiological function. In this review, we shall discuss the turnover of dynamic protein inclusions,
particularly the manner of their dissolution, focusing on the role of the ubiquitin-proteasome system
(UPS) in this process.

More than two decades ago, while investigating the endoplasmic reticulum-associated degradation
of Cystic Fibrosis Transmembrane conductance Regulator (CFTR) in human embryonic kidney 293 (HEK)
cells, R. Kopito and colleagues discovered that upon proteasome inhibition, the protein accumulates in
cellular inclusions [3]. These inclusions, coined “Aggresomes”, are localized to a perinuclear region
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and the cell periphery and are eventually cleared by ubiquitin-dependent autophagy [4,5]. A decade
later, two types of intracellular inclusions were identified in the yeast Saccharomyces cerevisiae and
in mammals, that were discerned according to their localization, mobility, and protein content [6].
Consequently, the inclusions were dubbed “insoluble protein deposit” (IPOD) and “Juxtanuclear
protein control compartment” (JUNQ). Further characterization of JUNQ discerned it as an Intra
Nuclear Quality control body, termed herein as “INQ” [7]. Concomitantly, another form of inclusions,
composed of highly dynamic misfolded protein deposits, was identified in yeast and named Q-bodies or
CytoQ [7,8]. Multiple small CytoQ form during proteotoxic stress and subsequently merge into one or
two inclusions, apparently the INQ [7,8], that are ultimately cleared by the proteasome. The dynamics
of CytoQ is strictly ATP-dependent and most importantly, their formation improves cell fitness during
proteotoxic stress [8]. Subsequently, it has been proposed that CytoQ/INQ formation is a protein
quality control (PQC) mechanism that quarantine misfolded proteins during proteotoxic stress and
that a failure to refold or to degrade them results in the accumulation of large, apparently deleterious,
inclusions [8]. Thus, the heterogeneity of cellular inclusions, discerned by characterization of their
morphology, composition, dynamics, and cellular deposition sites [9] has been established (Figure 1).
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Figure 1. Misfolded proteins are sequestered in distinct cellular deposition compartments. Cellular
inclusions are discerned by their morphology, protein composition, and deposition sites. Clearance
of immobile deposits, such as aggresome, IPOD, and other mature amyloid inclusions is carried out
predominantly by autophagy, while, transient-QC bodies, composed of intermediate filament, Cyto-Q
and INQ are degraded by the 26S proteasome. Nearly all inclusions (except for aggresomes) are
conserved in evolution, from yeast to human. The principles of the inclusion clearance mechanism are
conserved as well.

Various disordered proteins can form amyloid inclusions, the hallmark of human neurodegenerative
diseases, such as familial Alzheimer’s, Parkinson’s, and ALS, among others [10,11]. In several hereditary
neurodegenerative diseases, the seed for protein inclusion body formation is the intermolecular
interaction between molecules of a single, aberrant protein [12]. However, in sporadic, aging-related
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proteinopathies, where a genetic cause cannot be identified, immobile amyloid inclusions contain a
variety of proteins that have undergone irreversible unfolding and accumulate due to deterioration
of cellular PQC networks [13,14]. In contrast to amyloid inclusions, dynamic protein deposits are
continuously generated and dissolved but tend to accumulate during proteotoxic stress [8]. Hence,
this type of transient quality control inclusions is herein collectively termed “transient-QC” bodies.
The fact that both the sequestration and clearance of transient-QC bodies are spatially and temporally
regulated, highlights the critical importance of transient protein sequestration for the management of
protein homeostasis [9,15].

The removal of irreversible aggregates, such as the yeast IPOD and other amyloid inclusions in
higher eukaryotes, is primarily carried out by ubiquitin-dependent autophagy (Figure 1), a process
mediated by adaptor proteins that bind ubiquitylated autophagy substrates and the phagosome
receptor Atg8/LC3 [16,17]. Conversely, early, premature amyloid inclusions and transient-QC deposits
are cleared by a mechanism termed disaggregation, which is essentially the extraction of proteins
from insoluble aggregates. While autophagy permanently and indiscriminately disposes of IPOD
content, disaggregation entails diverting liberated proteins to either refolding or degradation by the
26S proteasome (Figure 1). Furthermore, in contrast to autophagy, selective disaggregation appears to
require the removal of polyubiquitin chains, as suggested by the critical role of deubiquitylation (DUB)
enzymes in the process [18]. Additional findings demonstrating that autophagy kicks in to dispose of
soluble misfolded protein aggregates when the proteasome is inhibited or overwhelmed, indicate the
existence of crosstalk between these two degradation systems [19–21].

Despite expanding knowledge about the biology of protein deposits and the recognition that
they are tightly controlled, highly conserved, PQC compartments that quarantine defective proteins,
much remains vague. Overwhelming of the chaperone system is likely a trigger for misfolded
protein deposition when Hsp70-dependent delivery of ubiquitylated proteins to the proteasome is
inhibited, leading to their sequestration [22,23]. It is still unclear how the relief of proteotoxic stress
triggers aggregate clearance and how the ensuing fate of disaggregated proteins to either refolding
or proteasomal degradation is determined. Recent findings implicating the ubiquitin system in the
regulation of misfolded protein deposition and specifically, in their breakdown, may hold answers to
these questions. Here we review new evidence for the role of chaperones and the UPS in the context
of a putative regulated mechanism that selectively releases proteins, determines their folding state,
and consequently, diverts them to the appropriate pathway. We further integrate these findings into a
general working model that offers future research directions.

2. Misfolded Proteins Are Extracted from Cell Inclusions and Sorted by Molecular Chaperones

The term “triage” in PQC was initially coined by Gottesman, Wickner, and Muarizi, referring
to a bacterial chaperone mechanism that discerns the folding state of proteins and subsequently
targets misfolded proteins to degradation [24]. It is most likely a selective process whereupon initially,
individual proteins are extracted and solubilized, after which their folding state is discerned and
accordingly, refolding or disposal is determined. When a protein is wedged in the compressed protein
environment of the inclusion, its folding dynamics is affected by inter protein contacts, therefore,
determination of a protein’s folding state likely requires prior solubilization. Thus, during inclusion
body dissociation, proteins must be extracted and triaged to either refolding or degradation. We herein
refer to disaggregation as a coupled solubilization-triage process.

Extraction of proteins from cellular inclusions requires the combined function of Hsp/Hsc 70 family
members, their Hsp40 co-chaperones (J-domain proteins), and Hsp110 nucleotide exchange factors
(NEFs) [25]. In general, the disaggregase constituents are modular, enabling functional versatility in
terms of binding and recruitment of folding and degradation factors. Hsp70s carry out the extrusion
while Hsp40 and Hsp110 chaperones ensure energy availability and delivery by activating ATP
hydrolysis and ADP/ATP exchange, respectively. In yeast, these chaperones cooperate with Hsp104,
an AAA+ ATPase hexamer that provides the energy for the extraction [26,27]. Intriguingly, the human
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disaggregase machinery disassembles protein aggregates independently of Hsp100 family members,
through the cooperation of mixed class J-domain proteins, Hsp70s, and NEFs [28–30].

A recent study from the late Stephan Jentsch lab [31] has demonstrated that the yeast Hsp70/Apj1
bi-chaperone pair, in cooperation with Hsp110, exclusively couples the dissolution of INQ to 26S
proteasome-mediated degradation, independently of Hsp104 function [32]. The involvement of the
Hsp40 co-chaperone in the proteasome-dependent disaggregation of transient-QC is in line with
findings that established Hsp40 co-chaperones not only as Hsp70 activators but also as regulators
of their binding specificity and functional diversity [32–35]. Now, the den Brave study, not only
establishes the function of the nuclear Hsp40, Apj1, in INQ clearance, but it also indicates that
Hsp104-dependent refolding and proteasome-mediated degradation of solubilized misfolded proteins
are independent disaggregation triage reactions [32]. Yet, Hsp104 activity is required for the turnover
of aggregation-prone, membrane-embedded, Endoplasmic Reticulum-Associated Degradation (ERAD)
substrates, but not for their soluble counterparts [36]. These findings indicate that yeast Hsp104 is
capable of contributing an extraction force for both the refolding of proteins that emerge from trans-Q
and the retro-translocation of ERAD substrates across the ER membrane.

3. A Role of the Ubiquitin-Proteasome System in Protein Quality-Control Triage Decisions

Unfortunately, like in real life, where not every ailment can be cured, terminal misfolding results in
afflicted proteins being eliminated by proteolysis. This is where the UPS plays a lead role. The findings
that overexpression of mutant CFTR or inhibition of the proteasome in cultured mammalian cells
results in aggresomes formation [3,37], led to the understanding that proteasomes play a key role in
the dynamics of protein inclusion bodies. Yet, it was only when the dynamics of pre-formed protein
inclusions in yeast had been investigated under conditions where new protein synthesis is curtailed,
that a key role of proteasomes in transient-QC clearance was realized [8,32,38].

3.1. Proteasome Inhibition Induces Transient-QC Accumulation

Protein inclusion levels increase when ubiquitin-mediated degradation of misfolded proteins is
compromised, suggesting that the 26S proteasome function is critical for the maintenance of transient-QC
bodies. Studies of the dynamics of pre-formed heat stress-induced inclusions in proteasome-inhibited
yeast cells have revealed that proteasomes function is dispensable for CytoQ formation and subsequent
merger to larger depositions [5,8]. However, proteasome inhibition prevented the dissolution of
misfolded protein depositions upon recovery from heat stress, indicating that it primarily functions
during disaggregation [8].

While the essential role of the proteasome in transient-QC disaggregation has been established [8,18,32],
one should take into account that these studies often follow the fate of proteins that are beyond
refolding and invariably degraded by the proteasome. Therefore, in each case, aggregate dissolution
depends on proteasome activity. It is still unclear what proportion of protein, released from authentic
transient-QC bodies under normal and proteotoxic stress conditions, are folded rather than degraded
and how the initial folding state is resolved.

3.2. Proteasomes Are Associated with Transient-QC Deposits

During aging, a substantial proportion of proteasomes appear to be associated with protein
deposition sites [39]. Apparently, they become available for UPS-mediated degradation only when
the cellular protein folding capacity is increased, as evident by the observation that overexpression of
Hsp104 in aged yeast cells increases UPS-mediated degradation without affecting the expression of its
components [39]. This finding implies that folding has precedent over degradation. Nevertheless, when
initial folding attempts are futile, degradation ensues. Most importantly, the fact that disaggregation
is attenuated when either the proteasome or Hsp104 are inhibited [8,33], indicates that extraction is
coupled to misfolded protein triage, apparently the rate-limiting step of disaggregation.
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Direct evidence for the mobilization of mammalian proteasomes to protein deposition sites
was provided by in situ Cryo-EM studies, using poly-GA-containing sequences that correspond to
Neuronal poly-GA aggregates in amyotrophic lateral sclerosis and frontotemporal dementia [40].
Notably, proteasomes were not observed in association with polyQ-bodies composed of expanded
huntingtin exon 1 aggregates [41], indicating that aggregation substrates determine the chemical as
well as the biological properties of the inclusion. Proteasomes co-localized with poly-GA aggregates are
stalled in an unproductive conformation and therefore their recruitment may hamper proteostasis [39].
A possible explanation for the inactivation mechanism was proposed, based on in vitro studies, where
neurodegeneration-derived protein oligomers inhibited 26S proteasome activity by allosterically
blocking substrate entry into the 20S catalytic core [42]. Thus, by sequestering inactive proteasomes,
amyloid aggregates reduce the cellular proteolytic capacity and exasperate proteotoxic stress. However,
catalytically inactive proteasomes can still operate in disaggregation by disassembling large fibrils
composed of recombinant proteins, into smaller assemblies [43]. This function is attributed to the
ATP-dependent, proteolysis-independent, activity of the proteasome holoenzyme. The association
of proteasomes with inclusion bodies is also observed in plants where GFP-tagged 26S proteasomes
transiently associated with cytoplasmic foci during recovery from heat stress [44]. These heat-induced
inclusions are extensively ubiquitylated, implying that both the proteasome and ubiquitin conjugates
play a role in disaggregation.

3.3. UBQLN2 Bridges between Transient-QC Bodies and the 26S Proteasome

The elimination of transient-QC bodies entails preliminary solubilization of monomers, only
after which, the liberated misfolded proteins are subjected to proteasomal degradation [32,38,45,46].
Understanding how solubilized misfolded proteins that fail to refold are targeted to the proteasome is
key to elucidating the operation of the PQC network in health and disease.

A seminal study by the Kurz lab in mammalian cells implicates the proteasome shuttle factor
Ubiquilin-2 (UBQN2) in proteasome-mediated elimination of transient-QC [38]. Both human UBQLN2
and its yeast ortholog Dsk2 bind to Lys48-linked poly-ubiquitin chains via the C-terminal UBA
domain, while the N-terminal UBL domain interacts with the proteasome, thus intermediating
protein degradation [47–51]. The Kurz study shows an association of UBQLN2 with inclusions
in mice brains, while co-immunoprecipitation experiments reveal direct UBQLN2 association with
Hsp70s. Importantly, the abolishment of UBQLN2 binding to the Hsp70 impairs the breakdown
of heat shock-induced inclusions. Thus, UBQLN2 emerges as a critical factor for the formation
of UBQLN2/Hsp70/proteasome ternary triage complex, apparently acting as an adaptor between
proteasomes and the Hsp70 component of the disaggregase via its stress-induced protein 1 (STI-1)
and ubiquitin-like (UBL) domains, respectively. In addition to STI-1, the UBA domain of UBQLN2
is also essential for the association of proteasomes with heat-induced inclusions, suggesting that
UBQLN2 is initially mobilized to aggregates by Hsp70 whereupon it binds ubiquitin-conjugated
proteins. Noteworthy is the dual function of the UBL domain: Not only does it bind the 26S proteasome,
but it also activates it [52]. Thus, in addition to bridging between the disaggregases and proteasomes,
UBQLN2 may also promote disaggregation by enhancing the degradation of solubilized protein.

3.4. Deubiquitylation Activity is Required for Transient-QC Clearance

When the Hsp70 capacity is limiting, such as during prolonged proteotoxic stress, cells sequester
misfolded proteins in a distinct transient-QC nuclear hub (INQ). Ubiquitin conjugation may drive
misfolded protein sequestration into transient-QC [23,53,54]. The finding that the amount of
insoluble poly-ubiquitin conjugates is substantially increased following heat stress, suggests that the
sequestered proteins retain their ubiquitin moiety [38]. Consequently, to better understand the role of
proteasome-mediate degradation in selective disaggregation one must consider how the ubiquitylation
state affects transient-QC solubilization and triage. A couple of arguments assert that ubiquitin
conjugates must be removed during triage: 1. Ubiquitin conjugation influences protein folding dynamics,
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thwarting the possibility of appropriate refolding [55]. 2. Ubiquitin conjugation would inevitably target
solubilized proteins to the proteolytic pathway, regardless if they are re-foldable. 3. The penetration
of a degradation substrate into the 20S proteolytic chamber requires prior removal of the ubiquitin
moiety. Findings that yeast Ubp3 DUB activity enhances transient-QC turnover [18], further support
the proposition that the removal of ubiquitin chains is required for misfolded protein disaggregation.

The yeast DUB enzyme, Ubp3, initially cloned by the A. Varshavsky Lab [56], participates in various
cellular reactions, including gene silencing, aneuploidy, osmotic stress, and vesicular trafficking [57].
In regards to proteolysis, deletion and overexpression of Ubp3 attenuates and stimulates, respectively,
ubiquitin-mediated degradation by the removal of polyubiquitin from degradation substrates at the
26S proteasome [58–60], thereby facilitating unfolding and threading of the proteolysis substrate into
the core of the catalytic 20S complex [61]. A role for Ubp3 in PQC was initially demonstrated by Baxter
and Craig who found that overexpression of the enzyme suppresses the temperature sensitivity of a
mutant yeast strain, devoid of the two key Hsp70 chaperones, SSA1 and SSA2 [62]. Obviously, in a
heat-stressed environment, where Hsp70 is limiting, the load of misfolded proteins that are targeted
to PQC-associated ubiquitylation increases substantially. Hsp70s function is necessary for protein
folding, degradation, and transient-QC turnover [63–65]. Consequently, during proteotoxic stress, their
shortage is exasperated, resulting in a massive buildup of inclusion bodies [65]. Now, an intriguing
study from the Nystrom Lab, conducted in yeast, provides an explanation for the suppression of the
Hsp70 requirement and the consequent growth advantage conferred by Ubp3 overexpression [18].
The study shows that upon recovery from heat shock, ubp3∆ cells display delayed clearance of INQ
and accumulate age-related inclusion bodies. In reciprocal experiments, overexpression of Ubp3
reduces aggregation and cytotoxicity of inclusions harboring a temperature-sensitive mutant protein in
ssa1/ssa2∆ cells. The turnover of the heat-induced protein depositions is strictly dependent on the Ubp3
DUB activity and most importantly, it requires the activity of stress response elements, primarily UPS
components, as is evident by the inability of Ubp3 overexpression to enhance inclusion solubilization in
cells deleted of the stress-regulated transcription activator Rpn4 [18]. The fact that Ubp3 DUB activity
can overcome Hsp70 deficiency, suggests that the removal of poly-ubiquitin conjugates promotes
misfolded protein solubility, and is in perfect agreement with the findings that poly-ubiquitin chains
promote misfolded protein sequestration [23].

4. A Putative Model for the Mechanism of Triage Decisions during Disaggregation

Much progress has been made during the last decade towards elucidating the physiology and
biology of transient protein deposits. It is now evident that misfolded proteins are subjected to
multiple fates, depending on their intrinsic folding state, post-translational modification(s), and cellular
environment. Traditionally, studies of protein sequestration dynamics have focused on factors that
trigger inclusion body formation. The current review has assembled the recent advances made in the
investigation of aggregate breakdown with emphasis on the role of the UPS. We now consolidate this
data into a model for the disaggregation mechanism of transient-QC bodies (Figure 2).

The turnover of transient-QC is determined by the rates of misfolded protein coalescence and
solubilization. Under normal physiological conditions, high protein folding capacity and efficient UPS
activity determine a rapid turnover of transient-QC, hence, they are practically invisible. Enhanced
sequestration, concomitant with reduced disaggregation and misfolded protein degradation during
proteotoxic stress, increases coalescence and decreases disaggregation and degradation rates, lowering
transient-QC turnover. As a result, transient-QC bodies accumulate in nuclear and/or juxtanuclear sites.

Transient-QC bodies disaggregation entails several consecutive steps: (A) Initially, sequestered
proteins are extracted by a disaggregase machinery, composed of an Hsp70/Hsc70 that cooperates with
alternate Hsp40s and Hsp110. (B) Once sequestered proteins are solubilized, they are subjected to a
triage, carried out by either (C) Hsp104 foldase in yeast or a metazoan functional homolog or, (D) the
26S proteasome. The Hsp40 co-chaperone determines the triage path: Hsp70/Apj1 determines 26S
proteasome-mediated degradation while the Hsp70/Sis1pair facilitates folding [32].
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Figure 2. Working model of transient-QC disaggregation. (A) Misfolded proteins in transient-QC
are dissolved by Hsp40/Hsp70/Hsp110 chaperones. (B) Once solubilized, misfolded proteins are
sorted to either (C) refolding or (D) degradation. Protein refolding requires the cooperative activity
of Hsp40/Hsp70 bi-chaperones and Hsp104. Protein degradation is facilitated by adaptor proteins,
such as UBQLN2 that bridge between the ubiquitylated substrate and the proteasome 19S regulatory
subunit. Ubp3 and possibly additional DUBs remove poly-ubiquitin chains from solubilized misfolded
proteins prior to proteolysis and refolding. Yellow, ubiquitin conjugates; Dark blue, substrate.

Proteasome-mediated degradation of transient-QC- solubilized misfolded proteins requires
specialized auxiliary proteins, such as mammalian UBQLN2 (and possibly its yeast ortholog, Dsk2)
and yeast Ubp3. UBQLN2 is recruited to transient-QC bodies via Hsp70 where it binds ubiquitylated
proteins through its UBA domain. The UBL domain of UBQLN2 binds proteasomes, thus facilitating
proteasome sequestration in the vicinity of transient-QC and consequent coupling of degradation to
disaggregation. The proteasome-associated Ubp3 DUB activity is required for proteasome-dependent
degradation of solubilized transient-QC proteins [18]. Whether Ubp3 operates before UBQLN2/Dsk2
association or after the shuttle factor has delivered its cargo to the proteasome is yet to be determined.
Solubilized proteins destined to refolding are possibly deubiquitylated and presented to the Hsp104
foldase via a Hsp70/Sis1 bi chaperone that likely also contribute to the refolding process.

5. Future Perspectives

Multiple studies in yeast during the last decade, primarily from the Bukau, Nystrom, and Frydman
labs, established a detrimental function for disaggregation in transient-QC turnover and cell fitness.
Further studies in mammalian cell systems indicate that disaggregation is an evolutionarily conserved
mechanism. Yet, a substantial research effort is still necessary to better understand the relative contribution
of disaggregation to the turnover of protein inclusions. Understanding aggregation dynamics begs to
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answer key questions such as: What triggers aggregation and whether it is induced by default when
chaperone availability becomes scarce, or rather, a tightly regulated process. The mechanism by which the
PQC system discerns the refolding potential of proteins and consequently their fate upon triage is also
a complete mystery: Specifically, how the crosstalk between the folding and degradation machineries
is mediated. An in-depth evaluation of these topics should be addressed through studies of the entire
aggregate proteome under normal and proteotoxic stress conditions. The analyses could be facilitated
by using quantitative mass-spectrometry approaches and supplementary high-throughput proteomic
methods, such as the GPS (Global Protein Stability) approach, developed at the S. Elledge Lab [66].
GPS that has been an excellent platform for a proteome-scale analysis of protein turnover under various
physiological and disease conditions, can now be implemented in the investigation of transient-QC
bodies and other insoluble protein aggregates.

The more we uncover the mechanism governing transient-QC turnover the better we understand
what might turn these into pathological, senile lesions. Hence, a comprehensive biochemical insight of
transient-QC biology will advance our ability to diagnose early predisposition to accumulate protein
depositions and consequently, to develop therapies to attenuate disease progression.
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