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ABSTRACT

DJ-1 e una proteina che gioca un ruolo cruciale nel mantenimento delle funzioni
mitocondriali e, in generale, del’omeostasi cellulare. A livello neuronale, I'importanza
di DJ-1 é confermata dal fatto che le mutazioni che determinano perdita della funzione
di questa proteina sono causa di una rara forma genetica recessiva della malattia di
Parkinson (PD). Coerentemente, attraverso l'utilizzo di organoidi di mesencefalo
derivati da cellule staminali pluripotenti indotte (iPSC) e stato dimostrato che la perdita
della funzione di DJ-1 causa una riduzione della proteolisi lisosomiale. Questo difetto
favorisce un aumento dei livelli di a-sinucleina sia in forma fosforilata che aggregata e
un accumulo di advanced glycation end products (AGEs) nelle biomolecole, entrambi
fenotipi riconducibili allo sviluppo di PD. Il lavoro scientifico analizzato evidenzia il ruolo
cruciale degli astrociti nel rimuovere proteine aggregate o tossiche, proteggendo cosi
la funzione neuronale. Come dimostrato in co-colture di neuroni di mesencefalo e
astrociti, nelle cellule gliali, DJ-1 partecipa al mantenimento dell'attivita proteolitica
assicurando una corretta proteostasi dei neuroni. Al contrario, astrociti DJ-1 loss of
function acquisiscono un fenotipo infammatorio e perdono la loro funzione protettiva.
In conclusione, la perdita di funzione di DJ-1 non solo impedisce agli astrociti di evitare
'accumulo proteico tossico che porta a neurodegenerazione in modelli di PD, ma lo

favorisce.




1. INTRODUZIONE: DJ-1 E PARKINSON

DJ-1 & una piccola proteina omodimerica, codificata dal gene PARK?7, evolutivamente
molto conservata tra procarioti e eucarioti(1,2). E espressa in modo ubiquitario e
localizzata principalmente nel citoplasma, ma viene anche trasferita nel nucleo e nei
mitocondri in condizioni di stress(3,4). |l suo corretto livello di espressione e
fondamentale per il mantenimento del’'omeostasi cellulare. Infatti, la sovraespressione
di DJ-1 pu0 essere correlata alla progressione di forme di cancro(3), mentre la perdita
della sua funzione & associata a malattie neurodegenerative. Mutazioni in omozigosi

nel gene PARK 7 sono correlate a forme recessive della malattia di Parkinson (PD) (5).
1.1 FUNZIONI DELLA PROTEINA DJ-1

Le funzioni di questa proteina sono molteplici ma i meccanismi molecolari attraverso
cui agisce non sono ancora del tutto chiari. DJ-1 € coinvolta nellomeostasi e nella
respirazione mitocondriale, prevenendo l'incremento di ROS(6,7). L’assenza di DJ-1
causa la frammentazione dei mitocondri e porta ad una riduzione del loro potenziale di
membrana in varie linee cellulari, tra cui neuroni dopaminergici umani(6,7). Tramite
saggi di co-immunoprecipitazione si & scoperto che DJ-1 interagisce con le subunita 3
del’ATP-sintetasi mitocondriale e con le due subunita del complesso | mitocondriale.
In neuroni dopaminergici murini la perdita di funzione del complesso | &€ associata a
difetti nel suo assemblaggio, che € ritenuto sia proprio mediato da DJ-1(8). Questa
proteina e inoltre coinvolta nella corretta modulazione del processo di mitofagia, un

meccanismo cellulare mediante il quale vengono degradati i mitocondri(7,9).

E noto che DJ-1 abbia anche un’importante proprieta antiossidante e che possa essere
considerata un sensore di ROS. In particolare, le interazioni di DJ-1 con proteine
mitocondriali aumentano in condizioni di stress ossidativo, suggerendo che una delle
funzioni della proteina sia coinvolta nella risposta contro l'iperossidazione(10,11). Il
silenziamento di questa proteina causa ipersensibilita allo stress ossidativo e morte
cellulare indotta da ROS4,12,13). DJ-1 presenta tre residui di cisteina conservati:
Cys43, Cys53 e Cys106, suscettibili a modificazioni post-traduzionali in risposta alla

variazione dello stato ossidativo nella cellula. L’ultimo residuo in particolare ha un ruolo



essenziale nella funzione antiossidante della proteina, che viene persa se Cys106
viene sostituito con serina, alanina o aspartato(14). Questo residuo pud essere ossidato
consecutivamente in tre forme. La forma sulfonica (SOsH) € la forma attiva di DJ-1 che
partecipa alle funzioni antiossidanti. Un’eccessiva ossidazione di questa proteina,
tuttavia, la destabilizza fino alla perdita di funzione(15). Sono stati svolti vari studi per
comprendere i meccanismi molecolari tramite cui DJ-1 svolge la sua funzione
antiossidante, finora perd non si € giunti a una risposta univoca. In vitro, DJ-1 sembra
svolgere un’attivita di scavenging diretta eliminando il perossido di idrogeno (12), inoltre
regola I'espressione di fattori di trascrizione come Nrf2, coinvolto a sua volta nella
modulazione di geni antiossidanti(1i6). DJ-1 sembra essere anche coinvolta
nell'attivazione dell’enzima antiossidante Copper-Zinc Superoxide Dismutasi 1 (SOD1)
tramite trasporto di ioni rame (17). Questa sua funzione non ¢ tuttavia universalmente
accettata, dal momento che alcuni lavori sostengono che l'attivita di DJ-1 sia esercitata
indipendentemente dalla presenza di SOD1(18).

La funzione di DJ-1 € stata infine associata anche al processo dell'autofagia
(Autophagy Lysosomal Pathway - ALP -), un meccanismo di degradazione cellulare
che verra descritto in seguito. Infatti, in cellule di neuroblastoma il silenziamento di DJ-
1 riduce i livelli di microtubule-associated protein 1A/1B light chain 3 (LC3), una
proteina coinvolta nel processo autofagico che si localizza nella membrana
dellautofagosoma. Inoltre, I'assenza di DJ-1 causa liperattivazione di mechanistic
target of rapamycin 1 (mTORC1), un complesso proteico con azione inibente nei
confronti dell’autofagia(19). Il silenziamento di DJ-1 & stato infine recentemente
associato a disfunzioni dell’autofagia nella microglia, dove favorisce I'accumulo di

proteine, tra cui a-sinucleina(20).

1.2 EFFETTI DELLA MALATTIA DI PARKINSON

Dal momento che DJ1 ha importanti funzioni antiossidanti e di regolazione
dellautofagia &€ comprensibile come possa essere correlata ai processi che
accompagnano lo sviluppo della PD. Questa patologia causa la morte cellulare di una
precisa popolazione neuronale della substantia nigra (SN), i neuroni dopaminergici. Le
cause di questa patologia possono essere sia ambientali che genetiche. Oltre a



PARK?7, sono stati identificati diversi geni la cui mutazione e causa di forme familiari di
PD. Si tratta di forme autosomiche recessive - tra cui appunto PARK7, parkin e pink1 -
ma anche forme autosomiche dominanti, tra le quali € presente il gene SNCA
(codificante a-sinucleina)(21). Proprio mutazioni a quest’'ultimo gene sono associate a
disfunzioni nell’autofagia e a meccanismi di controllo della qualita proteica, condizioni
che promuovono l'accumulo di specie tossiche di a-sinucleina, come la forma
fosforilata e aggregata (22). Un altro processo associato a PD & I'accumulo cellulare di
AGEs. Queste sono molecole che si generano a causa della glicazione di lipidi e
proteine da parte di zuccheri. L’accumulo di AGEs € un processo che accompagna
I'invecchiamento, ma il suo eccessivo incremento € stato associato a malattie

neurodegenerative correlate all'invecchiamento(23).

1.3 AUTOFAGIA

L’autofagia € un meccanismo che permette la degradazione e il riciclo di materiale
intracellulare. Essa rappresenta uno strumento necessario alla cellula per un corretto
turnover molecolare, per la rimozione di cargo specifici e per la degradazione di
organelli. Questo importante processo avviene grazie alla formazione di autofagosomi,
vescicole costituite da una doppia membrana che si generano dall’espansione del
fagoforo, una struttura che origina nei siti di contatto tra reticolo endoplasmatico (RE)
e mitocondrio(24-26). All'interno di essi viene reclutato il materiale che verra digerito in
seguito grazie all’attivita dei lisosomi, organelli delimitati da membrana caratterizzati da
un lume acido e dalla presenza di enzimi idrolitici, aventi il compito di degradare
molecole biologiche. Il tasso di formazione degli autofagosomi, la loro grandezza e
numero & essenziale per determinare la velocita e il livello di degradazione proteica
nella cellula. Per la formazione del fagoforo vengono reclutate molte proteine facenti
parte della famiglia Autophagy Related Genes (ATG)(27). La proteina ATGS, altrimenti
detta LC3, e presente in maniera ubiquitaria nel citoplasma della cellula in forma non
lipidata (LC3-l). Quando lautofagia viene indotta, LC3-l viene reclutata nella
membrana del fagoforo e lega il gruppo aminico della fosfatidiletanolammina. In questo
modo viene convertita nella forma lipidata LC3-11(28). Il livello di LC3-Il € quindi un indice

per misurare il flusso autofagico e la sua alterazione in particolari condizioni.



Un'altra proteina utilizzata nell’analisi dell’autofagia & P62, un importante recettore che
coadiuva la degradazione di aggregati e di substrati specifici favorendone l'inclusione
nell’autofagosoma in formazione. Il suo corretto turnover rispecchia una proteostasi
attiva(29). Cio significa che la sua degradazione correla con il livello di attivita
lisosomiale. La funzionalita dei lisosomi infine pud essere valutata attraverso saggi che
analizzano [lattivita di enzimi lisosomiali, uno di questi € la glucocerebrosidasi
lisosomiale codificata dal gene GBA71. Questo enzima € necessario per la
degradazione di glucosilceramidi e una sua disfunzione porta alla formazione di

lisosomi anomali, al’accumulo di a-sinucleina e ad anomalie autofagiche(30).

| livelli delle proteine LC3-11 e P62 vengono spesso utilizzati per indagare I'attivita
autofagica cellulare. Entrambi questi marcatori possono descrivere il flusso autofagico
solo in modo parziale, per questo vengono misurati parallelamente. La variazione di
LC3-1l infatti fornisce informazioni solo sul’aumento o sulla diminuzione del numero di
autofagosomi, ma non permette di analizzare I'attivitd degradativa autofagica. Il livello
di P62 invece & associato piu specificatamente alla proteolisi lisosomiale, ma il suo

livello € influenzato anche da altri processi cellulari.

1.4 OBIETTIVI DEL LAVORO

In questo lavoro di tesi ho analizzato un articolo scientifico volto ad indagare il
contributo degli astrociti nel processo di neurodegenerazione, prestando particolare
attenzione agli effetti negativi che comporta la perdita di funzione di DJ-1 in questo tipo
cellulare. Questa proteina, come gia descritto, pud svolgere diverse funzioni
direttamente coinvolte nelle disfunzioni caratteristiche del PD: DJ-1 & coinvolto nei
pathways dello stress ossidativo, in particolare nell’ossidazione della dopamina e ha
un ruolo nella regolazione dell’autofagia(31). Inoltre, studi recenti hanno descritto
I'attivita glicosilasica di DJ-1, che protegge le macromolecole cellulari da glicazioni
dannose(32-34). E stato anche osservato un aumento delle forme altamente ossidate
e quindi inattive di DJ-1 nella corteccia cerebrale di pazienti PD(35). Tutto cido conferma
che la diminuzione dell'attivita di questa proteina pud contribuire alla patogenesi di PD.



Il lavoro scientifico analizzato descrive inizialmente gli effetti che la perdita di funzione
di DJ-1 determina in modelli di organoidi umani. In particolare, viene indagata la
correlazione tra I'assenza di DJ-1 e fenotipi associati a PD come I'accumulo di a-
sinucleina e l'incremento di AGEs intracellulare. Lo studio si propone di analizzare in
particolare il ruolo che gli astrociti hanno nella comparsa di questi fenotipi mediante
l'utilizzo di colture 2D di queste cellule gliali. Attraverso un’analisi proteomica e
fosfoproteomica degli astrociti, vengono inoltre descritti i processi molecolari
significativamente influenzati dalla perdita di funzione di DJ-1. L’obiettivo dello studio &
quindi quello di investigare, mediante I'utilizzo di diversi saggi, come le funzioni
metaboliche vengano compromesse dalla mutazione del gene PARK?7, in modo tale da

chiarire il ruolo patogenico degli astrociti in PD.




2. MATERIALI E METODI

2.1 IMMUNOISTOCHIMICA

L'immunoistochimica € una tecnica che permette di evidenziare la presenza di
specifiche proteine in sezioni di tessuto o in cellule fissate. Nello studio, analisi di
questo tipo sono state svolte sia in cellule che in sezioni di organoidi.

Le cellule sono state fissate in paraformaldeide (PFA) 4% per 20 minuti. Per la
preparazione del campione € stata usata una soluzione con 0,1% Triton X-100 - che
permeabilizza le cellule permettendo cosi I'ingresso degli anticorpi - e siero equino 5%
per il bloccaggio. Infine, le cellule sono state lavate in un buffer salino (PBS) e incubate
overnight a 4°C con anticorpo primario specifico per la proteina di interesse. Dopo
ulteriori lavaggi le cellule sono state incubate con anticorpi secondari coniugati a
fluorofori che si legano all’anticorpo primario. Per la colorazione del nucleo i campioni

sono stati incubati con DAPI, un intercalante del DNA.

Gli organoidi sono stati invece fissati in PFA 4% e inclusi in paraffina. Attraverso un
microtomo sono state ottenute sezioni di 4-6 um, poi mantenute overnight a 70°C. A
seguire sono stati esposti gli antigeni mediante incubazione con acido citrico. Infine, le

sezioni sono state incubate con anticorpo primario e secondario.

2.2 WESTERN BLOT E DOT BLOT

Il western blotting e il dot blotting sono due tecniche che permettono di analizzare il
livello di specifiche proteine all'interno di un campione. Queste tecniche sono state
largamente utilizzate nello studio, al fine di confrontare I'espressione di determinate
proteine tra campioni con diverso genotipo sottoposti a trattamenti differenti.

Per ottenere i lisati a partire da colture cellulari o organoidi sono stati utilizzati un buffer
RIPA e un buffer di lisi 1-2% SDS contenente gli inibitori delle proteasi e fosfatasi. La
concentrazione proteica del lisato € stata misurata tramite metodo BCA. 20-40 pug di

proteine denaturate e in condizioni riducenti sono stati caricati in gel elettroforetico



precasted. Le proteine attraversano il gel per differenza di potenziale a una velocita
che dipende dalla loro carica e dimensione (proteine piu piccole attraversano il gel piu
velocemente rispetto alle quelle di dimensioni maggiori). Le proteine sono state poi
trasferite su membrane PVDF mediante un dry blotting system, che sfrutta la carica
elettrica delle proteine per farle migrare grazie ad una differenza di potenziale. Le
membrane sono state prima bloccate in soluzione di PBS contenente 5% di latte e
0,1% di Tween-20, poi lavate quattro volte in TBS-T ed infine incubate overnight con
apposito anticorpo primario. Dopo quattro ulteriori lavaggi, le membrane sono state
incubate con anticorpi secondari specie-specifici coniugati a perossidasi di rafano. Le
proteine vengono visualizzate sottoforma di bande che si sviluppano tramite I'utilizzo
di un substrato che reagisce con la perossidasi. La dimensione e I'intensita di colore di

ogni banda correla con il livello di proteina nel campione.

E stato eseguito stripping per incubare le stesse membrane con anticorpi primari
diversi. | dot blot sono stati ottenuti alla stessa maniera, senza pero la necessita di
separare in bande le proteine tramite una corsa elettroforetica in gel.

2.3 ORGANOIDI DI MESENCEFALO E COLTURE DI ASTROCITI

Per ottenere organoidi umani di mesencefalo (hMIDOs) sono state utilizzate human
induced pluripotent stem cells (hiPSCs). Queste sono state coltivate in Stemflex™
medium a 37°C con 5% di CO2 in incubatore umido. Per l'aggregazione e il
differenziamento di organoidi sono state usate delle fiasche da 125 ml, posizionate in
una piastra per mescolamento alla velocita di 65 rpm. Una volta che le sfere hanno
raggiunto i 300-500 um, condizione validata grazie ad opportuno filtraggio, € stato
indotto il differenziamento mediante un cocktail di fattori. Per il mantenimento a lungo
termine, gli organoidi sono stati trasferiti in piastre a bassa adesione alla
concentrazione di 5 sfere per ml di terreno.
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figura 1: viene descritto il processo di formazione degli organoidi a partire da hiPSCs umane. Gli
hMIDOs possono essere generati da linee cellulari di controllo o mutanti per DJ1. Il differenziamento
avviene in due fasi, la seconda, a partire dal giorno 12, avviene grazie ad un terreno contenente fattori
per il differenziamento del mesencefalo. Al giorno 100 & possibile generare delle colture di astrociti a

partire dagli organoidi

Nello studio sono state ottenute colture bidimensionali di astrociti a partire dagli
organoidi. Al giorno 90 le fiasche da 125 ml contengono centinaia di organoidi. Questi
sono costituiti da diversi tipi cellulari: neuroni, tra cui i dopaminergici, cellule neurali
progenitrici (NPCs) e cellule gliali, tra cui gli astrociti. Per isolare i progenitori degli
astrociti, gli organoidi sono stati delicatamente spezzettati in soluzione di tripsina grazie
ad una pipetta di vetro. Dopo lavaggi e centrifugazioni preliminari, le sospensioni
cellulari sono state seminate in piastre da 15 cm in terreno semisolido. Le cellule sono
state mantenute per una settimana in un terreno per la proliferazione degli astrociti,
fino a quando i primi astrociti hanno aderito e hanno cominciano a dividersi. Al
raggiungimento del 70% di confluenza, le colture sono state passate in nuove piastre.
Per gli esperimenti di co-coltura, NPCs di mesencefalo di 14 giorni e astrociti di 100
giorni sono stati seminati in proporzione 5:1 in una piastra da 96 pozzetti. Le co-colture
sono state mantenute in coltura per due settimane in medium di maturazione, per poi
essere trasferite in terreno apposito per il mantenimento a lungo termine. |l protocollo
di trapianto di astrociti in organoidi, invece, prevede che ad ogni hMIDO vengano
inserite 50 mila cellule gliali. Per 72 ore la sospensione di organoidi € stata trattata con
siero al fine di favorire I'impianto. Infine, ogni organoide € stato inserito in un pozzetto

diverso.
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figura 2: gli astrociti sono stati trapiantati in organoidi all'interno di una piastra dal fondo a V. Dopo 24

ore, sono stati trasferiti in una piastra da 96 pozzetti, e mantenuti fino al giorno 60

2.4 SAGGIO SEAHORSE XF

Questo saggio permette di quantificare e confrontare la capacita glicolitica e il tasso di
glicolisi in campioni cellulari. E stato utilizzato nello studio per verificare se 'aumento
di AGEs fosse dovuto ad un aumento di espressione di qualche metabolita associato
alla glicolisi o reattivo per la glicazione, oppure fosse dovuto alla perdita della funzione
di DJ-1, in particolare della sua attivita deglicasica.

Se in un primo campione cellulare aumenta il livello di AGEs rispetto ad un secondo, e
parallelamente il tasso di glicolisi e la capacita glicolitica non varia tra i due, significa

che nel primo campione & compromessa la funzione deglicasica.

2.5 SAGGIO QUANTITATIVO DQ RED BSA

Questo saggio permette di valutare l'attivita proteolitica di una cellula. Viene utilizzata
una sonda DQ-BSA che entra nel lume dei lisosomi e viene degradata dalle proteasi
lisosomiali. Cid comporta I'emissione di fluorescenza che pud essere quantificata
mediante appositi sensori. Il livello di fluorescenza misurato € quindi proporzionale

all’attivita di proteolisi lisosomiale della cellula.



2.6 ANALISI PROTEOMICA GLOBALE E FOSFOPROTEOMICA

Per questo tipo di analisi sono stati ottenuti diversi estratti cellulari utilizzando un buffer
RIPA contenente gli inibitori delle proteasi e delle fosfatasi. Per ogni estratto sono stati
prelevati campioni contenenti 40 ug di proteine, poi sottoposti a riduzione dei legami
disolfuro. Dopo aver precipitato la componente proteica con una soluzione metanolo-
cloroformio, i campioni sono stati digeriti con tripsina secondo un rapporto 100:1
proteina-proteasi. | peptidi cosi ottenuti sono stati etichettati mediante un TMT (tandem
mass tag). Questo tag viene utilizzato per la quantificazione relativa delle proteine in
analisi proteomiche, e consente di analizzare contemporaneamente anche piu
campioni. Tramite I'utilizzo di high performance liquid chromatography (HPLC) a fase
inversa i campioni sono stati frazionati in sottocampioni. Dopo una fase di desalting, le

frazioni ottenute sono state sottoposte ad analisi di spettrometria di massa.

La spettrometria di massa € una tecnica che permette di misurare con estrema
precisione la massa di molecole. Le molecole analizzate, in questo caso proteine,
devono essere ionizzate, per poi essere separate mediante degli analizzatori in base
al rapporto massa/carica. Il risultato che si ottiene € uno spettro di massa nel quale ad
ogni peptide viene attribuito un valore. Consultando database proteici, mediante
opportuni algoritmi, si pud correlare ad ogni valore un’identita. In questo modo,
misurando la massa, € possibile capire quali frammenti proteici sono contenuti
all'interno di un campione e in che quantita. Le principali qualita di questa tecnica sono
I'accuratezza e la risoluzione. Cio significa che il valore di massa misurato € molto
vicino al valore reale, e che la spettrometria di massa € in grado di distinguere molecole

aventi massa molto simile.
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3. RUOLO DI DJ-1 IN ORGANOIDI UMANI DI MESENCEFALO

3.1 ORGANOIDI DJ-1 KO DIMOSTRANO DISFUNZIONI AUTOFAGICHE E
ACCUMULO DI a-SINUCLEINA

| modelli prevalentemente utilizzati dal lavoro scientifico analizzato sono organoidi
umani di mesencefalo, derivati da diverse linee cellulari. | hMIDOs di controllo sono
stati ottenuti da una linea di cellule staminali umane pluripotenti indotte (hiPSC) BJSIPS
proveniente da un individuo maschio sano. Da queste cellule é stata ricavata una linea
isogenica con knockout DJ-1 in omozigosi o in eterozigosi mediante CRISPR-Cas9
editing. Il successo della mutazione e stato confermato tramite sequenziamento
Sanger e western blot. E stata poi utilizzata una seconda linea cellulare hiPSC (KOLF
2.1J) sana e una sua linea isogenica avente la mutazione puntiforme DJ-1 L166P.
Questa mutazione associata a PD determina la perdita di funzione della proteina e
consiste nella sostituzione di una leucina con una prolina al residuo 166. A partire da
queste cellule sono state ottenute due linee di cloni L166P-1 e L166P-2. L'importanza
di avere linee isogeniche sta nel fatto che le eventuali alterazioni che si riscontreranno
tra mutato e controllo devono essere causate esclusivamente dalla mutazione e non

da altre differenze nel background genetico.

Come gia anticipato, a partire da queste linee cellulari sono stati generati diversi
hMIDOs. La loro crescita & stata analizzata a diversi time point dall'inizio del
differenziamento (40 giorni, 100 giorni e 200 giorni). In particolare, mediante tecniche
di immunoistochimica é stata verificata la presenza di proteine specifiche delle cellule
del mesencefalo, di astrociti e di neuroni dopaminergici.

Dopo 40 giorni, gli hMIDOs DJ-1 L166P presentano livelli piu bassi di NURR1, una
proteina correlata al livello di maturazione del mesencefalo, suggerendo un ritardo
dello sviluppo rispetto agli organoidi di controllo. Gli hMIDOs DJ-1 KO a questo time
point invece non presentano significativi rallentamenti nello sviluppo. Dopo 100 giorni,
la presenza della proteina GFAP evidenzia la crescita di astrociti, che aumenta fino ai
200 giorni. La presenza di MAP2, una proteina associata all’arborizzazione e quindi

alla maturazione neuronale, conferma il corretto sviluppo degli organoidi. La presenza
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di neuroni dopaminergici maturi é rilevabile grazie allo staining con GIRK2, e viene
confermata dopo 200 giorni dall’inizio del differenziamento degli organoidi con la
misurazione del livello di dopamina tramite spettrometria di massa. Nonostante i livelli
di dopamina non varino significativamente tra hMIDOs DJ-1 KO e hMIDOs di controllo,
e stata rilevata una significativa diminuzione di cellule positive a GIRK2 (un marcatore
dei neuroni dopaminergici) nei primi: cid dimostra che la mutazione di DJ-1 causa un

decremento di neuroni dopaminergici negli organoidi.

Come gia descritto, 'accumulo neuronale di forme aggregate e fosforilate di a-
sinucleina contraddistingue diverse forme genetiche e sporadiche di PD. Per questo &
stata misurata I'aggregazione di questa proteina nel tempo attraverso tecniche di
western blot e dot blot. In hMIDOs DJ-1 KO si osserva un significativo aumento di a-
sinucleina fosforilata monomerica rispetto ai controlli a partire dal giorno 200. Lo stesso

risultato e stato ottenuto osservando i livelli di a-sinucleina in forma aggregata.
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figura 3: confronto dei livelli di a-sinucleina aggregata solubile a TTX (detergente non ionico non
denaturante) o a SDS (detergente ionico forte denaturante) tra hMIDOs DJ-1 KO e hMIDOs di controllo

nei due diversi time point di 40 e 200 giorni

E noto che a-sinucleina monomerica o in forma aggregata indebitamente accumulata
all'interno della cellula venga rimossa tramite processi lisosomiali di autofagia. In virtu
del’accumulo di a-sinucleina appena descritto, gli autori dell’articolo hanno voluto
verificare se il KO di DJ-1 comprometta proprio queste funzioni. Per farlo sono stati
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trattati degli organoidi di 100 giorni con bafilomicina A1 (BAF), un composto chimico
che, impedendo I'acidificazione del lume lisosomiale, ne blocca I'attivita. Utilizzando
dei marcatori opportuni, si & verificato I'eventuale presenza di alterazioni nel livello di
attivita autofagica tra campioni BAF+ e campioni BAF-. Se in seguito all’esposizione a
BAF I'attivita autofagica non varia significativamente, vuol dire che gia inizialmente era
compromessa. Al contrario, se dopo I'esposizione a BAF I'attivita autofagica diminuisce

sensibilmente, significa che inizialmente avveniva in modo corretto.

Si sono percid misurati tramite western blot i livelli di LC3-II in lisati di organoide: il suo
livello basale in hMIDOs DJ-1 KO diminuisce rispetto a quello in hMIDOs di controllo.
Inoltre, il flusso di LC3-Il non varia significativamente tra hMIDOs DJ-1 KO trattati e
non trattati con BAF. Cio significa che I'autofagia in hMIDOs DJ-1 KO é compromessa.
Non si sono invece evidenziate variazioni nellaccumulo di P62 tra hMIDOs DJ-1 KO
trattati e non trattati con BAF, confermando ancora una volta la compromissione basale
dell'attivita autofagica in questi organoidi. | risultati finora descritti sono visibili in figura
4. Infine, € stata evidenziata una variazione significativa del livello di GBA tra hMIDOs
DJ-1 KO e hMIDOs di controllo a partire dal giorno 200, dato che indica chiaramente

una disfunzione lisosomiale.
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Questi risultati dimostrano come il knockout di DJ-1 comporti significative disfunzioni
nei processi autofagici in modelli hMIDOs, che a loro volta causano I'accumulo di a-
sinucleina in forma monomerica fosforilata e in forma aggregata. Grazie agli
esperimenti di immunoistochimica inoltre vengono esposti gli effetti della mutazione al
gene PARK?7 sulla maturazione del mesencefalo, tra i quali c’é una diminuzione del

numero di neuroni dopaminergici.

3.2 ORGANOIDI DJ-1 KO ACCUMULANO PROTEINE DANNEGGIATE DA
GLICAZIONE

In pazienti affetti da PD, gli AGEs e i rispettivi recettori (RAGES) sono accumulati in
grande quantita nella SN e nella corteccia cerebrale. Cid € causato dai danni da stress
ossidativo e porta a neurodegenerazione (22). E stato valutato 'accumulo di AGEs nei
hMIDOs, per indagare in che modo la perdita di funzione di DJ1 contribuisca a questo
processo. Per farlo & stato misurato, mediante dot blot, il livello di methylglyoxal-derived
hydroimidazolone (MGH), un prodotto iniziale del processo di glicazione. Come
mostrato in figura 5 si osserva un notevole innalzamento di MGH in hMIDOs DJ-1 KO
di 100 e 200 giorni rispetto ai controlli. Non si notano invece alterazioni significative in
hMIDOs di 40 giorni e in iPSC, a dimostrazione del fatto che & necessario del tempo

affinché questo fenotipo venga manifestato.
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figura 5: dot plots sui livelli di MGH in diversi modelli DJ-1 KO, come cellule iPSC, hMIDOs di 40, 100
e 200 giorni
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Del tutto simili sono i risultati riguardanti i livelli di RAGEs, che sono affidabili biomarker
della presenza di AGEs: in hMIDOs DJ-1 KO di 200 giorni si osserva un netto aumento

di queste molecole, cosi come parzialmente anche hMIDOs DJ-1-KO di 40 giorni.

Grazie a Seahorse XF essay ¢ stato determinato che 'aumento di MGH, che rispecchia

'incremento del livello di AGEs cellulare, sia da ricondurre ad una mancata attivita

riparatrice di DJ-1.

Un altro aspetto valutato riguardo all'effetto degli AGEs e stato il danno al DNA
mediante I'analisi della presenza di fosforilazione negli istoni H2A.X. La fosforilazione
di H2A.X ¢ utilizzata come indicatore della frequenza con la quale gruppi carbonilici
reattivi tossici tendono a reagire con residui di guanina, causando double strand breaks
nelle catene di DNA(33).Infatti, i meccanismi di riparazione del DNA determinano la
fosforilazione degli istoni. La presenza di P-H2A.X e quindi associata all’attivita tossica
dei prodotti di glicazione. In iPSCs DJ-1 KO il livello di P-H2A.X & piu elevato rispetto
ai controlli e, considerando che contemporaneamente non € stata misurata alcuna
variazione di espressione basale di H2A.X, questo incremento pud essere proprio

ricondotto ad una maggior presenza di AGEs.
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figura 6: confronto tra i livelli di MGH e P-a-syn in organoidi di controllo e organoidi DJ-1 KO. Sono
stati utilizzati h(MIDOs di 100 giorni trattati con Amino per 40 giorni

Infine, per dimostrare la correlazione tra aumento degli AGEs e aumento dei livelli di

a-sinucleina, gli organoidi sono stati trattati con aminoguanidina (Amino), uno
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scavenger di gruppi carbonilici reattivi. In questo modo si puo verificare se la rimozione
del danno da glicazione migliori o recuperi i fenotipi associati a PD.

Il livello di MGH in hMIDOs DJ-1 KO trattati con Amino & notevolmente ridotto rispetto
al livello osservato in organoidi non trattati, e cosi anche la quantita di a-sinucleina
fosforilata, come mostrato in figura 6. Questi risultati confermano come la perdita di
funzione di DJ-1 provochi un accumulo di AGEs, che a sua volta determina un fenotipo

PD-associato come I'accumulo di a-sinucleina fosforilata.
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4. RUOLO DI DJ-1 NEGLI ASTROCITI

4.1 LA PERDITA DI FUNZIONE DI DJ-1 INDUCE NEUROTOSSICITA

Finora sono stati osservati gli effetti generali della perdita di funzione di DJ-1 nell'intero
organoide, nelle fasi successive dello studio le analisi si concentrano sul ruolo della
proteina in una particolare classe di cellule gliali: gli astrociti. Essi costituiscono la
principale popolazione cellulare a metabolismo glicolitico del sistema nervoso e sono
percio maggiormente esposti al rischio di danno da glicazione. Inoltre, queste cellule
gliali sono cruciali per la corretta omeostasi neuronale, in quanto hanno il ruolo di

degradare lipidi e proteine danneggiate tossiche, tra cui a-sinucleina(36,37).

Nelle colture di astrociti ottenute dagli organoidi & stato possibile allestire esperimenti
grazie ai quali si € dimostrata la non-cell-autonomous neurotoxicity della perdita di
funzione di DJ-1 mediata dagli astrociti stessi. Tale condizione si verifica nel momento
in cui una prima cellula che presenta una mutazione induce una seconda cellula ad

assumere un fenotipo alterato indipendentemente dal suo genotipo.

Sono stati trapiantati astrociti sani e della linea L166P in hMIDOs wild type di 25 giorni:
gli organoidi sono stati fissati e sezionati dopo 60 giorni, momento nel quale gli astrociti
endogeni non sono ancora cresciuti. L’inserimento di astrociti L166P ha portato ad una
significativa riduzione di neuroni dopaminergici negli hMIDOs. Sono state inoltre
allestite delle co-colture di NPCs assieme ad astrociti sia wild type che DJ-1-LOF. |

risultati sono riassunti nella seguente tabella:

NPCs / ASTROCITI | EFFETTO

CNT/L166P presenza di P-a-SYN
L166P/L166P presenza di P-a-SYN

L166P/CNT recupero della capacita proteolitica
CNT/L166P perdita della capacita proteolitica
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Questi risultati dimostrano come la capacita proteolitica della co-coltura venga
compromessa qualora gli astrociti perdano la funzione di DJ-1, indipendentemente dal
genotipo delle NPCs, causando l'accumulo di a-sinucleina. Gli astrociti L166P
dimostrano inoltre alti livelli di GFAP, a dimostrazione del loro alto potenziale

inflammatorio.

4.2 MECCANISMI CELLULARI COINVOLTI NELLA PERDITA DI FUNZIONE
DI DJ-1

Per implementare i risultati finora ottenuti & stata effettuata una analisi proteomica
globale e una analisi fosfoproteomica delle due linee cellulari L166P-1 e L166P-2 e dei
loro rispettivi controlli KOLF 2.1J. Le due linee L166P hanno un’espressione proteica
piu simile tra loro rispetto alle linee di controllo. Tra le 8000 diverse proteine espresse
identificate, 1192 lo sono differenzialmente. Cid evidenzia un'importante alterazione
del proteoma che include, ad esempio, l'incremento di a-sinucleina e di varie altre

proteine ad alto rischio di aggregazione.

LINEA
CELLULARE | DJ-1
KOLF 2.1J attiva
L166P-1 perde funzione
L166P-2 perde funzione
BJSIPS attiva
BJSIPS DJ-1 | knock out
KO
Utilizzando la tecnica Pathfinder sono stati individuati i pathways cellulari

maggiormente coinvolti dall’espressione differenziale delle proteine. La risposta
inflammatoria risulta essere significativamente alterata, con un incremento
dell’espressione di proteine associate a reattivita e interleuchine pro-inflammatorie
come IL32 e IL18. In particolare, la maggior espressione di IL18 e stata comprovata
tramite tecniche di immunostaining sia in astrociti DJ-1 KO che L166P. Tutto cio
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dimostra che l'alterazione del proteoma porta ad un aumento dello stato infammatorio

degli astrociti, ad una maggiore reattivita degli stessi e a rilascio di citochine.

Sono state poi riscontrate anche delle variazioni nel sistema ubiquitina/proteasoma
(UPS): la proteolisi € chiaramente compromessa in astrociti DJ-1 L166P, dove si
osserva un accumulo di a-sinucleina e di aggregati proteici in generale. In figura 7
vengono illustrati i risultati dell’analisi del livello di aggregati proteici mediante
immunofluorescenza: la quantita di proteine aggregate in astrociti L166P 1 e 2 &
maggiore rispetto a quella dei controlli. Trattando gli astrociti di controllo con MG-132,
un inibitore del proteasoma, il livello di fluorescenza aumenta e si attesta su valori simili

a quelli osservati nelle cellule L166P non trattate.
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figura 7: analisi del livello di aggregati proteici in astrociti di controllo KOLF2.1, astrociti DJ1 L166P
1/2, astrociti KOLF2.1 trattati con MG-132 e astrociti DJ1 L166P 1/2 trattati con MG-132. Viene misurato
il livello di fluorescenza di proteostat, un colorante specifico per proteine non correttamente ripiegate

Le analisi di fosfoproteomica forniscono informazioni riguardo siti differenzialmente
fosforilati e diversa attivita di specifiche chinasi. | risultati hanno dimostrato che su
10000 siti, 4709 presentano differenze di fosforilazione tra controlli e DJ-1 L166P. CDK
e MAPKP8 sono le chinasi maggiormente coinvolte, con la loro attivita, nell’alterazione

della risposta infiammatoria e nella modulazione del citoscheletro.

4.3 LA PERDITA DI FUNZIONE DI DJ-1 IN ASTROCITI
COMPROMETTE | LISOSOMI PORTANDO ALL’ACCUMULO DI a-SINUCLEINA
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In modo simile a quanto descritto nel paragrafo 3.1 riguardo agli organoidi, la perdita
di funzione di DJ-1 provoca un accumulo di aggregati proteici e disfunzioni autofagiche
anche in astrociti. Sono stati svolti dei western blot su popolazioni di astrociti L166P e
DJ-1 KO con rispettivi controlli per osservare i livelli e il flusso di LC3-Il e P62,

determinato grazie al trattamento con la BAF. | risultati sono illustrati nella figura 8.
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figura 8: analisi mediante western blot dei processi autofagici in astrociti DJ-1 L166P (a sinistra) e DJ-

1 KO (a destra). | marcatori autofagici utilizzati sono LC3-1l e P62

La popolazione di astrociti L166P ha un livello di LC3-II maggiore ma non incrementa
nei campioni trattati con BAF, suggerendo che il flusso di autofagosomi non aumenta,
mentre il loro numero si, a causa di una maggior formazione o una minor degradazione.
Parallelamente, anche P62 aumenta - confermando une diminuzione nella sua
degradazione - cosi come il suo flusso, anche se in misura minore rispetto al controllo.
La popolazione di astrociti DJ-1 KO ha risultati simili. Aumenta il livello di LC3-Il, e
anche per un 10% il suo flusso, suggerendo che vi sia un blocco del processo
autofagico meno severo rispetto alla popolazione di astrociti L166P. Aumenta anche il
livello di P62 ma non il suo flusso, confermando in modo coerente la disfunzione

autofagica.
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Con la perdita di funzione dei sistemi autofagici ci si aspetta un aumento dei livelli
intracellulari di a-sinucleina: mediante tecniche di western blot e I'utilizzo degli inibitori

BAF e MG132 sono stati ottenuti i risultati illustrati in figura 9.
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figura 9: flusso di a-sinucleina monomerica in astrociti DJ-1 L166P con o privi di trattamento BAF a

sinistra e MG-132 a destra

In astrociti L166P-1 il flusso di a-sinucleina monomerica non varia significativamente
in risposta al trattamento con BAF, contrariamente agli astrociti di controllo. Questo
dato conferma ulteriormente che la mancata attivita di DJ-1 causa un difetto nella
degradazione degli aggregati proteici. Il sistema UPS non sembra contribuire alla
degradazione di a-sinucleina in queste cellule, dal momento che i flussi non variano in
risposta all’inibitore MG-132. il difetto degradativo € quindi prevalentemente a carico

del processo autofagico.

Il trattamento di astrociti L166P e DJ-1 KO con Amino porta invece ad un
abbassamento del livello di a-sinucleina complessivo, e a un evidente aumento della
proteolisi lisosomiale (figura 10). Questo dato conferma che la ridotta capacita
proteolitica dei lisosomi € dovuta almeno in parte al danno degli AGEs. Trattando infine
gli astrociti mutati con MGO - un AGEs - si nota un significativo incremento del numero
di nuclei apoptotici e del livello di caspasi, oltre che un abbassamento della gia
compromessa capacita proteolitica (figura 11).
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figura 10: il grafico a sinistra illustra i livelli di a-sinucleina, mentre quelli a destra rappresentano i livelli

di attivita proteolitica lisosomiale misurati attraverso la tecnica DQ Red BSA. Sono state analizzate

diverse popolazioni di astrociti, alcune delle quali trattate con Amino.
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figura 11: confronto della percentuale di nuclei apoptotici e di cellule con caspasi attivate tra gruppi di

astrociti di controllo e DJ-1 KO. Ogni popolazione & stata trattata anche con MGO per analizzare le

variazioni delle percentuali
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figura 12: (a) vengono trattati organoidi CNT con il terreno di coltura di astrociti DJ-1 L166P o di
astrociti CNT (b) a confronto la quantita di a-sinucleina totale nel terreno di astrociti CNT e L166P, e in
organoidi di CNT trattati con il media di coltura di astrociti CNT o DJ-1 L166P (c) la stessa analisi viene

ripetuta per misurare I'a-sinucleina in forma aggregata

Come ultima analisi in questo studio & stato valutato il livello di tossicita dei fattori
solubili rilasciati nel terreno di coltura degli astrociti privi della funzionalita di DJ-1.
Come illustrato nella figura 12, il terreno di coltura di astrociti L166P presenta alti livelli
di a-sinucleina, al contrario del terreno di coltura di astrociti di controllo dove la
presenza € quasi nulla. Somministrando il terreno di coltura di astrociti L166P in
organoidi di controllo si & osservato un significativo aumento sia del livello di a-
sinucleina totale che della forma oligomerica. Cio dimostra come questa mutazione in
astrociti sia un fattore che induce I'accumulo di aggregati proteici tossici e una

conseguente maggior morte cellulare neuronale.
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5. CONCLUSIONI E DISCUSSIONE

La caratteristica patologica principale di PD consiste nella morte dei neuroni
dopaminergici della substantia nigra. A livello cellulare, tra i fenotipi piu comuni, si
osservano neuroinfiammazione, stress ossidativo e accumulo di proteine non
correttamente ripiegate, tra cui ad esempio a-sinucleina. Le cause di questa patologia
possono essere sia ambientali che genetiche. In particolar modo sono stati identificati
diversi geni la cui mutazione é causa di PD familiare. Si tratta di geni che portano a
forme autosomiche dominanti di PD come SNCA (codificante a-sinucleina), e geni che
portano invece a forme autosomiche recessive tra cui PARK7 codificante DJ-1. E noto
che questa proteina ha un ruolo associato allo stress ossidativo nella cellula. In
campioni di corteccia cerebrale di pazienti soggetti a PD il livello della sua forma
ossidata aumenta significativamente (32). Inoltre, & stato dimostrato che DJ-1 ha
un’importante funzione enzimatica diretta contro la glicazione, e che una sua
mutazione contribuisce a PD causando un lento accumulo di prodotti glicati dannosi.
Infine, DJ-1 & coinvolta in meccanismi quali 'ossidazione della dopamina e I'autofagia.
Nonostante queste conoscenze, i precisi meccanismi cellulari che associano I'attivita

di questa proteina alla patogenesi di PD non sono ancora del tutto chiari.

Essendo PD una patologia che causa la morte dei neuroni dopaminergici, storicamente
gli studi di questa malattia si sono concentrati prevalentemente sulle cellule neuronali.
Recentemente perd I'attenzione si € spostata anche sul coinvolgimento delle cellule
gliali, e sul ruolo che queste hanno nel processo di neurodegenerazione. Nel momento
in cui queste cellule gliali non svolgono correttamente la loro attivita di comunicazione
con la popolazione di cellule neuronali e la funzione immunitaria, favoriscono lo
sviluppo delle fasi precoci di PD e la morte dei neuroni dopaminergici(43,44). Si sono
percio svolti gia diversi studi sugli astrociti: in modelli animali si € dimostrato come
Iattivita di DJ-1 in queste cellule gliali risulti protettiva contro lesioni chimicamente
indotte a neuroni dopaminergici della SN(38,39). Al contrario, un KO al gene PARK7
promuove una risposta infammatoria € compromette i meccanismi per la riparazione
delle lesioni(40). In campioni post-mortem di pazienti PD si € osservato un aumento di
GFAP e di altre molecole coinvolte nella risposta infiammatoria degli astrociti(41,42).
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| dati ottenuti dal lavoro scientifico analizzato in questa tesi hanno evidenziato quali
meccanismi molecolari in particolare vengano compromessi dall’assenza di DJ-1 negli
astrociti. Mediante western blot e analisi immunoistochimiche, € stato evidenziato uno
stato di disfunzione lisosomiale, che porta al’accumulo di a-sinucleina aggregata in
forme tossiche. Questa condizione danneggia il proteoma delle cellule del mesencefalo
e porta gli astrociti ad attivare uno stato inflammatorio che aggrava la condizione
patologica tipica del PD. La compromissione del sistema autofagico osservata in
queste cellule gliali €, almeno in parte, dovuta all'incremento di AGEs intracellulari.
Un’analisi proteomica e fosfoproteomica hanno permesso infine di descrivere ulteriori
pathways alterati dalla mutazione dal gene PARK7, come il sistema UPS e i

meccanismi per il rimodellamento citoscheletrico.

Un punto di forza dell’articolo scientifico analizzato e sicuramente il modello utilizzato
per svolgere i saggi e le analisi. Gli organoidi sono infatti in grado di rappresentare
ottimamente le dinamiche fisiologiche e patologiche del mesencefalo umano. Questa
caratteristica, insieme alla loro adattabilita e stabilita, li rendono ottimali per lo studio di
PD e per testare eventuali nuove terapie. Un ulteriore punto di forza del lavoro € I'analisi
proteomica globale e fosfoproteomica. Queste hanno permesso di identificare molti
pathways significativamente coinvolti dalla perdita di funzione di DJ-1, oltre a quelli gia
analizzati con tecniche di blotting (incremento degli AGEs e disfunzione autofagica).
Pertanto, queste analisi potranno essere utili anche in futuro per la caratterizzazione di
diversi meccanismi molecolari regolati dall’attivita di DJ-1. Ogni risultato ottenuto
dallanalisi proteomica e stato validato da una seconda tecnica: [lalterazione
citoscheletrica degli astrociti € stata confermata da immagini ottenute tramite
immunostaining, cosi come I'aumento di citochine infiammatorie. La perdita di funzione
del sistema di degradazione UPS & stata confermata da tecniche di
immunofluorescenza che hanno evidenziato 'accumulo di aggregati proteici. Anche i
risultati sulle disfunzioni autofagiche ottenuti tramite western blot sono stati confermati
dal saggio DQ Red BSA, in grado di misurare la capacita proteolitica della cellula .

Nonostante la consistenza delle analisi svolte nello studio analizzato e la qualita dei

dati ottenuti, ci sono alcuni punti in cui i risultati non sono completamente convincenti.
Ad esempio, per la misurazione degli AGEs é stato utilizzato un solo marcatore (MGH),
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quando sarebbe stato opportuno utilizzarne anche un secondo. Non a caso nello studio
e stata ammessa una discrepanza riguardo ai risultati sulle analisi del livello di RAGEs
e di MGH in hMIDOs. Cio puo essere spiegato da due ipotesi: la prima € che i danni
iniziali di glicazione sono sotto la soglia tecnica di detezione, la seconda che i danni
iniziali da glicazione non sono necessariamente rappresentati da MGH. Inoltre, per
recuperare il fenotipo indotto da accumulo di AGEs, gli autori utilizzano il trattamento
con Amino. Questa sostanza € uno scavenger generico dei prodotti glicati, che ha
dimostrato di poter risolvere in modo specifico i danni da glicazione in cellule che hanno
perso la funzione di DJ-1. Non e detto tuttavia che Amino svolga esattamente la
medesima attivita di questa proteina. Sarebbe stato interessante osservare piuttosto
quanto il ripristino della funzionalita di DJ-1 fosse in grado di risolvere I'accumulo di a-
sinucleina nei modelli mutanti per il gene PARK?7. Per fare cio € possibile, ad esempio,
indurre I'esprimere DJ-1 in una linea cellulare DJ-1 KO. Non sono state fatte inoltre
analisi sugli effetti della sovraespressione di DJ-1, che avrebbero potuto arricchire la

descrizione del suo ruolo cellulare.

Gli hMIDOs si prestano a nuovi studi che possono essere svolti in futuro. Riproducendo
la diversita di classi cellulari presenti nel mesencefalo umano e le dinamiche di
interazione che avvengono tra esse, gli organoidi rendono possibile analizzare ulteriori
aspetti della patogenesi di PD. Su questi modelli € possibile, inoltre, effettuare
screening di possibili sostanze terapeutiche, e quindi proseguire nella ricerca di nuove
cure per PD. Sarebbe interessante, infine, utilizzare questi modelli per investigare sul
ruolo di altre cellule gliali: sapendo ad esempio che una perdita di funzione di DJ-1
porta a neuroinflammazione, potrebbe essere indagato in che modo le cellule della
microglia contribuiscano allo sviluppo di PD. Si pud concludere quindi che questo
lavoro non solo abbia dimostrato nuove funzioni di DJ-1, ma abbia anche aperto
diverse possibili strade affinché la ricerca scientifica produca nuova conoscenza e ci

indirizzi alla scoperta di terapie efficaci contro la neurodegenerazione.
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Accumulation of advanced glycation end products (AGEs) on biopolymers
accompanies cellular aging and drives poorly understood disease processes.
Here, we studied how AGEs contribute to development of early onset Parkin-
son’s Disease (PD) caused by loss-of-function of DJ1, a protein deglycase. In
induced pluripotent stem cell (iPSC)-derived midbrain organoid models defi-
cient for DJ1 activity, we find that lysosomal proteolysis is impaired, causing
AGEs to accumulate, a-synuclein (c-syn) phosphorylation to increase, and
proteins to aggregate. We demonstrated these processes are at least partly
driven by astrocytes, as DJ1 loss reduces their capacity to provide metabolic
support and triggers acquisition of a pro-inflammatory phenotype. Con-
sistently, in co-cultures, we find that DJ1-expressing astrocytes are able to
reverse the proteolysis deficits of DJ1 knockout midbrain neurons. In conclu-
sion, astrocytes’ capacity to clear toxic damaged proteins is critical to preserve
neuronal function and their dysfunction contributes to the neurodegeneration
observed in a DJ1 loss-of-function PD model.

Aging is the strongest risk factor for developing neurodegenerative  Recently, glycation, a process in which aldehyde metabolites and
diseases such as Alzheimer’s Disease (AD) and Parkinson’s Disease nucleophiles become attached to biopolymers through non-
(PD)". Accordingly, investigating how biological mechanisms of aging enzymatic reactions, has come into focus as a disease-driving
are interconnected with the progression of neurodegenerative dis- mechanism. The accumulation of such advanced glycation end pro-
eases is an active research area with significant therapeutic potential.  ducts (AGEs) on nucleotides, lipids, and proteins is known to damage
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cell function and is a feature of normal aging’. However, aberrant
AGE accumulation has also been linked to multiple human patholo-
gies, including aging-related neurodegenerative diseases such as PD.
Both genetic and environmental factors contribute to the develop-
ment of PD?, presenting challenges for identifying disease mechan-
isms that can be targeted therapeutically’. Recently, however,
mutations in the a-synuclein gene (SNCA), the first identified causal
mutations in PD?, were reported to impair proteome maintenance
and cause protein aggregation®, highlighting protein quality control
and autophagy as convergent disease-driving pathways in spora-
dic PD.

The protein DJ1, encoded by the PARK7 gene, is causally linked to
the development of early-onset PD by loss-of-function (LOF)
mutations®’, but how the reduced function of DJ1 contributes to PD
pathogenesis is not understood. Because a conserved cysteine residue
in DJ1is known to be frequently oxidized, it was initially suggested that
DJ1 can sense the oxidative state of the cell®’. Indeed, highly oxidized
sulfonated (-SO5") forms of DJ1 are associated with its inactivation and
are increased in the cortex of PD patients when compared to age-
matched controls®*'°. More recently, several studies have established
that DJ1 has glyoxalase activity and may function as a deglycating
enzyme that protects DNA, proteins, or lipids from harmful glycation,
although some controversy remains about DJ1 substrates and activity
levels" ™. In addition, studies using human-induced pluripotent stem
cell (iPSC) models demonstrate that DJ1 impacts on oxidative stress
pathways in neurons, particularly dopamine oxidation and autophagy
pathways'”*¢, Collectively, these findings suggest that decreased DJ1
activity resulting from (-SO5;7) oxidation may contribute to PD
pathogenesis.

Cell death in PD is restricted to discrete neuronal populations in a
few brain areas, and more specifically to dopaminergic neurons (DNs)
in the substantia nigra (SN), which has led to a neuro-centric view of PD
pathology”. However, in recent years, genome-wide association stu-
dies have increasingly implicated glial-associated genes in PD?°. These
findings are consistent with post-mortem analysis of PD cases, which
often identifies astrocytes with a mild increase of GFAP in the SN, and
accumulation of a-syn and PACRG in intracellular inclusions, unique
features compared to the abundant astrogliosis observed in other
neurodegenerative diseases? . More recently, a sSCRNA-seq analysis
identified a population of CD44/S100A6-high reactive astrocytes in the
midbrain of PD patients®. In addition, dysregulation of glial neuro-
metabolic coupling and neuro-immune interactions were reported to
have a crucial role in PD initiation and the death of the most vulnerable
dopaminergic neurons™ ., Together, these observations suggest that
astrocytes have a causal role in PD pathogenesis.

Although DJ1is abundantly expressed in the CNS, it’s most highly
expressed in astrocytes of the cortex and SN®. In animal models, DJ1
activity in astrocytes is protective against chemical-induced lesions to
DNs of the SN°°?, Conversely, DJ1 knockout (KO) in mouse astrocytes
leads to an exacerbated inflammatory response and impaired lesion
repair’. Thus, although DJ1 has a well-established role as a protective
protein in response to increased oxidative stress levels, more recently,
its glyoxalase activity and role as a deglygating enzyme has been
described. These findings propose that glycation stress is the core
mechanism that underlies disease initiation and progression in DJ1 loss
of function (LOF) early-onset PD.

The development of human midbrain brain organoids (hMIDOs)
enabled the recapitulation of human midbrain tissue features such as
mature TH-positive neurons and neuromelanin accumulation”-,
hMIDOs recapitulate PD-related phenotypes in various PD mutations
in long-term cultures such as reduction in TH* dopaminergic and
accumulation of o-syn oligomers and phosphorylated forms”>*,
Together with the scalability and stability of organoid models, hMIDOs
make an ideal model for long-term studies and drug screening for PD
pathology.

Here, we leverage a comprehensive panel of assays to investigate
metabolic function in patient-derived human brain tissue and DJ1 LOF
organoid iPSC models. We show that protein quality control pathways
in astrocytes are defective in PD-associated DJ1 LOF. Accordingly, when
DJ1 is missing or mutated, AGE accumulation and a-syn aggregation
ultimately cause DN death. Our findings unravel the pathogenic role of
astrocytes in aging and PD to uncover potential therapeutic strategies.

Results

DJ1 KO human midbrain organoids have PD-associated «-syn
phenotypes

To study how DJ1 LOF impacts cellular processes in the absence of
potential contributions from PD-associated genetics, we generated
homozygous and heterozygous DJ1 knockout iPSC lines via CRISPR-
mediated genome editing of BJSIPS iPSC line (originally derived from a
healthy non-PD male). We confirmed the DJ1 KO via Sanger sequencing
and Western blotting (Fig. SIA-B). In addition, we obtained a healthy
male donor-derived hiPSC line KOLF 2.1)** and an isogenic line har-
boring the PD-associated DJ1 L166P LOF point mutation. We selected
two clones which we hereafter refer to as L166P-1 and L166P-2.

To model the effects of DJ1 LOF on midbrain PD pathology, we
generated human midbrain organoids (hMIDOs) using an established
midbrain patterning protocol”* (Fig. 1a). Consistent with previous
work, hMIDOs expressed midbrain markers FOXA2, LMXIA, and the
mature midbrain marker NURRI, and generated TH' neurons. At day
40, we found no differences in the expression of FOXA2, LMX1A, and
NURRL in DJ1 KO hMIDOs compared to control organoids (Fig. S1C). In
contrast, we detected fewer NURRI-positive cells in organoids gener-
ated from the two DJ1 L166P clones (L166P-1 and L166P-2) (Fig. S1C). By
day 100, astrocytes emerged, as reflected by GFAP expression, which
became strongly increased by day 200 (Fig. 1b). In addition, the hMI-
DOs present extensive arborization when stained with a MAP2 marker
at day 100 compared to day 40, indicating neuronal maturation. We
confirmed the presence of mature dopaminergic neurons in organoids
by day 100 by staining with GIRK2 and by measuring dopamine levels
by mass spectrometry at day 200. We observed a significant reduction
in the number of GIRK2 positive cells in the DJ1 KO (Fig. S1E), although
dopamine levels did not differ between control and KO organoids
(Fig. SID).

The aggregation of the a-synuclein protein in the midbrain is a
hallmark of PD*. Consistent with this phenotype, we found that aged
DJ1 KO hMIDOs contained significantly increased levels of monomeric
phosphorylated a-syn at day 200 relative to isogenic control midbrain
organoids (Fig. 1c). In contrast, we observed no significant difference in
o-syn phosphorylation at day 40, suggesting that day 40 and 200
midbrain organoids represent early and late disease stages (Fig. 1c).
Given that phosphorylation of a-synuclein at the S129 residue is cor-
related with a-syn turnover and accumulation in PD patients’ brains®,
we next assessed a-synuclein aggregation via western blotting. In day
40 organoids, we did not observe significant differences in a-synuclein
between DJ1 KO and controls (Fig. 1d). However, in TTX- and SDS-
soluble fractions of day 200 DJ1 KO midbrain organoids, levels of
aggregated a-syn had increased (Fig. 1d).

Lysosome pathways are essential to multiple forms of autophagy
and are known to process a-syn monomers and aggregates. We con-
sistently detect lysosomal function as a dysregulated pathway using
proteomics analysis of human embryonic stem cells (hESCs) and day
35 hESC-derived hMIDOs lacking DJ1”. Here, we re-analyzed our pro-
teomics dataset using pathway analysis to identify a wider range of
cellular processes potentially related to lysosomal dysfunction
(Fig. SIF). To investigate whether accumulation of a-synuclein aggre-
gates in DJ1 KO hMIDOs was due to alterations in autophagy, we
treated day 100 hMIDOs with bafilomycin Al (BAF), which blocks
lysosomal activity by inhibiting lysosome acidification. We then
quantified levels of the autophagosome marker LC3 II, which is

Nature Communications | (2024)15:447



Article https://doi.org/10.1038/s41467-024-44732-2

although a significant reduction in the basal levels was observed
(Fig. 1e). Similarly, accumulation of the autophagy substrate P62 was
unchanged in BAF-treated KO hMIDOs (Fig. le). In additional, we

generated through lipidation of LC3 I and essential for autophagosome
formation. In BAF-treated samples, our analysis shows that LC3 II flux
levels were not reduced significantly in DJ1 KO relative to CTR hMIDOs
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Fig. 1| DJ1 KO human midbrain organoids a-syn and autophagy phenotypes.
a Micrography GFAP staining of CTR and DJ1 KO day 40, 100, and 200 midbrain
organoids. b Midbrain differentiation and astrocytes extraction protocol sche-
matic. ¢ Immunoblots for a-syn, phospho-a-syn (S129) (n = 3, Two-tailed t-test), and
corresponding loading controls actin (ACTB) and GAPDH for CTR and DJ1 KO day
40 (a-syn n =3, phospho-a-syn (S129), n =3) and day 200 midbrain organoids («-
syn n =3; phospho-a-syn (S129), n = 6). d Dot blots for oligomeric a-syn and actin
(ACTB)/Ponceau loading control for CTR and DJ1 KO day 40 TTX soluble (n=6);
SDS soluble fractions (n=6) and day 200 TTX soluble (n=6) and SDS soluble
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Fig. 2 | DJ1 KO midbrain organoids have increased protein glycation. a Dot blots
for MGH protein modification and actin (ACTB)/Ponceau loading control for CTR
and DJ1 KO iPSCs (n =3), day 40 (n=6), 100 (n=5), and 200 (n=>5) midbrain
organoids (Two-tailed -test was used for mean comparisons). b Immunoblots for
fIRAGE, for CTR and DJ1 KO day 40 (n =3) and day 200 (n = 6) and SRAGE CTR and
DJ1 KO day 40 (n=3) and day 200 (n = 6) in midbrain organoids; actin (ACTB) was
used as loading control (Two-tailed ¢-test was used for mean comparisons). ¢ Dot
blots for MGH protein modification and actin (ACTB) loading control in vehicle

(Veh) or aminoguanidine (Amino) treated CTR and DJ1 KO day 100 midbrain
organoids (n =3, Two-way ANOVA followed by Tukey’s for the multiple compar-
isons test). d Immunoblots for phospho-a-syn (S129) and actin (ACTB) loading
control in vehicle (Veh) or aminoguanidine (Amino) treated CTR and DJ1 KO day
200 midbrain organoids (n =3, Two-way ANOVA followed by Bonferroni’s for the
multiple comparisons test). All data are represented in mean + S.E.M, data points
are individual well differentiation, and the p-value was reported on the graph
highlighted comparison. All measurements were taken from distinct samples.

observed depletion of the mature form of the lysosomal enzyme GBA
on day 200 hMIDOs but no alterations at day 40 (Fig. 1f), consistent
with earlier reports in stem-cell-derived neuronal PD models®***°. These
results point to a failure of the autophagy system to compensate for
the higher generation of aggregates in DJ1 KO hMIDOs, overall causing
the accumulation of oligomeric a-syn.

DJ1 KO midbrain organoids accumulate protein

glycation damage

Oxidative damage, which compromises both proteome stability and
cell viability"**>, has been proposed to drive neurodegeneration
through accumulation of advanced glycation end-products (AGEs)****.
In PD patients, AGEs and their corresponding RAGE receptors accu-
mulate in the SN and cortex®, potentially due to DJ1 dysfunction, given
its reported role as a deglycase that maintains AGE homeostasis”.
Here, we quantified Methylglyoxal-derived hydroimidazolone (MGH)
levels, an initial advanced glycation modification, in iPSCs and human
midbrain organoids via dot blots. Although MGH levels were equiva-
lent in DJ1 KO and control in both iPSCs and day 40 midbrain orga-
noids, MGH protein glycation accumulated significantly in day 100 and
day 200 DJ1 KO hMIDOs relative to controls (Fig. 2a).

RAGE expression is a sensitive biomarker for the presence of
AGEs*, therefore we were intrigued to observe a significant increased
full-length and soluble RAGE protein at day 200 DJ1 KO, and partially in
day 40 midbrain organoids (Fig. 2b). The increased levels of RAGE in
day 40 organoids could indicate that early glycation damage is below
levels of detection by MGH blotting or that non-MGH glycation
damage is present. When we used the Seahorse XF assay, we found no
change in the glycolysis rate (ECAR) or glycolytic capacity between the
hMIDO DJ1 KO and control midbrain organoids at day 40 or 100
(Fig. S2A). Similarly, mass spectrometry analysis did not reveal any
differentially expressed metabolites correlated with increased reactive
glycation or glycolysis (Fig. S2B). Collectively, these data suggest that
the increase in AGEs observed in DJIKO midbrain organoids is likely a
direct effect of the lack of DJI's activity. However, mechanisms by
which DJ1 caused the accumulation of AGEs could not be concluded
from this set of experiments.

Next, we asked whether AGE accumulation in the midbrain con-
tributes to classical PD phenotypes such as a-synuclein aggregation
and lysosomal dysfunction. When we treated day 100 midbrain orga-
noids for forty days with aminoguanidine (Amino), a scavenger of
reactive carbonyl groups, we detected a significant reduction of MGH
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glycated proteins in DJ1 KO midbrain organoids relative to amino-
treated DJ1 CTR organoids (Fig. 2¢). In parallel with reduced MGH, we
also observed significantly decreased a-synuclein phosphorylation
(S129) in Amino-treated DJ1 KO organoids (Fig. 2d). In contrast, there
was no significant difference in a-synuclein phosphorylation in Amino-
treated control organoids (Fig. 2d). The lack of alterations in DJ1 HETs
was expected due to the autosomal recessive nature of the PD PARK7
mutation. Because toxic reactive dicarbonyls that attack guanine
residues in DNA can cause double-strand breaks®, we measured
phospho-H2A.X (P-H2A.X) levels as an indirect readout for DNA
damage response. We observed a consistent increase in the P-H2A.X
levels in DJ1 KO iPSCs and hMIDO groups with no alterations in DJ1 HET
iPSCs compared to CTR. However, no alteration in basal H2A.X levels
was found among all the groups (Fig. S2C). Overall, these experiments
suggest that AGEs may influence abundance and phosphorylation of a-
synuclein.

Astrocyte DJ1 LOF causes non-cell-autonomous neuronal toxi-
city and impairs astrocytic metabolic support of midbrain
neurons

Astrocytes are the principal glycolytic cell type in the brain and are,
therefore, at a higher risk of acquiring glycation damage than neurons
and other brain cell types. As astrocytes are essential for neuronal
homeostasis and degradation of neuronal-derived damaged lipids and
proteins such as a-syn’**’, we next investigated astrocyte function in
midbrain organoids. To this end, we developed a protocol for isolating
astrocytes from mature midbrain organoids (day 100+) and main-
taining them in 2D culture. Isolated astrocytes were immunoreactive
for canonical astrocyte markers CD44, EAAT2, S100B, and GFAP (with
no significant difference among genotypes) (Fig. S3A) and functionally
responsive to ATP stimulation measured using the calcium sensor
GCaMP7 (Fig. S3B). In addition, organoid-derived astrocytes were
double positive for the midbrain makers NURR1 and FOXA2 and co-
stained with CD49f and CD44 expression, confirming their midbrain
identity*® (Fig. S3C).

To investigate non-cell-autonomous effects of DJ1 loss of function
mediated by astrocytes, we seeded day 25 hMIDO with mature L166P-1
or control astrocytes (Fig. 3a). We collected and fixed the tissue at day
60 when endogenous astrocytes were still not present in the orga-
noids. We confirmed the graft efficiency with staining for the astrocyte
marker CD44 (Fig. 3b). We found that adding L166P-1 astrocytes to WT
midbrain organoids significantly reduced the number of TH-positive
neurons (Fig. 3b). In addition, we co-cultured astrocytes with midbrain
NPCs that, by day 50, expressed TH and featured mature neuronal
morphology (Fig. 3a). Phospho-a-syn (S129) was present in DJ1 LOF
astrocytes groups (L166P-1/L166P-1 and CTR/L166P-1) (Fig. 3c). When
we analyzed total proteolysis capacity using DQ™ Red BSA, and found
that the proteolysis capacity of the DJ1 LOF NPCs was significantly
increased when co-cultured with CTR astrocytes (L166P-1/CTR) rela-
tive to L166P-1/L166P-1 groups (Fig. 3d). In addition, co-cultures of DJ1
LOF astrocytes with CTR NPCs (CTR/ L166P-1) proteolysis levels were
disrupted when compared to the CTR/CTR group (Fig. 3d), suggesting
that proteolytic clearance may be impaired in DJ1 LOF astrocytes. We
also analyzed the protein levels of GFAP in astrocytes co-cultured with
midbrain NPCs. When L166P-1 astrocytes were cultured with CTR or
L166P-1 NPCs, a significant increase in GFAP levels was observed,
demonstrating the inflammatory potential of DJ1 LOF in astro-
cytes (Fig. 3e).

To investigate these relationships in the human brain, we quan-
tified cell-type expression of DJ1 in the midbrain of a cohort of PD
patients (STable 1). We observed that GFAP-positive astrocytes were
positive for ox-cys106 DJ1, which correlates with increased DJ1 activity.
(Fig. 3g). We also measured DJ1 activation levels by quantifying ox-
cys106 DJ1in the substantia nigra (SN) and midbrain. When compared
to age-matched controls, PD patients had significantly increased levels

of ox-cysl06 DJ1 in the SN and whole midbrain (Fig. 3f, STable 1).
Collectively, this analysis suggests that DJ1 has a prominent neuro-
protective role in astrocytes and that PD-associated DJ1 LOF variants
contribute to neurodegeneration via astrocytes.

DJ1 LOF astrocytes have a pro-inflammatory phenotype and
accumulate aggregated proteins

To identify pathways that contribute to non-cell-autonomous pheno-
types mediated by DJ1 LOF astrocytes, we performed global TMT-
proteomics and phospho-proteomics in astrocytes derived from 2
clones (L166P-1 and L166P-2) of KOLF 2.1) DJ1 L166P and their respec-
tive CTRs. The MS proteomic analysis identified ~8000 different pro-
teins expressed in all samples. PCA analysis showed that the 2 DJ1
L166P clones clustered together and separated from the CTR. There-
fore, we combined the two DJ1 L166P clones for the final analyses
(Fig. S4A-B). In total, we identified 1192 differentially expressed pro-
teins in the combined DJ1 L166P dataset (Fig. 4a, P-value of <0.01,
logFC > 1.5 or <-1.5) indicating a significant proteome alteration that
included upregulation of inflammatory/reactivity-related proteins
such as ANXA3, FGB, AMIGO2, and SERPINE1 and pro-inflammatory
interleukins IL32 and IL18 as the most highly differentially upregulated
proteins in the DJ1 L166P astrocytes (Fig. 4a). When we probed our
dataset for PD risk proteins, we found that a-synuclein and UCHL1
were increased, together with the mitochondrial redox balancing
enzyme TXNRD2 (Fig. 4a).

To identify molecular pathways altered in DJ1 L166P astrocytes, we
performed an enrichment analysis using the Pathfinder package, which
considers protein-protein interactions. Among the top terms, we
found the ubiquitin/proteasome system (UPS), cytoskeleton mod-
ification, and inflammatory responses (Fig. 4b, SDatal). We then per-
formed phospho-proteomics to identify differentially expressed
phosphorylation sites and predict the most active kinases in DJ1 L166P
astrocytes (Fig. S4D). We identified more than 10,000 different
phosphorylated residues with 4709 differentially expressed based on
this analysis. Using PhosR kinase activity prediction analysis, we
identified the CDK isoforms and MAPKPS8 as the most likely phos-
phorylating proteins involved in regulating the cytoskeleton and
inflammation, including the innate immune response regulator IRAK4
and other related proteins. In addition, when we plotted the CDK
family with respect to differentially regulated phosphorylation sites,
we observed auto-phosphorylation of CDK1 and increased phosphor-
ylation in cytoskeletal proteins such as MAP4, MAP1B, MAPT, and
septin9 (Fig. S4D). We also conducted pathway enrichment analysis for
the CDK isoforms and MAPKS8 using the top phosphorylation sites
from your phosphoproteomics dataset. This analysis demonstrated
their involvement in cytoskeleton remodeling (Fig. S4D).

Given that reactive astrocytes undergo key morphological change
known as hypertrophy*’, we next performed immunostaining for the
glial cell body marker CD44 and Hoechst 33342 to evaluate nuclear
morphology (Fig. 4¢). In the full DJ1 KO, we did not detect any altera-
tions in the cell body area among the groups. However, the nuclear
area was increased in DJ1 KO astrocytes, and both nuclear size and cell
body area were increased in DJ1 L166P astrocytes (Fig. 4c). We also
detected increased IL18 expression in both DJ1 KO and DJ1 L166P
astrocytes, which is consistent with our proteomics analysis (Fig. 4d).

Our proteomics analysis of DJ1 L166P astrocytes identified
alterations in proteolysis and an increase in a-synuclein. To relate
these phenotypes with PD pathology, we performed multiple func-
tional assays. In the presence of the ProteoStat dye (which binds and
fluoresces in the presence of protein aggregates), fluorescence inten-
sity was significantly increased in DJ1 L166P astrocytes, indicating an
accumulation of protein aggregates (Fig. 4e). After treatment with the
proteasome inhibitor MG-132, aggregation increased in both DJ1 L166P
lines, and CTR astrocytes reached levels comparable to those found in
UT L166P (Fig. 4e). DJ1 KO and DJ1 L166P astrocytes also expressed
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higher levels of K48 ubiquitin chain proteins at high molecular weight,
which is characteristic of protein aggregates (Fig. 4f). These observa-
tions indicate a higher UPS activity in DJ1 L166P combined with an
inability to degrade protein aggregates. When we integrated the pro-
teomics data with the aggregation risk scores (generated ZaggSC and
TANGO™) for each differential protein, we identified several proteins
enriched in DJ1 L166P cells that were at increased risk for
neurodegeneration-associated aggregation, such as APOAL, JADE1, and
SERP1 (Fig. S4C). In addition, similar to DJ1 KO hMIDOs, DJ1 LOF in
astrocytes also led to a significant increase in levels of MGH-glycated,
with the exemption to clone L166P-1 (Fig. 4g). Altogether, these
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analyses suggest that proteome instability leads to inflammation,
reactivity, and cytokine release in astrocytes.

DJ1 loss of function impairs the lysosome, leading to accumu-
lation of a-syn in astrocytes

Degradation of aggregated proteins, defined as autophagic flux (the
rate of autophagic degradation) is upregulated in early stages of
neurodegenerative diseases*>”', We therefore sought to determine
whether the accumulation of protein aggregates observed in DJ1 LOF
astrocytes resulted from impaired autophagy or reduced ability to
increase autophagy flux. When we analyzed autophagy flux in both DJ1
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Fig. 4 | Pro-inflammatory and aggregated proteins are increased in DJ1 LOF
astrocytes. a Volcano plot representation of TMT-labelled proteomics in KOLF 2.1)
(n=3) and DJ1 L166P-1 (n =3) and L166P-2 (n = 3) midbrain astrocytes with selected
proteins labeled (fold prioritization of LogFC vs. control of 1.5; Welch'’s t-test was
used for the comparisons). b KEEG and FO-MF pathways enrichment analysis using
pathfindR (p values were adjusted by the Bonferroni method) showing the selected
top 10 terms. ¢ 40x micrography of CD44 (red) and DAPI (blue) staining in BJ-SiPS
CTR (n=7) and KO (n=11) astrocytes (Two-tailed -test was used for mean com-
parisons) and KOLF 2.1] CTR (n=6), DJ1 L166P-1 (n=6), and L166P-2 (n =4) astro-
cytes (One-way ANOVA followed by Tukey’s for the multiple comparisons test).
Quantification of cell total area based on CD44 staining and nuclear area based on
DAPI staining. d IL18 in BJ-SIPS CTR (n = 6) and KO (n =5) astrocytes and KOLF 2.1J
CTR (n=3), DJ1 L166P-1 (n=3) astrocytes (Two-tailed t-test was used for mean

comparisons). e 40x micrography and quantification proteostat fluorescence levels
in KOLF 2.1J CTR (n=8), L166P-1 (n=8) and L166P-2 (n = 6) (One-way ANOVA fol-
lowed by Tukey’s for the multiple comparisons test). 40x micrography and quan-
tification proteostat fluorescence levels in KOLF 2.1 CTR + MG132 (n = 4), DJ1 L166P
(n=60) (Two-tailed ¢t-test was used for mean comparisons). f Imnmunoblots for K48
ubiquitin chain and g MGH protein modification in KOLF 2.1) CTR (n=35), L166P-1
(n=6), and L166P-2 (n=3) (One-way ANOVA followed by Tukey’s for the multiple
comparisons test). MGH protein modification in BJ-SIPS CTR (n=3) and KO (n=4)
(Two-tailed t-test was used for mean comparisons). All data are represented in

mean + S.E.M., data points are individual well differentiation, and the p-value was
reported on the graph highlighted comparison. Proteomics data related to KNO73-
96 dataset. Scale bars, 20 um. All measurements were taken from distinct samples.

LOF astrocyte lines, we found that the levels of lipidated LC3 II
increased significantly in L166P-1 BAF- treated group relative to
untreated controls with no alteration in the DJ1 KO astrocytes (Fig. 5a).
However, when we compared BAF- groups with their respective BAF+
treated controls, we observed a 10% significant increase in the DJ1 KO
group in LC3 Il flux levels, and no alteration in the L166P-1 group
(Fig. 5a) suggesting that the formation of the autophagosome is not
impaired in both DJ1 LOF lines. Next, we analyzed P62 flux to evaluate
the ability of the autophagosome to degrade cargo. We found that
levels of P62 increased significantly in the L166P-1 baseline and flux
groups, and no alteration was found for DJ1 KO groups relative to
untreated groups was observed (Fig. 5a).

Next, we assessed perinuclear localization of the lysosome, an
essential feature for chaperone-mediated autophagy (CMA) activity
and protein degradation®. In both DJ1 KO and DJ1 L166P astrocytes, we
observed a decrease in perinuclear endo/lysosomes, as detected by
LAMP1 and DAPI immunostaining, relative to the CTR group (Fig. 5b).
Consistently, when we quantified proteolytic function using live ima-
ging of DQ™ Red BSA, which releases fluorescence upon proteolysis,
we detected impaired proteolysis in both DJ1 KO and L166P astrocytes
(Fig. 5¢). Inhibition of the lysosome with BAF decreased fluorescence
intensity, demonstrating that BSA proteolysis is largely performed by
the lysosome (Fig. 5¢). To deepen our understanding of the impaired
lysosomal function, we next evaluated the presence of the early and
late lysosomal damage markers GAL3 and K48 and the repair marker
CHM4b*. In the DJ1 L166P KO groups, percentages of LAMPI-positive
puncta that were also positive for GAL3 and K48 were both increased,
and we also observed an increase in K48 intensity per area relative to
control (Fig. S5A). The percentage of LAMP1-positive puncta for the
repair marker CHMP4b also increased in the DJ1 L166P KO groups
(Fig. S5A). Collectively, these data reveal that although the endo/
lysosomal system in DJ1 L166P KO cells sustains more damage, it is still
capable of triggering repair systems.

Toxic soluble and insoluble forms of a-syn are believed to accu-
mulate in midbrain cells when degradation of aggregated forms
through macro-autophagy fails to meet the demand of the elevated «-
syn flux. a-Syn degradation is primarily performed by CMA and with
the UPS as the preferred mechanism for aggregated forms (Fig. 5d). We
analyzed the autophagy capacity to degrade monomeric a-syn, and
found that monomeric a-syn in BAF-treated CTR increased, whereas
the DJ1 L166P KO group had a decreased flux (Fig. Se). Untreated DJ1
KO astrocytes also had significantly higher synuclein monomers than
control astrocytes (Fig. 5e). In contrast, the amount of synuclein
monomers in BAF-treated control astrocytes did not decrease, sug-
gesting that DJ1 KO impairs the lysosomal clearance of synuclein
monomers (Fig. 5e). Although the UPS is known to contribute to a-syn
degradation®, levels of a-syn did not significantly increase when
control or DJ1 KO astrocytes were treated with the proteasomal inhi-
bitor MG132, suggesting that proteasomal activity has minimal con-
tribution to a-syn degradation in astrocytes (Fig. 5e). In addition, the
monomeric unmodified and S129 phosphorylated forms of a-syn

increased in the DJ1 L166P lines compared to the CTR, while no
alteration was observed in the endo/lysosome marker LAMPI (Fig. 5f).

Based on our data thus far, we hypothesized that AGE damage is at
least partly responsible for the reduced lysosomal proteolysis
observed in DJ1 LOF astrocytes. When we treated astrocytes with the
Methylglyoxal (MGO) scavenger Amino for 10 days, we noticed that
lysosomal proteolysis was significantly improved in L166P KO astro-
cytes (Fig. Sh). Consistently, total oa-syn levels were significantly
reduced in treated relative to untreated KO L166P cells with no dif-
ferences observed in treated controls (Fig. 5g). In addition, we tested if
the treatment could reverse the DJ1 LOF DNA damage measured
indirectly by phospho-H2AX. The levels of phospho-H2AX were sig-
nificantly increased in L166P-1 astrocytes relative to CTR, with no dif-
ferences between the L166P-1 vehicle versus L166P-1 Amino-treated
astrocytes (Fig. S3F). This data indicates that Amino specifically
relieves glycation damage in KO L166P cells. To evaluate glycation
stress more specifically, we treated DJ1 KO astrocytes with the reactive
dicarbonyl MGO, the main cause of glycation in live cells, and mea-
sured apoptotic nuclei and poly-caspase activation. Relative to
untreated control cells, we detected significantly higher numbers of
apoptotic nuclei and higher levels of poly-caspase in untreated DJ1 KO
astrocytes (Fig. S3D). In addition, MGO treatment significantly
increased the number of apoptotic nuclei in DJ1 KO, while no change in
cell death hallmarks was observed in CTR astrocytes (Fig. S3D). When
we examined proteolysis, we found decreased levels in DJ1 L166P
astrocytes and that these levels were even further reduced by MGO
treatment (Fig. S3E). To identify whether soluble factors released by
the DJ1 LOF astrocytes could be toxic to neurons, we performed a
conditioned media experiment on CTR organoids (Fig. 6a). We
detected a significant increase in a-syn in both DJ1 L166P astrocytes
media and media-treated CTR hMIDOs (Fig. 6b). We also detected a
significant increase in soluble a-syn oligomers in hMIDOs treated with
L166P astrocyte media, which indicates release of toxic soluble factors
by L166P astrocytes (Fig. 6¢). Altogether, our data show that DJ1 loss of
function reduces lysosomal capacity, resulting in the accumulation of
toxic forms of synuclein and increased neuronal cell death.

Discussion

Failed protein quality control and proteome damage are common
features of several neurodegenerative diseases”'®>. Here, we show
that DJ1 activity is essential to prevent accumulation of toxic damaged
proteins in the midbrain. Although we did not detect alterations in
soluble a-syn monomers as a consequence of DJ1 LOF, we detected an
increase in soluble oligomers, indicative of dynamic relationships
between a-syn oligomers and oligomerized or aggregated proteins
that may be routed via different degradation processes. At a cellular
level, our data show that DJ1 LOF or mutations hinder lysosomal pro-
cessing of a-syn in astrocytes. Consequently, soluble a-syn oligomers
aggregate into toxic forms, resulting in direct oxidative damage to the
proteome of midbrain astrocytes and subsequent activation of
astrocyte-derived inflammation signals that further aggravate
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pathology. These data deepen and extend from the established view of
astrocytes in PD inflammation.

Glycation is a form of oxidative protein damage commonly
observed in diabetes, a risk factor for developing PD***". We observed
accumulation of MGH, an early form of glycation damage derived from
MGO, in non-aggregated proteins in both hMIDOs and isolated astro-
cytes. Nonetheless, non-aggregated glycated forms are thought to be
degraded by the proteasome, and their build-up can trigger ER
stress®®*’. In what way DJ1 protects from protein glycation damage is

still unclear. Early work proposed that DJ1 integrates with the glycation
stress system through enzymatic function®, participates in MGO
degradation, or prevents permanent glycation damage by direct repair
of early glycation products'". In patient-derived iPSC neurons bearing
DJ1 mutation glycation-related products were found elevated®. How-
ever, DJ1 deficiency failed to enhance neuronal cell death when chal-
lenged with MGO®. In the DJ1 KO organoids, we observe a progressive
accumulation of glycated proteins starting at day 100. Glycolysis levels
and MGO precursor metabolites were unaltered, which indicates a
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Fig. 5| DJ1loss of function impairs proteostasis in astrocytes. aImmunoblots for
P62, LC3 I/II, actin (ACTB) loading control in BAF - and + treated CTR and DJ1 KO in
KOLF 2.1) and BJ-SIPS midbrain astrocytes. Immunoblots for LC3 I/I1, P62, actin
(ACTB) loading control in BAF - and + treated KOLF 2.1J CTR, DJ1 L166P-1 astro-
cytes, graphs report LC3 I/Il basal (n=4), LC3 I/1l flux (n =4), P62 basal (n=4), P62
flux (n = 4). Immunoblots for LC3 I/II, P62, actin (ACTB) loading control in BAF - and
+treated CTR and DJ1 KO astrocytes, graphs report LC3 I/11 basal (n = 3), LC3 I/11 flux
(CTR, n=3 and DJ1 KO, n=35), P62 basal (n=3), P62 flux (CTR, n=3 and DJ1 KO,
n=5) (Two-tailed t-test was used for mean comparisons). b LAMP1 (green) and DAPI
(blue) staining of astrocytes 40x images. Quantification of LAMP1 distribution
staining in BJ-SiPS CTR (n =3) and KO (n =3) astrocytes (Two-tailed ¢-test was used
for mean comparisons) and KOLF 2.1J CTR (n = 6), DJ1 L166P-1 (n=5), and L166P-2
(n=7) astrocytes (One-way ANOVA followed by Tukey’s). c DQBSA proteolysis live
imaging assay treated CTR and DJ1 L166P-1 KOLF 2.1] astrocytes (BAF —, n =40, BAF
+n=7) or CTR and DJ1 KO BJ-SIPS (BAF -, n =39, BAF + n = 8) treated with BAF- and

BAF + astrocytes (Two-way ANOVA followed by Tukey’s). d Schematics showing
a-syn degradation pathways. e Immunoblots for a-syn in BAF (n=4) and MG132
(n=3) - and + treated CTR and DJ1 L166P-1 KOLF 2.1) astrocytes (Two-way ANOVA
followed by Tukey’s). f Inmunoblots for LAMP1 (n =3), a-syn (CTR, n=3; L166P-1,
n=5;and L166P-2, n =3), phospho-a-syn (S129) (n = 3), and GAPDH loading control
in and KOLF 2.1) CTR, L166P-1, and L166P-2 astrocytes (One-way ANOVA followed
by Tukey’s). g 40x images of total a-syn (gray) staining of astrocytes and quanti-
fication of vehicle (Veh) or aminoguanidine (Amino) treated astrocytes of CTR
(CTR, n=5; and CTR Amino, n=35) or DJ1 L166P genotypes (L166P-1, n=S5; and
L166P-1 Amino, n = 4) (Two-way ANOVA followed by Tukey’s). h DQBSA proteolysis
live imaging assay of vehicle (Veh) or aminoguanidine (Amino) treated astrocytes of
CTR or DJ1 L166P-1 genotypes (n = 24, Two-way ANOVA followed by Tukey’s). Scale
bars, for b-15 um; g-40 um. All data are represented in mean + S.E.M., data points are
individual well differentiation, and the p-value was reported on the graph high-
lighted comparison. All measurements were taken from distinct samples.
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Fig. 6 | Astrocyte DJ1 loss of function conditioned media leads to a-syn increase
in midbrain organoids. a Experimental design for conditioned media experiment,
created with BioRender.com. b Competitive ELISA test for a-syn in media (CTR
Media, n =3; and L166P-1 Media, n = 4) and CTR organoid tissue (n =4). ¢ Dot blots
for oligomeric a-syn and actin (ACTB) loading control for CTR (n=5) and L166P

(n=5) astrocyte media treated midbrain organoids. All data are represented in
mean + S.E.M., data points are individual well differentiation, and the p-value was
reported on the graph highlighted comparison. All measurements were taken from
distinct samples. For all the comparisons, a Two-tailed t-test was applied.

failure in MGO degradation or protein glycation repair. Conversely,
presence of the carbonyl scavenger Amino decreased levels of MGH-
modified proteins in both CTRs and DJ1 KO, validating its ability to
prevent glycation stress, potentially by preventing the glycation stress-
induced increase in a-syn phosphorylation. Altogether, these findings
suggest that DJ1 participates in glycation metabolism, and DJ1 muta-
tion contributes to PD by causing slow accumulation of deleterious
glycation products.

In the absence of DJ1, levels of inflammatory cytokines IL18 and
IL32 and downstream signal events such as IRAK4 phosphorylation
were both increased. Consistently, the proteome analysis identified
various upregulated proteins in DJ1 LOF astrocytes, such as ANXA3,
S100A6, FGB, and SERPINE, while others, such as VIM and S100A10,
were unchanged. These data reveal a unique astrocyte signature with
relevance for PD-associated pathology, consistent with recent findings
that reported glial cell activation upon scRNA-seq analysis of the
human midbrain in PD patients*. In a broad number of cells including
astrocytes, cytoskeleton modification and changes in morphological
features to sense, mobilize, or invade are the main characteristics of
inflammation. Our proteome and phosphorylation pattern indicates an
elevated modification of microtubule-associated proteins, which can
explain the observed altered morphology of the DJ1 LOF astrocytes
and the increase in nuclear size and cell body hypertrophy we
observed in cells with the L166P mutation. We found differential

expression of MAP4, MAPIB, MAPT, and other proteins related to
cytoskeleton modification. In addition, our prediction analysis identi-
fied the CDK kinase family, reported to phosphorylate cytoskeleton-
associated proteins and other related proteins®, as the top active
kinases predicted to phosphorylate the enriched residues.

Many PD genes participate in convergent pathways that are
altered in the pathology®®. Therefore, the finding that additional
familial PD genes, such as SNCA and UCHL1, were upregulated in LOF
DJ1 astrocytes was in line with these observations. We reported these
changes in isolated astrocytes extracted from organoids, which points
to the crucial contribution of astrocytes to specific PD phenotypes,
such as a-syn accumulation. However, we cannot exclude a previously
reported prion-like acquisition in which the spreading of a-syn
throughout the hMIDOs causes damage®.

In addition to lysosomal changes, we also identified UPS system
alterations in our enrichment pathway analysis, consistent with the
increase in aggregated protein inclusions and the sensitivity of the DJ1
mutation cell lines to proteasome inhibition. These relationships
indicate the presence of ongoing protein damage that continuously
needs to be repaired by the proteasome and lysosome systems.
Although we only detected a mild alteration of autophagy in the L166P
lines, a-syn oligomers were formed due to impaired lysosomal
degradation of a-syn. Our observations indicate a varied phenotype
depending on the type of mutation studied, with the DJ1 L166P
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mutation harbouring the most deleterious phenotypes when com-
pared to the DJ1 KO lines. The DJ1 L166P mutation generates an inactive
truncated DJ1 protein which misfolds and therefore constantly needs
to be degraded by the UPS system, which could further exacerbate the
disease-associated phenotypes®*®. In agreement, we found an
increase in ATF6 in the DJ1 L166P cells, which increases activation due
to the accumulation of misfolded products, leading to the induction of
inflammatory gene networks®.

Dysregulated networks common to early-onset and sporadic PD
converge on proteostasis failure, causing accumulation of aggregated
proteins"*%, Based on our studies in the early-onset PD DJ1 model, we
hypothesize that accumulation of glycated products, which over-
burden and damage protein degradation and repair systems, ulti-
mately leads to proteostasis failure. In addition, due to their high non-
aerobic glycolysis, astrocytes would be particularly vulnerable to this
oxidative damage. In conclusion, we provide evidence that astrocytes
dysfunction, glycation and widespread protein aggregation are fun-
damental phenotypes in familial DJ1-linked PD, pointing to strategies
for developing more effective therapeutics.

Methods

Generation of isogenic knockout lines

Human iPSCs were cultured in standard conditions, and before
nucleofection cells were pre-treated for 1 h. with 10 pM Rhok inhibitor.
4 x10° cells were dissociated using Accutase. Cells were pelleted and
resuspended in 800 pl PBS™" containing 5 pug px330 CRISPR DNA each
and transferred into nucleofection cuvettes. Nucleofection was per-
formed using either the P3 Nucleofector kit from Amaxa and the
standard and program CB-150 or the primary P4 Nucleofector kit from
Amaxa and the standard and program hiPSC CA-137. The iPSC lines
used for the generation of the TdTomato DJ1 WT, HET and KO were
from the BJSIPS background and the guides as described in Ahfeldt".
The iPSC lines used for the generation of the DJ1 L166P point mutation
were from KOLF 2.1) background® (Pantazis et al., 2021). DJ1 L166P
clones 1 and 2 were used in this study. The parental cell lines were
karyotyped prior to the beginning of the experiments. Genotyping
PCR was used to identify clones with homozygous or compound het-
erozygous deletions leading to truncations and frameshift mutations.
Clones for all lines containing deletions were identified by Sanger
sequencing. No ethical oversight was necessary for this study.

Midbrain differentiation and organoid maintaining

hiPSCs were cultured in Stemflex™ medium (ThermoFisher) at 37 °C,
with 5% CO, in a humidified incubator, as previously described*. For
the organoid aggregation and differentiation, 125-ml disposable spin-
ner flasks (Corning, VWR) were placed on a nine-position stir plate
(Dura-Mag) at a speed of 65 rpm, as previously reported, starting with
dissociated 40 x10° hPSCs in Stemflex + Rhok inhibitor Y- 27632
(4 uM). Differentiation was initiated when spheres reached
300-500 um by dual-SMAD inhibition with SB431542 (R&D Systems,
10 pM), LDN193189 (Stemgent, 100 nM), B27-Vit A and N2 in DMEM-
F12, to ensure the proper size range spheres were filtered using a set of
300 and 500 um filters (pluriSelect). Midbrain-specific patterning for
midbrain NPCs organoids was the addition of CHIR99021 (Stemgent,
3 uM), Purmorphamine (STEMCELL, 2 pM), and SAG (Abcam, 1 pM)*s,
Post patterning Neural maturation medium was DMEM F12 medium
containing N2, B27-VitA, 20 ng/mL GDNF (R&D Systems), 20 ng/mL
BDNF (R&D Systems), 0.2 mM ascorbic acid (Sigma), 0.1 mM dibutyryl
cAMP (Biolong), 10 pM DAPT (Cayman Chemical). For long-term
maintenance (after day 35), the spheres were transferred to ultralow
attachment plates (Corning, VWR) at five spheres per ml of media. The
medium for long-term culture was DMEM F12 medium containing N2,
B27-VitA, 10 ng/ML GDNF (R&D Systems), 10 ng/mL BDNF (R&D Sys-
tems), 0.2 mM ascorbic acid (Sigma).

Astrocyte differentiation and isolation

We derived astrocytic 2D cultures from large-scale 3D spin cultures,
starting at day 90 using a protocol adapted from TCW et al.*’. This
involved dissociation and serial passaging of midbrain organoids
under conditions that favor astrocyte growth. Cells are grown in 125 ml
flasks containing hundreds of individual organoids totaling more than
4 x 108 cells. Currently, the culture comprises various midbrain cell
types including DNs, other neurons, progenitor cells, and astrocytic
cell types. To isolate astrocytic progenitors, we gently triturated
organoids in trypsin enzyme solution using a glass pipette to break up
individual organoids into large chunks. After washing steps and pel-
leting of the organoids, we plated the suspension on 15cm dishes
coated with 0.1% gelatin. Cells are maintained in an astrocyte propa-
gation medium (Astrocyte Medium, ScienCell #1801) for a week or
until the first astrocytes are attached and start to divide. Cells were
passaged to a maximum of P3. The maintaining and experimental
media consisted of Advanced DMEM/F-12 (1 part, ThermoFisher
12634010), Neurobasal (1 part, ThermoFisher 21103049), B-27 Sup-
plement, N-2 Supplement, MEM Non-Essential Amino Acids Solution
(ThermoFisher 11140050), GlutaMAX (ThermoFisher 35050061), CNTF
(10 ng/ml, PeproTech 450-13). For passaging, Astrocyte Medium was
used on the first day and replaced by Astrocyte mature after 70%
confluency was reached. For the conditioning media experiments,
mature media was added to a confluent plate of astrocytes. After
3 days, the media was collected, filtered, and then added to day 150
hMIDOs.

Midbrain organoid astrocyte seeding and co-culture

For the co-culture experiments, midbrain NPCs of day 14 after dif-
ferentiation and day 100 astrocytes were plated in a 96-well plate in a
5:1 proportion. They were maintained in a post patterning neural
maturation medium for 2 weeks and then transferred to a long-term
culture medium for the experimental procedures. For the seeding
procedure, 12 organoids were seeded with 50k astrocytes eachinaV
bottom plate (Corning), and serum was added to the media to sup-
port the astrocyte seeding for 72h. After 48 h, organoids were
transferred to a 96-well plate, one organoid per well, and maintained
until day 60.

Immunocytochemistry of fixed cells

Cells were fixed with 4% PFA for 20 min. Cells were blocked in 0.1%
Triton X-100 (Sigma) in 5% horse serum/PBS, and then incubated in
primary antibody (STable 2) (0.1% Triton X-100 in 5% horse serum/PBS)
overnight at 4 °C. On the following day, cells were washed in PBS and
incubated in species-specific fluorophore-conjugated Alexa fluor sec-
ondary antibodies and DAPI nuclear stain according to the manu-
facturer’s protocol. The imaging was performed using the High
content imager CX7 (Thermo Fisher) with a HCS Studio 4.0 software,
and phenotyping and quantifications were performed using Image)
v1.53 or CellProfiler v3 softwares. For the statistical analysis, the aver-
age of at least three fields of the well was counted as a N value.

Immunostaining and image analysis of sectioned spheres
Organoids were fixed with 4% PFA O/N and embedded in paraffin.
Serial sections (4-6 um) of paraffin-preserved midbrain organoid
sections were prepared using a Leica RM2255 microtome, sections
were placed on charged slides and baked overnight at 70 °C. IHC
was performed on Ventana Benchmark XT. Antigen retrieval with
CCl (citric acid buffer) was performed for 1h, followed by primary
antibody incubation for 30 min (min.). A multimer secondary anti-
body was used for all samples. IHC sections were imaged using an
Aperio VERSA 8 (Leica Biosystems, Wetzlar Germany) digital slide
scanner and analyzed in QuPath (version 0.2.3, https://QuPath.
github.io/).
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Immunohistochemistry of human tissue

Cases and controls brain samples were derived from the Mount Sinai
Neuropathology Brain Bank. Inclusion criteria were individuals with a
neuropathological diagnosis of Parkinson’s disease for cases and
cognitively normal with no or only age-related neuropathological
changes for controls. Formalin-fixed paraffin-embedded (FFPE) sec-
tions (5um) were prepared from substantia nigra blocks, mounted on
positively charged slides, and baked overnight at 70 °C. Immunohis-
tochemistry (IHC) was performed on a Ventana Benchmark XT auto-
matic staining platform (Roche Diagnostics, Indianapolis, IN)
according to the manufacturer’s protocol with reagents and antibodies
acquired from the same lot. Antigen retrieval was done using CCl
buffer (Tris/Borate/EDTA buffer, pH 8.0-8.5, Roche Diagnostics) for
1h followed by primary antibody incubation. All primary antibodies
were diluted in antibody dilution buffer (ABD24, Roche Diagnostics).
Primary antibodies were incubated for 36 min (mOXDJ1, 1:400, Abcam)
or 28 min (GFAP, 1:10, Ventana, 760-4345) followed by either 3,3"-dia-
minobenzidine (DAB) or alkaline phosphatase for visualization. For
slides that were double-labeled, both DAB and alkaline phosphatase
were used for visualization. All slides were counterstained with
hematoxylin and coverslipped.

Digital histopathologic analysis

For unbiased digital quantitative assessment, slides were imaged using
an Aperio VERSA 8 (Leica Biosystems, Wetzlar Germany) digital slide
scanner. Whole tissue sections and the substantia nigra were manually
neuroanatomically segmented on whole slide images (WSI) and ana-
lyzed in QuPath (version 0.2.3, https://QuPath.github.io/). All analysis
was batch-processed using a custom positive pixel-based analysis
workflow that measured the percentage of positive pixels detected
using a positive pixel classifier based on thresholded values for DAB
intensity. All quantitative values were normalized to the area.

Live-cell imaging to access lysosome function

Astrocyte monocultures or midbrain neuronal/astrocyte co-cultures
were plated in the 96-well plates. Cells were incubated with DQ™ Red
BSA, which emits red fluorescence upon proteolysis, for 30 min, washed
3 times with PBS, and kept in maintaining media throughout the assay.
Bafilomycin A2 (100 nM, Sigma-Aldrich B1793) was added to specific
wells to confirm the lysosomal nature of the proteolysis. Aminoguani-
dine (30 uM) was used for the reversal experiments. The plates were
incubated for image acquisition in Incucyte® Live-Cell Analysis System
for 21 h and images were analyzed in the Incucyte® software v2020C.

Calcium Imaging in astrocytes

For GCaMP8s imaging, plated astrocytes in 2 cm gelatin-coated plates
were placed on a Nikon Eclipse TE2000-U microscope, with a 10x
objective. GCaMP8s was excited using a 480 nm (Mic-LED-480A, Priz-
matix), an HQ480/40x excitation filter, a QSOSLP dichroic mirror, and
an HQ535/50 m emission filter (Semrock). Fluorescence was projected
onto an sCMOS Zyla chamber camera (VSC-01910, Andor), and sampled
at a rate of 4.7 fps with a frame exposure of 200 ms at 160 x 120 pixels
(4 x4 binning). The light source and sCMOS camera were controlled
with the Nikon Elements software (NIS-Elements AR 5.20.01). The
astrocytes were continuously perfused during fluorescence recording
with ACSF with the following composition (in mM): NaCl 125, KCI 5,
D-Glucose 10, HEPES-Na 10, CaCl, 3.1, MgCl, 1.3. The ATP treatment
(100 uM) was controlled by a ValveBank8 Il (AutoMate Scientific Inc.).
ROI segmentation of GCaMP8s, raw fluorescence extraction, and back-
ground correction was performed with Nikon Elements software. AF/F
was calculated using R-studio (R version 4.0.3).

Western blotting and dot blot
Cell culture lysates were generated using RIPA buffer (Thermo Scien-
tific), 1 or 2% SDS lysis buffer (10 mM tris, 150 mM NaCl, 1mM EDTA)

containing protease inhibitor cocktail (Thermo Scientific), and phos-
phatase inhibitor cocktail (Thermo Scientific). Protein concentration
was estimated using the BCA assay (Pierce). For Western blot analysis,
20-40 pg total protein was denatured under reducing conditions in 4x
Laemmli Sample Buffer (Bio-Rad) by heating for 10 min at 70 °C before
loading onto a 10% Criterion TGX Precast gel (Bio-Rad), then trans-
ferred to a PVDF membrane (0.22 um; Bio-Rad) using the iBlot 2 dry
blotting system (Invitrogen). Membranes were blocked for 1 h at RT in
5% w/v non-fat milk (Santa Cruz) in TBS containing 0.1% v/v Tween-20
(Fisher Scientific; TBS-T). Membranes were then incubated in the
indicated primary antibody (in 5% milk/TBS-T) overnight at 4°C,
washed 4 times in TBS-T, incubated in species-specific HRP-conjugated
secondary antibody (in 5% milk/TBS-T) for 1 h at RT, and then washed 4
times in TBS-T. Membranes were subsequently developed with ECL
Western blotting substrate (Pierce). Membranes were then washed
once in TBS-T and stripped in stripping buffer (25 mM Glycine HCI, pH
2.0, and 1% w/v SDS) with vigorous shaking to remove primary and
secondary antibodies, washed three times in TBS-T, and blocked for 1 h
(in 5% milk/TBS-T) at RT before probing with the next primary anti-
body. Dot blots were performed in the same way as western blots but
without the gel separation step. The primary antibodies are listed in
STable 2.

Proteomics—cell lysis and protein digestion

At the indicated times, cells were washed twice with ice-cold PBS and
snap-frozen. Cell pellets were lysed with in-house RIPA buffer (50 mM
HEPES, 150 mM Nacl, 1% sodium deoxycholate, 1% NP-40, 0.1% SDS,
2.5mM MgCl,, 10mM sodium glycerophosphate, 10 mM sodium
biphosphate) containing in-house protease and phosphatase inhibitor
cocktail), to produce whole-cell extracts. Whole-cell extracts were
sonicated and clarified by centrifugation (16,000 x g for 10 min at 4 °C)
and protein concentrations were determined by the Bradford assay.
Protein extracts (40 pg) were subjected to disulfide bond reduction
with 5mM TCEP (room temperature, 10 min) and alkylation with
25mM chloroacetamide (room temperature, 20 min).
Methanol-chloroform precipitation was performed before protease
digestion. In brief, four parts of neat methanol were added to each
sample and vortexed, one part of chloroform was then added to the
sample and vortexed, and finally three parts of water were added to the
sample and vortexed. The sample was centrifuged at 8000 rpm for
5 min at room temperature and subsequently washed twice with 100%
methanol. Samples were resuspended in 100 mM EPPS pH8.5 con-
taining 0.1% RapiGest and digested at 37 °C for 16 h with trypsin at a
100:1 protein-to-protease ratio.

Proteomics—Tandem Mass Tag labeling

Tandem Mass Tag (TMT and TMTpro) labeling of samples was carried
out as followed. For total proteome analysis (40 ug of digested pep-
tides), 8 pL of a 10 pg/pL stock of TMT reagent was added to samples,
along with acetonitrile to achieve a final acetonitrile concentration of
approximately 30% (v/v). Following incubation at RT for 1h, the
labeling efficiency of a small aliquot was tested for each set, and the
reaction was then quenched with hydroxylamine to a final con-
centration of 0.5% (v/v) for 15min. The TMT-labeled samples were
pooled together at a 1:1 ratio. The total proteome sample was vacuum
centrifuged to near dryness and subjected to C18 solid-phase extrac-
tion (SPE) (50 mg, Sep-Pak, Waters).

Proteomics—off-line basic pH reversed-phase (BPRP)
fractionation

Dried TMT-labeled sample was resuspended in 100 pl of 10 mM
NH4HCO3 pH 8.0 and fractionated using basic pH reverse phase HPLC.
Briefly, samples were offline fractionated over a 90 min run, into 96
fractions by high pH reverse-phase HPLC (Agilent LC1260) through an
aeris peptide xb-c18 column (Phenomenex; 250 mm x 3.6 mm), with
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mobile phase A containing 5% acetonitrile and 10 mM NH4HCO3 in LC-
MS grade H20, and mobile phase B containing 90% acetonitrile and
10 mM NH4HCO3 in LC-MS grade H20 (both pH 8.0). The 96 resulting
fractions were then pooled in a non-continuous manner into 24 frac-
tions used for subsequent mass spectrometry analysis. Fractions were
vacuum centrifuged to near dryness. Each consolidated fraction was
desalted via Stage Tip, dried again via vacuum centrifugation, and
reconstituted in 5% acetonitrile, and 1% formic acid for LC-MS/MS
processing. For Phospho-peptides, dried peptides were fractionated
according to the manufacturer’s instructions using High pH reversed-
phase peptide fractionation kit (Thermo Fisher Scientific) for the final
6 fractions and subjected to C18 StageTip desalting prior to MS
analysis.

Proteomics—Fe2+-NTA phosphopeptide enrichment
Phosphopeptides were enriched using Pierce High-Select Fe2+-NTA
phosphopeptide enrichment kit (Thermo Fisher Scientific, A32992)
following the provided protocol. In brief, dried peptides were enriched
for phosphopeptides and eluted into a tube containing 25 pL 10%
formic acid (FA) to neutralize the pH of the elution buffer and dried
down. The unbound peptides (flowthrough) and washes were com-
bined, dried up, and subjected to basic pH reversed-phase fractiona-
tion (see method section) and used for the total proteome analysis
(non-phosphorylated peptides).

Proteomics—Total proteomics analysis

Mass spectrometry data were collected using an Orbitrap Eclipse Tri-
brid mass spectrometer (Thermo Fisher Scientific, San Jose, CA) cou-
pled to an UltiMate 3000 RSLCnano system liquid chromatography
(LC) pump (Thermo Fisher Scientific). Peptides were separated on a
100 pm inner diameter microcapillary column packed in-house with
~30 cm of HALO Peptide ES-CI8 resin (2.7 um, 160 A, Advanced Mate-
rials Technology, Wilmington, DE) with a gradient consisting of 5-23%
(0-75 min), 23-40% (75-110 min) (ACN, 0.1% FA) over a 120 min run at
~500 nL/min. For analysis, we loaded 3/10 of each fraction onto the
column. Each analysis used TMT-MS2 based quantification, combined
with the FAIMS Pro Interface (using previously optimized 3 CV para-
meters for TMT multiplexed samples®®. The scan sequence began with
an MSI1 spectrum (Orbitrap analysis; resolution 120,000 at 200 Th;
mass range 400-1500 m/z; automatic gain control (AGC) target
4 x105; maximum injection time 50 ms). Precursors for MS2 analysis
with desired charge state (z: 2-6) were selected using a cycle type of
1.25 s/CV method (FAIMS CV =-40/-60/-80). MS2 analysis consisted
of high energy collision-induced dissociation (HCD) and was analyzed
using the Orbitrap (resolution 50,000 at 200 Th; NCE 38; AGC 2 x105;
isolation window 0.5 Th; maximum injection time 172 ms). Mono-
isotopic peak assignment was used, precursor fit filter was used (80%
fit) and previously interrogated precursors were excluded using a
dynamic window (150 s + 10 ppm). For TMTpro analysis, a similar setup
was used with the following modifications. Each analysis used Multi-
Notch MS3-based TMT quantification®®, combined with a newly
implemented Real-Time Search analysis software’®”’. MS2 analysis
consisted of collision-induced dissociation (quadrupole ion trap ana-
lysis; Rapid scan rate; AGC 1.0 x 104; isolation window 0.5 Th; nor-
malized collision energy (NCE) 35; maximum injection time 35 ms).
Monoisotopic peak assignment was used, precursor fit filter was used
(70% for a fit window of 0.5 Th) and previously interrogated precursors
were excluded using a dynamic window (180 s +10 ppm). Following
the acquisition of each MS2 spectrum, a synchronous-precursor-
selection (SPS) API-MS3 scan was collected on the top 10 most intense
ions b or y-ions matched by the online search algorithm in the asso-
ciated MS2 spectrum’®”’. MS3 precursors were fragmented by high
energy collision-induced dissociation (HCD) and analyzed using the
Orbitrap (NCE 45; AGC 2.5 x 105; maximum injection time 200 ms, the
resolution was 50,000 at 200 Th). The closeout was set at two peptides

per protein per fraction so that MS3s were no longer collected for
proteins having two peptide-spectrum matches (PSMs) that passed
quality filters.

Proteomics—Phospho-proteomics analysis

Mass spectrometry data were collected using an Orbitrap Eclipse Tri-
brid mass spectrometer (Thermo Fisher Scientific, San Jose, CA) cou-
pled to an UltiMate 3000 RSLCnano system liquid chromatography
(LC) pump (Thermo Fisher Scientific). Peptides were separated on a
100 pm inner diameter microcapillary column packed in-house with
~30 cm of HALO Peptide ES-CIS8 resin (2.7 um, 160 A, Advanced Mate-
rials Technology, Wilmington, DE) over a 155 min run at ~500 nL/min.
For analysis, we loaded half of each fraction onto the column. Each
analysis used the FAIMS Pro Interface (using previously optimized 3 CV
parameters for TMT-labeled phosphopeptides) to reduce ion inter-
ference. The scan sequence began with an MSI1 spectrum (Orbitrap
analysis; resolution 120,000 at 200 Th; mass range 350-1500 m/z;
automatic gain control (AGC) target 4 x 105; maximum injection time
50 ms). Precursors for MS2 analysis were selected using a cycle type of
1.25s/CV method (FAIMS CV =-40/-60/-80). MS2 analysis consisted
of high energy collision-induced dissociation (HCD) (Orbitrap analysis;
resolution 50,000 at 200 Th; isolation window 0.5 Th; normalized
collision energy (NCE) 38; AGC 2 x105; maximum injection time
172 ms). Monoisotopic peak assignment was used, precursor fit filter
was used (80% for a fit window of 0.5 Th) and previously interrogated
precursors were excluded using a dynamic window (120 s +10 ppm)”.

Proteomics—Data analysis

Mass spectra were processed using a Comet-based (2019.01 rev. 5)
software pipeline”. Spectra were converted to mzXML and mono-
isotopic peaks were re-assigned using Monocle”™. MS/MS spectra were
matched with peptide sequences using the Comet algorithm along
with a composite sequence database including the Human Reference
Proteome (2020-01 - SwissProt entries only) UniProt database, as well
as sequences of common contaminants. This database was con-
catenated with one composed of all protein sequences in the reversed
order. Searches were performed using a 50 ppm precursor ion toler-
ance for analysis. TMT or TMTpro tags on lysine residues and peptide
N termini (+229.162932 TMT; (+304.207 Da TMTpro) and carbamido-
methylation of cysteine residues (+57.021 Da) were set as static mod-
ifications, while oxidation of methionine residues (+15.995 Da) was set
as a variable modification. For the phosphorylation dataset search,
phosphorylations (+79.966 Da) on Serine or Threonine were set as
additional variable modifications. Peptide-spectrum matches (PSMs)
were adjusted to a 1% false discovery rate (FDR). PSM filtering was
performed using a linear discriminant analysis”, while considering the
following parameters: XCorr (or Comet Log Expect), ACn (or Diff Seq.
Delta Log Expect), missed cleavages, peptide length, charge state, and
precursor mass accuracy. For protein-level comparisons, PSMs were
identified, quantified, and collapsed to a 1% peptide false discovery
rate (FDR) and then collapsed further to a final protein-level FDR of 1%.
Moreover, protein assembly was guided by principles of parsimony to
produce the smallest set of proteins necessary to account for all
observed peptides. For TMT-based reporter ion quantitation, we
extracted the summed signal-to-noise (S:N) ratio for each TMT channel
and found the closest matching centroid to the expected mass of the
TMT reporter ion (integration tolerance of 0.003 Da). Reporter ion
intensities were adjusted to correct for the isotopic impurities of the
different TMT reagents according to manufacturer specifications.
Proteins were quantified by summing reporter ion signal-to-noise
measurements across all matching PSMs, yielding a “summed signal-
to-noise” measurement. For total proteome, PSMs with poor quality,
MS3 spectra with 6 or more TMT reporter ion channels missing, or
isolation specificity less than 0.8, or with TMT reporter summed signal-
to-noise ratio that was less than 150 or had no MS3 spectra were
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excluded from quantification. Phosphorylation site localization was
determined using the AScore algorithm. AScore is a probability-based
approach for high-throughput protein phosphorylation site localiza-
tion. Specifically, a threshold of 13 corresponded to 95% confidence in
site localization.

Protein or peptide quantification values were exported for further
analysis in Microsoft Excel, R package, and Perseus. Each reporter ion
channel was summed across all quantified proteins and normalized
assuming equal protein loading of all samples. Phospho-peptides were
normalized to the corresponding protein abundance value (when
available). Additional analysis was done using PathfindR v1.6.1, QIAGEN
Ingenuity Pathway Analysis (IPA) v1.0, and PhosR v1.12R packages’®”’.
To predict the most active kinases, we obtained the significantly
upregulated photo-peptides in the L166P dataset. We input the upre-
gulated phopho-peptides list into kinase activity prediction tool to
generate a score of activity based on based on Kim et al.’®. A detailed
step-by-step guide can be found in Kim et al.’®. For the pathfindR
analysis of the proteomics dataset, we included up and down-
regulated proteins with a cut-off from the adjusted limma p-
value of 0.05.

Supplemental data Tables list all quantified proteins as well as the
associated TMT reporter ratio to control channels used for quantita-
tive analysis.

LC-MS/MS with the hybrid metabolomics and dopamine analysis
Organoids were subjected to an LCMS analysis to detect and quantify
known peaks. A metabolite extraction was carried out on each sample
based on a previously described method”. The LC column was a Mil-
lipore TMZIC-pHILIC (2.1x150 mm, 5pm) coupled to a Dionex Ulti-
mate 3000TM system and the column oven temperature was set to
25 °C for the gradient elution. A flow rate of 100 pL/min was used with
the 10 mM ammonium carbonate in water (A), pH 9.0, and acetonitrile
(B). The gradient profile was 80-20% B (0-30 min), 20-80% B
(30-31min), 80-80% B (31-42 min). Injection volume was set to 2 uL
for all analyses (42 min total run time per injection). MS analyses were
carried out by coupling the LC system to a Thermo Q Exactive HFTM
mass spectrometer operating in heated electrospray ionization mode
(HESI). Method duration was 30 min with polarity switching data-
dependent Top 5 method for both positive and negative modes. Spray
voltage for both positive and negative modes was 3.5kV and the
capillary temperature was set to 320s°C with a sheath gas rate of 35, aux
gas of 10, and max spray current of 100 pA. The full MS scan for both
polarities utilized 120,000 resolution with an AGC target of 3e° and a
maximum IT of 100 ms, and the scan range was from 67-1000 m/z.
Tandem MS spectra for both positive and negative modes used a
resolution 0f 15,000, AGC target of 1 e°, maximum IT of 50 ms, isolation
window of 0.4 m/z, isolation offset of 0.1 m/z, fixed first mass of 50 m/z,
and three-way multiplexed normalized collision energies (nCE) of 10,
35, 80. The minimum AGC target was le4 with an intensity threshold of
2e5. All data were acquired in profile mode. The data was analyzed
using the R Package and web resource https://www.metaboanalyst.ca
MetaboAnalyst 4.0%.

For the dopamine levels analysis, midbrain organoid samples
were investigated with a reverse phase LCMS assay and dopamine
was quantified across the samples. The samples were normalized by
weight. Signals for dopamine were extracted by observing the peak
height at m/z 154.0863. A background thresholding of 3 times the
background signal plus 10,000 counts was used to determine the
detection of dopamine in each sample. Finally, instrument perfor-
mance was assessed using the internal standards added to the sam-
ples during extraction. Instrument mass accuracy was within
tolerance (0.2 ppm), LC column performance was stable (0.39 min
RT range) and internal standard response variability was 25% across
the samples.

Glycolysis stress test

Organoids were submitted to the glycolysis stress test in the Agilent
Seahorse XF using the glycolysis stress test. Organoids were plated in a
laminin-coated Seahorse XFe96 Spheroid Microplate on day 35 and
analyzed on day 40 or day 200 after plating. The assays were done in
XF base medium supplemented with B27 and N2. The data was
acquired using the Seahorse Wave Desktop Software 2.6.1.

Statistical analysis

All data were expressed in mean + SEM. The statistical analysis was
performed using Prism 9 (GraphPad) unless stated differently in the
appropriate method section and the figures were created using
Adobe Illustrator v 28. After experimental design appropriate null
hypothesis testing and mean comparison, P values of <0.05 were
considered significant. No statistical method was used to determine
the sample size.

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability

The MS proteomics data have been deposited to the MassIVE reposi-
tory with the dataset identifier MSV000090202. The data can be
accessed directly via the link https://doi.org/10.25345/C5BV7BOSF. The
metadata of the experimental cases is described in STable 3. The
metabolomics is submitted at the NIH Common Fund’s National
Metabolomics Data Repository (NMDR) website, the Metabolomics
Workbench, https://www.metabolomicsworkbench.org where it has
been assigned Project ID (PRO01491). The data can be accessed directly
via its Project DOI: (https://doi.org/10.21228/M8OM7R). Source data
are provided as a Source Data file. Source data are provided with
this paper.

Code availability
The analysis code is available at https://github.com/blanchardlab/
Parfitt2023
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