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METHOD FOR THE TREATMENT OF WWOX ASSOCIATED DISEASES

BACKGROUND

Germline mutations of WW domain-containing oxidoreductase (WWOX) has
been documented in epilepsy, ataxia and disorders of sex development (DSD) patients.
More recently, genetic meta-analysis of diagnosed Alzheimer’s disease identifies the
WWOX gene as a new risk locus. Several lines of evidence strongly suggest that WWOX
expression is required for normal development and function of central nervous system
(CNS) and that mutations in WWOX result in neurological disorders in infants known

today as WWOX-related epileptic encephalopathy (WOREE) syndrome.

In WOREE, autosomal recessive WWOX non-sense mutations, partial and
complete deletions are associated with very severe disease leading to very early onset
death. Heterozygous parents harboring single mutated allele of WWOX do not exhibit
phenotypic symptoms. Whether these carriers are more susceptible to adult epilepsy is
not yet known. Most of the patients characterized with WOREE harbor compound
heterozygous mutations of WWOX making it hard to individually target each mutation.
A milder form of the disease is associated with WWOX missense mutations and is
referred to as spinocerebellar ataxia, autosomal recessive, 12 (SCAR12). The mechanism
by which WWOX regulates homeostasis of CNS is largely unknown. Whether WWOX
is downstream of other major effectors that antagonize epilepsy and other forms of

neuropathy is also unknown.

Recent evidence also links subtle mutations of WWOX with autism spectrum
disorders (ASD). Copy number variants (CNVs) overlapping WWOX were reported in
many ASD affected individuals characterized with less severe phenotypes and 1Q levels
approximate to the normal ranges defining WWOX as an ASD candidate gene. Inherited
CNVs of WWOX were determined as a low penetrance risk factor for ASD. Furthermore,
mega analysis of multiple sclerosis patient samples has revealed more than 200
autosomal susceptibility variants including those in WWOX. Accordingly, perturbation
in WWOX goes beyond a single neurological disease and suggest WWOX as a critical

player in several neurological disorders.
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SUMMARY

The present disclosure provides methods and compositions for the treatment of
WWOX-associated CNS disease. In various embodiments, the present invention
involves expressing a heterologous WWOX gene in the brain of the subject, and in
various embodiments involves expressing the heterologous WWOX gene in neurons to

treat or ameliorate conditions such as WOREE syndrome and SCAR12.

In some embodments, the WWOX gene comprises one or more regulatory
elements including a promoter that directs expression of the WWOX gene in neurons.
For example, the promoter can be a universal promoter or a neuron-specific promoter.
An exemplary neuron-specific promoter is synapsin I promoter. In various embodiments,
the WWOX gene is a wild type gene or functional derivative and comprises untranslated

sequences (e.g., in a 3'-UTR) that enhance mRNA stability.

In some embodiments, the individual to be treated is a pediatric or neonatal
patient (e.g., a patient with WOREE or SCAR12). In some embodiments, early treatment
prevents manifestation of some clinical parameters of disease. In some embodiments, the
individual is an adult patient (e.g., with WOREE or SCARI12), and treatment can
ameliorate one or more clinical parameters, such as epileptic episodes. In various
embodiments, the treatment substantially reduces frequency and/or severity of epileptic

episodes.

For example, in some embodiments, the invention provides a method for the
treatment of WOREE syndrome or SCAR12, the method comprising administering to
the brain of a patient in need of such treatment, an AAV9 gene delivery system
comprising a WWOX wild type gene under control of a synapsin I promoter. The AAV9
delivery system may comprise the nucleotide sequence substantially as set forth in SEQ

ID NO: 1, SEQ ID NO: 3, SEQ ID NO: 4, and/or SEQ ID NO: 5.

In other aspects, the present disclosure provides an expression construct
comprising a WWOX wild type gene, or a functional derivative thereof, under the
expression control of a neuron-specific promotor. An exemplary neuron-specific
promoter is a synapsin I promoter. In some embodiments, the nucleotide sequence

comprises a sequence substantially as set forth in SEQ ID NO: 1, 3, 4, and/or 5. In various
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embodiments, the expression construct is a viral vector, such as an adeno-associated virus
(AAV) delivery system. In some embodiments, the expression construct is an AAV9

delivery system.

Other aspects and embodiments of the present disclosure will be apparent from

the following detailed description and examples.

BRIEF DESCRIPTION OF THE DRAWINGS

FIGS. 1A-1M provide a summary of a study, showing the phenotypes of the
conditional deletion of murine Wwox in brain cells. (A) A representative image of Wwox
null (KO) and wild type (WT) mice at P18. (B) Graph showing weight (in grams, g) gain
as function of time. Retarded growth in Wwox null is evident from 4 days onwards
compared to wild type. Data points represents the average weight of the mice (WT, n =
3; KO, n = 3). Error bars represents +SEM (**P < (.01, *** P<0.001, Student’s t test).
(C) Kaplan Meier survival curve showing post-natal lethality of Wwox null by the age of
3-4 weeks (WT, n = 10; KO, n = 11). (P = 0.0023, Log-rank Mantel-Cox test). (D)
Conditional deletion of Wwox gene in neural stem/progenitor cells shows global
developmental delay in N-KO compared to the control mice (N-Control). A
representative image of these mice shown at P17. (E) N-KO mice exhibit reduced body
weight corresponding to N-Control. Data points represents the average weight of the
mice, 4 mice per genotype. Error bars represents +SEM (**P < 0.01, *** P < 0.001,
Student’s t test). (F) Kaplan Meier survival curve showing post-natal lethality by 3-4
weeks of age in N-KO (n = 14) compared to the N-Control (n = 12). (P =0.0002, Log-
rank Mantel-Cox test). (G-I) A representative image of mice (P17) with conditional
ablation of Wwox in neurons (S-KO) showing (G) growth retardation and (H) reduced
body weight (Data points represents the average weight of the mice, 4 mice per each
genotype. Error bars represents 2SEM **P < 0.01, *** P < 0.001, Student’s t test) and
(I) premature death (S-Control n = 13, S-KO n = 15). (P value 0.0001, Log-rank Mantel-
Cox test). (J-L) Conditional ablation of Wwox either in oligodendrocytes (O-KO) or in
astrocytes (G-KO) does not cause phenotypic abnormalities like developmental delay (J
and M, shown at P17), weight loss (K and N) and postnatal lethality (L and O) in either
in O-KO or in G-KO mice compared to their corresponding control group (G-Control,

O-Control) (in K and L, O- Control n = 11 and O-KO n =10, P value 1.0, no significance,
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Log-rank Mantel-Cox test) (G-Control n = 8, G-KO n = 9 mice were used in N and M, P

value 1.0, no significance, Log-rank Mantel-Cox test).

FIGS. 2A-F provide a summary of a study showing neocortical hyperexcitability
in the S-KO neocortex. (A) In vivo recordings (P13-P17) from S- Control, S-HT and S-
KO indicating bursting activity in S-KO (shown in red) as compared to heterozygote (S-
HT, shown in blue) and S-Control, (shown in black). (B) In vitro recordings (P13-P17)
from the superficial neocortex indicating spontaneous neocortical bursting in isolated
neocortical slice preparations. Inset shows expanded trace of one bursting event from the
S-KO example. Inset of whole brain shows the positioning of the in vivo recording
electrodes. Of an evaluation of all data that included both spontaneous activity and data
with electrical stimulation artifacts obtained from 11 S-Control, 23 S-HT and 42 S-KO
slices from 7 S-Control, 14 S-HT and 24 S-KO animals, O S-Control slices showed
busting (0%), 4 slices from 3 S-HT animals showed bursting (~20%), and 36 slices from
20 S-KO animals showed bursting (~84%). (C) A second example of an in vivo recording
and its time-frequency spectrogram. (D) Power spectral analysis for in vivo and in vitro
datasets for S-Controls, S-HTs and S-KOs obtained from data clear of stimulation
artifacts. Gray bars indicate regions of significance as identified frequency-by-frequency.
In vivo 12-20Hz shows elevated power in S-KO as compared to S-HT and 7-15Hz for S-
KO as compared to S-Control. In vitro 3-13Hz showed elevated power of S-KO as
compared to S-HT and S-Control. In vitro data z-score normalized to mean and standard
deviation of 320-400Hz. Box plots show normalized power with frequency bands
indicated on the horizontal axis. For 0-4.9Hz and 5-9Hz, S-KO power was significantly
elevated as compared to S-Control only (In vivo, S-Control, n = 5 subjects; S-KO, n =7
subjects; S-HT, n= 7 subjects, * P < 0.05; in vitro * P < 0.05;** P<0.01 student’s t test,
S-KO as compared to S-Control and S-HT; S-Control, n = 11 slices, 7 animals; S-HT, n
= 11 slices, 8 animals; S-KO, n =34 slices, 20 subjects). (E) Responses to electrical
stimulation from layer V, recording in layer II/III of the neocortex. Arrows indicate the
stop and start of the 1% peak response and caret symbols indicate the stop and start of the
28 peak response at 100uA stimulus strength. (F) Amplitude of the 1% and 2"¢ peak
responses (1% peak: * P = 0.0127. 2™ peak: ** P = 0.008, * P = 0.0202; Wilcoxon rank
sum test S-Control n = 6 slices, 3 subjects; S-HT, n = 8 slices, 5 subjects; S-KO, n =8

slices, 6 subjects).
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FIGS. 3A-3E provide a summary of a study, showing that neuronal deletion of
Wwox impairs myelination and oligodendrocyte maturation. (A) Quantification of
fluorescence sum intensity of CNP and MBP from three identical sections in the cortex
region shows reduced intensity in S-KO (n = 3) compared to S-Control (n = 3). (B)
Representative images of brain sections immunostained with anti-CNP and anti-MBP
are shown from cerebellum. (C) Quantification of fluorescence intensity of CNP and
MBP display reduced intensity in S-KO compared to S-Control. (D) Sagittal section of
the brain tissues immunostained for CC1 and anti-PDGFRa. Images showing reduced
number of matured oligodendrocytes in corpus callosum (marked with dotted white line
and the magnified area is shown with white square) of S-KO compared to S-Control at
P17. (E) Quantification of CC1 and PDGFRa positive cells in corpus callosum showing
significantly reduced CC1 positive cells and increased in number of PDGFRa positive
cells in SK-O compared to S-Control. Data points represent number of cells counted in
the area (0.5mm?) from three independent sections of S-Control (n = 3) and S-KO mice
(n = 3). Error bar represents £SEM (* P <0.01, ** P <0.001). Scale bars A) 50 um, B)
2 pm and C) 50 pm.

FIGS. 4A-4D provide a summary of a study, showing that neuronal deletion of
Wwox reduces the myelination and axonal conductivity. (A) Electron micrograph (EM)
pictures from mid sagittal section of corpus callosum showing a smaller number of
myelinated axons and more unmyelinated axons in the optic nerve of S-KO (n = 3),
compared to S-Control (n = 3) at P17. (B) Quantification of number of myelinated axons
in corpus callosum and unmyelinated axons in optic nerve per field of view in S-Control
vs S-KO. Graphs represent the myelinated axons (S-Control, n = 2500 and S-KO, n =
1200) in corpus callosum and unmyelinated axons (S-Control n = 500 and S-KO, n =
3000) in optic nerve were counted from EM images per FOV (Field of view). Error bar
represents +SEM (¥** P <0.001, student’s t test). (C) g- ratio analysis showing reduced
myelin thickness of axons in corpus callosum and optic nerve in S-KO (n = 3) compared
to the S-Control (n = 3). Axon diameter and myelin thickness were calculated from the
electron micrograph images of corpus callosum (n = 300 per each genotype) and optic
nerve (n = 300 per each genotype) (*** P < 0.001, student’s t test). (D) Representative
examples of the evoked responses from corpus callosum stimulation, (i) recording at a
vertical distance of 250um from the stimulator. Inset shows placement of electrode and

stimulus. (N1 *P =0.0104; N2 =0.5737 Wilcoxon rank sum test) (ii) Latency to N1 and
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N2 from the onset of the stimulus. (ii) Ratio of the amplitude of N1 and the amplitude
of N2. (N1/N2). (** P =0.0030; Wilcoxon rank sum n = 8 slices, 5 subjects; S-Control;
n = § slices 6 subjects S-KO).

FIGS. 5 provide a summary of a study, showing the non-cell autonomous function
of WWOX in OPCs differentiation. Quantification of pre-myelinating, myelinating and
degraded oligodendrocytes counted (area covered 14mm diameter). Results are shown in
a box plot from two independent experiments (WT-DRGs+WT-OPCs, n = 4; KO-
DRGs+WT-OPCs, n =4). (**P<0.01. n.s no significance). Scale bars A) 100 um, D)
50 pm.

FIGS 6A-6G provide a summary of a study, showing that WWOX-deficient
oligocortical spheroids exhibit hyperexcitability and hypomyelination. (A) Schematic
illustration of oligocortical spheroids slice set up. An electrode is used for local field
potential recordings (LFP) while a second one is used for whole-cell patch recordings.
Electrodes are positioned 150um from the edge of the slice and 10-15pum apart. (B)
Resting membrane potential of cells in whole-cell patch clamp recordings for OS-WT
and OS-WWOX-KO organoids at week 15 (OS-WT n =3, OS-WWOX-KO n =4; OS-
WTRMP =-52.1 +£0.90 mV, OS-WWWOX-KO RMP =-21.28 +6.91 mV). (*P < 0.01,
Student’s t test). (C) Mean spectral power of OS-WT and OS-WWOX-KO organoids at
week 15 in baseline condition (n = 9 slices, 3 organoids for OS-WT, n = 6 slices, 2
organoids for OS-WWOX-KO; OS-WT AUC = 0.0285 + 0.0097, OS-WWWOX-KO
AUC = 0.0541 + 0.0093. (*P < 0.05, Student’s t test). (D) Area under the curve of the
mean spectral power in (C) for delta and theta ranges (0.5-7.9 Hz). (*P <0.05, Student’s
t test). (E) Week 30 OS stained for CNP (OLs) and MBP (OLs). Images on the right side
are enlargement of the boxed area on the left. (OS-WT, n =5; OS-WWOX-KO, n = 5).
(F) A representative electron micrograph images showing more myelinated axons OS-
WT (n = 3) compared to OS-WWOX-KO (n = 3) in week 37 organoids. Enlarged area
shown in a box. (G) Bar graph represents the percentage of myelinated and unmyelinated
axons in OS-WT (n =2) and OS-WWOX-KO (n = 3). Scale bars in (E) and (F) 100 um,
(G) 40 um and (H) left panel 500 nm and right panel 200 nm.

FIGS. 7A-7F provide a summary of a studying, showing that restoration of
WWOX in Synapsin I-positive neurons improves growth of Wwox null mice and extends
their life span. (A) Illustration of the plasmid vector construct containing murine Wwox

gene under human Synapsin I promoter. The Wwox gene sequence is followed by an

6
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IRES promoter and EGFP gene sequence. (B) Physical appearance of wild type (WT),
Wwox null injected either with AAV9-hSynl-GFP (the control virus) or AAV9-hSynl-
mWwox-IRES-GFP virus at P17. Graphs showing body weight (C) and blood glucose
levels (D) of the mice at indicated days. Error bars represent +SEM, n=4 mice per
genotype. (E) Kaplan-Meier survival graph indicates prolonged life span of Wwox
knockout mice injected with AAV9-hSynl-mWwox (n=18) compared to mice injected
with AAV9-hSynl-GFP (n=6) or the non-injected (n=10) (p value <0.0001, Log-rank
Mantel-Cox test). (F) Kaplan-Meier survival graph indicates prolonged life span of
Wwox knockout mice injected with AAV9-hSynI-hWWOX (n=6) [median 92 days]
compared to mice injected with AAV9-hSynl-GFP (n=4) or the non-injected (n=8) (p
value = 0.0001, Log-rank Mantel-Cox test).

FIGS. 8A and 8B provide a summary of a studying, showing that neuronal
restoration of WWOX reduces epileptic activity in neocortex. (A) Representative traces
of cell-attached recordings performed in WT, KO and KO-treated with AAV9-hSynl-
mWwox [KO+A-Wwox] pups at P20-21 days. Traces represent spontaneous neocortical
activity (action potentials shown). The panels represent 12 s recording with an inset
presenting a zoom-in of an 0.5 s interval. A clear hyperactivity of the KO brain is
observed in these representative traces with the KO showing bursts of action potentials.
The graph shows the averages over 20 neurons from WT pups (n=2), 20 neurons from
KO+A-Wwox pups (n=2) and 30 neurons from KO pups (n=2) (****p value <0.0001,
student’s t test). (B) Representative traces of cell-attached recordings performed in a WT
and a KO+A-Wwox adult mice (6 months old). Traces present spontaneous neocortical
activity (action potentials). The panels present 12 s recording with an inset presenting a
zoom-in of an 0.5 s interval. The graph shows the averages over 60 neurons from WT
adult mice (n=3) and 60 neurons from KO+A-Wwox adult mice (n=3). There was no
significant change observed between the average firing rate of the WT and the KO+A-

Wwox adult mice.

FIGS 9A-9C provide a summary of a study, showing that WWOX restoration in
neurons improves myelination by promoting OPCs differentiation in Wwox null. (A)
Images of whole brain sagittal sections that were immunolabelled with anti-MBP at P17
from indicated mice (n=3 for each group). MBP staining in cortex, hippocampus and
cerebellum is presented (magnified from the top panel). (B) Sagittal section of the brain

(P17) tissues immunostained for CC1 and PDGFRa. Images showing increased number
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of matured oligodendrocytes in corpus callosum of the Wwox null after treatment with
AAV9-hSynl-mWwox compared to Wwox null injected with AAV9-hSynl-GFP virus. (C)
Graph represents the quantification of CC1 and PDGFRa positive cells in corpus
callosum (area 0.5 mm?) of WT (n=3), KO (n=3) and KO+A-Wwox (n=3) counted from
three similar brain sagittal sections per mouse in each genotype. Error bars represent
+SEM. (¥p value <0.01, **p value <0.001, ***p value <0.0001). Scale bars (A) 2 mm
(top panel), 250 um (middle and lower panels), (B) 250 pm (top panel), 50 pm (middle

and lower panels).

FIGS. 10A-10E provide a summary of a study, showing that WWOX restoration
in neurons reverses the abnormal behavioral phenotypes of Wwox null mice. (A)
Representative images of open field test showing tracking pattern (periphery and the
center) of WT (females, n=7, males n=6) and AAVmWwox-injected KO mice (females
n=7, males n=5) at 8-10 weeks. (B) and (C) Graphs represent the velocity and distance
travelled (cm) from the open field tracking. (D) Mice tracking images of elevated plus
maze test from WT and KO+AAV-Wwox mice (age 8-10 weeks). O. A. (open arm) C.O.
(closed arm) are shown with dotted white boxes on the left mice tracking image. Graphs
represent the duration (s) in closed arm (i) and open arm (ii) from WT (females, n=7,
males n=6) and KO+AAV-Wwox (females n=7, males n=5). (E) Graphs represent the
latency (s) of the mice (WT and rescued mice at 8-10 weeks) to fall from the rotarod in
different trials. Females (WT, n=7; KO+-mWwox, n=5) and males (WT, n=5; KO+-

mWwox, n=5) are shown separately (***p value <0.0001).

FIGS. 11A-11F provide a summary of a study relating to the generation and
characterization of WWOX knockout cerebral organoids. (A) Week10 COs stained for
the ventricular radial glial (VRG) marker CRYAB, together with WWOX and the pan-
radial glia marker SOX2. The images on the right are enlargements of the boxed area.
The dashed line defines the ventricular space (WT: n = 8 from 3 batches, KO: n = 8 from
3 batches). Scale = 50 um (left), 25 pum (right). (B) Quantification of markers that
represent the different populations that compose the ventricular-like zone (VZ),
subventricular zone (SVZ), and the cortical plate (CP). NeuN marks the mature neurons,
TBR2 marks the intermediate progenitors (IPs), and SOX2 marks the ventricular radial
glia (vRGs). The boxplot represents the 1st and 3rd quartile, with its whiskers showing
the minimum and maximum points and a central band representing the median. Statistical

significance was determined using one-way ANOVA with Tukey’s multiple
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comparisons test (WT: n = 8 from 3 batches; KO: n = 8 from 3 batches; W-AAV:n =4
from 1 batch). (C) gPCR analysis for the assessment of expression levels of different
neural markers in 15 weeks COs: SOX2 and PAX6 (progenitor cells), TUBB3 (pan-
neuronal), SLC17A6 and SLC17A7 (VGLUT2 and VGLUTI; glutamatergic neurons),
and GAD1 and GAD2 (GAD67 and GAD65; GABAergic neurons). The y-axis indicates
relative expression fold change. Data are represented as mean SEM. Statistical
significance was determined using one-way ANOVA with Tukey’s multiple
comparisons test (WT: n =4 from 1 batch; KO: n =4 from 1 batch; and W-AAV:n=4
from 1 batch). (D) Immunofluorescent (IF) staining for the glutamatergic neuron marker
VGLUT1 and GABAergic neuron marker GAD67 (GAD1) in week 10 COs (WT: n =38
from 3 batches; KO: n = 8 from 3 batches; and W-AAV: n =4 from 1 batch). Scale =
100 um. Quantification of the images is shown. VGLUT1 and GAD67 were quantified
as the surface area covered by the staining and were normalized to the number of nuclei
in each image. The boxplot represents the 1st and 3rd quartile, with its whiskers showing
the minimum and maximum points and a central band representing the median. As the
samples were not normally distributed, statistical significance was determined using the
Kruskal-Wallis test with Dunn’s multiple comparisons test. Outliers were removed using
the ROUT test (Q = 1%). Data information: n.s (non-significant), *P < 0.05, and ****P
<0.0001.

FIGS. 12A-12C provide a summary of a study, showing that WWOX-KO
cerebral organoids demonstrated hyperexcitability and epileptiform activity. Sample
recordings from 7-week-old hESC-derived cerebral organoids (COs). (A) Sample traces
show visible differences in local field potential, with WWOX-KO COs showing
increased activity compared with WT in baseline condition (left) and in the presence of
100 uM 4-AP (right). (B) Mean spectral power of week 7 WT and KO COs in baseline
conditions. The line marks 0.25- to 1-Hz frequency range. Statistical significance was
determined using the two-tailed unpaired Welch’s t-test (WT: n = 14 slices, 5 organoids,
and 3 batches; KO: n = 14 slices, 8 organoids, and 3 batches). (C) Normalized area under
the curve of the mean spectral power in (B) for the 0.25- to 1-Hz frequency range. Data
represented by mean SEM. Statistical significance was determined using the two-tailed
unpaired Welch’s t-test. The numerals in all bars indicate the number of analyzed slices
and organoids (i.e., slices (organoids)). (D) and (E) WWOX’s coding sequence was
reintroduced into week 6 WWOX-KO COs using lentiviral transduction (lenti-WWOX).



10

15

20

25

30

WO 2022/034591 PCT/IL2021/050982

(D) Immunofluorescent staining showing WWOX expression in different populations in
WWOX-KO organoids following infection with lentivirus. NT = non-treated. Scale = 50
um. (E) Normalized area under the curve of the mean spectral power of WT line, 2 KO
lines, and 2 KO lines infected with lenti-WWOX at week 7 in baseline condition, for the
0.25- to 1-Hz frequency range. Data represented by mean SEM. The numerals in all bars
indicate the number of analyzed slices and organoids (i.e., slices (organoids)). Statistical
significance was determined using one-way ANOVA with Tukey’s multiple

comparisons test. Data information: ***P <0.001 and ****P <0.0001.

FIGS. 13A-13F provide the summary of a study, showing that WWOX-KO
cerebral organoids exhibited impaired astrogenesis and DNA damage response. (A)
Week 15 and week 24 COs stained for the astrocytic and radial glial marker GFAP, and
the astrocyte-specific marker S100b (WT W15: n =9 from 3 batches; KO W15: n= 16
from 3 batches; W-AAV W15: n = 4 organoids from 1 batch; WT W24: n = 10 from 4
batches KO W24: n =9 from 3 batches; and W-AAV W24: n =4 from 1 batch). Scale =
100 um. (B) qPCR analysis of astrocytic markers in COs at week 15. The y-axis indicates
relative expression fold change. Data are represented as mean + SEM. Statistical
significance was determined using one-way ANOVA with Tukey’s multiple
comparisons test (WT: n =4 from 1 batch; KO: n =4 from 1 batch; and W-AAV:n=4
from 1 batch). (C) gPCR analysis of astrocytic markers in COs at week 24. The y-axis
indicates relative expression fold change. Data are represented as mean = SEM.
Statistical significance was determined using one-way ANOVA with Tukey’s multiple
comparisons test (WT: n =4 from 2 batches; KO: n = 3 from 2 batches; and W-AAV n
=3 from 1 batch). (D) IF staining of week 6 COs for astrocytic markers in the surrounding
of VZs (WT: n = 6 from 2 batches, and KO: n = 6 from 2 batches). Scale = 100 um (left)
and 50 pm (right). € Staining for the DNA damage markers cH2AX and 53BP1 in the
nuclei of cells in the VZ of week 6 COs at physiological conditions, together with the
pan-radial glial marker SOX2 (WT: n = 8 from 3 individual batches; KO: n =12 from 3
individual batches; and W-AAV: n =4 from 1 batch). Scale = 50 um (left), 25 um (right).
(F) Quantification of cH2AX (top) and 53BP1 foci (bottom) in the nuclei of cells
composing the innermost layer of the VZ, normalized to the total number of nuclei in
this layer. The boxplot represents the 1st and 3rd quartile, with its whiskers showing the
minimum and maximum points and a central band representing the median. Statistical

significance was determined using one-way ANOVA with Tukey’s multiple
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comparisons test (WT: n = 8 organoids from 3 batches; KO: n = 12 organoids from 3
batches; and W-AAV: n =4 from 1 batch). Data information: n.s (non-significant), *P <
0.05, **P <0.01, and ****P < 0.0001.

FIGS. 14A-14E provide a summary of a study, showing that cerebral organoid
RNA sequencing revealed major differentiation defects. RNA sequencing (RNA-seq) of
week 15 COs and transcriptome analysis (WT: n =2, KO: n =4). (A) qPCR analysis for
selected Wnt target genes validating the results of the RNA-seq. The y-axis indicates
relative expression fold change. Data are represented as mean _ SEM. Statistical
significance was determined using one-way ANOVA with Tukey’s multiple
comparisons test (WT: n =4 from 1 batch; KO: n =4 from 1 batch; and W-AAV:n=4
from 1 batch). (B) Week 16 COs were subfractionated into a cytoplasmic (C) and nuclear
(N) fractions. The experiment was run twice with a total of 2 WT organoids and 4 KOs
organoids (2 for each KO line). KAP-1 marks the nucleus, and HSP90 marks the
cytoplasm. The numbers at the bottom are a quantification of the nuclear fraction of b-
catenin band intensities normalized to the cytosolic fraction [b-C (N/C)]. (C) Heatmap
showing the expression levels of markers of the six different layers of the human cortex
in week 15 organoids from deepest to the most superficial: TBR1, BCL11B (CTIP2),
SATB2, POU3F2 (BRN2), CUX1, and RELN. (D) IF staining in week 15 COs validating
the decreased levels of the deep layer cortical markers CTIP2 (BCL11B) and TBR1, and
superficial layer marker SATB2 (WT: n=3; KO: n=4; and W-AAV: n =4). Scale = 50
um. (E) Quantification of the cortical markers seen in G, normalized to the total number
of nuclei. The y-axis indicates the fold change compared with the average of the WT
COs. The boxplot represents the 1st and 3rd quartile, with its whiskers showing the
minimum and maximum points and a central band representing the median. Statistical
significance was determined using one-way ANOVA with Tukey’s multiple
comparisons test (WT: n =9 from 3 batches; KO: n = 16 from 3 batches; and WAAV: n
=4 organoids from 1 batch). Data information: *P < 0.05, **P <0.01, ***P <0.001, and
sk p < 0.0001.

FIGS. 15A-15E provide a summary of a study, showing that WWOX-related
epileptic encephalopathy cerebral organoids recapitulate neuronal abnormalities.
Peripheral blood mononuclear cells (PBMCs) were isolated from a patient with WOREE
syndrome and from his healthy parents and were reprogrammed into iPSCs, and

subsequently were differentiated into COs. (A) Week 10 WSM COs stained for the
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progenitor marker SOX2, neuronal marker b3-tubulin, and WWOX (WSM Fl: n =2
from 1 batch; WSM M2: n = 2 from 1 batch; WSM S2: n =2 from 1 batch; WSM S5: n
=2 from 1 batch; WSM S5 W-AAV3: n =2 from 1 batch; and WSM S5 W-AAV6:n =
2 from 1 batch). Scale = 50 um. (B) Representative traces of spontaneous spikes recorded
from neurons of WSM P, WSM §, and WSM S W-AAV week 7 COs. Each recording is
12 s long, and the zoom-in is of 0.5 s (box on the right). (C) Average firing rate over 24
neurons from WSM P COs (4 organoids), 41 neurons from WSM S COs (3 organoids),
and 40 neurons from WSM S W-AAYV organoids (3 organoids). Statistical significance
was determined using one-way ANOVA with Tukey’s multiple comparisons test. Bars
represents the mean _ SEM. (D) GAD67 and VGLUT1 immunostaining in week 10
WSM COs (WSM F1:n =2 from 1 batch; WSM M2: n =2 from 1 batch; WSM S2: n =
2 from 1 batch; WSM S5: n =2 from 1 batch; WSM S5 W-AAV3: n =2 from 1 batch;
and WSM S5 W-AAV6: n =2 from 1 batch). Scale = 50 um. (E) Quantification of the
data shown in Fig 15D. Statistical significance was determined using one-way ANOVA
with Tukey’s multiple comparisons test (WSM F1: n =2 from 1 batch; WSM M2: n =2
from 1 batch; WSM S2: n =2 from 1 batch; WSM S5: n =2 from 1 batch; WSM S5 W-
AAV3: n = 2 from 1 batch; and WSM S5 W-AAV6: n = 2 from 1 batch). Data
information: ns (non-significant), *P < 0.05, **P < 0.01, ***P < 0.001, and ****P <

0.0001.

FIGS. 16A-16F provide a summary of a study, showing that WWOX-related
epileptic encephalopathies depict molecular abnormalities similar to a complete WWOX
loss. (A) Week 15 WSM COs stained for astrocytic markers GFAP and S100b. (WSM
F1: n =2 from 1 batch; WSM M2: n = 3 from 1 batch; WSM S2: n = 2 from 1 batch;
WSM S5: n=2 from 1 batch; WSM S5 W-AAV3: n=2 from 1 batch; and WSM S5 W-
AAV6: n = 2 from 1 batch). Scale = 50 pum. (B) Impaired DNA damage response in
WOREE-derived organoids. SOX2 marks the radial glia in the VZ (WSM F1: n =4 from
1 batch; WSM M2: n = 4 from 1 batch; WSM S2: n =4 from 1 batch; WSM S5: n=4
from 1 batch; WSM S5 W-AAV3: n =4 from 1 batch; and WSM S5 W-AAV6: n=4
from 1 batch). Scale =50 pum (left) and 25 um (right). (C) Quantification of DNA damage
foci, marked by cH2AX (left) and 53BP1 (right), in the nuclei of the cells in the VZs of
week 6 WSM COs. The boxplot represents the 1st and 3rd quartile, with its whiskers
showing the minimum and maximum points and a central band representing the median.

Statistical significance was determined using one-way ANOVA with Tukey’s multiple
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comparisons test (WSM F1: n =4 from 1 batch; WSM M2: n = 4 from 1 batch; WSM
S2:n =4 from 1 batch; WSM S5: n =4 from 1 batch; WSM S5 W-AAV3:n=4 from 1
batch; and WSM S5 W-AAV6: n =4 from 1 batch). (D) gPCR analysis for selected Wnt
target genes in week 10 WSM COs. The y-axis indicates relative expression fold change.
Data are represented as mean SEM. Statistical significance was determined using one-
way ANOVA with Tukey’s multiple comparisons test (WSM P: n = 6 from 1 batch;
WSM S: n =4 from 1 batch; and WSM S W-AAV: n =4 from 1 batch). (E) Week 15
WSM COs stained for the cortical layers’ markers CTIP2 and SATB2. (WSM F1: n=2
from 1 batch; WSM M2: n = 3 from 1 batch; WSM S2: n =2 from 1 batch; WSM S5: n
=2 from 1 batch; WSM S5 W-AAV3: n =2 from 1 batch; and WSM S5 W-AAV6:n =
2 from 1 batch). Scale = 50 um. (F) Quantification of the staining presented in E. The
boxplot represents the 1st and 3rd quartile, with its whiskers showing the minimum and
maximum points and a central band representing the median. Statistical significance was
determined using one-way ANOVA with Tukey’s multiple comparisons test (WSM F1:
n =2 from 1 batch; WSM M2: n =3 from 1 batch; WSM S2: n =2 from 1 batch; WSM
S5:n=2 from 1 batch; WSM S5 W-AAV3:n =2 from 1 batch; and WSM S5 W-AAV6:
n =2 from 1 batch). Data information: *P <0.05, **P <(0.01, ***P <0.001, and ****P
<0.0001.

DETAILED DESCRIPTION

The present disclosure provides methods and compositions for the treatment of
WW domain-containing oxidoreductase (WWOX)-associated CNS disease. In various
embodiments, the present invention involves expressing a heterologous WWOX gene in
the brain of the subject, and in various embodiments involves expressing the
heterologous WWOX gene in neurons to treat or ameliorate conditions such as WOREE

syndrome and SCAR12.

The term “WWOX-associated CNS disease” refers to diseases resulting from or
associated with a mutated WWOX gene or with abnormal WWOX expression. Mutation
could lead to complete or partial genomic deletion leading to loss of protein or truncation
(non-sense mutations) or in milder conditions missense mutation. These diseases are
those that are manifested in the CNS. Examples of such diseases are: WWOX-related

epileptic encephalopathy (WOREE) syndrome; spinocerebellar ataxia, autosomal
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recessive, 12 (SCARI12), multiple sclerosis, Alzheimer,’s disease, West syndrome,

autism, and disorder of sexual development (DSD).

In certain aspects, the invention provides for a method for the treatment of
WWOX-associated CNS disease. The method comprises administering to the brain of a
patient in need of such treatment, a WWOX wild type gene, or a functional derivative
thereof, under control of regulatory element(s) that result in expression of WWOX in the
brain. In various embodiments, the WWOX-associated CNS disease is selected from
WOREE syndrome, SCAR12, Alzheimer’s disease, West syndrome, autism, multiple
sclerosis and DSD.

In some embodiments, the WWOX-associated CNS disease is WOREE
syndrome or SCARI12. In some such embodiments, the patient has compound

heterozygous mutations of WWOX.

The term “treatment” or “treating” in the context of this disclosure refers to
improving at least one clinical parameter related to the disease, and further includes
prevention of the disease (or one or more clinical parameters of the disease) from
manifestation. The term “treatment” or “treating” also refers to improving at least one
symptom or aspect of the disease (as compared to non-treated subjects), such as: survival,
growth, number or frequency of epileptic episodes, cognitive function, social function

(e.g., in autism) fertility, ataxia, retinopathy, mental retardation, and microcephaly.

The term “WWOX wild type gene” refers to a gene that comprises the WWOX
coding sequence represented by SEQ ID NO:1, or which codes for the amino acid
sequence of SEQ ID NO: 2. The term “WWOX wild type gene” further includes the
cDNA sequence (as represented by SEQ ID NO: 1), or comprises the gene sequence with
one or more introns. For example, the full gene sequence with introns is represented by
NCBI Reference Sequence: NC_000016.10. The term “WWOX wild type gene” further
includes naturally occuring nucleotide polymorphisms or amino acid modifications (with
respect to SEQ ID NO: 1 or SEQ ID NO: 2, respectively) in the human population that
are not associated with disease or loss of WWOX function or expression. In various
embodiments, the WWOX gene can be a functional equivalent of the WWOX wild type
gene, that is, the WWOX gene may encode one or more amino acid modifications (such

as one, two, three, four, or five amino acid modifications) independently selected from
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insertions, deletions, or substitutions, and which do not significantly impact WWOX
activity or expression (e.g., in neurons). Generally, a functional derivative will encode
an amino acid sequence having at least 95% sequence identity, or at least 96% sequence
identity, or at least 97% sequence identity, or at least 98% sequence identity, or at least
99% sequence identity with the amino acid sequence of SEQ ID NO: 2. A WWOX wild
type gene may further comprise regulatory elements, including a promoter and 5'- and
3'- untranslated regions, although these regulatory elements are not restricted to the
naturally occurring WWOX gene sequences, but instead can be selected to achieve the
desired level of mRNA expression or turnover, and/or desired cell-specificity of gene
expression. In some embodiments, the WWOX wild type gene does not include
substantial untranslated regions, that is, may consist essentially of or consist of the
WWOX coding sequence. In accordance with embodiments of the invention, the WWOX
wild type gene will comprise at least a heterologous promoter. As used herein, a
“heterologous promoter” is a promoter that is placed in a non-native location, such as in

position to control expression of a coding sequence that it does not control in nature.

In some embodiments, the WWOX wild type gene encodes the amino acid
sequence of SEQ ID NO: 2. In some embodiments, the WWOX wild type gene is a cDNA
sequence, which in some embodiments comprises the nucleotide sequence of SEQ ID

NO: 1 or SEQ ID NO: 3.

The term “promoter” refers to a DNA sequence capable of controlling the
expression of an RNA, such as transcription of the WWOX wild type gene. Promoter
sequences contain at least proximal elements for controlling gene expression, and may
optionally further comprise more distal upstream elements, the latter elements often
referred to as enhancers. Accordingly, an “enhancer” is a DNA sequence that can
stimulate promoter activity, or is an innate element of the promoter or a heterologous
element inserted to enhance the level or tissue specificity of a promoter. Promoters may
be derived in their entirety from a native gene, or may be composed of different elements
derived from different promoters found in nature, or even comprise synthetic DNA

segments. It is further recognized that the exact boundaries of regulatory sequences may
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not be completely defined, and thus DNA fragments of some variation may have identical

promoter activity.

In some embodments, the regulatory element includes a promoter that directs
expression of the WWOX gene in neurons. For example, the promoter can be a universal
promoter. Examples of universal promoters include CMV promoter, E2ZF1 promoter, and
UlsnRNA promoter, or a derivative thereof. In some embodiments, the promotor is a
universal promoter, and the construct is delivered specifically or selectively to neurons.
In some embodiments, the regulatory element is a promoter (a neuron-specific promoter)
that is expressed specifically in neurons. Exemplary neuron-specific promoters include
synapsin I promoter, CamKII promoter, MeCP2 promoter, NSE promoter, and Hb9
promoter, or a derivative thereof. In some embodiments, the promoter is not expressed
or is expressed at a lower level in glial cells. In some embodiments, the promoter is not

expressed or is expressed at a lower level in oligodendrocytes and/or astrocytes.

In some embodiments, the regulatory element is a synapsin I promoter, or
functional derivative thereof for directing neuron-specific expression. In some
embodiments, the promoter is a synapsin I promoter, for example, represented by
GeneBank accession number NM_006950 (SEQ ID NO: 4), which confers highly
neuron-specific and long-term transgene expression. The structure of the synapsin I
promoter is described in Schloch et al., Neutron-specific Gene Expression of Synapsin I,

J. Biol. Chem. 271(6): 3317-3323 (1996). In various embodiments, the synapsin I

promoter is a functional derivative thereof that comprises (i.e., maintains) the NRSE/RE-
1 sequence, which imparts neuron-specific expression. In various embodiments, the
synapsin I promoter comprises a nucleotide sequence of at least about 250 nucleotides,
or at least about 300 nucleotides, or at least about 350 nucleotides of the 3’ end of SEQ

ID NO: 4. The synapsin I promoter (or portion thereof) may have up to about 20%, or up
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to about 10%, or up to about 5% nucleotide modifications, as long as the neuron-specific

or neuron-selective expression of the promoter is maintained.

In some embodiments, the WWOX wild type gene, or a functional derivative
thereof, under control of a regulatory element comprises the nucleotide sequence

substantially as set forth in SEQ ID NO: 5.

In other embodiments, the regulatory element is a promoter that directs
expression of the WWOX gene in oligodendrocytes. Exemplary promoters include MBP
promoter, PLP1 promoter, and CNP promoter, or a derivative thereof. In some
embodiments, the regulatory element is a promoter that directs expression of the WWOX
gene in astrocytes. Exemplary promoters include GFAP promoter or S100b promoter, or

a derivative thereof.

In some embodiments, the WWOX wild type gene or the promoter further
comprises one or more enhancer sequences, which can comprise distal portions of the
synapsin I promoter or other neuron-specific promoter. In some embodiments, the
promoter comprises one or more neuron-specific or neuron-selective enhancers, to
increase expression levels in neurons. See, for example, Charron G. et al., Multiple
Neuron-specific Enhancers in the Gene Coding for the Human Neurofilament Light

Chain. J. Biol. Chem. 270(51):3064-30610 (1995).

In various embodiments, the WWOX wild type gene or functional derivative
comprises untranslated sequences (e.g., a 3'-UTR) that enhance mRNA stability. For
example, in some embodiments the WWOX wild type gene may contain a B-globin
mRNA 3'-UTR, or components of the B-globin mRNA 3'-UTR that confer mRNA
stability. In some embodiments, the WWOX wild type gene includes 3' untranslated
sequences from mRNAs that exhibit low turnover in neurons. In some embodiments, the
transcribed WWOX nucleotide sequence comprises one or more woodchuck hepatitis
post-transcriptional regulatory elements (WPRE), which can enhance stability. The
WPRE in some embodiments is included in the 3' UTR of the WWOX gene.

In some embodiments, the WWOX wild type gene is delivered with one or more

detectable labels, including but not limited to a fluorescent protein, such as a GFP or
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RFP, allowing for visualization of expression of the WWOX-containing expression

construct.

In some aspects, the WWOX wild type gene or functional derivative thereof (or
fragment thereof) is delivered with a Cas endonuclease enzyme or polynucleotide
encoding a Cas endonuclease enzyme, and guide RNA (gRNA) or polynucleotide
encoding the gRNA, to direct or enhance insertion of the WWOX wild type gene or a
portion thereof. In some embodiments, the WWOX-associated CNS disease is
characterized by a known mutation in WWOX. In such embodiments, a gRNA
complementary to the mutated region, or a DNA sequence coding for said gRNA, are
delivered along with a Cas endonuclease. In these embodiments, the WWOX wild type
gene may be a fragment of the WWOX wild type gene to replace the mutated sequence

cleaved by the Cas endonuclease enzyme (e.g., Cas9).

For example, where the exact mutation in the WWOX gene in the individual is
known, the individual is treated by administering to the brain of the individual a Cas
endonuclease (e.g., Cas9) enzyme and a gRNA targeted to the mutated sequence, so that
the mutated sequence can be edited to revert to the wild type form either by cleaving the
mutated region and/or by replacing the sequence of the mutated region by the sequence
of the wild type region. For some mutations, mere cleavage of the mutated sequence by
the Cas endonuclease will result in a functional WWOX gene. For other mutations, it
will be required to not only cleave the mutated sequence, but also to replace it by a wild
type sequence (which is a fragment of the WWOX wild type gene). In such a case, the
method comprises also the administration of a donor DNA sequence, corresponding to a

fragment of the WWOX wild type gene; to replace the mutated sequence.

In some embodiments, the Cas endonuclease (e.g., Cas9) may be administered
into the brain cells as a protein or may be administered as a polynucleotide encoding the
enzyme and capable of being expressed in the brain cells (e.g., in neurons). In some
embodiments, the Cas endonuclease is expressed via a neuron-specific promoter (e.g.,
synapsin I promoter), as described herein. In some embodiments, the Cas endonuclease

is delivered as an mRNA, and thus does not require transcription in transfected cells.

Where a polynucleotide coding for the Cas endonuclease is used, promotors and
delivery vectors as described herein for the WWOX gene may be used, or deliver vectors

may be used that are capable of delivering longer polynucleotides (which may be better
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suited for delivering Cas endonuclease-encoding polynucleotides) such as AAV6 and
Lentivirus vectors. Where the Cas endonuclease is delivered as a protein, delivery

particles, liposomes etc. may be used for its delivery to the brain (e.g., to neurons).

Likewise, the gRNA may be delivered as an RNA molecule or as a DNA
molecule coding for the gRNA, using the delivery and promoter systems as described
herein for the WWOX gene. In some embodiments, the gRNA is expressed via a neuron-

specific promoter.

The WWOX polynucleotide, to replace the mutated DNA, can be administered
as a separate sequence or can be delivered as part of a vector containing a sequence
coding for the Cas endonuclease and the gRNA. In such a case the donor DNA can be
cleaved out of the vector, for example by use of “donor-specific” second set of guide
RNA that with the aid of the Cas endonuclease, can cleave the donor out of the vector

with blunt ends.

Cas endonuclease (e.g., Cas9) molecules of a variety of species can be used in
the methods and compositions described herein, including S. pyogenes and S.
thermophilus Cas9. Other Cas endonucleases are described in US Patent Publication No.
20160010076 (which is hereby incorporated by reference in its entierey). The constructs
and methods described herein can include the use of any Cas endonuclease, including
Cas9 enzymes, and their corresponding gRNAs or other gRNAs that are compatible. The
Cas9 from Streptococcus thermophilus LMD-9 CRISPRI1 system has been shown to
function in human cells. (See, Cong et al., Science 339, 8§19 (2013)).

Guide RNAs generally speaking come in two different systems: System 1, which
uses separate crRNA and tractrRNAs that function together to guide cleavage by Cas9,
and System 2, which uses a chimeric crRNA-tracrRNA hybrid that combines the two
separate gRNAs in a single system (referred to as a single guide RNA or sgRNA, see
also Jinek et al., Science 2012; 337:816-821). The tracrRNA can be variably truncated
and a range of lengths has been shown to function in both the separate system (system 1)

and the chimeric gRNA system (system 2).

Cas endonuclease can be guided to specific 17-20 nt genomic targets bearing an
additional proximal protospacer adjacent motif (PAM), e.g., of sequence NGG, using a
gRNA, e.g., a sgRNA or a tractrRNA/crRNA, bearing 17-20 nts at its 5' end that are
complementary to the complementary strand of the genomic DNA target site. Thus,
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embodiments can employ a single guide RNA comprising a crRNA fused to a normally
trans-encoded tracrRNA, e.g., a single Cas9 guide RNA as described in Mali et al.,
Science 2013 Feb. 15; 339(6121):823-6, with a sequence at the 5' end that is
complementary to the target sequence, e.g., of 25-17, optionally 20 or fewer nucleotides
(nts), e.g., 20, 19, 18, or 17 nts, preferably 17 or 18 nts, of the complementary strand to
a target sequence immediately 5' of a protospacer adjacent motif (PAM), e.g., NGG,
NAG, or NNGG. The gRNAs can include X.N which can be any sequence, wherein N
(in the RNA) can be 0-200, e.g., 0-100, 0-50, or 0-20, that does not interfere with the

binding of the ribonucleic acid to Cas9.

In some embodiments, the gRNA includes one or more Adenine (A) or Uracil
(U) nucleotides on the 3' end. In some embodiments the gRNA includes one or more U,
e.g., 1 to 8 or more Us at the 3' end of the molecule, as a result of the optional presence

of one or more Ts used as a termination signal to terminate RNA PolllI transcription.

In some embodiments, the gRNA is targeted to a site that is at least three or more
mismatches different from any sequence in the rest of the genome in order to minimize
off-target effects. Modified RNA oligonucleotides such as locked nucleic acids (LNAs)
have been demonstrated to increase the specificity of RNA-DNA hybridization by
locking the modified oligonucleotides in a more favorable (stable) conformation. Thus,
the gRNAs disclosed herein may comprise one or more modified RNA oligonucleotides.
For example, the truncated guide RNAs molecules described herein can have one, some
or all of the region of the guide RNA complementary to the target sequence are modified,
e.g., locked (2'-O-4-C methylene bridge), S5'-methylcytidine, 2'-O-methyl-
pseudouridine, or in which the ribose phosphate backbone has been replaced by a

polyamide chain (peptide nucleic acid), e.g., a synthetic ribonucleic acid.

The gRNA may be provided per se or in an expression vector. The vectors for
expressing the gRNAs can include RNA Pol III promoters to drive expression of the
gRNAs, e.g., the H1, U6 or 7SK promoters. These human promoters allow for expression
of gRNAs in mammalian cells following plasmid transfection. Alternatively, a T7
promoter may be used, e.g., for in vitro transcription, and the RNA can be transcribed in
vitro and purified. Vectors suitable for the expression of short RNAs, e.g., siRNAs,
shRNAs, or other small RNAs, can be used.
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The delivery of the sequences (promotor and gene and optionally additional
sequences) can be done by any delivery system suitable for delivery to the CNS, either
by direct delivery to the CNS or by systemic delivery. In various embodiments, the
WWOX wild type gene or functional derivative thereof is delivered using a viral vector,
polymeric nanoparticles, inorganic nanoparticles, lipid nanoparticles, or exosomes. In
some embodiments, the WWOX wild type gene or functional derivative thereof is
delivered by a viral vector. The viral vector can be an adeno-associated virus (AAV)
delivery system. In some embodiments, the AAV delivery system is AAV9Y, which
crosses the blood-brain barrier better than other AAV serotypes. Additional viral
delivery systems that may be used include Lentivirus and Herpes Simplex Virus delivery

systems.

Another suitable delivery vehicle for the CNS comprises nanoparticles, typically
having a size of less than 200 nm, or less than about 150 nm, or less than about 100 nm.
These may include lipid-based nanoparticles, polymer nanoparticles, dendrimers and
inorganic nanoparticles, some of which may be tailored to pass through the blood brain
barrier (BBB). In some embodiments, the delivery system actively targets delivery by
using ligands of transporters or receptors to enhance nanoparticle uptake across the BBB.
The preferred pathway for this approach is receptor (or transporter)-mediated
transcytosis by which a cargo (e.g., nanoparticles) transports between the apical and
basolateral surface in the brain ECs. For example, low-density lipoproteins undergo
transcytosis through the ECs by a receptor-mediated process, bypassing the lysosomal
compartment and releasing at the basolateral surface of the brain side. Further, since the
BBB contains transporters to amino acids, using the naturally present arginine transporter

for the delivery is one approach for delivery to the brain.

Another vehicle for brain delivery is exosomes which are small extracellular
vesicles secreted by cells. The major advantage of exosomes versus other synthetic

nanoparticles is their non-immunogenic nature, leading to a long and stable circulation.

In some embodiments, delivery to the brain employs compounds or electric
stimulation to transiently open the BBB and allow high concentrations of systemically
administered polynucleotides to reach the brain. An example of such a compound is
cereport (a bradykinin analog) or regadenoson (an adenosine receptor agonist). Another
manner to increase penetration is via Ultrasound, which is an attractive technique to

facilitate drugs to cross the BBB. Microbubble-enhanced diagnostic ultrasound (MEUS),
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a non-invasive technique, effectively helps drugs cross the BBB. Another approach is
transcranial magnetic stimulation (TMS), which stimulates neuronal activity and
increases glutamate release, facilitating delivery across the BBB. (Review by Xiaowei

Don. 2018; 8(6): 1481-149- incorporated in its entirely herein by reference).

Routes of administration of the desired delivery vehicles may be systemic
delivery without further manipulations (using particles or viral vector, that inherently
enter the BBB); or may be systemic in connection with various manipulations (such as
microbubble-enhanced diagnostic ultrasound (MEUS), transcranial magnetic stimulation
(TMS)) to transiently open the BBB. In other embodiments, delivery is by nasal

administration.

In still other embodiments, delivery to the brain is by delivery to the cerebrospinal
fluid via intracerebroventricular route. Another option is delivery to the cisterna magna
route of injection, which is an alternative method for delivery into cerebrospinal fluid
(CSF) which results in wide-spread gene delivery throughout the CNS. In some
embodiments, the administration is by direct injection into the parenchyma or
injection into the cerebrospinal fluid via the intracerebroventricular, and by

intrathecal (cisternal or lumbar) route.

In some embodiments, the individual to be treated is a pediatric or neonatal
patient (e.g., a patient with WOREE or SCAR12). In some embodiments, early treatment
prevents manifestation of some clinical parameters of disease, such as growth
impairments, epileptic episodes, impairment of cognitive function, and mental
retardation. In some embodiments, the individual is an adult patient (e.g., with WOREE
or SCAR12), and treatment can ameliorate one or more clinical parameters, such as
epileptic episodes. In various embodiments, the individual or patient exhibits one or more
symptoms selected from growth impairment, epileptic episodes, impairment of cognitive
function, impairment of social function, impairment of fertility, ataxia, retinopathy,
mental retardation, and microcephaly. In various embodiments, the treatment
substantially reduces frequency and/or severity of epileptic episodes for patients with

WOREE or SCAR12.

In various embodiments, there are no more than 10, 9, 8, 7, 6, 5, or 4
administration episodes to an individual. In various embodiments, there are no more than

three administration episodes. In some embodiments, there are no more than two
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administration episodes. For example, in various embodiments there is one

administration episode.

For example, in some embodiments, the invention provides a method for the
treatment of WOREE syndrome or SCAR12, the method comprising administering to
the brain of a patient in need of such treatment, an AAVY gene delivery system
comprising a WWOX wild type gene (i.e., encoding the polypeptide of SEQ ID NO: 2)
under control of a synapsin I promoter. The AAV9 delivery system may comprise the
nucleotide sequence substantially as set forth in SEQ ID NO: 1, SEQ ID NO: 3, SEQ ID
NO: 4, and/or SEQ ID NO: 5.

In other aspects, the present disclosure provides an expression construct
comprising a WWOX wild type gene, or a functional derivative thereof, under the
expression control of a neuron-specific promotor. Exemplary neuron-specific promoters
include synapsin I promoter, CamKII promoter, MeCP2 promoter, NSE promoter, and
HbY promoter, or a derivative thereof. In various embodiments, the promoter is synapsin
I or derivative thereof as already described. In some embodiments, the nucleotide
sequence comprises a sequence substantially as set forth in SEQ ID NO: 1, 3, 5, and/or

5.

In various embodiments, the expression construct is a viral vector, such as an
adeno-associated virus (AAV) delivery system. In some embodiments, the expression
construct is an AAV9Y delivery system. A specific example for such a vector is depicted

in FIG. 7A.

In some embodiments, the expression construct is contained in a pharmaceutical
composition for administration into the brain. The composition will further comprise a
pharmaceutically acceptable carrier suitable for injection, including direct injection to

the brain or CNS, or systemic administration.

In still other aspects, the invention provides a method for treating WOREE
syndrome or SCAR12, comprising, administering the pharmaceutical composition to a
patient in need. Thus, the present invention provides for a use of the pharmaceutical

composition in the treatment of WOREE or SCAR12.
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Definitions

In order that the application may be more completely understood, several
definitions are set forth below. Such definitions are meant to encompass grammatical
equivalents.

The term “a” or “an” refers to one or more of that entity, i.e. can refer to a plural

[yl

referent. As such, the terms “a” or “an

29 (13
2

one or more” and “at least one” are used
interchangeably herein. In addition, reference to “an element” by the indefinite article
[yl

a” or “an” does not exclude the possibility that more than one of the elements is present,

unless the context clearly requires that there is one and only one of the elements.

The term percent “identity” or “sequence identity” in the context of two or more
nucleic acid or polypeptide sequences, refers to two or more sequences or subsequences
that have a specified percentage of nucleotides or amino acid residues that are the same,
when compared and aligned for maximum correspondence, as measured using one of the
sequence comparison algorithms described below (e.g., BLASTP and BLASTN or other

algorithms available to persons of skill) or by visual inspection.

The term “about”, unless the context requires otherwise, means +10% of an
associated value.

EXAMPLES

Example 1: Neuronal deletion of Wwox, associated with WOREE syndrome, causes
epilepsy and myelin defects

The WW domain-containing oxidoreductase (WWOX) gene maps to
chromosome 16q23.1-q23.2 encompassing one of the most active chromosomal fragile
sites, FRA16D.1-2 WWOX encodes a 46kDa protein with documented tumor suppressor
function in several types of cancer through its protein-protein interactions’ ability.> *
Indeed, WWOX acts as a scaffold protein, regulating localization, stability and function
of its partners.’ Several lines of evidence link WWOX function with maintaining
genomic stability, cellular metabolism and cytoskeleton organization.!3 7 Remarkably,
high expression levels of WWOX are observed in cells of the central nervous system
(CNS)%?, suggesting a critical role for WWOX in CNS biology. However, the precise
role of WWOX in CNS development and diseases is unknown.

In recent years, germline recessive mutations (missense, nonsense and

partial/complete deletions) in the WWOX gene were associated with SCARI12
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(spinocerebellar ataxia, autosomal recessive -12, OMIM 614322) and the WOREE
syndrome (WWOX-related epileptic encephalopathy), the latter also known as early
infantile epileptic encephalopathy-28 (EIEE28, OMIM 616211).1%!! The severity of this
disease was postulated to largely depend on the type of mutation and its effect on WWOX
expression. For example, the most severe phenotype was observed in children with the
WOREE syndrome harboring complete loss of WWOX and resulting in intractable
seizures and prenatal or postnatal death.' Individuals with SCAR12, mostly due to
missense mutations in WWOX, displayed a milder phenotype including ataxia and
epilepsy.'® 1! Recently, WWOX mutations were also found in patients with West

Syndrome!> 13

, characterized by epileptic spasms with hypsarrhythmia. Brain magnetic
resonance images (MRI) of children carrying mutations in WWOX revealed
abnormalities in most cases including hypoplasia of the corpus callosum, progressive
cerebral atrophy, delayed myelination and optic nerve atrophy.'® *¥ How defects in

WWOX lead to these neurological abnormalities is largely unknown.

Targeted deletion of murine Wwox and a spontaneous Wwox mutation in Lde
rats phenocopied the complex human neurological phenotypes including epileptic
seizures, growth retardation, ataxia and post-natal lethality'!: 1!, To further shed light
on the key cellular and molecular players in Wwox models and in the human disease, we
conditionally generated mouse models harboring Wwox deletion in either neural stem
and progenitors (using Nestin-Cre; N-KO), mature neurons (Synaspin I-Cre; S-KO),
oligodendrocytes (Olig2-Cre; O-KO) or astrocytes (GFAP-Cre; G-KO), and studied their
phenotypes and disease mechanisms, together with our previously described Wwox-null
mice.!” 2 Remarkably, we found that deletion of Wwox either in neural stem and
progenitors (N-KO) or neuronal cells (S-KO mice) exhibited severe epilepsy, ataxia and
premature death by 3-4 weeks, recapitulating the phenotypes observed in the Wwox-null
mice. Characterizing the molecular and cellular changes in S-KO mice uncovered
marked hypomyelination and reduced number of mature oligodendrocytes resulting from
a non-cell autonomous function of WWOX. Furthermore, modeling complete loss of
WWOX in human embryonic stem cells (hESCs) and generation of human oligocortical
spheroids (OS) further confirmed the role of WWOX in epilepsy and hypomyelination.
These findings underscore the central role of WWOX in CNS biology and its therapeutic

potential in curing WWOX-related neurological disorders.
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Materials and Methods

Cell culture and plasmids

WiBR3 hES cells were maintained in 5% CO; conditions on irradiated DR4
mouse embryonic fibroblasts (MEF) feeder plates in FGF/KOSR conditions: DMEM-
F12 (Gibco; 21331-020 or Biological Industries; 01-170-1A) supplemented with 15%
Knockout Serum Replacement (KOSR, Gibco; 10828-028), 1% GlutaMax (Gibco;
35050-038), 1% MEM non-essential amino acids (NEAA, Biological Industries; 01-340-
1B), 1% Sodium-pyruvate (Biological Industries; 03-042-1B), 1% Penicillin-
Streptomycin (P/S, Biological Industries; 03-031-113), and 8ng/mL bFGF (Peprotech;
100-18B). Medium was changed daily, and cultures were passaged every 5—7 days by
trypsinization with Trypsin type C (Biological Industries; 03-053-1B). For 24-48hr after
trypsinization, hESCs were treated with Rho-associated kinase inhibitor (ROCKi, also
known as Y27632) (Cayman; 10005583) at a 10uM concentration. For transfection of
hESCs, cells were cultured in 10uM ROCKIi 24h before electroporation. Cells were
detached using Trypsin C solution and resuspended in PBS (with Ca®* and Mg>*) mixed
with a total of 100ug DNA constructs (px330 plasmid containing the sgRNA targeting
exon 1 mixed in a 1:5 ratio with pNTK-GFP), and electroporated in Gene Pulser Xcell
System (Bio-Rad; 250 V, 500uF, 0.4cm cuvettes). Cells were subsequently plated on
MEF feeder layers in the above-mentioned conditions. 48hr-later, GFP-positive cells
were sorted and subsequently plated sparsely (2,000 cells per 10cm plate) on MEF feeder
plates for colonies isolation, ~10 days later.

Mice

Generation of Wwox null mice was previously documented!® and these mice were
maintained in FVB background. Mice carrying two loxp sites (Wwox"%"%) flanking
Exon 1 of the Wwox genomic locus was previously documented®?. In the current study,
we used these mice to conditionally ablate WWOX expression in cells of CNS. Mice
carrying transgenic Cre recombinase under the promoter of Nestin (original Jax line
stock: 003771, B6.Cg-Tg(Nes-cre)1Kln/J) is a generous gift from Dr. Tal Burstyn-Cohen
at the Hebrew University- Hadassah Dental School of Medicine. The Synapsin I-Cre
(Stock:003966, B6.Cg-Tg(Synl-cre)671Jxm/J), Olig2-Cre (Stock:025567, B6.129-
Olig2imI-lcreWdr/ 1y and GFAP-Cre (B6.Cg-Tg(Gfap-cre)77.6Mvs/2J) mice lines were
purchased from Jackson laboratory, USA. Wwox"/"* mice carrying a transgenic Cre

recombinase considered as homozygous conditional deletion of Wwox and represented
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as N-KO (Wwox™1%  Nestin-Cre*), S-KO (Wwox7%; Synapsin-Cre*), 0-KO
(Wwox™1%. Olig2*) and G-KO (Wwox™/°%; Gfup-Cre*). All mice were PCR-
genotyped using specific primers by extracting tail/ear DNA. All the conditional models
were maintained in C57BL6/J;129sv mixed genetic background. All conditional models
contained Rosa26-loxp-STOP-tdTomato reporter allele. Animals were maintained in a
SPF unit at 12h -light/dark cycle with ad libitum access to the food and water. All animal
related experiments were performed in accordance and prior approval with the Hebrew
University- Institutional Animal Care Use Committee (HU-IACUC).
DRG-OPC co-culture

Co-culture experiments of DRG neurons and OPCs were done following a
previously published protocol 3. Briefly, DRG neurons were isolated from mouse
embryos at E13.5. Embryos were genotyped and the DRGs were collected in cold L-15
medium. Tissues were dissociated in 0.25% trypsin, triturated, centrifuged, and re-
suspended in NB medium (Neurobasal, B27 supplement, 0.5 mM L-glutamine, and
penicillin-streptomycin). Pre-cleaned 13mm diameter glass coverslips were placed in 4-
well dishes and coated with Matrigel (1 hr at RT) then poly-D-lysine (30 min at RT) prior
to dissection. Cells were plated at a density of 40,000 cells/13mm coverslips in NB
medium and maintained in a humidified incubator at 37°C and 5% CO.. Cultures were
treated with fluorodeoxyuridine at DIV2, 4 and 6 to eliminate non-neuronal cells. Fifty
percent of cell media was replaced every third day and OPCs were added on DIV1S5.
OPCs were isolated from mouse pups aged PO-P2, respectively. Cortices were isolated
in ice-cold L-15 medium and dissociated using syringe (19G followed by 21G for mouse
tissue), triturated, centrifuged, and re-suspended in glial plating medium (DMEM
containing 10% fetal bovine serum, penicillin streptomycin) on PDL-coated flasks. Glial
cells were maintained in a humidified incubator at 37°C and 5% COa, and fifty percent
of cell medium was changed every third day. At DIV10 OPCs were isolated by shaking
the flasks vigorously, followed by depletion of astrocytes by fast adhesion to culture
dishes (10 min at 37°C x3) or purified OPCs (200,000/coverslip) were seeded on DRG
neuronal cultures and maintained in co-culture medium (DMEM containing B27 and N2
supplements, Smg/ml N-Acetyl-Cysteine, SmM forskolin, penicillin-streptomycin). The
medium was changed every other day for 9-11 days, then cultures were fixed and stained

for analysis.
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Oligocortical Spheroids Generation and Culture

Cerebral organoids were generated from hESCs as previously described.*
Briefly, Human WiBR3 cells were maintained on mitotically inactivated MEFs. 4-7 days
before protocol initiation, cells were passaged onto MEF-coated 60mm plates and grown
until 70-80% confluency was reached. On day 0, hESCs colonies were detached from
MEFs with 0.7mg/ml collagenase D solution (Sigma; 11088858001) and dissociated to
single cell suspension with Trypsin type C for 2 minutes. After dissociation, cells were
counted and suspended in hESCs medium, composed of DMEM/F12 supplemented 20%
KOSR, 1% GlutaMax, 1% NEAA, 1% P/S and 100uM 2-mercaptoethanol (Sigma;
M3148), supplemented with 10uM Dorsomorphin (Sigma; P5499) or 100nm LDN-
193189 (Axon medchem; Axon1509), and 10uM SB-431542 (Sigma; S4317) and 10uM
Rocki, sterilized through 0.22um filter. 10,000 cells were seeded in each well of an ultra-
low attachment (ULA) 96 v-well plates (S-Bio Prime; MS-9096VZ) for embryoid bodies
(EBs) formation. EBs were fed every day by aspirating and replacing half of the medium
(~100u1 per well) up to day 6, with fresh addition of Dorsomorphin/LDN-193189 and
SB-431542.

At days 7-50, all used mediums were based upon Neural Medium (NM),
composed of Neurobasal medium (Gibco; 21103049 or Biological Industries; 06-1055-
110-1A), 2% B27 supplement (Gibco; 17504044), 1% GlutaMax, 1% P/S, and from day
27, 1% Matrigel (Corning; 356231) sterilized through 0.22um filter. At day 7, ~75% of
the medium was replaced with EB-expansion (EBX) medium, composed NM,
supplemented with 20ng/ml FGF-2 and 20ng/ml EGF (Peprotech; AF-100-15). Half of
the EBX medium was changed every day until day 15, after which half of the medium
was changed every other day. Around day 20, the spheroids over-grew the 96-well plate,
and therefore were transferred to a 24-well ULA (Corning; 3473), with half-medium
changes every other day up to day 26. At day 27, spheroids were moved to 90mm sterile,
non-treated, culture dishes (Miniplast; 825-090-15-017) and the medium was changed to
Neuro-differentiation medium (NDM), composed of NM supplemented with 20ng/ml
BDNF (Peprotech; 450-02) and 20ng/ml NT-3 (Peprotech; 450-03). At day 41, medium

was changed to NM without supplementation.

From day 51 onwards, all mediums were based on Oligo Maturation Medium
(OMM), containing Neurobasal medium supplemented 1% B27 supplement, 1%
GlutaMax, 1% P/S, and 1% Matrigel with half medium changes every two days. For
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OPCs expansion, the medium was changed on day 51 to OPCs expansion medium
(OEM), composed of OMM supplemented with 10ng/ml PDGF-AA (R&D systems; 221-
AA) and 10ng/ml IGF-1 (R&D systems; 291-G1), with half medium changes every two
days. For oligodendrocyte differentiation, OMM was supplemented with 40ng/ml T3
(Sigma; T2877), making up the oligo differentiation medium (ODM). Finally, from day
71 onward, spheroids were cultured in OMM, with complete medium changes every two

days.

Throughout the protocol, spheroids were cultured at static conditions at 37°C and
5% COa, growth factor and cytokines were added freshly before medium changes, and
the spheroids were transferred into a fresh plate at least once every 30 days. For all
analysis, organoids from the same batch were used, unless stated otherwise.

Immunofluorescence

Mice from different genotypes (P17-P18) were euthanized by CO: and
transcardially perfused with 2% PFA/PBS. Dissected brains were post fixed on ice for
30min. For immunofluorescence brains were incubated in 30% sucrose at 4°C overnight
then embedded in OCT and sectioned (12-14um) using cryostat. Sagittal sections were
washed with PBS and blocked with 5% goat serum containing 0.5% of Triton X-100 then
incubated for 1h at room temperature followed by incubation with primary antibodies for
overnight at 4°C. Then, sections were washed with PBS and incubated with
corresponding secondary antibodies tagged with Alexa fluorophore for 1 hr at room

temperature followed by washing with PBS and mounted with mounting medium.

Oligocortical spheroids fixation and immunostaining were performed as
previously described ?°. Briefly, organoids were washed three times in PBS, then
transferred for fixation in 4% ice-cold paraformaldehyde for 45 min, washed three times
in cold PBS, and cryoprotected by over-night equilibration in 30% sucrose solution. The
next day, spheroids were embedded in OCT, snap frozen on dry ice, and sectioned at
10um by Leica CM1950 cryostats. For immunofluorescent staining, sections were
warmed to room temperature and washed in PBS for rehydration, permeabilized in 0.1%
Triton X in PBS (PBT), and then blocked for lhr in blocking buffer containing 5%
normal goat serum (NGS), 0.5% BSA in PBT. The sections were then incubated at 4°C
overnight with primary antibodies diluted in blocking solution. The day after, sections
were then washed in 3 times while shaking in PBS containing 0.05% Tween-20 (PBST)

and incubated with secondary antibodies 1.5hr. Slides were washed four times in PBST
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while shaking and then mounted using immunofluorescence mounting medium (DAKO;
$3023).

Luxol Fast Blue staining

Luxol Fast Blue (LFB) staining was preformed following previously published

protocol??

using Nova Ultra luxol fast blue stain kit. Briefly, paraffin embedded brain
sections (6 um) from at least three mice of each genotype were dewaxed followed and
rehydrated to 95% ethanol after which sections were incubated in LFB solution (0.1%
LFB in 95% ethanol/0.5% acetic acid) overnight at 56°C. Sections were then washed in
95% ethanol and ddH>O followed by 0.05% lithium carbonate for 30s, and then with
70% ethanol until the gray matter was colorless and white matter appeared blue. Sections
were then rinsed in ddH2O before counterstaining with preheated 0.1% Cresyl Violet
acetate solution for 30-40s. Finally, sections were rinsed in ddH2O, dehydrated with

100% ethanol and xylene and mounted with resinous medium.

Electron microscopy

Mice were anesthetized and perfused with a fixative containing 4% PFA, 2.5%
glutaraldehyde, and 0.1 M cacodylate buffer. Brains were isolated and incubated in the
fixative overnight at room temperature and processed as previously described.?® Samples
were examined using a FEI Tecnai T12 transmission electron microscope or Tecnai F20
S/TEM equipped with a XF416 TVIP camera or a US4000 Gatan camera, respectively.
EM micrographs were analyzed using compuier-assisted Imagel analysis software. To
calculate g-ratio, myelinated axons (~600, 100 axons per mouse, n = 3 per genotype)
from EM images either from corpus callosum or optic nerve were analyzed, by dividing
inner axonal diameter over the total axonal diameter.

Image acquisition and analysis

LFB stained sections were imaged using panoramic digital slide scanner
(BDHISTECH). Immuno stained sections were imaged using panoramic digital slide
scanner or Olympus FV1000 confocal laser scanning microscope or Nikon A1R+
confocal microscope. Fluorescence sum intensity of CNP and MBP staining in cortex
and cerebellum was calculated using NIS elements software. The acquired images are
processed using the associated microscope software programs namely CaseViewer, F-
10-ASW viewer, NIS elements. Images were analyzed using ImageJ software. Images
were analyzed while blinded to the genotype and the processing include the global

changes of brightness and contrast.
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Spontaneous seizure recordings

Mice undergoing spontaneous seizures were recorded using mobile camera, when
monitoring the mice at the animal facility. Spontaneous seizures or abnormal activity
(wild running) were observed in Wwox mutant mice. Duration of spontaneous seizures
(in seconds) was calculated and presented, n = 6.

Electrophysiology

Electrophysiological recordings were performed in mice with conditional
deletion of Wwox in neurons using synapsin-Cre recombinase. S- Control (Wwox**;
Synapsin-Cre*), S-HT (Wwox™"%; Synapsin-Cre*) and S-KO (Wwox"%; Synapsin-
Cre™) either male or female mice aged P13 to P17 were humanely killed for these
experiments in accordance with the guidelines outlined by the Canadian Council of
Animal Care (CCAC). All surgical procedures were approved and done in accordance

with the guidelines of the Animal Care Committee of the University Health Network.

In vivo preparation. Mice were injected intraperitoneally with ketamine —
xylazine (100mg/kg ketamine with 10mg/kg xylazine) dissolved in phosphate-buffered
saline (PBS). The pedal reflex was used to determine the depth of anesthesia. Once the
mouse was deeply anaesthetized, it was positioned into a stereotaxic frame. A local
anesthetic (lidocane) was injected just above the skull at the site of incision, then, after a
brief period (~5min), the skin was removed, and the skull exposed. A drill was used to
score the skull, then a set of forceps was used to peel it back to reveal the cortical tissue.
Thin walled glass electrodes (1.5 diameter, World Precision Instruments) were pulled
using a vertical puller. These were filled with PBS. The electrode was positioned at 1.6-
2mm posterior to the bregma and 4mm lateral to the midline. The electrode was
positioned at multiple depths, for 3 min at each depth, to record neocortical subcortical

brain and hippocampi activity.

In vitro preparation. Mice were anesthetized with pentobarbital (50mg/kg).
Depth of anesthesia was tested using the pedal reflex. Once the mice were deeply
anaesthetized, they were swiftly decapitated and the brain was removed. The cerebellum
and olfactory bulbs were removed and the remainder of the tissue was placed caudal-side
down onto a platform in a solution of ice-cold sucrose containing (in mM): 248 sucrose,
26 NaHCOs3, 10 glucose, 2 KCI, 3 MgS04-7H20, 1.25NaH2PO4, 1CaCl>-2H20. The

neocortex was sectioned coronally 400-500 um thick (0.6mm/s speed, Imm amplitude)
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using a Leica 1200 vibratome. After this, slices were incubated in artificial cerebral spinal
fluid (ACSF) containing (in mM): 123 NaCl, 25 NaHCOs, 10 glucose, 3.5 KCI, 1.3
MgS04-7H,0, 1.2 NaH>POs, 1.5 CaCl-2H»0, pH 7.3-7.4. Slices were kept at 34°C for
30min, after which they were removed to room temperature for at least 60min prior to
experimentation. Local field potential (LFP) glass electrodes (1.5mm, World Precision
Instruments) containing the ACSF were pulled using a vertical puller (Narishige, Japan
PP-83) and positioned in neocortical layers II and III or in the CA3 region of the
hippocampus. An Olympus BX51 microscope (OLY-150IR camera—video monitor unit)
was used as guidance for proper electrode placement. To assess network excitability,
layer V cortex or dentate gyrus stimulation was performed using a bipolar concentric
tungsten electrode positioned along the same vertical column as the recordings from
layers II/III. Current pulses of 0.1ms duration with varying strengths were applied every
30s using a GRASS S88 stimulator connected to a photoelectric stimulus isolation unit.
The amplitude of the maximal steady state response for S-Control, S-HT and S-KO mice
(100pA) were compared.

Power Spectral analysis

First the data was decimated so that the final sampling frequency was 1000Hz.
Next, the data was notch filtered at 60Hz and its harmonics. The spectral power was
analyzed using a fast Fourier transform and bin sizes of 1Hz in MATLAB. For each
animal, we averaged the power spectrum over 2.5 min at 300 um depth using 10s
windows with 5s overlap. The power spectrum was plotted as the average across all
subjects.

Electrophysiology recordings from oligocortical spheroids

Organoids at indicated time points were embedded in 3% low temperature gelling
agarose (at ~36°C) and incubated on ice for 5 minutes, after which they were sliced to
400um using a Leica 1200S Vibratome in sucrose solution (in mM: 87 NaCl, 25
NaHCO3, 2.5 KCI, 25 Glucose, 0.5 CaClz, 7 MgClz, 1.25 NaHPOs, 75 Sucrose) at 4°C.
Slices were incubated in artificial cerebrospinal fluid (ACSF, in mM: 125 NaCl, 25
NaHCOs, 2.5 KCI, 10 Glucose, 2.5 CaCl,, 1.5 MgClz; pH 7.38, 300mOsm) for 30
minutes at 37°C, followed by 1 hour at room temperature. During recordings, slices were
incubated in the same ACSF at 37°C with perfused carbogen (95% Oz, 5% COz), in
baseline condition. Local field potential (LFP) and whole-cell patch clamp recordings

were done using electrodes pulled from borosilicate capillary glass and positioned
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150pm deep from the outer rim of each slice (see Figure 6A). LFP electrodes were filled
with ACSF, while patch electrodes were filled with internal solution. Data was recorded
using MultiClamp software at a sampling rate of 25,000 Hz. Data was analyzed using
MATLAB software. Traces were filtered using (1) 60 notch filter (with 5 harmonics) to
eliminate noise and (2) 0.1 Hz high-pass IIR filter to eliminate fluctuations from the
recording setup.

Statistical analysis

All graphs or statistical analysis was preformed using either Excel or GraphPad
Prism 5. Results of the experiments were presented as mean = SEM. The two-tailed
unpaired Student’s t-test was used to test the statistical significance. Results were
considered significant when the P< 0.05, otherwise they were represented as ns (no
significance). Data analysis was performed while blinded to the genotype.

Results

Conditional deletion of Wwox in neural stem/progenitor cells or neuronal
cells recapitulate the Wwox null phenotype

Wwox-null mice are born with Mendelian ratio and are indistinguishable from
wild type littermates.'®-2° Within a few days after birth, mice start to show signs of growth
retardation and seizures until they succumb by 3-4 weeks of age (Fig. 1A-C). These
phenotypes very much resemble what is observed in WOREE/EIEE28 patients who
mostly die between ages 2-4 years.'” To better understand the precise function of WWOX
in CNS, we generated conditional mouse models of the brain considering the high
expression of WWOX during embryonic brain development in different regions.® To

Vil mice (carrying loxP sites)*> with transgenic mice

achieve this, we crossed Wwox
carrying Cre recombinase under the promoter and enhancer of rat Nestin (Nes)?’, which
is expressed at embryonic stage E10.5 and facilitates WWOX ablation in neural
stem/progenitor cells of the murine brain generating N-KO mice. WWOX ablation was
validated in N-KO brain using immunofluorescence. Monitoring N-KO mice revealed
their resemblance to the Wwox null mice phenotypes. N-KO mice were born in
Mendelian ratio and presented no gross abnormalities until 2-3 days after birth when they
started to show global developmental delay (Fig. 1D, E) that was evident at P7.
Furthermore, N-KO mice showed tremors/seizures and ataxia (lack of coordination in

hind limb clasping test) as observed in Wwox null mice. All (100%) of the N-KO mice
died postnatally by 4 weeks of age (Fig. 1F). Mice carrying one intact allele of Wwox
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(Wwox*™, Nestin-Cre+) did not show any visible abnormal phenotype which is in
accordance with absence of neurological symptoms in heterozygous carriers in human
individuals. These phenotypes indicate a crucial role for WWOX in the CNS and imply
that its ablation in Nestin-positive cells and their progenies is responsible for the complex

phenotype observed in WWOX-rodent models and human patients.

Since Nestin promoter is expressed in neuronal and glial cell precursors, we
dissected the effect of WWOX ablation separately in neurons and glial cells. First, we
conditionally deleted Wwox in neuronal cells using a transgenic mouse line carrying a
Cre recombinase under the promoter of Synapsin I gene”®, which is expressed at E12.5
and results in Wwox deletion particularly in most of the differentiated neurons. Specific
WWOX ablation in neurons, but not in other cells, was validated by observing intact
WWOX levels in oligodendrocytes (OLs) (stained with CC1) of S-KO brain tissues
comparable to control mice. Phenotypic analysis of conditional ablation of WWOX in
neuronal cells revealed growth retardation (Fig. 1G, H), and premature death (Fig. 1I) by
the age of 3-4 weeks, phenocopying the N-KO and Wwox null mice. S-KO mice also
exhibited uncontrolled spontaneous tonic-clonic seizures starting at P9 and ranging from
several seconds to few minutes (68.5 +13.4 seconds; n = 6 of P14-P18). In addition, these
mice displayed lack of coordination and ataxic phenotype. The heterozygote (Wwox*'™,
Synapsin Cre+) carrying one intact allele of Wwox did not show any abnormal
phenotypes and were behaviorally indistinguishable from control mice. The phenotypes
of the S-KO model strongly indicate that WWOX plays an essential role in neurons and
its deficiency leads to a dramatic neurological phenotype.

To confirm the specific neuronal WWOX function, we examined the

consequences of ablating WWOX expression in oligodendrocytes (using Olig2-Cre*")*

and astrocytes (using GFAP-Cre)*

and observed no phenotype abnormalities (Fig. 1J-
O). Validation of conditional deletion of WWOX in oligodendrocytes and astrocytes is
shown by immunofluorescence staining for CC1 and GFAP respectively. Altogether,
these findings indicate that although WWOX is expressed by astrocytes,
oligodendrocytes and neurons, its function in neurons is crucial for animal survival and
CNS homeostasis.

Neuronal deletion of Wwox results in epileptic seizures

To characterize the epileptic activity of the S-KO brains, we performed

electrophysiological recordings from their brains along with controls (S-Control) and
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heterozygotes (S-HTs) (Fig. 2A-F). For this, we placed the mice under anesthesia and
performed a craniotomy to expose a region of their brain above the sensory cortex. We
passively recorded at varying depths of the cortex with a local field potential (LFP)
electrode containing saline. Specifically, in the superficial layer of the neocortex, the S-
KO displayed large amplitude bursting activity that was not present in S-Control (Fig.
2A). These bursts were not observed in subcortical structures, suggesting a neocortical
origin of burst generation. Further characterization of the activity at 300pum recording
depth, in vivo, showed a median epileptiform burst duration of 350ms (206 to 472ms,
25" and 75" percentiles), with a peak-to-trough amplitude of 2.06mV (2.01 to 3.09mV,
25" and 75® percentiles), and an inter-burst interval of 8.62s (6.25 to 21.27s, 25% o 75

percentile).

These bursts were also observed in LFP recordings obtained from acute
neocortical brain slices (Fig. 2B), showing that the neocortex was a generator of these
abnormal burst discharges. In total, 0% S-Control slices showed bursting (0 of n=11
slices across 7 animals), 17% of slices from S-HT animals showed bursting (4 of n=23
slices across 14 animals) and 86% of slices from S-KO animals showed bursting (36 of

n=42 slices across 24 animals).

S-KO mice exhibited large amplitude activity, which is attributed to increased
excitability of their neocortical circuitry. To assess this, we performed power spectral
analysis on the spontaneous field activity (Fig. 2C, D) and recorded the layer II/1II field
response of the neocortex to electrically evoked stimuli in layer V (Fig. 2E, F). The traces
that had spontaneous activity showed increased spectral power within a broad band of
frequencies, encompassing delta (<5SHz), theta (5-9Hz), alpha (10-15Hz), and beta (15-
30Hz) rhythms both in vivo and in vitro (Fig. 2C, D). Furthermore, the
electrophysiological evoked field responses, in vitro, were larger in the S-KOs as
compared to the S-Controls and S-HTs (Fig. 2E, F). Since a larger evoked response and
increased spectral power are biomarkers for hyperexcitability, these results demonstrated
enhanced neocortical excitability of the S-KO mice, with the in vitro data suggesting
increased innate cortical hyperexcitability.

RNA-seq and single-nucleus RNA-seq (snRNA-seq) revealed
transcriptomic changes of myelination and cellular alternations in Wwox
mutant models
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To dissect the molecular alterations which underlie the observed phenotypes upon
neuronal deletion of WWOX, we performed bulk RNA sequencing (RNA-seq) from
whole cortex and hippocampi of S-KO and S-Control mice at P17. Our analysis revealed
a total number of 730 upregulated and 579 downregulated genes (P value <0.01, fold
change >1.5) between the two genotypes highlighting differential expression of several
known genes specific for oligodendrocytes and genes elicited during epileptic insults
including activation of astrocytes®!: 32, Importantly, Gene Ontology (GO) term analysis
indicated a significant downregulation of genes associated with myelination and
ensheathment of neurons. Gene set enrichment analysis (GSEA) also revealed
enrichment of genes associated with myelination are downregulated in S-KO as
compared with S-Control mice. In-depth analysis of RNA-seq data from the cortex and
hippocampus of the S-KO mice, compared to S-Control, showed significant
downregulation of genes involved in maturation (Gjbl, Gjc2 and Oligl) myelin
development, maintenance and functionality of oligodendrocytes (OLs)3!" %3¢ (Ermn,
Ugt8a, Plpl, Otud7b, Mal, Emll, Mobp, Histlh2be, Cldnll, Mbp, Gal3stl, Fa2h, Gsn,
Adamts4, Cnp, Mog, Oplalin, Enpp, Mag and Myrf. These findings implied that neuronal
ablation of WWOX could impact the myelination process.

To test whether the observed molecular changes are directly linked with WWOX
function and to further validate our results, we performed bulk RNA-seq on whole
hippocampal tissues from the Wwox-null and N-KO models and compared them with the
S-KO model. Unsupervised clustering analysis of the three models revealed significant
downregulation of myelin associated-genes and those involved in OL development,
maturation, and myelination process, while grouping the samples according to its
WWOX status rather than its Cre-recombinase's promotor. The top 25 DEGs indeed
showed downregulation of transcripts associated with myelination including Crp, Ugt8a,
Plpl, Ermn, Otud7b, Mettl7al, Prrl8, Adamts4, Klhdc7a, Mobp, Cldnll and Mbp.
GSEA and GO term analysis showed significant negative FDR values associated with

myelination, ensheathment of neurons and axon ensheathment.

To further dissect the molecular effect of neuronal loss of WWOX, we performed
single-nucleus RNA-seq (snRNA-seq) analysis on hippocampi of S-KO and S-Control
mice. Different cell population clusters were identified based on the expression levels of
gene-sets specific to each cell type or the subtype *"*!. Uniform Manifold Approximation

and Projection (UMAP) analysis revealed reduced number of matured myelinating
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oligodendrocyte cells (15%), COPs (committed oligodendrocyte progenitors) (68%) and
a greater number of oligodendrocytes progenitor cells (OPCs) (150%) in S-KO compared
to S-Control. Altogether, both bulk RNA-seq and snRNA-seq analyses uncovered an
impaired maturation of oligodendrocytes indicating a potential non-cell autonomous
effect of neuronal deletion of WWOX.

Neuronal WWOX ablation results in hypomyelination, reduced
oligodendrocvte maturation and impaired axonal conductivity

We next investigated whether transcriptomic changes of OL specific genes
affects myelination in S-KO mice brain and the other Wwox mutant models. To test this,
sagittal sections of brains obtained at P18 were immunostained for myelin markers like
CNPase (CNP) and myelin basic protein (MBP). Immunofluorescence analysis showed
prominent reduced staining of both the myelin markers indicating hypomyelination in S-
KO brain tissues compared with the age-matched S-Control. Reduced myelin staining
was seen in different regions of the brain including cortex, cerebellum, caudate putamen,
fimbria and fornix of S-KO compared to S-Control. Quantification of fluorescence
intensity of the CNP and MBP staining revealed significant reduction in cortex and
cerebellum of S-KO (Fig. 3A, C). Moreover, Luxol fast blue (LFB) staining of S-KO
brains at the age of P18 showed hypomyelination in the white matter tracks compared
with age matched controls. In addition, expression levels of OL maturation and
myelination genes were decreased in S-KO, as assessed by quantitative real time PCR
(qQRT-PCR) in cortex at P18 as compared to the corresponding control tissues. Notably,
early OPC marker genes, such as Pdgfra and Cspg4 were slightly higher, suggesting a

defect specific to maturation of OLs.

Next, we assessed the cellular changes that are associated with hypomyelination
in brain tissues of S-KO. Immunostaining with CC1 (marker of mature OLs) and anti-
PDGFRa (OPCs) showed a 2-fold reduction in CC1 positive cells and significantly more
OPCs in the corpus callosum (Fig. 3E) of S-KO brains compared to the age matched
controls. Furthermore, we immunostained brain sections for NG2 and CCl1, to test
transition of OPCs to matured OLs, and found decreased number of double positive cells
in corpus callosum and cerebellum of S-KO tissues further confirming defects in OPCs’
differentiation into mature OLs. Of note, no significant OLs cell death was observed in

S-KO tissues when stained for CC1 and cleaved caspase 3. Similar results of
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hypomyelination and defects in OL maturation were observed in brain tissues of N-KO

and Wwox null brain tissues.

To further evaluate the hypomyelination phenotype observed in S-KO mice, we
performed electron microscopy of the corpus callosum and optic nerve at P17. Electron
micrograph images demonstrate substantial reduction (~3.5-4 folds) in number of
myelinated axons in the corpus callosum and significantly a greater number (~6 folds) of
unmyelinated axons in optic nerves of S-KO as compared to age-matched S-Control (Fig.
4A). The number of myelinated axons (S-Control, average=180+40, S-KO,
average=55+35) in corpus callosum and unmyelinated axons (S-Control,
average=55+20, S-KO, average=270+60) in optic nerve is counted per field of view
(FOV) and presented in Fig. 4B. Furthermore, we calculated g-ratio of the myelinated
axons and observed significantly higher ratio in S-KO corpus callosum and optic nerve
as compared to the age matched control hence implying reduced myelin thickness (Fig.
40).

To test whether the observed hypomyelination could delay axonal conductivity

and lead to functional deficits *>*3

, we stimulated the corpus callosum and recorded from
neocortical layer V in the in vitro slice preparation. We found a significant latency of
neural conductivity in S-KO compared to that of control (Fig. 4D-1), consistent with
impaired myelination. As seen in Fig. 4D, the amplitude ratio of N1 and N2 showed a

peak amplitudes of the evoked potentials.

Neuronal WWOX promotes the differentiation of OPCs to mature
oligodendrocvtes

So far, our results imply that ablation of WWOX in mature neurons results in
hypomyelination due to impaired differentiation of OPCs. To further test whether a non-
cell autonomous function of neuronal WWOX regulates the differentiation of OPCs to
matured OLs in vitro, we performed co-culture assay between wild type OPCs with
dorsal root ganglion (DRG) neurons isolated either from WT or Wwox null mice.
Remarkably, OPCs that were cultured with Wwox null DRGs displayed significantly
reduced differentiation into myelinating OLs compared to OPCs that were seeded over
WT-DRGs (Fig. 5). Interestingly, we observed increased number of pre-myelinating OLs

under these conditions likely suggesting a compensatory effect (Fig. 5).
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These results promoted us to determine whether Wwox specific deletion in
oligodendrocytes (O-KO) leads to changes in myelination at early post-natal age. To this
end, we examined MBP staining in O-KO and control littermates at P17 and found no
major changes. Overall, these findings indicate that neuronal WWOX ablation results in
hypomyelination, likely a result of impaired differentiation of OPCs into mature
oligodendrocytes.

Modeling WWOX deletion in human oligocortical spheroids reveals
hyperexcitability and hypomyvelination

We next sought to assess the human relevance of our findings by modelling
WWOX loss in embryonic stem cells (hESC) and generating human brain organoids,
known as oligocortical spheroids (OS). These spheroids are composed of functional
neurons and glia that models the brains’ cytoarchitecture and inter-populational
interactions and mimic the natural myelination process observed in humans. To study the
effects of WWOX loss on the human neuronal activity and myelination, we utilized the
CRISPR/Cas9 system to knock-out WWOX in WiBR3 hESC line. OS from both WT
(OS-WT) and WWOX-KO hESCs (OS-WWOX-KO) were generated according to a

recently published protocol®*.

To characterize the functional properties of OS, we performed whole-cell patch
and local field potential recordings (LFP) in 15-week-old organoid slices (as described
in Methods). An LFP and patch electrode were positioned 10-15 pm apart to compare
field and single-cell recordings (Fig. 6A). We found the resting membrane potentials
(RMP) of patched cells from both OS-WT and OS-WWOX-KO lines to be less negative
than typical mature neurons, suggesting that these cells are still in the process of
development (Fig. 6B). As previously noted by Pre et al*, the RMP of iPSC-derived
neurons becomes more negative during maturation — reaching -50 mV in healthy cells at
days 48 to 55, when grown in 2D culture. Comparatively, our spheroids demonstrated a
similar RMP at around day 105 (week 15). The difference in time taken to reach -50 mV
is likely due to differences in development between 3D spheroids and 2D cultures. OS-
WWOX-KO cells displayed significantly more depolarized RMP than their WT
counterparts, suggesting a developmental delay in the OS-WWOX-KO. From LFP
recordings, we observed a prominent peak in the low-frequency ranges, 0.5-7.9 Hz. The
oscillatory activity was quantified by the area under the curve (Fig. 6C, D), which was

significantly higher for the OS-WWOX-KO over the frequencies of interest. Differences
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in signal characteristics were also observed, as shown in sample recordings and their
corresponding time-frequency spectrograms. Overall, there is an increase in low-
frequency activity, particularly in the delta and theta ranges in the OS-WWOX-KO,
which is not present in OS-WT. Increased low-frequency activity is generally attributed
to seizure-like, epileptiform activity®, elucidating early signs of the OS-WWOX-KO
phenotype in developing spheroids, and consistent with data from human patients and

the Wwox-null mouse phenotype.

To assess the oligodendrocyte status, we followed the timeline for
oligodendrocyte and myelin development and maturation as previously described.**
First, we immunostained for CC1 and anti-PDGFRa in week 14 OS, the first time point
in which mature OLs are observed. Although staining revealed similar proportions of
OPCs, the number of CC1* was decreased in OS-WWOX-KO compared to OS-WT. We
next examined OLs and OPCs at week 20, the first time point in which myelin is expected
by staining for the myelin protein CNP and the OPCs marker NG2. We found a
prominent decrease in CNP* cells, which was not apparent in NG2* cells, suggesting
both diminished numbers of OLs and hypomyelination. Finally, we examined week 30
OS, a time point in which compact and mature myelin was described.”* In OS-WT,
WWOX expression was prominent in Tuj™ cells. At this stage, OS-WWOX-KO
displayed significantly reduced staining of both MBP and CNP (Fig. 6E), which was also
supported by transcript levels. Interestingly, we found RNA levels of earlier markers for
OPCs, such as SOXI0, and PDGFRa are slightly increased in OS-WWOX-KO.
Furthermore, electron micrograph images indicated more myelinated axons in OS-WT
compared to the OS-WWOX-KO when examined at 37 weeks (Fig. 6F, G). Overall, these
findings in our human model are in agreement with the mouse data regarding the
implications of WWOX loss in the brain, supporting its critical role in the physiological
development of myelin and the pathological development of epilepsy.

Discussion

Several lines of evidence suggest that WWOX plays an important role in
maintaining brain homeostasis, however the precise cellular roles of WWOX in CNS
remain to be elucidated. In the current study, we unveiled a previously unknown cellular

role of WWOX that is attributed to the complex phenotype.

WWOX expression is found in neurons, oligodendrocytes and astrocytes in the

CNS.* To identify the type of cells contributing to the defects in the Wwox null mice we
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decided to systematically mutate the gene in different neural populations. Conditional
deletion of WWOX in either neural stem cells and progenitors or matured neurons
reproduced the Wwox null phenotypes including growth retardation, epileptic seizures,
ataxia and premature death. Consistent with the documented EEG recording from
WWOX patients'® 318 we found that neuronal deletion of WWOX is associated with

hyperexcitability and spontaneous epileptic activity in the neocortex.

One of most striking finding in the analysis of neuronal deletion of WWOX is the
marked hypomyelination phenotype. This remarkable phenotype was initially observed
using bulk RNA-seq and snRNA-seq, the later limited to abundant nuclear transcripts.
These observations were further confirmed using immunofluorescence and electron
micrographs of different tissue compartments. Overall, these results are in accordance
with the documented delayed myelination at the white matter tracks and thin corpus
callosum in most WOREE children observed by MRI images.'% 1318 At the cellular level,
we found that this myelination defect is the result of reduced number of matured OLs.
This reduction likely represents a differentiation defect since we also detected an
increased number of OPCs in neuronal-specific Wwox knockout brains. Intriguingly, we
present evidence, both in vitro and in vivo, of the non-cell autonomous function of
WWOX in positively regulating differentiation of OPCs into mature and myelinating
OLs.

To further validate that WWOX function is mostly critical for neurons we ablated
Wwox specifically in oligodendrocytes or astrocytes. Interestingly, Wwox deletion in
either cell type did not lead to any of these phenotypes. Together these findings indicate
that a non-cell autonomous role of WWOX in neurons somehow impacts the
differentiation of OPC into oligodendrocytes, though we cannot exclude the cell
autonomous functions of WWOX in oligodendrocytes or astrocytes in other neurological
disorders. Altogether our findings underscore the crucial and novel role of neuronal

WWOX in CNS biology.

Our results clearly demonstrate that neuronal hyperexcitability and
hypomyelination are major defects in Wwox mutant mice. These two phenotypes are not
necessarily mutually exclusive. In a recent review of white matter imaging in epilepsy,
it was proposed that neurological disorders associated with an abnormal myelin content
are accompanied by a higher susceptibility to epileptic seizures.*’ Demyelination or

hypomyelination is indeed a common finding in intractable pediatric epilepsies and in
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animal epilepsy models.*® Why hypo- or demyelination should cause local
hyperexcitability remains unclear. We believe that WWOX deficiency could impact
several functions of the CNS, including imbalance of neuronal activity and myelination

leading to the observed complex phenotype of WOREE syndrome.

Differentiation of oligodendrocytes from OPCs is orchestrated by a multitude of
intrinsic and extrinsic factors in the CNS.*->! Increasing evidence shows that neuronal
activity and glutamate signaling can promote OPC migration, proliferation,
differentiation, and myelination during development.’> 53 It remains to be seen if
neuronal WWOX impacts oligodendrocytes differentiation by neuronal activity or by an
alternative mechanism. WWOX was found to regulate many signaling pathways
including Wnt/B-catenin>*, TGFB/SMAD>" 3 and DNA damage response® * through
its physical interactions with key proteins so whether WWOX loss of function could

deregulate these critical pathways and affect CNS homeostasis remains to be explored.

In recent years, brain organoids have gained a lot of interest by the scientific
community due to their capability to model human diseases.®®** Modeling WWOX
deficiency in brain organoids recapitulated several of the phenotypes observed in Wwox
mutant mice. This allowed us to model the epileptiform activity, which presented as
increased power at the low-frequency ranges. This range corresponds to the delta and
theta waves, which are implicated in epilepsy.*® Cell-patch recordings revealed a
depolarized RMP in OS-WWOX-KO neurons implying delayed development, and
possibly accounting for the increased excitation. Interestingly, the neuronal changes were
observed as early as week 15, a time point that was described in the literature to be still
lacking myelin. These data suggest that the role of WWOX in regulating
hyperexcitability, supporting the notion of an important role of neuronal WWOX

expression in disease development.

WWOX deficient brain organoids also reproduced the hypomyelination defect
observed in Wwox-mutant mice. The phenotype was found to be progressive, and
eventually resulted in apparent diminished myelin staining and more unmyelinated
axons, suggestive of hypomyelination. Overall, our results in this system further support

the function of WWOX in OL and myelination in humans.

Altogether, our findings indicate that neuronal WWOX deficiency results in

hyperexcitability and myelination defects.
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Example 2: Neonatal neuronal WWOX gene therapy rescues Wwox null phenotypes

In recent years, evidence linking WWOX function to the regulation of
homeostasis of the central nervous system (CNS) has been proposed.”!® Germline

recessive mutations (missense, nonsense and partial/complete deletions) in the WWOX
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gene were found to be associated with two major phenotypes, namely SCARI12
(spinocerebellar ataxia, autosomal recessive -12, OMIM 614322) and WOREE
syndrome (WWOX-related epileptic encephalopathy), the latter also known as
developmental and epileptic encephalopathy-28 (DEE28, OMIM 616211).° WOREE is
a complex and devastating neurological disorder observed in children harboring an early
premature stop codon or complete loss of WWOX.!! The clinical spectrum of WOREE
includes severe developmental delay, early-onset of severe epilepsy with variable seizure
manifestations (tonic, clonic, tonic—clonic, myoclonic, infantile spasms and absence).
Most of the affected patients make no eye contact and are not able to sit, speak, or walk.’
WOREE syndrome is refractory to current anticonvulsant drugs, hence there is an urgent
need to develop alternative treatments to help children with WOREE syndrome. Children
with SCAR12, mostly due to missense mutations in WWOX, display a milder phenotype
including ataxia and epilepsy.'* Epilepsy in SCAR12 can be treated with anticonvulsant
drugs, though children still display ataxia and are intellectually disabled. Moreover,
WWOX mutations have been documented in patients with West Syndrome, which is
characterized by epileptic spasms with hypsarrhythmia.'® Brains of the children carrying
WWOX gene mutations are found to be abnormal, as assessed by magnetic resonance
imaging (MRI). Brain abnormalities such as hypoplasia of the corpus callosum,
progressive cerebral atrophy, delayed myelination and optic nerve atrophy have been
documented in most cases. It is largely unknown how mutations in WWOX or loss of

WWOX function could lead to these CNS-associated abnormalities.

There is a marked similarity between human WWOX (hWWOX) and murine
Wwox (mWwox). In fact, the human WWOX protein sequence is 93% identical and 95%
similar to the murine WWOX protein sequence. Remarkably, targeted loss of Wwox
function in rodent models (mice and rats) phenocopies the complex human neurological
phenotypes, including severe epileptic seizures, growth retardation, ataxia and premature
death.'>!*15 Wwox null mice also exhibit phenotypes associated with impaired bone
metabolism and steroidogenesis.'®!” Example 1 of this disclosure shows that conditional
ablation of murine Wwox in either neural stem cells and progenitors (N-KO) or neuronal
cells (S-KO mice) resulted in severe epilepsy, ataxia and premature death at 3-4 weeks,
recapitulating the phenotypes observed in the Wwox-null mice. These results highlight
the significant role of WWOX in neuronal function and prompted us to test whether

restoring WWOX expression in the neuronal compartment of Wwox null mice could
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reverse the observed phenotypes. To this end, we used an adeno-associated virus (AAV)
vector to restore WWOX expression. We demonstrated that an AAV vector harboring
the mWwox or hWWOX open reading frame and driven by the human neuronal Synapsin
I promoter could reverse Wwox null phenotypes. A single intracerebroventricular (ICV)
injection of AAV9-Synapsin I-WWOX rescued the growth retardation, epileptic
seizures, ataxia and premature death of Wwox null mice. In addition, WWOX restoration
improved myelination and reversed the abnormal behavioral changes of Wwox null mice.
Overall, these remarkable results indicate that WWOX gene therapy could be a promising
cure approach for children with WOREE and SCAR12.

Results

Restoration of neuronal WWOX rescues growth retardation and post-
natal lethality of Wwox null mutant mice

In example 1, we show that conditional ablation of WWOX in neurons
phenocopies the Wwox null mice including growth retardation, spontaneous epileptic
seizures, ataxia and premature death at 3-4 weeks. These results implied that WWOX is
a key neuronal gene regulating homeostasis of the CNS. Prompted by these remarkable
findings, we wanted to address whether neuronal-specific expression of WWOX in
Wwox-null mice could rescue lethality of these mice and their associated phenotypes. We
designed an adeno-associated viral (AAV) vector to express murine Wwox (mWwox), or
human WWOX (hWWOX), cDNA driven by a human Synapsin-I (hSynl) promoter (Fig.
8A) and packaged this into an AAVY serotype, which has high CNS tropism and has
been used in CNS-based gene therapy trials.”*?* An IRES-EGFP sequence was cloned
downstream of the Wwox/WWOX sequence to allow tracking of expression. Successful
delivery of AAV9-hSynl-mWwox-IRES-EGFP (AAV9-hSynl-mWwox) should lead to
expression of intact WWOX protein in Synapsin-I-positive non-dividing/matured
neurons. As control, AAV9-hSynl-EGFP was used. Expression of WWOX and GFP was
initially validated by infecting primary Wwox-null dorsal root ganglion (DRGs) neurons

with the viral particles in vitro.

We then evaluated the expression and function of the AAVs in vivo. Viral
particles (2x10'%hemisphere) of AAV9-hSynl-mWwox or AAV9-hSynl-EGFP were
injected into the intracerebroventricular region of Wwox null mice at birth (P0O), to

achieve widespread transduction of neurons throughout the brain.?52% Successful
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expression of the transgene in neurons, but not in oligodendrocytes (CC1-positive cells),

was validated by immunofluorescence using anti-NeuN and anti-WWOX antibodies.

Monitoring of the treated mice revealed that mice injected with AAV9-
hSynl-mWwox grew normally (Fig. 7B), gradually gained weight (Fig. 7C) and were
indistinguishable from wild type by the age of 6-8 weeks. AAV9-hSynl-EGFP-injected
mice exhibited similar phenotypes of Wwox null mice (Fig. 7C). Of note, Wwox null and
AAV9-hSynl-EGFP-injected mice were hypoglycemic from the second week until they
died, while AAV9-hSynl-mWwox-injected mice had normal blood glucose levels when
compared to the wild type mice (Fig. 7D). Remarkably, all rescued mice lived longer
with a median survival of 240 days compared to the Wwox null or AAV9-hSynl-EGFP-
injected Wwox null mice (p value <0.0001) (Fig. 7E). Similar results and outcomes were
obtained when replacing mWwox with hWWOX cDNA, though we have only followed
these mice for up to 100 days so far (Fig. 7F). Notably, the rescued mice were active and
both males and females were fertile. Since Wwox null mice were previously shown to
lack testicular Leydig cells, ' we next determined if WWOX neuronal restoration rescues
this phenotype and indeed found intact Leydig cells in P17 AAV9-hSynl-mWwox-treated
mice. Bone growth defects were also formerly documented in Wwox mutant mice!”-*"-%°,
and hence we examined bones of rescued mice and observed that cortical bones were of
comparable size and thickness to WT mice. These results imply that neuronal restoration
of WWOX could be sufficient to rescue the abnormal phenotypes of Wwox null mice.

Neuronal restoration of WWOX decreases hyperexcitability of Wwox null
mice

Wwox null mutants display spontaneous recurrent seizures.'>*183! As we did not
observe any spontaneous seizures in rescued mice, we determined next the epileptic
activity in brains of P21-22 wild type (WT), Wwox null (KO) and AAV9-hSynl-mWwox-
injected Wwox null mice (KO+AAV9-Wwox) by performing cell-attached
electrophysiology recordings. As expected, the KO pups exhibited severe hyperactivity.
Representative traces with spontaneous firing of action potentials are shown in Fig. 8A.
A clear hyperexcitability can be noted from the representative traces (WT, KO+AAV9-
Wwox, and KO). The activity of the KO brains usually resulted in bursts of action
potentials and overall there was a drastic increase in the firing rate. The average firing

rate over 20 WT, 20 KO+AAV-Wwox and 30 KO recorded neurons was about 6-fold
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higher in KO pups compared to the WT pups (p=2.6e-7). No significant difference in
average firing rate was observed between the KO+AAV-Wwox and the WT pups.

Since KO mice died within less than 4 weeks, we could not perform in vivo
recordings in adult KO mice. We therefore performed cell attached in vivo recordings
only in adult WT and KO+AAV9-Wwox mice (Fig. 8B). Representative traces are shown
in for WT and KO+AAV9-mWwox and the average firing rate over 60 WT and 60
KO+AAV9-mWwox neurons are presented (Fig. 8B). There were no significant
differences in the firing rate of adult WT and KO+AAV9-mWwox cortical neurons.
These findings indicate that AAV9-hSynl-mWwox could prevent epileptic seizures
resulting from WWOX loss.

Neuronal restoration of WWOX enhances myelination in Wwox null mice
likely by promoting OPC differentiation

Example 1 linked WWOX loss with hypomyelination. In fact, it was shown that
neuronal WWOX ablation results in a non-cell autonomous function impairing
differentiation of oligodendrocyte progenitors (OPCs). Hence we next tested whether
neuronal restoration of WWOX, using AAV, could rescue the hypomyelination
phenotype in Wwox null mice. Immunofluorescence analysis of P17 sagittal brain tissues
with anti-MBP antibody revealed improved myelination in all parts (cortex,
hippocampus and cerebellum) of the rescued AAV9-hSynl-mWwox treated-mice brain
compared to Wwox null mice injected with control virus (Fig. 9A). In addition, we tested
whether this improved myelination is associated with increased differentiation of OPCs
to matured oligodendrocytes by a non-cell autonomous function of neuronal WWOX. As
expected, AAV9-mediated WWOX expression in neurons increased the differentiation
of OPCs to matured oligodendrocytes as assessed by immunostaining with CC1 (marker
for matured oligodendrocytes) and anti-PDGFRa (marker for OPCs) (Fig. 9B).
Quantification of CC1 and OPCs in the corpus callosum showed significantly increased
number of matured oligodendrocytes in rescued mice compared to the KO mice injected

with control virus on P17 (Fig. 9C).

To further validate the finding of improved myelination after neuronal restoration
of WWOX, we performed electron microscopy (EM) analysis for corpus callosum on
P17 and in adult mice. Remarkably, neuronal restoration of WWOX using AAV9-hSynl-
mWwox increased the number of myelinated axons compared to KO at P17 in the corpus

callosum. Furthermore, calculated g-ratios indicated increased myelin thickness upon
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neuronal WWOX restoration compared to control KO mice. In addition, EM images of
the corpus callosum and optic nerves of adult (6 months) rescued mice showed improved
myelination. Of note, when comparing myelin thickness of KO+AAV-Wwox and WT
corpus callosum at P17 and 6 months, we observed some differences in g-ratio.

WWOX neuronal restoration decreases anxiety and improves motor
functions

We next explored the behavioral changes in Wwox null mice after restoration of
WWOX in neurons. Unfortunately, we could not assess behavior of Wwox null mice due
to their poor conditions and premature death. We performed open field, elevated plus
maze (EPM) and rotarod tests to examine anxiety and motor coordination in rescued mice
(Fig. 10A-E). Remarkably, at 8-10 weeks we observed similar tracking patterns in the
open field in the rescued mice (males and females) to those seen in the wild type,
indicating that WWOX restoration reduces anxiety in Wwox null mice. In addition, the
velocity and total distance travelled in the open field tracks were very similar to that of
the WT mice (Fig. 10B, C). Moreover, rescued female and male mice exhibited near
normal behavior in the EPM (Fig. 10D). Rotarod test was performed to check the motor
coordination in rescued mice. Our results revealed that rescued mice had similar motor
coordination to WT mice in trial 3, an indicative of their learning ability. Altogether,
these results suggest that neuronal WWOX re-expression in Wwox null mice restores
activity and normal behavior.

Discussion

We aimed in this Example to restore WWOX in neurons and assess the
therapeutic potential of this restoration. In this study, we utilized an AAV9 vector for
targeted gene delivery of WWOX to mature neurons to treat the complex neuropathy in
the Wwox-null mouse model. We injected mWwox or hWWOX cDNA under the
neuronal promotor Synapsin-I into the brains of newborn Wwox null mice and showed

that this treatment was able to reverse the phenotypes of WWOX deficiency.

The role of WWOX in regulating CNS homeostasis is emerging as a key function
of the WWOX gene. Deficiency of WWOX has been linked to a number of neurological
disorders.”!° Of particular interest is WOREE syndrome, a devastating complex
neurological disease causing premature death with a median survival of 1-4 years.®!%
WOREE children are refractory to the current antiepileptic drugs (AEDs) hence

challenging the medical and scientific communities to develop new therapeutic
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strategies. We believe that delivering AAV9-WWOX into the brain of WOREE

syndrome patients could be a novel gene therapy approach that would help these patients.

The effects of delivering AAV9-Synl-WWOX into the brains of Wwox null mice
were remarkable. Firstly, WWOX neuronal delivery restored normal growth and survival
of mice with no occurrence of spontaneous seizures and ataxia. In addition, we showed
that neuronal restoration of WWOX reduced hyperexcitability in cell-attached
recordings. Secondly, neuronal WWOX restoration improved myelination of all regions
of the brain further confirming the previous observations of WWOX neuronal non-cell
autonomous function on OPC maturation (Example 1). Of note, there are still some
differences between rescued and WT mice which could be attributed to an
oligodendrocyte-specific WWOX function in regulating the myelination process.
Thirdly, WWOX restoration improved the overall behavior of the rescued mice. These

9-11,33,34 and

findings might suggest that WWOX’s proposed role in regulating autism
perhaps other behavior-associated disorders is driven by proper neuronal function of

WWOX.

Another intriguing consequence of neuronal WWOX delivery is the reversibility
of hypoglycemia associated with WWOX deficiency in Wwox null mice.?>>® These
results are consistent with a central role of WWOX in the CNS regulation of metabolism
of glucose and likely other metabolic functions.’”* Interestingly, targeted deletion of
Wwox in skeletal muscle resulted in impaired glucose homeostasis*' and this effect was

linked to cell-autonomous functions of WWOX.

Another peculiar observation is that the rescued mice were also fertile and able
to breed. Given that Wwox null mice were shown to display impaired

steroidogenesis!62%42

, our current findings imply that WWOX’s function in the CNS is
superimposing its tissue level function. Altogether, these findings suggest that WWOX

could have pleotropic function both at the organ level and at the organism level.

WWOX is ubiquitously expressed in all brain regions.!®** Our current
observations do not imply that WWOX expression in other brain cell types, such as
astrocytes and oligodendrocyte, are dispensable. Evidence linking WWOX function with
oligodendrocyte pathology is starting to emerge* ™, however less is known about the
cell-autonomous functions of WWOX in oligodendrocytes. The fact that WWOX

expression in neurons regulates oligodendrocyte maturation and antagonizes
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0

astrogliosis™ suggests a complex function of WWOX in CNS physiology and

pathophysiology that warrants further in-depth analysis.

The WWOX gene was initially cloned as a putative tumor suppressor.’>> Indeed
a plethora of research work in various animal models (reviewed in'®) and observations in

human cancer patients!-*-3-33-57

proposed WWOX as a tumor suppressor. Given that our
restoration of WWOX is limited to brain, we assumed other tissues lacking WWOX
expression would be more susceptible to tumor development. Of note, we didn’t detect
gross tumor formation in the limited number of adult Wwox-null mice treated with
AAV9-hSynl-mWwox that we examined (age 6-8month, n=6). This was not surprising
given that Wwox somatic deletion in several tissues required other hits to promote tumor

formation in animal models.?%3%-8->

The limited life-span and poor conditions of Wwox null mice forced us to treat
these mice very early on in their life (PO). Nevertheless, attempts to treat post-natal
Wwox-null mice should be explored in the future. Our current findings indicate that
WWOX restoration in neonatal mice using an AAV vector could reverse the phenotypes
associated with WWOX deficiency. We envisage that this proof-of-concept will lay
down the groundwork for a possible gene therapy clinical trial on children suffering from
the devastating and often refractory WOREE syndrome.

Materials and Methods

Plasmid vectors

Murine Wwox or human WWOX cDNA was cloned under the promoter of human
Synapsin I in pAAV and this vector was packaged into AAV9 serotype (Vector Biolabs,
Philadelphia, USA). Custom-made AAV9-hSynl-mWwox-IRES-EGFP, AAV9-hSynl-
hWWOX-2A-EGFP and AAV9-hSynl-EGFP viral particles were obtained either from
Vector Biolabs or from the Vector Core Facility at Hebrew University of Jerusalem.

Mice

Generation of Wwox null " mice (KO) was previously reported'® and these mice
were maintained in an FVB background. Heterozygote *" mice were used for breeding
to get the Wwox null mice. Animals were maintained in a SPF unit in a 12 h-light/dark
cycle with ad libitum access to the food and water. All animal-related experiments were
performed in accordance and with prior approval of the Hebrew University-Institutional

Animal Care Use Committee (HU-IACUCQC).
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Intracerebroventricular (ICV) injection of AAYV particles in to PO Wwox
null mice

Free-hand intracranial injections of either AAV9-hSynl-mWwox-IRES-EGFP
(AAV9-WWOX) or AAV9-hSynl-EGFP (AAV9-GFP) into the Wwox null mice were
done following a published protocol.?® Briefly, when neonates were born, they were PCR
genotyped to identify Wwox null mice. Wwox null neonates were anesthetized by placing
on a dry, flat, cold surface. The anesthetized pup head was gently wiped with a cotton
swab soaked in 70% ethanol. Trypan blue 0.1% was added to the virus to enable
visualization of the dispensed liquid. An injection site was located at 2/5 of the distance
from the lambda suture to each eye. Holding the syringe (preloaded with virus)
perpendicular to the surface of the skull, the needle was inserted to a depth of
approximately 3 mm. Approximately 1 ul (2 x 10'® GC/hemisphere) virus was dispensed
using a NanoFil syringe with a 33G beveled needle (World Precision Instruments). The
other hemisphere was injected in the same way. Injected pups were placed on the
warming pad until they were awake, then transferred to the mother’s cage. Each injected
mouse was carefully monitored for growth, mobility, seizures, ataxia and general
condition to assess phenotypes.

Weight and blood glucose levels

Mice were weighed regularly as indicated in the Figures. To monitor the blood
glucose, the tip of the mouse tail was ruptured with scissors and a tiny drop of blood
collected for measurement (mg/dL) using an Accu-Check glucometer (Roche
Diagnostics, Mannheim, Germany).

Immunofluorescence

Mice from different genotypes and treatment groups (P17-P18) were euthanized
by CO2 and transcardially perfused with 2% PFA/PBS. Dissected brains were postfixed
on ice for 30 min then incubated in 30% sucrose at 4°C overnight. They were then
embedded in OCT and sectioned (12-14 um) using a cryostat. Sagittal sections were
washed with PBS and blocked with 5% goat serum containing 0.5% Triton X-100 then
incubated for 1 h at room temperature followed by incubation with primary antibodies
overnight at 4°C. Then, sections were washed with PBS and incubated with
corresponding secondary antibodies tagged with Alexa fluorophore for 1 h at room
temperature followed by washing with PBS and mounting with mounting medium.

Surgical procedures for electrophysiology
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Mice were anesthetized using ketamine/medetomidine (i.p; 100 and 83 mg/kg,
respectively). The effectiveness of anesthesia was confirmed by the absence of toe-pinch
reflexes. Supplemental doses were administered every ~1 h with a quarter of the initial
dosage to maintain anesthesia during the electrophysiology procedures. During all
surgeries and experiments, body temperature was maintained using a heating pad (37°C).
The skin was removed to expose the skull. A custom-made metal pin was affixed to the
skull using dental cement and connected to a custom stage. A small hole (3 mm diameter
craniotomy) was made in the skull using a biopsy punch (Miltex, PA).

Cell attached recordings

Cell-attached recordings were obtained with blind patch-clamp recording.
Electrodes (~7 MOhm) were pulled from filamented, thin-walled, borosilicate glass
(outer diameter, 1.5 mm; inner diameter, 0.86 mm; Hilgenberg GmbH, Malsfeld,
Germany) on a vertical two-stage puller (PC-12, Narishige, EastMeadow, NY). The
electrodes were filled with internal solution containing the following: 140 mM K-
gluconate, 10 mM KCl, 10 mM HEPES, 10 mM Na;-phosphocreatine, and 0.5 mM
EGTA, adjusted to pH 7.25 with KOH. The electrode was inserted at a 45 degrees angle
and reached a depth of 300 um. The electrode positioning was targeted on the brain
surface, positioned at 1.6-2 mm posterior to the bregma and 4 mm lateral to the midline.
While positioning the electrode, an increase of the pipette resistance to 10-200 MOhm
resulted in most cases in the appearance of action potentials (spikes). The detection of a
single spike was the criteria to start the recording. All recordings were acquired with an
intracellular amplifier in current clamp mode (Multiclamp 700B, Molecular Devices),
acquired at 10 kHz (CED Micro 1401-3, Cambridge Electronic Design Limited) and
filtered with a high pass filter. For calculation of the average firing rate, the firing rate
over a4 min recording period was calculated for each of the recorded cells. A two-sample
t-test was used to assess statistical significance between the recorded groups.

Electron microscopy

Mice were anesthetized and perfused with a fixative containing 2%
paraformaldehyde and 2.5% glutaraldehyde (EM grade) in 0.1 M sodium cacodylate
buffer, pH 7.3. Brains were isolated and incubated in the same fixative for 2 h at room
temperature then stored in 4°C until they were processed. Collected tissues (corpus
callosum, optic nerve) were washed four times with sodium cacodylate and postfixed for

1 h with 1% osmium tetroxide, 1.5% potassium ferricyanide in sodium cacodylate, and
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washed four times with the same buffer. Then, tissue samples were dehydrated with
graded series of ethanol solutions (30, 50, 70, 80, 90, 95%) for 10 min each and then
100% ethanol three times for 20 min each, followed by two changes of propylene oxide.
Tissue samples were then infiltrated with series of epoxy resin (25, 50, 75, 100%) for 24
h each and polymerized in the oven at 60°C for 48 h. The blocks were sectioned by an
ultramicrotome (Ultracut E, Riechert-Jung), and sections of 80 nm were obtained and
stained with uranyl acetate and lead citrate. Sections were observed using a Jeol JEM
1400 Plus transmission electron microscope and pictures were taken using a Gatan Orius
CCD camera. EM micrographs were analyzed using computer-assisted ImageJ analysis
software. To calculate g-ratio, myelinated axons (~300, 100 axons per mouse, n = 3 per
genotype) from EM images from corpus callosum were analyzed by dividing inner
axonal diameter over the total axonal diameter.

Open field test

The open field test was performed following the previously published protocol.®”

Briefly, mice were placed in the corner of a 50 x 50 x 33 cm arena, and allowed to freely
explore for 6 min. The center of the arena was defined as a 25 x 25 cm square in the
middle of the arena. Velocity and time spent in the center and arena circumference were
measured. Mice tested in the open field were recorded using a video camera connected
to a computer having tracking software (Ethovision 12).

Elevated plus maze test

The test apparatus consisted of two open arms (30 x 5 cm) bordered by a 1 cm
high rim across from each other and perpendicular to two closed arms bordered by a rim
of 16 cm, all elevated 75 cm from the floor. Mice were put into the maze and were
allowed to explore it for 5 min. Duration of visits in both the open and closed arms were
recorded.®

Rotarod test

Each animal was placed on a rotating rod whose revolving speed increased from
5 rounds per min (rpm) to 40 rpm for 99 s. The test for each animal consisted of three
trials separated by 20 min. Time to fall from device (latency) was recorded for each trial
for each animal. If the animal did not fall from the device by 240 s from the beginning

of the trial, the trial was terminated.®!

59



10

15

20

25

30

WO 2022/034591 PCT/IL2021/050982

Image acquisition and analysis

Immunostained sections were imaged using a panoramic digital slide scanner or
an Olympus FV1000 confocal laser scanning microscope or Nikon A1R+ confocal
microscope. The acquired images were processed using the associated microscope
software programs, namely CaseViewer, F-10-ASW viewer, and NIS elements
respectively. Images were analyzed using ImageJ software. Images were analyzed while
blinded to the genotype and the processing included the global changes of brightness and
contrast.

Statistical analysis

All graphs and statistical analyses was preformed using either Excel or GraphPad
Prism 5. Results of the experiments were presented as mean = SEM. The two-tailed
unpaired Student’s t-test was used to test the statistical significance. Results were
considered significant when the p <0.05, otherwise they were represented as ns (no
significance). Data analysis was performed while blinded to the genotype. Sample size
and p value is indicated in the figure legends.
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Example 3: Modeling genetic epileptic encephalopathies using brain organoids

Introduction

Epilepsy is a neurological disorder characterized by a chronic predisposition for
the development of recurrent seizures (Fisher er al, 2014; Aaberg et al, 2017). Epilepsy
affects around 50 million people worldwide and is considered the most frequent chronic
neurological condition in children (Aaberg et al, 2017; Blumcke er al, 2017).
Approximately 40% of seizures in the early years of life are accounted for by
developmental and epileptic encephalopathy (DEE), previously known as early infantile
epileptic encephalopathies (EIEEs) (Howell et al, 2021). These are pathologies of the

developing brain, characterized by intractable epileptiform activity and impaired cerebral
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and cognitive functions (Lado et al, 2013; Shao & Stafstrom, 2016; Nashabat et al, 2019;
Howell er al, 2021). Several genes have been implicated in causing DEEs (McTague et
al, 2016). In recent years, autosomal recessive mutations in WWOX gene are
increasingly recognized for their role in the pathogenesis of DEE (Piard et al, 2018;
Nashabat er al, 2019). WWOX, a tumor suppressor that spans the chromosomal fragile
site FRA16D, is highly expressed in the brain, suggesting an important role in central
nervous system (CNS) homeostasis (Abu-Remaileh et al, 2015). In 2014, WWOX was
implicated in the autosomal recessive spinocerebellar ataxia-12 (SCARI2) (Gribaa et al,
2007; Mallaret et al, 2014) and in the WWOX-related epileptic encephalopathy (WOREE
syndrome, also termed DEE28) (Abdel-Salam et al, 2014; Ben-Salem ez al, 2015; Mignot
et al, 2015). Both disorders are associated with a wide variety of neurological symptoms,
including seizures, intellectual disability, growth retardation, and spasticity, but differ by
severity, onset, and underlying types of mutations. The WOREE syndrome is considered
more aggressive, appearing as early as 1.5 months and associating with more extreme
genetic changes (Banne er al, 2021). This observation may imply that both syndromes
can be considered as a continuum. Alongside seizures, patients with WOREE syndrome
may present with global developmental delay, progressive microcephaly, atrophy of
specific CNS components, and premature death. However, it is important to note that the
phenotypic spectrum of WOREE syndrome is wide, with different patients exhibiting
different symptoms. For example, although microcephaly is seen in some patients, many

other do not exhibit this condition (Piard er al, 2018).

Although modeling WWOX loss of function in rodents has shed some lights on
the roles of WWOX in the mammalian brain (Ageilan et al, 2007, 2008; Suzuki et al,
2009; Mallaret et al, 2014; Tanna & Ageilan, 2018; Tochigi et al, 2019), the genetic
background and brain development of a specific patient cannot be modeled in a mouse,
but is inherent and retained in patient-derived induced pluripotent stem cells (iPSCs). In
an effort to bypass the comprehensible lack of availability of DEE brain samples,
including those of patients with WWOX mutations, we utilized genome editing and
reprogramming technologies to recapitulate the genetic changes seen in patients with
WOREE and SCARI12 syndromes in human PSCs. We then generated brain organoids,
3D neuronal cultures, that recapitulate much of the brain’s spatial organization and cell
type formation, and have neuronal functionality in vitro (Amin & Pasca, 2018; Sidhaye

& Knoblich, 2020). This allowed us to model features of the development and maturation
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of the CNS and its complex circuitry, in a system that is more representative of the in
vivo human physiology than 2D cell cultures. Using this platform, we identified severe
defects in neural cell populations, cortical formation, and electrical activity, and tested
possible rescue strategies. This approach has resulted in a deeper understanding of
WWOX physiology and pathophysiology in the CNS, laying the foundation for
developing more appropriate treatments, and supports the concept of using human brain
organoids for modeling other human epileptic diseases.

Results

Generation and characterization of WWOX knockout cerebral organoids

To shed light on the pathogenesis of DEE, we studied the WOREE syndrome as
a prototype model using brain organoids. The role of WWOX in the development of the
human brain in a controlled genetic background was investigated by generating WWOX
knockout (KO) clones of the WiBR3 hESC line using the CRISPR/Cas9 system (Abdeen
et al, 2018). Immunoblot analysis was used to assess WWOX expression in these lines.
Two clones that showed consistent undetectable protein levels of WWOX throughout
our validations were picked for the continuation of the study—WWOX-KO line 1B
(WKO-1B, from here on KO1) and WKO-A2 (from here on KO2). These clones were
assessed for genetic stability and pluripotency using karyotype analysis and teratoma
assays, respectively. Sanger sequencing confirmed editing of WWOX at exon 1.
Furthermore, to confirm cell-autonomous function of WWOX, we restored WWOX
cDNA into the endogenous AAVS locus of WWOX-KO1 hESC line and examined
reversibility of the phenotypes. The KO1-AAV4 line was selected for generating COs
for having a strong and stable expression of WWOX throughout our validations, and
from here on is referred as W-AAV. These lines were practically indistinguishable from
the parental cell line (WiBR3 WT) in terms of morphology and proliferation throughout

the culture period.

To investigate how depletion of WWOX affects cerebral development in a 3D
context, we differentiated our hESCs into cerebral organoids (COs), using an established
protocol (Lancaster er al, 2013; Lancaster & Knoblich, 2014). COs from all genotypes
showed comparable gross morphology and development at all stages. Next, we
investigated the expression pattern of WWOX in the developing brain at different time
points by co-staining with markers of the two major populations found in the organoids—

neuronal progenitor cells and neurons. In week 10, WWOX expression was specifically
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localized to the ventricular-like zone (VZ), which is composed of SOX2* cells,
corresponding to radial glial cells (RGs), the progenitors of the brain, and not in the
surrounding cells. This finding is in concordance with previous work showing limited
WWOX expression during early steps of mouse cortical development (Chen er al, 2004).
To confirm the identity of the WWOX-expressing cells in the VZ, we co-stained for
crystallin alpha B (CRYAB), which is specifically expressed in ventricular radial glial
cells (vRGs) (Pollen ef al, 2015), and confirmed WWOX expression in these cells (Fig.
11B). Furthermore, even in later time points, such as week 24, when the VZ structure is
lost, WWOX expression is found mainly in SOX2* cells. Importantly, WWOX
expression was not seen in COs generated from the WWOX-KO lines, although similar
levels of expression of the other markers such as SOX2 and neuron-specific class III B-
tubulin (TUBB3 or TUJ1) were observed (Fig. 11B). Interestingly, the W-AAV COs, in
which WWOX expression is driven by human ubiquitin promoter (UBP), exhibited high
WWOX levels in the VZ, as expected, though other cellular populations also showed

prominent WWOX expression.

Next, to address the microcephalic phenotype observed in some patients, we
measured the diameter of our organoids through the culture period, which showed no
significant difference. This led us to examine the development of the histological cerebral
structures. In WT organoids, the VZ, which is composed of SOX2* cells, is surrounded
by intermediate progenitors (IP; TBR2* cells, also known as EOEMS), marking the
presence of the subventricular zone (SVZ). Outside this layer is the cortical plate (CP),
composed mainly of neurons (NeuN™ cells). In week 10 COs, no visible differences in
the composition or formation of the VZ and the surrounding structures were observed
(Fig. 11C), suggesting similar proportions of these populations. This was also supported
by measuring RNA expression levels of progenitor markers (SOX2 and PAX6) and the
neuronal marker 7UBB3 (Fig. 11C). This surprising observation led us to further examine
the two major neuronal subpopulations found in COs—glutamatergic (marked by
vesicular glutamate transporter 1, VGLUT1) and GABAergic neurons (marked by
glutamic acid decarboxylase 67, GAD67). Immunostaining revealed that although
VGLUT]1 expression remained similar, a marked increase in expression of GAD67 was
observed in KO COs compared with WT. In contrast, WWOX restoration (W-AAV)
significantly reversed this imbalance (Fig. 11D). RNA levels of SLC17A6 (VGLUT2),
SLCI7A7 (VGLUTI), GADI (GAD67) and GAD2 (GADG65) followed the same trend.
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These findings suggest that during human embryonic development, WWOX
expression is limited to the cells of the apical layer of the VZ, and that WWOX depletion
did not affect the VZ-SVZ-CP architecture but did disrupt the balance between
glutamatergic and GAB Aergic neurons.

WWOX-depleted cerebral organoids exhibited hyperexcitability and
epileptiform activity

Cerebral organoids give rise to neurons that have previously shown
electrophysiological functionality (Trujillo ef al, 2019). To characterize the functional
properties of the WWOX-KO COs, we performed local field potential recordings (LFP)
on 7-week CO slices. Electrodes were positioned 150 um away from the edge of the slice
(data not shown) to avoid areas potentially damaged by slice preparation. Sample traces
of the WT and KO COs revealed visible differences between the two lines under baseline
conditions (Fig. 12A, left). The mean spectral power of field recordings further showed
an overall increase in power of the KO COs in the 0.25-1 Hz, typically labelled as slow-
wave oscillations (SWO, < 1 Hz) (Fig. 12B), and a decrease in the 30- to 79.9-Hz high-
frequency range. The oscillatory power (OP) was quantified by the area under the curve,
which was significantly higher than the WT line, under baseline conditions (Fig. 12C).
Over time, the OP of the KO lines decreased significantly, while the WT line’s OP stayed

the same, suggesting a developmental delay in the KO line.

To further measure the hyperexcitability of the KO line, 100 uM 4-AP, a
commonly used convulsant for seizure induction, was applied to the slices during
recordings. While 4-AP did show changes in LFP recordings for both WT and KO lines
(Fig. 12A, right), the KO line showed significantly increased activity, which was
otherwise absent in WT traces. The effect of 4-AP on spectral power became evident 5
min after its addition. Cross-frequency coupling of the sample traces for both WT and
KO lines in the presence of 4-AP revealed an increase in the &: HFO frequency pairs—
an attribute that has previously been used to characterize and classify seizure substates
(Guirgis et al, 2013). Importantly, transduction of a lentivirus containing WWOX cDNA
resulted in recovery of the KO line, with respect to the mean power spectral density (Fig.
12D and E).

WWOX-depleted cerebral organoids exhibited impaired astrogenesis and
DNA damage response
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It is widely accepted that an imbalance between excitatory and inhibitory activity
in the brain is a leading mechanism for seizures, but this does not necessarily mean
neurons are the only population involved. It is well known that brain samples from
epileptic patients show signs of inflammation, astrocytic activation, and gliosis (Cohen-
Gadol et al, 2004; Thom, 2009), which can be a sole histopathological finding in some
instances (Blumcke et al, 2017). Whether this phenomenon is a result of the acute insult
or a cause of the seizures is still debatable (Vezzani et al, 2011; Robel et al, 2015; Rossini
et al, 2017, Patel et al, 2019). Furthermore, recent work has demonstrated astrogliosis in

the brain of Wwox-null mice (Hussain et al, 2019).

To address this, we used immunofluorescence staining to visualize the astrocytic
markers glial fibrillary acidic protein (GFAP) and S100 calcium-binding protein B
(S100B) in week 15 and week 24 COs (Fig. 13A—-C). This revealed a marked increase in
astrocytic cells in WWOX-KO COs that progressed through time, and was partially
reversed in W-AAV COs. This was further supported by immunoblot analysis of week
20 COs. It is notable that GFAP also marks RGs (Middeldorp et al, 2010), which are
abundant in week 15, but are reduced in number in week 24, which could be a source of

noise at early stages.

Astrocytes arise from two distinct populations of cells in the brain: the RG cells,
switching from neurogenesis to astrogenesis, or the astrocyte progenitor cells (APCs)
(Zhang et al, 2016; Blair er al, 2018). To track back these differences in astrocyte
markers, we compared 6- and 10-week-old COs. We found that in week 6 COs, where
no astrocytic markers were detected in WT organoids, a significant expression of S1003
was observed in the VZ (Fig. 13D). At week 10, we observed expression of S100p in
both WT and KO organoids, but when co-staining is performed with the cell proliferation
marker Ki67, we did not detect a significant difference in double-positive cells
suggesting similar glial proliferation. Quantification of Ki67* nuclei, together with
SOX2* nuclei, revealed that although the proportions of SOX2 remained intact in WT
compared with WWOX-KO (18.5% in WT, 95% CI = 14.2-22.81; 19.5% in KO, 95%
CI = 15.29-22.81), the proportions of proliferating cells (9.5% in WT, 95% CI = 6.63—
12.35; 4.9% in KO, 95% CI = 2.76— 7.13) and Ki67*/SOX2* double-positive cells were
diminished (51.83% in WT, 95% CI = 41.18-62.48; 27.09% in KO, 95% CI = 14.1-
40.1). These findings imply that although overall proliferation of SOX2* cells is
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decreased upon loss of WWOX, the total amount of RGs outside the VZ is not affected,

raising a question in regard to the source of the astrocytic cells.

This peculiar behavior of the vRGs in KO COs led us to take a closer look at their
functionality by examining their physiological DNA damage response (DDR), a
signaling pathway in which WWOX is known to be directly involved (Abu-Odeh et al,
2014b; Abu-odeh et al, 2016). To this end, we stained for yYH2AX and 53BP1, surrogate
markers for DNA double-strand breaks. We found a marked accumulation of YH2AX
and 53BP1 foci in the nuclei of SOX2* cells in the innermost layer of the VZ, averaging
1.5 foci/nuclei [95% CI =1.33-1.74] and 1.2 foci/nuclei [95% CI = 1-1.38] in WWOX-
KO, respectively. This is in comparison with 0.78 YH2AX foci/nuclei [95% CI = 0.55—
1.02] and 0.62 53BP1 foci/nuclei in the age-matched WT COs, and with 0.58 foci/nuclei
[95% CI =0.38—-0.77] and 0.56 foci/nuclei [95% CI = 0.37-0.76] in the age-matched W-
AAV COs (Fig. 13E and F). These findings are consistent with WWOX direct role in
DDR signaling (Ageilan et al, 2014; Hazan et al, 2016). Importantly, W-AAV COs
presented with improved DDR. Intriguingly, a higher number of YH2AX foci were found
in highly proliferating cells in the VZ, which was observed by co-staining with Ki67—
18.6% of SOX2* cells were double-positive in KO COs [95% CI = 15-22%] compared
with 11.9% [95% CI = 8—15%]. This led us to speculate that the continued proliferation
of damaged cells might be accompanied by diminished apoptosis, which might indicate
loss of checkpoint inhibition. This hypothesis was addressed by staining for cleaved
caspase-3 in the VZ, which revealed a decline in apoptosis of these cells upon WWOX-
KO, and was rescued in the W-AAYV COs.

In conclusion, WWOX-KO COs present with a progressive increase in astrocytic
number, likely due to enhanced differentiating RGs, and with increased DNA damage in
neural progenitor cells.

RNA-sequencing of WWOX-depleted cerebral organoids revealed major
differentiation defects

In an effort to examine the molecular profiles, we performed whole-transcriptome
RNA-sequencing (RNA-seq) analysis on week 15 WT and KO COs. Albeit the known
heterogeneity of brain organoids, principal component analysis (PCA) separated the
sample into two distinct clusters. The analysis revealed 15,370 differentially expressed
genes, of which 1,246 genes were upregulated in WWOX-KO COs and showed both a
fold change greater than 1.2 (FC > 1.2) and a significant P-value (P < 0.01), and 1,021
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genes were downregulated (FC < 1/1.2, P <0.01). Among the top 100 upregulated genes,
we found genes related to neural populations such as GABAergic neurons (GADI,
GRM7, LHX5) and astrocytes (AGT, SI00Al, GJAI, OTX2), and to neuronal processes
such as calcium signaling (HRC, GRIN2A, ERBB3, P2RX3, HTR2C, PDGFRA) and axon
guidance (GATA3, DRGX, ATOHI, NTN1, SHH, RELN, OTX2, SLIT3, GBX2, LHX5).In
the top 100 downregulated genes were genes related to GABA receptors (GABRB3,
GABRB?2), autophagy (IF116, MDM?2, RB1, PLAT, RBICCI), and the mTOR pathway
(EIF4EBPI, PIK3CA, RBICCI).

Gene set enrichment analysis (GSEA) and gene ontology (GO) enrichment
analysis of the top 3,000 differentially expressed genes revealed, among others,
inhibition of processes related to ATP synthesis-coupled electron transport and oxidative
phosphorylation, all of which are consistent with previous reported functions of WWOX
in mouse models (Abu-Remaileh & Ageilan, 2014, 2015; Abu-Remaileh ef al, 2018).
Downregulation of genes related to negative regulation of cell cycle was seen, consistent
with the previously reported diminished checkpoint inhibition (Abu-Odeh et al, 2014b;
Abu-odeh et al, 2016). On the other hand, marked enrichment was seen in pathways
related to regionalization, neuron fate commitment and specification, axis specification
(ventral-dorsal and anterior—posterior), and glycolysis and gluconeogenesis, some of
which are also supported by past studies (Wang et al, 2012; Abu-Remaileh & Ageilan,
2014). As could be anticipated, upregulated genes were related to the development
pathways such as Wnt pathway (e.g., WNT1, WNT2B, WNT3, WNT3A, WNTSA,
WNTS8B, LEF1, AXIN2, GBX2, ROR2, LRP4, NKD1, IRX3, CDHI) and the Shh
pathway (e.g., SHH, GLI1, LRP2, PTCHI1, HHIP, PAX1, PAX2).

Since WWOX has been previously implicated in the Wnt signaling pathway
(Bouteille et al, 2009; Wang et al, 2012; Abu-Odeh et al, 2014a; Cheng et al, 2020;
Khawaled et al, 2020), we set to further explore this in our CO models. First, we used
our RNA-seq data to inspect the expression of different members of the WNT signaling
pathway (such as WNTI1, WNT3, WNTSA, WNTS8B), of canonical targets (such as
Axin2, TCF7L2, LEF1, TCF7L1), of brain-specific targets (IRX3, ITGA9, GATA2,
FRAS1, SP5), and of receptors (ROR2, FZD2, FZD10, FZD1). We next validated some
of these genes using qPCR (Fig. 14A). We also observed downregulation of some of the
Wht-related genes in W-AAV COs, including WNT3, WNT3A, WNTI, and ROR2 (Fig.

14A). Additionally, to prove Wnt activation, we demonstrated B-catenin translocation
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into the nucleus—a hallmark of the canonical Wnt pathway. To this end, week 16 COs
were subfractionated into cytoplasmic and nuclear fractions and immunoblotted (Fig.
14B). We found an approximate 1.7-fold increase in the normalized intensity of B-catenin
in the nucleus of WWOX-KO COs, supporting the notion of Wnt pathway activation
after the loss of WWOX. This was also supported by examining kinetic expression of
several Wnt-related genes (WNT3, AXIN2, LEF1, and TCF7) at weeks 6-24, which
revealed a chronic Wnt activation in KO COs as compared to progressive decrease in

WT COs.

Recent evidence has demonstrated that activation of Wnt in forebrain organoids
during development causes a disruption of neuronal specification and cortical layer
formation (Qian et al, 2020). To address whether this occurs in WWOX-KO COs, we
examined the expression levels of cortical layer markers (Qian et al, 2016) in our RNA-
seq data. Interestingly, changes were observed in all six layers, with layers I-IV (marked
by TBR1, BCL11B, SATB2, POU3F2) showing decreased expression and superficial
layers V-VI (marked by CUX1 and RELN) exhibiting marked increase. This pattern was
also confirmed by qPCR. Intriguingly, when we examined protein levels using
immunofluorescent staining, we also observed impaired expression patterns and
layering, with TBR1*, CTIP2* (BCL11B), and SATB2* neurons intermixing in WWOX-
KO COs (Fig. 17D and E). This defect was progressive, worsening at week 24.
Surprisingly, when examining the effect of ectopic WWOX expression, a less clear
phenotype was observed; although CTIP2* cell and SATB2* cell numbers recovered and
layering improved in W-AAV COs compared with WWOX-KO COs, RNA levels did
only partially. In contrast, expression of the superficial layer markers CUX1 and RELN,
which was upregulated in WWOX-KO, decreased in W-AAYV, together with the upper
layer marker POU3F2 (BRN2). Importantly, when examining the expression of dorsal
and ventral genes in COs, we observed that the organoids are of dorsal identity, as
assessed by high RNA read counts. Of note, we did not observe any statistically

significant differences between WT and KO in the expression of these markers.

Overall, RNA-seq reveled impaired spatial patterning, axis formation, and
cortical layering in WWOX-KO COs, which is correlated with disruption of cellular
pathways and activation of Wnt signaling. The reintroduction of WWOX prevents these

changes to some extent, further supporting its possible implication in gene therapy.
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Brain organoids of patient-derived WWOX-related developmental and
epileptic encephalopathies

Although disease modeling using CRISPR-edited cell is a widely used tool,
critiques argue against it for not modeling the full genetic background of the human
patients. Therefore, we reprogrammed peripheral blood mononuclear cells (PBMCs)
donated from two families with WWOX-related diseases, differing in their severity: The
first family carries a ¢.517-2A>G splice site mutation (Weisz-Hubshman et al/, 2019) that
results in the WOREE syndrome (DEE28) phenotype in the homozygous patient
(referred to as WSM family); and the second family carries a ¢.1114G>C (G372R)
mutation (Mallaret ez al, 2014) that results in the SCAR12 phenotype in the homozygous
patient (referred to as WPM family). All the iPSC lines showed normal morphology for
primed hPSCs and self-renewal capabilities and were evaluated for expression of

pluripotent markers.

We then proceeded to generate COs from iPSCs isolated from the healthy,
heterozygote parents of the WSM family (the father, referred to as WSM F1; and the
mother, referred to as WSM M2, collectively referred to as WSM P), and from the sick
homozygote son (lines WSM S2 and S5, referred to collectively as WSM S).
Additionally, we employed the rescue approach descried for W-AAV COs and
reintroduced WWOX into the WSM S5 line (referred to as WSM S5 W-AAV3 and W-
AAV6, and collectively as WSM S W-AAV). These organoids were then validated for
neuronal differentiation and VZ formation (Fig. 15A). Similar to the hESC-derived COs,
WWOX was mainly expressed in the VZ in WSM F1 and WSM M2. Although B3-
Tubulin™-positive cells and SOX2*-positive cells were comparable in numbers, WSM S
COs showed no detectable levels of WWOX, and WSM S W-AAV COs expressed
WWOX globally.

Next, to evaluate the neuronal hyperexcitability of the WSM S COs, we
performed cell-attached recordings from 41 WSM S COs’ neurons along with 24 neurons
from WSM P COs and 40 neurons from WSM S W-AAYV organoids. Sample traces with
the spontaneous firing of action potentials from the WSM S, WSM P, and WSM S W-
AAYV COs revealed visible differences between the three groups recorded under the same
conditions. WSM S COs demonstrated bursts of action potentials and overall elevated
neuronal activity compared with the WSM P and WSM S W-AAY organoids (Fig. 15B).

The WSM S COs’ neurons showed a drastic increase in the firing rate (about a fourfold)
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compared with the WSM P (P <0.0001) and WSM S W-AAV (P <0.0001) COs’ neurons
(Fig. 15C). There was no significant difference between the firing rate of WSM P and
WSM S W-AAV COs’ neurons (P = 0.7681). Importantly, no significant difference was
observed when comparing COs from WSM F1 line to WSM M2 line (P = 0.0952).
Overall, our results demonstrate neuronal hyperexcitability in 7-week-old organoids

derived from the patient with WOREE syndrome compared with his or her parents.

Consistent with our other findings, week 10 WSM S COs exhibited increased
expression of GAD67 compared with WSM F1 and WSM M2, a phenotype that was
reversed in WSM S W-AAV COs (Fig. 15D and E). The expression of VGLUT1
remained unchanged between the different lines. We next assessed the expression of
astrocytic markers and found increased expression of GFAP and S100f in WSM S
compared with age-matched controls (Fig. 16A). DDR defects in vRGs of WSM S COs
were also apparent (Fig. 16B and C). The status of the Wnt pathway was also assessed
using qPCR, with findings suggestive of activation in week 10 WSM S COs compared
with the age-matched WSM P and WSM S W-AAV (Fig. 16D). Finally, we evaluated
cortical lamination using immunofluorescence and found decreased expression of

cortical markers CTIP2* and SATB2" in WSM S COs (Fig. 16E and F).

Since a major part of the phenotype was observed in the cortical areas of the COs,
and given the demonstrated role for WWOX in the cortex, we decided to employ a cortex-
specific protocol and generate forebrain organoids (FOs) (Qian et al, 2016, 2018). First,
to validate reproducibility, we generated FOs from WSM F1 and WSM S5 and found
comparable phenotypes for WSM COs.

We next sought to study whether the WPM SCAR12 family, whose patients have
a milder phenotype, present with similar phenotypes to our COs and FOs of WOREE
syndrome. We generated FOs from the healthy heterozygous father and mother (WPM
F2 and WPM M3) and their affected homozygous daughter and son (WPM D1 and WPM
S1). As expected, FOs were indistinguishable in terms of morphology, growth, and
expression of B3-Tubulin and SOX2, but while in the VZ of WPM F2 and WPM M3,
WWOX was detected, barely any signal was observed in WPM D1 and S1, consistent
with WWOX levels in the iPSCs. Dorsal forebrain identity was validated through
staining for PAX6. Surprisingly, transcript expression levels of neuronal markers did not
show any clear difference in the ratio between glutamatergic and GABAergic neurons.

Although some differences were seen between FOs from lines with similar genotypes,

77



10

15

20

25

30

WO 2022/034591 PCT/IL2021/050982

the comparable levels of cortical layers’ marker expression between the healthy iPSC
lines (WPM F2 and WPM M3) and the disease-bearing lines (WPM D1 and WPM S1)
supported the notion of normal neuronal and cortical development. Interestingly, RNA
levels of Wnt genes did show a pattern suggestive of the Wnt pathway activation, which
raises a question regarding its role in the pathogenesis of the milder disease. Furthermore,
immunostaining and qPCR analyses for astrocytic levels did not reveal significant
differences. Lastly, upon analyzing the DDR signaling in the FOs” VZ, we did not
observe major differences in accumulation of DNA damage foci between healthy and
sick SCARI2 individuals. Altogether, these data suggest different developmental
outcomes between SCAR12 and WOREE syndrome-derived organoids.

Discussion

DEE:s are a group of severe neurological syndromes whose underlying molecular
pathology is unknown (Howell et al, 2021). Together with the lack of accessibility of
human samples, it is not surprising that the current medical treatment is lacking. Our
study set out to utilize the major technological advances in developmental biology,
together with the role of WWOX in the severe WOREE syndrome, to model human
refractory DEEs in a tissue-relevant context. By utilizing genetic manipulations and
reprogramming, along with electro-physiology, we observed hyperexcitability in both
WWOX CRISPR-edited and patient-derived brain organoids, therefore successfully
demonstrating epileptiform activity. We then further examined the cellular and molecular
changes highlighting possible mechanisms for the disease pathophysiology. First,
although the neuronal population was largely intact in terms of quantity, we noticed a
marked increase in GABAergic markers. This finding is even more surprising when
considering the decrease in GABA receptor components seen by RNA-seq. This can
indicate a disruption in development of normal and balanced neuronal networks,
supporting the increased electrical activity observed in these organoids. It should be
noted that several lines of evidence implicate that during development, GABAergic
synapses have a depolarizing effect (Obata et al, 1978; Ben-Ari et al, 2007; Murata &
Colonnese, 2020). Seizure dynamics in developmental epilepsies are known to be
dependent on depolarizing GABA responses, particularly due to an accumulation of
intracellular chloride resulting in a depolarized chloride reversal potential, thereby
causing increased excitability, instead of hyperpolarization upon activation of GABAa

receptors (Khalilov er al, 2005; Ben-Ari et al, 2007). The evidence of increased mean
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spectral power in WWOX-depleted COs and WSM FOs, and its recovery in the presence
of lentivirus containing WWOX, further strengthens the idea that depolarizing GABA
plays a key role in seizure susceptibility. These findings shed a new light on the lack of
efficacy of common anticonvulsant therapies on immature neurons (Khalilov er al, 2005;
Murata & Colonnese, 2020)—making WWOX-depleted COs a useful model to test and
study novel therapies targeting excitatory GABAergic responses. An increase in SWO
has previously been linked to various stages of the seizure cycle—onset, throughout the
seizure, and termination (Bragin & Engel, 2008). Previous studies have also
demonstrated that SWOs modulate cortical excitability (Vanhatalo et al, 2004) and can
localize the seizure-onset zone during the preictal period (Miller et al, 2007).
Furthermore, slow waves have been identified as characteristic of EEG ictal activity in
full-term and preterm infants (Patrizi et al, 2003). The mechanism for SWOs during
seizure development is poorly understood. However, a few hypotheses suggest an
increase in extracellular potassium, changes in the pH, glial cell dysfunction, and/or
blood-brain barrier functions (Bragin & Engel, 2008). While exploring the mechanism

is beyond the scope of this paper, these are interesting directions to explore in the future.

On the other hand, Fig 12A-C shows a decrease in higher frequency activity—
beta (12-30 Hz) and gamma (> 30 Hz) oscillations. Although higher frequency activity—
particularly gamma oscillations—is known to increase prior to seizure onset at specific
focal zones and has been studied as a possible determinant of epileptogenesis (Medvedev
et al, 2011), our data do not support this for WWOX-related seizures. One possible
explanation for this is the maturity of the 7-week-old COs. Gamma oscillations are
associated with functional connectivity and integrate neural networks within and across
brain structures (Kheiri e al, 2013; Ahnaou et al, 2017). Lower power in these high-
frequency ranges may be due to the delayed development and lower functional
connectivity in WWOX-KO organoids. An interesting observation in our week 12 WSM
FOs was that the activity in WSM S5 FOs was enhanced at high-frequency ranges. This
contrast could be due to age, development protocol, or underlying mechanism for
detected epileptiform activity. These—particularly the underlying mechanism—would
need to be investigated further using in-depth single-cell analysis and through the use of

targeted channel blockers and drugs.

Secondly, we closely examined other populations seen in brain organoids and

found an increase in astrocytic markers, while the RG population, which express high
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levels of WWOX, seemed to maintain normal proportions. This pattern was detected
early on and appeared to stem from the vRGs, and not from the APCs. A possible
explanation is the impaired DDR signaling observed in WWOX-depleted organoids;
previous studies in both ESC-derived and primary murine neural stem cells (NSCs) found
that accumulation of DNA damage foci, either in the nuclear or in the mitochondrial
DNA, causes NSCs to shift to astrocytic differentiation (Wang et al, 2011; Schneider et
al, 2013). In the CNS, physiological DNA breaks can be formed by replicative stress
(mainly in dividing progenitor cells), by oxidative and metabolic stress as a result of
accumulation of reactive oxygen species (ROS), and even by neuronal activity (as part
of developmental processes and learning) (Suberbielle er al, 2013; Madabhushi et al,
2014; Madabhushi et al, 2015). Impaired repair of these breaks is linked with CNS
pathology and neurode-generation (Suberbielle er al, 2013; Madabhushi er al, 2014;
Shanbhag et al, 2019). Our findings suggest a homeostatic role for WWOX in the vRGs,
in which WWOX maintains proper DDR signaling in physiological conditions and
prevents accumulation of DNA damage associated with impaired differentiation. It is
important to note that although we chose to focus on vRGs for the DDR analysis, as they
highly express WWOX, our data do not suggest these breaks accumulate specifically in

VRGs and could possibly persist in the progenies.

Although the ability of brain organoids to develop functional synapses and
complex neural network dynamics is rapidly being established through intensive research
(Trujillo ef al, 2019; Sidhaye & Knoblich, 2020), the capability to model epileptiform
activity is only recently being studied (preprint: Samarasinghe et al, 2019; Sun et al,
2019). Sun et al (2019) utilized brain organoids to model Angelman syndrome using
UBE3A-KO hESCs, recapitulating hyperactive neuronal firing, aberrant network
synchronization, and the underlying channelopathy, which was observed in 2D and
mouse models (Sun et al, 2019). Samarasinghe et al (2019) took advantage of the
organoid fusion method and generated organoids enriched with inhibitory interneurons
from Rett syndrome patient’s iPSCs. In the disease-bearing organoids, they observed
susceptibility to hyperexcitability, reductions in the microcircuit clusters, recurring
epileptiform spikes, and altered frequency oscillations, which were traced back to
dysfunctional inhibitory neurons (preprint: Samarasinghe et al, 2019). Furthermore, the
model was used to test treatment options by treating the mutated organoids with valproic

acid (VPA) or with the TP53 inhibitor, pifithrin-a. (PFT), showing improved neuronal
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activity compared with the treatment with vehicle, with better results using PFT rather
than VPA. Although pioneering, these studies focused on the electrophysiological
changes seen in the disease-modeling organoids. Considering the lack of gross
neurohistological changes in epileptic patients to direct the mechanistic research
(Blumcke et al, 2017), our study sought to strengthen the utilization of brain organoids
for the molecular study of epilepsy. This end was highlighted by bulk RNA-seq analysis,
showing defective regional identity acquisition, cortical layer disruption, and Wnt
signaling activation. The latter is of particular interest in light of the purposed role for
Wnt signaling pathway as a regulator of seizure-induced brain consequences, and
therefore a possible target for treatment (Yang et al, 2016; Qu et al, 2017; Hodges &
Lugo, 2018). The forementioned cortical dyslamination is reminiscent of cortical
dysplasia, which have a well-recognized role in the pathogenesis of drug-resistant

epilepsy (Tassi et al, 2002; Fauser et al, 2006; Kobow et al, 2019).

In agreement with our findings, a recent study that examined the brain histology
of a fetus suffering from the WOREE syndrome reported anomalous migration of the
external granular layer within the molecular layer of the cortex, a phenotype that was
validated also in a rat model with spontaneous WWOX mutations (Iacomino et al, 2020).
This observation is further supported by the transcriptomic analysis performed by Kosla
et al (2019) on human neuronal progenitor cells (hNPCs) after silencing WWOX using
shRNA. This study found that knocking down WWOX causes hNPCs to lose the
enrichment of genes related to neural crest differentiation and migration and to cell—cell
adhesion, present in WT hNPCs. The authors also reported decreased mitochondrial
redox potential, enhanced cellular adhesion to the growth surface, and reduced
expression of MMP2 and MMP9. Tacomino et al (2020) reanalyzed this transcriptomic
data, focusing on genes associated with neuronal migration and differentiation, and found
reduced expression of some neural migration-related genes, such as microtubule proteins
and kinesin family proteins. Notably, cortical layering was found to be affected by the
status of the Wnt pathway (Qian er al, 2020), a pathway in which WWOX has been
implicated through its binding partners. For example, WWOX was found to bind the
Dishevelled proteins Dvl1 and Dv12, with the latter being inhibited by WWOX, therefore
attenuating the Wnt pathway (Bouteille er al, 2009; Abu-Odeh et al, 2014a). Our study
further highlights a possible crosstalk between Wnt activation and DNA damage, a

phenomenon that was previously described (Elyada et al, 2011). This is very much in
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line with the previously described pleiotropic functions of WWOX (Abu-Remaileh et al,
2015) and with the reduced negative regulation of cell cycle and MDM?2 levels seen in
our RNA-seq. We found accumulation of DNA breaks in Ki67" cells in the VZ of KO
COs, which might be explained by Wnt activation, promoting proliferation and likely

replicative stress.

In addition to disease modeling in brain organoids, we attempted to rescue the
phenotypes seen by reintroducing WWOX to the hESCs genome. This resulted in
supraphysiological expression of WWOX in all cell populations seen in COs and a partial
rescue. These results provide a proof of concept for successful reintroduction of WWOX
as a mean for correcting the phenotype and possibly for therapeutic intervention. Yet,
our findings suggest the importance of optimizing population-targeted delivery and fine-
tuning of expression levels for successful genetic therapy approaches in patients with

WOREE syndrome.

Lastly, we generated FOs from patients suffering from WOREE syndrome
(WSM) and the relatively milder phenotype—SCAR12 (WPM). Our findings indicate
that both brain organoid culture protocols (COs and FOs) result in similar outcomes,
validating the phenotype of WWOX deficiency and that it stems from cortex.
Intriguingly, when modeling the family of SCAR12, we did not observe the same
developmental abnormalities as in WOREE organoids. SCAR12 FOs exhibited very
mild, if any, differences in the forebrain neuronal population development, astrocyte
development, and DDR signaling. This strengthens the system’s ability to model the
differences seen between the syndromes, and points out the need of closer examination
of the rare SCAR12 syndrome and the pleiotropic functions of WWOX (Abu-Remaileh
et al, 2015; Banne et al, 2021). It is noteworthy that although there is a marked difference
in WWOX expression in the healthy heterozygote parents from different families, there
is a very minor difference in the levels observed in the affected homozygote patients.
These results raise the question whether the disease severity is correlated with the

functional levels of WWOX rather than the total expression levels.

Overall, our data demonstrate the ability of brain organoids to model childhood
epileptic encephalopathies, while elucidating the pathological changes seen in patients

with germline mutations of WWOX and possible approaches for treatment development.
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Materials and Methods

Cell culture and plasmids

WiBR3 hES cell line and the generated iPS cell lines were maintained in 5% CO2
conditions on irradiated DR4 mouse embryonic fibroblast (MEF) feeder layers in
FGF/KOSR conditions: DMEM/F12 (Gibco; 21331-020 or Biological Industries; 01-
170-1A) supplemented with 15% knockout serum replacement (KOSR, Gibco; 10828-
028), 1% GlutaMAX (Gibco; 35050-038), 1% MEM nonessential amino acids (NEAA,
Biological Industries; 01-340-1B), 1% sodium pyruvate (Biological Industries; 03-042-
1B), 1% penicillin—streptomycin (Biological Industries; 03-031-113), and 8 ng/ml bFGF
(PeproTech; 100-18B). Medium was changed daily, and cultures were passaged every
5-7 days either manually or by trypsinization with trypsin type C (Biological Industries;
03-053-1B). Rho-associated kinase inhibitor (ROCKi, also known as Y27632) (Cayman;
10005583) was added for the first 24-48 h after passaging at a 10 uM concentration.

For transfection of hESCs, cells were cultured in 10 uM ROCKi 24h before
electroporation. Cells were detached using trypsin C solution and resuspended in PBS
(with Ca®* and Mg?*) mixed with a total of 100 pg DNA constructs, and electroporated
in Gene Pulser Xcell System (Bio-Rad; 250 V, 500 uF, 0.4-cm cuvettes). Cells were
subsequently plated on MEF feeder layers in FGF/KOSR medium supplemented with
ROCKIi. For WWOX-KO, px330 plasmid containing the sgRNA targeting exon 1 was
co-electroporated in 1:5 ratio with pNTK-GFP, and 48hr later, GFP-positive cells were
sorted and subsequently plated sparsely (2,000 cells per 10-cm plate) on MEF feeder
plates for colony isolation, ~10 days later. For WWOX reintroduction, pAAVS-2aNeo-
UBp-IRES-GFP plasmid cloned to carry the WWOX coding sequence was co-
electroporated with px330 targeting the AAVSI locus (Guernet et al, 2016), sorted for
GFP, and selected with 0.5 pg/ml puromycin for colony isolation. Gene editing was

validated via Western blot. sgRNA sequences are noted in Table EV3.

For RNA or protein isolation, hPSCs were passaged onto Matrigel-coated plates
(Corning; 356231) as indicated above and were cultured in NutriStem hPSC XF Medium
(Biological Industries; 05-100-1A).

Cerebral organoid generation, culture, and lentiviral infection
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Cerebral organoids were generated from hESCs as previously described
(Lancaster et al, 2013; Lancaster & Knoblich, 2014; Bagley et al, 2017; Lancaster et al,
2018), with the following changes:

Human WiBR3 cells and WSM iPSCs were maintained on mitotically inactivated
ME-Fs. 4-7 days before protocol initiation, cells were passaged onto 60-mm plates coated
with either MEFs or Matrigel (Corning; FAL356231) and grown until 70-80%
confluency was reached. On day 0, hESC colonies were detached from MEFs with 0.7
mg/ml collagenase D solution (Sigma; 11088858001) and dissociated to single-cell
suspension using a quick 2-min treatment with trypsin type C. For cells cultured on
Matrigel, collagenase D treatment was skipped, and cells were immediately dissociated
with trypsin type C, with no other variations in protocols from this point forward.
Although only empirically observed, no major differences were seen in final outcome;
however, MEF-cultured hPSCs seemed to have better success rates of neural induction

and therefore were preferentially used.

After dissociation, cells were counted and suspended in hESC medium,
composed of DMEM/F12-supplemented 20% KOSR, 3% USDA-certified hESC-quality
FBS (Biological Industries), 1% GlutaMAX, 1% NEAA, 100 uM 2-mercaptoethanol
(Sigma; M3148), 4 ng/ml bFGF, and 10 uM Rocki. For embryoid body (EB) formation
9,000 cells were seeded in each well of an ultra-low attachment V-bottom 96-well plates
(S-Bio Prime; MS-9096VZ). EBs were fed every other day for another 5 days, in which
fresh bFGF and ROCKi were added in the first change. At day 6, the medium was
replaced with Neural Induction (NI) medium (Bagley et al, 2017), composed of
DMEM/F12, 1% N2 supplement (Gibco; 17502048), 1% GlutaMAX, 1% MEM-NEAA,
and 1 pg/ml heparin solution (Sigma; H3149). NI medium was changed every other day
until establishment of neuroepithelium (usually on days 11-12), where quality control
was performed as indicated (Lancaster & Knoblich, 2014; Bagley er al, 2017), and well-
developed EBs were embedded in Matrigel droplets (Lancaster & Knoblich, 2014;
Bagley er al, 2017). Droplets were transferred to 90-mm sterile, non-treated, culture
dishes (Miniplast; 825-090-15-017) with Cerebral Differentiation Medium (CDM)
composed of 1:1 mixture of DMEM/F12 and Neuro-basal Medium (Gibco; 21103049 or
Biological Industries; 06-1055110-1A), 0.5% N2 supplement, 1% B27 supplement
without vitamin A (Gibco; 12587010), 1% GlutaMax, 1% penicillin/streptomycin, 0.5%
NEAA, 50 uM 2-mercaptoethanol, 2.5 pg/ml human recombinant Insulin (Biological
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Industries; 41-975-100), and 3 uM CHIR-99021 (Axon Medchem; 1386). The medium
was changed every other day. From day 16 onward, organoids were cultured on an orbital
shaker at 37°C and 5% COz in Cerebral Maturation Medium (CMM) (Lancaster et al,
2018) composed similar to CDM, with B27 supplement changed to B27 supplement
containing vitamin A (Gibco; 17504044), without CHIR-99021, and containing 400 uM
vitamin C (Sigma; A4403) and 12.5 mM HEPES buffer (Biological Industries; 03-025-
1B). Medium was changed every 2—4 days. From week 6, 1% Matrigel was added to the
medium. To reduce chances of contamination, every 30 days the organoids were moved
to fresh sterile plates. All of the described media were filtered through a 0.22-um filter
and stored at 4°C until usage. For all analyses, organoids from the same batch were used,

unless stated otherwise.

Lentiviral transduction of WWOX was carried as previously published
(Deverman et al, 2016; Khawaled et al, 2019). Briefly, viruses carrying WWOX were
generated from pDEST12.2TM destination vector (Gateway Cloning Technology). After
ultracentrifugation, titer was determined empirically by infecting 293T cells. At day 35
of culture, individual COs were transferred to an Eppendorf tube containing CMM with
1:100 of virus-containing medium and 5 pg/ml polybrene (Merck; TR-1003-6) and
incubated overnight. The day after, organoids were put back on shaking culture with
fresh medium.

Reprogramming of somatic cells

Blood samples from families affected by WOREE and SCAR12 syndromes were
donated under the approval of the Kaplan Medical Center Helsinki Committee for
research purposes only, with informed consent obtained from all human subjects, and all
the experiments conformed to the principles set out in the WMA Declaration of Helsinki

and the Department of Health and Human Services Belmont Report.

Derivation of iPSCs directly from PBMCs was conducted by infection with the
Yamanaka factors and Sendai virus CytoTune-iPS 2.0 Kit according to the
manufacturer’s instructions. Briefly, blood samples from PBMCs were isolated by Ficoll
4™ medium (Gibco; 10639-011)
supplemented with StemPro-34 Nutrient Supplement (Gibco; 10639-011), 100 ng/ml
human SCF (PeproTech; 300-07), 100 ng/ml human FLT-3 ligand (R&D Systems; 308-
FKE), 20 ng/ml human IL-3 (PeproTech; 200-03), and 10 ng/ml Human IL-6
(PeproTech; 200-06). After 24 h, half of the medium was replaced. After additional 24

gradient and were cultured with StemPro-3
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h, day O of the protocol, cells were transferred to 6-well plates, reprogramming virus
mixture was added, and the plates were centrifuged at 1,000xg for 30 min at room
temperature. Cells were resuspended and placed back in the incubator overnight. The
next day, to get rid of the remaining virus, the cells were centrifuged washed and
resuspended in fully supplemented StemPro-34 medium, with extra medium addition on
day 2. On day 3, cells were transferred to 10 cm MEF-coated plates, with half the medium
replaced with complete StemPro-34 without cytokines and half medium changes every
other day. By day 7, cells in different phases of reprogramming were seen, and the
medium was gradually changed into mTeSR supplemented with 10 uM ROCKIi to
prevent reprogramming-related apoptosis. On day 16, colonies with normal morphology
and growth rate were picked, expanded, validated for expression of pluripotency
markers, and sequenced for WWOX mutations.

Forebrain organoid generation and culture

Forebrain organoids were generated from iPSCs as previously described (Qian et

al, ,2016, 2018), with the changes noted below:

iPSC cells were maintained on mitotically inactivated MEFs. 4-7 days before
protocol initiation, cells were passaged onto MEF-coated 60 mm plates and were cultured
up to 70-80% confluency. On day 0, iPSC colonies were detached, dissociated, and
counted the same as for COs, and resuspended in hPSC medium containing DMEM/F12,
20% KOSR, 1% GlutaMax, 1% MEM-NEAA, 1% penicillin/streptomycin, and 100 uM
2-mercaptoethanol. 9,000 cells per well were seeded in V-bottom 96-well plate. On day
1, medium was changed to Neuroectoderm Medium (NEM), which is hPSC medium
freshly supplemented with 2 uM A83 (Axon Medchem; 1421) and 100 nM LDN-193189
(Axon Medchem; 1527), which was changed every other day. On days 5 and 6, half of
the medium was aspirated and replaced by Neural Induction Medium (NIM) composed
of DMEM/F12, 1% N2 supplement, 1% GlutaMax, 1% penicillin/streptomycin, 1%
NEAA, 10 pg/ml heparin, 1 uM CHIR-99021 (Axon Medchem; 1386), and 1 uM SB-
431542 (Sigma; S4317). On day 7, quality control and Matrigel embedding were
performed as indicated (Qian et al, 2018), and EBs were continued to be cultured in NIM
with medium changes every other day. At day 14, Matrigel removal was preformed (Qian
et al, 2018), medium was changed to Forebrain Differentiation Medium (FDM)
composed of DMEM/F12, 1% N2 supplement, 1% B27 with vitamin A, 1% NEAA, 1%
GlutaMax, 1% penicillin/streptomycin, 50 uM 2-mercaptoethanol, and 2.5 pg/ml insulin,

86



10

15

20

25

30

WO 2022/034591 PCT/IL2021/050982

and transferred to an orbital shaker at 37°C and 5% CO->. Medium was changed every 2—
3 days. On day 71, the medium was changed to Forebrain Maturation Medium (FMM),
containing Neurobasal medium, 1% B27 supplement with vitamin A, 1% GlutaMax, 1%
penicillin/streptomycin, 50 uM 2-mercaptoethanol, 200 uM vitamin C, 20 ng/ml human
recombinant BDNF (Pepro-Tech; 450-02), 20 ng/ml human recombinant GDNF
(PeproTech; 450-10), 1 uM dibutyryl-cAMP (Sigma; D0627), and 1 ng/mL TGF-1
(PeproTech; 100-21C). Medium was changed every 2-3 days.

Immunofluorescence

Organoid fixation and immunostaining were performed as previously described
(Mansour et al, 2018). Briefly, organoids were washed three times in PBS, then
transferred for fixation in 4% ice-cold paraformaldehyde for 45 min, washed three times
in cold PBS, and cryoprotected by overnight equilibration in 30% sucrose solution. The
next day, organoids were embedded in OCT, snap-frozen on dry ice, and sectioned at 10

um by Leica CM1950 cryostats.

For immunofluorescent staining, sections were warmed to room temperature and
washed in PBS for rehydration, permeabilized in 0.1% Triton X-100 in PBS (PBT), and
then blocked for 1 hr in a blocking buffer containing 5% normal goat serum (NGS) and
0.5% BSA in PBT. The sections were then incubated at 4°C overnight with primary
antibodies diluted in the blocking solution. The day after, sections were then washed in
three times while shaking in PBS containing 0.05% Tween-20 (PBST) and incubated
with secondary antibodies and Hoechst 33258 solution diluted in blocking buffer for 1.5
h at RT. Slides were washed four times in PBST while shaking, and coverslips were
mounted using Immunofluorescence Mounting Medium (Dako; s3023). Sections were
imaged with Olympus FLUOVIEW FV1000 confocal laser scanning microscope and
processed using the associated Olympus FLUOVIEW software. YH2AX-positive nuclei
were manually counted using NIH ImageJ and statistically analyzed as later described.

Electrophysiological recordings

Organoids were embedded in 3% low-temperature gelling agarose (at ~36°C) and
incubated on ice for 5 min, after which they were sliced to 400 pm using a Leica 1200S
Vibratome in sucrose solution (in mM: 87 NaCl, 25 NaHCO3, 2.5 KCl, 25 glucose, 0.5
CaClz, 7MgCl,, 1.25 NaHPO4, and 75 sucrose) at 4°C. Slices were incubated in artificial
cerebrospinal fluid (ACSF, in mM: 125 NaCl, 25 NaHCOs3, 2.5 K(Cl, 10 glucose, 2.5
CaCly, 1.5 MgCl, pH 7.38, and 300 mOsm) for 30 min at 37°C, followed by 1 h at RT.
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During recordings, slices were incubated in the same ACSF at 37°C with perfused
carbogen (95% Oz, 5% COx»), in baseline condition. Local field potential (LFP) and
whole-cell patch-clamp recordings were done using electrodes pulled from borosilicate
capillary glass and positioned 150-um deep from the outer rim of each slice. LFP
electrodes were filled with ACSF, while patch electrodes were filled with internal
solution. Data were recorded using MultiClamp software at a sampling rate of 25,000
Hz. Data were analyzed using MATLAB software. Traces were filtered using (i) 60 notch
filter (with 5 harmonics) to eliminate noise and (ii) 0.1-Hz high-pass IIR filter to
eliminate fluctuations from the recording setup. The detrended feature (using the
hamming window) was then used to eliminate large variations in the signal, and the
normalized spectral power was calculated using the fast Fourier transform. The area
under the curve of the power spectral density plots was calculated by taking the sum of
binned frequencies over specific frequency ranges.

Cell-attached recordings

Cell-attached recordings were obtained with blind patch-clamp recordings. We
recorded spontaneous neuronal activity from organoids’ neuronal populations.
Electrodes (~7 MOhm) were pulled from filamented, thin-walled, borosilicate glass
(outer diameter, 1.5 mm; inner diameter, 0.86 mm; Hilgenberg GmbH) on a vertical two-
stage puller (PC-12, Narishige). The electrodes were filled with an internal solution that
contained the following (in mM): 140 K-gluconate, 10 KCIl, 10 HEPES, 10 Na-
phosphocreatine, and 0.5 EGTA, and adjusted to pH 7.25 with KOH.

The electrodes were inserted at 45° to the organoid’s surface. During the
recordings, the organoids were kept in CMM without Matrigel at 35°C. An increase in
the pipette resistance to 10-200 MOhm resulted in most cases in the appearance of
spikes. The detection of a single spike was the criteria to start the recording. All
recordings were acquired with an intracellular amplifier in current-clamp mode
(MultiClamp 700B, Molecular Devices), acquired at a sampling rate of 10 kHz (CED
Micro 1401-3, Cambridge Electronic Design Limited), and filtered with a high-pass filter

to eliminate field potentials and retain neuronal spikes.

Data analysis of the cell-attached recordings was carried out with custom-written
code in MATLAB (The MathWorks). Spikes recorded in the cell-attached mode were
extracted from raw voltage traces by applying a threshold (the spikes’ threshold was

placed well above the peaks in the background noise level). For calculating the average
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firing rate, the firing rate over a 4-min recording period was calculated for each recorded
cell.

Immunoblot analysis and subcellular fractionation

For total protein, organoids were homogenized in lysis buffer containing 50 mM
Tris (pH 7.5), 150 mM NaCl, 10% glycerol, and 0.5% Nonidet P-40 (NP-40) that was
supplemented with protease and phosphatase inhibitors. For separation of cytoplasmic
fraction, organoids were grinded in a hypotonic lysis buffer [ 10 mmol/l HEPES (pH 7.9),
10 mmol/l1 KCI, 0.1 mmol/l EDTA] supplemented with 1 mmol/l DTT and protease and
phosphatase inhibitors. The cells were allowed to swell on ice for 15 min, then 0.5% NP-
40 was added, and cells were lysed by vortex. After centrifugation, the cytoplasmic
fraction was collected. Afterwards, nuclear fraction was obtained by incubating
remaining pellet in a hypertonic nuclear extraction buffer [20 mmol/l HEPES (pH 7.9),
0.42 mol/l KCI, 1 mmol/l EDTA] supplemented with 1 mmol/l DTT for 15 min at 4°C

while shaking. The samples were centrifuged, and liquid phase was collected.

Western blotting was performed under standard conditions, with 40-50 ug
protein used for each sample. Blots were repeated and quantified 2-3 times per
experiment in Bio-Rad’s Image Lab software.

RNA extraction, reverse transcription—PCR. and qPCR

Total RNA was isolated using Bio-Tri reagent (Biolab; 9010233100) as described
by the manufacturer for phenol/chloroform-based method. 0.5-1 ug of RNA was used to
synthesize cDNA using a qScript cDNA Synthesis Kit (QuantaBio; 95047). qRT-PCR
was performed using Power SYBR Green PCR Master Mix (Applied Biosystems;
AB4367659). All measurements were performed in triplicate and were standardized to
the levels of either HPRT or UBC.

Library preparation and RNA sequencing

Library preparation and RNA sequencing was performed by the Genomic
Applications Laboratory in the Hebrew University’s Core Research Facility following
the standard procedures. Briefly, RNA quality was assessed by using RNA ScreenTape
Kit (Agilent Technologies; 5067-5576), D1000 ScreenTape Kit (Agilent Technologies;
5067-5582), Qubit(r) RNA HS Assay Kit (Invitrogen; Q32852), and Qubit(r) DNA HS
Assay Kit (Invitrogen; 32854).
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For mRNA library preparation, 1 pg of RNA per sample was processed using
KAPA Stranded mRNA-Seq Kit with mRNA Capture Beads (Kapa Biosystems;
KK8421). Library was eluted in 20 pl of elution buffer and adjusted to 10 mM, and then,
10 pl (50%) from each sample was collected and pooled in one tube. Multiplex sample
pool (1.5pM including PhiX 1.5%) was loaded in NextSeq 500/550 High Output v2 Kit
(75 cycles) cartridge (Illumina; FC-404-1005) and loaded on NextSeq 500 System

Machine (Illumina), with 75 cycles and single-read sequencing conditions.

For library quality control, Fastq files were tested with FastQC (ver.0.11.8) and
trimmed for residual adapters, low-quality bases (Q = 20), and read length (20 bases).
Trimming was performed with trim galore (ver.0.6.1). Read counts were high around
30-50 M per sample and decreased negligibly after filtering. Transcriptome mapping
was performed with salmon (ver.1.2.1) in its mapping-based mode, turning on both
validate mapping mode and gc-bias correction. Prior to alignment, a salmon index was
created based on HS GRCh38 CDNA release 99 (Nov 2019) using kmer size of 25.
Salmon mapping reports both raw transcripts count and TPM counts. Resulting mapping
rates are high between 80% and 90%. A total of 8 CO samples were sequenced (4 WT
COs and 4 KO COs)—one WT sample failed our preliminary quality control (low read
count and low transcriptome mapping rate). Another WT sample that did not cluster with
any of the other samples (neither WWOX-KO nor WT) was apparent in both PCA and
dendrogram analysis. These two samples were extracted from further analysis, giving a
total of six samples used for further analysis. For differentially expressed gene
determination (KO versus WT), raw transcript counts were filtered for minimal overall
count of 10 on all six samples and imported with R package tximport (ver.1.16.1) for
analysis with DEeg2 (ver.1.28.1). Counts were normalized by DESeq2, and differentially
expressed genes were filtered, setting alpha to 0.01. Mean-based fold change was

calculated, as well as a shrink-based fold change, based on apeglm (ver.1.10.0).

For the preparation of the heatmaps shown in Fig. 16A and C, the list of
differentially expressed genes was separated to upregulated (WWOX-KO expression
was higher than WT expression) and downregulated sublists. Each sublist was sorted by
fold change values, and top 100 genes were selected from each sublist. For each of the
selected genes, log2-normalized counts were scaled and presented in a heatmap using

heatmap.2 from R package gplots (ver.3.0.3).
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For the heatmap seen in Fig. 14F, log2-normalized counts for each of the six
cortical layer gene markers were scaled and presented in a heatmap form using heatmap.2
from R package gplots. Gene set enrichment analysis was performed with Broad Institute
GSEA software (ver.4.0.3). Input included 15,348 genes ranked by log2 of fold change.
GO sets are Broad Institute set ¢5.all.v7.0. Permissible sets are those with at least 15
genes and no more than 500 genes. Gene sets are GO biological processes. Permissible
sets in this analysis are those with at least 10 genes and no more than 500 genes. PCA
plot of first two components was calculated and plotted with base R functions.
Calculation is based on log2-transformed and log2-normalized counts adding pseudo
count of 1.

Statistics

Results of the experiments were expressed either as mean + SEM or in a boxplot
indicating the 1% and 31 quartiles, minimum and maximum values, and the median. First,
the Wilk—Shapiro test was used to determine normality: For normally distributed
samples, a two-tailed unpaired Student’s r-test with Welch’s correction was used to
compare the values of the test and control samples. For non-normally distributed
samples, the non-parametric Mann—Whitney test was used. For comparisons between
more than two samples, one-way ANOVA was used, correcting for the multiple
comparisons with Tukey’s multiple comparisons test. For samples that were not normally
distributed, the Kruskal-Wallis test was used with Dunn’s multiple comparisons test. For
the kinetic experiments, the analysis was corrected for multiple 7-tests using the Holm—
Siddk method, without assuming equal SD. P-value cutoff for statistically significant
results was as follows: n.s (non-significant), *P < 0.05, **P < 0.01, ***P <(.001, and
wak P < 0.0001. Statistical analysis and visual data presentation were preformed using
GraphPad Prism 8. No randomization or blinding was applied in this study. The
experiments were performed on several biological replicates, with at least two hPSC lines
used for each genotype (with the exception of the WiBR3 WT line). Unless stated
otherwise, the experiments were performed on multiple batches of organoids.

References

Aaberg KM, Gunnes N, Bakken IJ, Lund Sgraas C, Berntsen A, Magnus P, Lossius MI,
Stoltenberg C, Chin R, Surén P (2017) Incidence and prevalence of childhood epilepsy:

a nationwide cohort study. Pediatrics 139: 1-9

91



10

15

20

25

30

WO 2022/034591 PCT/IL2021/050982

Abdeen SK, Ben-David U, Shweiki A, Maly B, Ageilan RI (2018) Somatic loss of
WWOX is associated with TP53 perturbation in basal-like breast cancer. Cell Death Dis
9 https://doi.org/10.1038/s41419-018-0896-z

Abdel-Salam G, Thoenes M, Afifi HH, Korber F, Swan D, Bolz H (2014) The supposed
tumor suppressor gene WWOX is mutated in an early lethal microcephaly syndrome with

epilepsy, growth retardation and retinal degeneration. Orphanet J Rare Dis 9: 12—18

Abu-Odeh M, Bar-Mag T, Huang H, Kim T, Salah Z, Abdeen SK, Sudol M, Reichmann
D, Sidhu S, Kim PM et al (2014a) Characterizing WW domain interactions of tumor

suppressor WWOX reveals its association with multiprotein networks. J Biol Chem 289:

8865-8880

Abu-odeh M, Hereema NA, Ageilan RI (2016) WWOX modulates the ATR-mediated
DNA damage checkpoint response. Oncotarget 7: 43444355

Abu-Odeh M, Salah Z, Herbel C, Hofmann TG, Ageilan RI (2014b) WWOX, the
common fragile site FRA16D gene product, regulates ATM activation and the DNA
damage response. Proc Natl Acad Sci USA 111: E4716-E4725

Abu-Remaileh M, Ageilan RI (2014) Tumor suppressor WWOX regulates glucose
metabolism via HIF 1o modulation. Cell Death Differ 21: 1805-1814

Abu-Remaileh M, Ageilan RI (2015) The tumor suppressor WW domain-containing
oxidoreductase modulates cell metabolism. Exp Biol Med 240: 345-350

Abu-Remaileh M, Joy-Dodson E, Schueler-Furman O, Ageilan RI (2015) Pleiotropic
functions of tumor suppressor WWOX in normal and cancer cells. J Biol Chem 290:

30728-30735

Abu-Remaileh M, Khalaileh A, Pikarsky E, Aqgeilan RI (2018) WWOX controls hepatic
HIF1a to suppress hepatocyte proliferation and neoplasia article. Cell Death Dis 9
https://doi.org/10.1038/s41419-018-0510-4

Ahnaou A, Huysmans H, Van De Casteele T, Drinkenburg WHIM (2017) Cortical high
gamma network oscillations and connectivity: a translational index for antipsychotics to

normalize aberrant neurophysiological activity. Transl Psychiatry 7: 1285

Amin ND, Pagca SP (2018) Building models of brain disorders with three-dimensional
organoids. Neuron 100: 389-405

92



10

15

20

25

30

WO 2022/034591 PCT/IL2021/050982

Ageilan RI, Abu-Remaileh M, Abu-Odeh M (2014) The common fragile site FRA16D
gene product WWOX: roles in tumor suppression and genomic stability. Cell Mol Life
Sci71: 4589-4599

Ageilan RI, Hassan MQ, de Bruin A, Hagan JP, Volinia S, Palumbo T, Hussain S, Lee
S-H, Gaur T, Stein GS et al (2008) The WWOX tumor suppressor is essential for
postnatal survival and normal bone metabolism. J Biol Chem 283: 21629-21639

Ageilan RI, Trapasso F, Hussain S, Costinean S, Marshall D, Pekarsky Y, Hagan JP,
Zanesi N, Kaou M, Stein GS et al (2007) Targeted deletion of Wwox reveals a tumor
suppressor function. Proc Natl Acad Sci USA 104: 3949-3954

Bagley JA, Reumann D, Bian S, Lévi-Strauss J, Knoblich JA (2017) Fused cerebral

organoids model interactions between brain regions. Nat Methods 14: 743751

Banne E, Abudiab B, Abu-Swai S, Repudi SR, Steinberg DJ, Shatleh D, Alshammery S,
Lisowski L, Gold W, Carlen PL er al (2021) Neurological disorders associated with

WWOX germline mutations—a comprehensive overview. Cells 10: 824

Ben-Ari Y, Gaiarsa J-L, Tyzio R, Khazipov R (2007) GABA: a pioneer transmitter that
excites immature neurons and generates primitive oscillations. Physiol Rev 87: 1215-

1284

Ben-Salem S, Al-Shamsi AM, John A, Ali BR, Al-Gazali L (2015) A novel whole exon
deletion in WWOX gene causes early epilepsy, intellectual disability and optic atrophy.
J Mol Neurosci 56: 17-23

Blair JD, Hockemeyer D, Bateup HS (2018) Genetically engineered human cortical
spheroid models of tuberous sclerosis. Nat Med 24: 1568—1578

Blumcke I, Spreafico R, Haaker G, Coras R, Kobow K, Bien CG, Pfifflin M, Elger C,
Widman G, Schramm J ez al (2017) Histopathological findings in brain tissue obtained
during epilepsy surgery. N Engl J Med 377: 1648—-1656

Bouteille N, Driouch K, El HP, Sin S, Formstecher E, Camonis J, Lidereau R, Lallemand
F (2009) Inhibition of the Wnt/B-catenin pathway by the WWOX tumor suppressor
protein. Oncogene 28: 2569-2580

Bragin A, Engel J (2008) Slow waves associated with seizure activity. In Computational

neuroscience in epilepsy, Soltesz 1, Staley K (eds), pp 440-453. San Diego: Elsevier

93



10

15

20

25

30

WO 2022/034591 PCT/IL2021/050982

Chen S, Chuang J, Wang J, Tsai M, Li H, Chang N (2004) Expression of WW domain-
containing oxidoreductase WOX1 in the developing murine nervous system.

Neuroscience 124: 831-839

Cheng Y-Y, Chou Y-T, Lai F-J, Jan M-S, Chang T-H, Jou I-M, Chen P-S, Lo J-Y, Huang
S-S, Chang N-S et al (2020) Wwox deficiency leads to neurodevelopmental and
degenerative neuropathies and glycogen synthase kinase 3B-mediated epileptic seizure

activity in mice. Acta Neuropathol Commun 8: 6

Cohen-Gadol AA, Pan JW, Kim JH, Spencer DD, Hetherington HH (2004) Mesial
temporal lobe epilepsy: a proton magnetic resonance spectroscopy study and a

histopathological analysis. J Neurosurg 101: 613-620

Deverman BE, Pravdo PL, Simpson BP, Kumar SR, Chan KY, Banerjee A, Wu W-L,
Yang B, Huber N, Pasca SP er al (2016) Cre-dependent selection yields AAV variants
for widespread gene transfer to the adult brain. Nat Biotechnol 34: 204-209

Elyada E, Pribluda A, Goldstein RE, Morgenstern Y, Brachya G, Cojocaru G, Snir-
Alkalay I, Burstain I, Haffner-Krausz R, Jung S er al (2011) CKla ablation highlights a

critical role for p53 in invasiveness control. Nature 470: 409-413

Fauser S, Huppertz HJ, Bast T, Strobl K, Pantazis G, Altenmueller DM, Feil B, Rona S,
Kurth C, Rating D er al (2006) Clinical characteristics in focal cortical dysplasia: a

retrospective evaluation in a series of 120 patients. Brain 129: 1907-1916

Fisher RS, Acevedo C, Arzimanoglou A, Bogacz A, Cross JH, Elger CE, Engel J,
Forsgren L, French JA, Glynn M er al (2014) ILAE official report: a practical clinical
definition of epilepsy. Epilepsia 55: 475-482

Gribaa M, Salih M, Anheim M, Lagier-Tourenne C, H’mida D, Drouot N, Mohamed A,
Elmalik S, Kabiraj M, Al-Rayess M et al (2007) A new form of childhood onset,

autosomal recessive spinocerebellar ataxia and epilepsy is localized at 16q21-q23. Brain

130: 1921-1928

Guernet A, Mungamuri S, Cartier D, Sachidanandam R, Jayaprakash A, Adriouch S,
Vezain M, Charbonnier F, Rohkin G, Coutant S et al (2016) CRISPR-barcoding for
intratumor genetic heterogeneity modeling and functional analysis of oncogenic driver

mutations. Mol Cell 63: 526-538

04



10

15

20

25

WO 2022/034591 PCT/IL2021/050982

Guirgis M, Chinvarun Y, Carlen PL, Bardakjian BL (2013) The role of delta-modulated
high frequency oscillations in seizure state classification. In Proceedings of the Annual

International Conference of the IEEE Engineering in Medicine and Biology Society,
EMBS pp 6595-6598

Hazan I, Hofmann TG, Ageilan RI (2016) Tumor suppressor genes within common

fragile sites are active players in the DNA damage response. PLoS Genet 12: 1-19

Hodges SL, Lugo JN (2018) Wnt/B-catenin signaling as a potential target for novel
epilepsy therapies. Epilepsy Res 146: 9-16

Howell KB, Freeman JL, Mackay MT, Fahey MC, Archer J, Berkovic SF, Chan E,
Dabscheck G, Eggers S, Hayman M er al (2021) The severe epilepsy syndromes of
infancy: a population-based study. Epilepsia 62: 358-370

Hussain T, Kil H, Hattiangady B, Lee J, Kodali M, Shuai B, Attaluri S, Takata Y, Shen
J, Abba MC et al (2019) Wwox deletion leads to reduced GABA-ergic inhibitory
interneuron numbers and activation of microglia and astrocytes in mouse hippocampus.

Neurobiol Dis 121: 163-176

Iacomino M, Baldassari S, Tochigi Y, Kosla K, Buffelli F, Torella A, Severino M,
Paladini D, Mandara L, Riva A ef al (2020) Loss of Wwox perturbs neuronal migration
and impairs early cortical development. Front Neurosci 14

https://doi.org/10.3389/fnins.2020.00644

Khalilov I, Le Van QM, Gozlan H, Ben-Ari Y (2005) Epileptogenic actions of GABA
and fast oscillations in the developing hippocampus. Neuron 48: 787-796

Khawaled S, Nigita G, Distefano R, Oster S, Suh S-S, Smith Y, Khalaileh A, Peng Y,
Croce CM, Geiger T et al (2020) Pleiotropic tumor suppressor functions of WWOX

antagonize metastasis. Signal Transduct Target Ther 5: 1-10

Khawaled S, Suh SS, Abdeen SK, Monin J, Distefano R, Nigita G, Croce CM, Ageilan
RI (2019) WWOX inhibits metastasis of triple-negative breast cancer cells via
modulation of miRNAs. Cancer Res 79: 1784-1798

Kheiri F, Bragin A, Engel J (2013) Functional connectivity between brain areas estimated

by analysis of gamma waves. J Neurosci Methods 214: 184-191

95



10

15

20

25

30

WO 2022/034591 PCT/IL2021/050982

Kobow K, Ziemann M, Kaipananickal H, Khurana 1, Miihlebner A, Feucht M,
Hainfellner JA, Czech T, Aronica E, Pieper T et al (2019) Genomic DNA methylation
distinguishes subtypes of human focal cortical dysplasia. Epilepsia 60: 1091-1103

Kosla K, Pluciennik E, Styczen-Binkowska E, Nowakowska M, Orzechowska M,
Bednarek AK (2019) The WWOX gene influences cellular pathways in the neuronal

differentiation of human neural progenitor cells. Front Cell Neurosci 13: 391

Lado FA, Rubboli G, Capovilla P, Avanzini G, Moshé SL (2013) Pathophysiology of
epileptic encephalopathies. Epilepsia 54: 6-13
Lancaster MA, Corsini NS, Wolfinger S, Gustafson EH, Phillips AW, Burkard TR, Otani

T, Livesey FJ, Knoblich JA (2018) Guided self-organization and cortical plate formation
in human brain organoids. Nat Biotechnol 35: 659-666

Lancaster MA, Knoblich JA (2014) Generation of cerebral organoids from human

pluripotent stem cells. Nat Protoc 9: 2329-2340

Lancaster MA, Renner M, Martin C, Wenzel D, Bicknell LS, Hurles ME, Homfray T,
Penninger JM, Jackson AP, Knoblich JA (2013) Cerebral organoids model human brain
development and microcephaly. Nature 501: 373-379

Madabhushi R, Gao F, Pfenning A, Pan L, Yamakawa S, Seo J, Rueda R, Phan TX,
Yamakawa H, Pao P-C er al (2015) Activity-induced DNA breaks govern the expression
of neuronal early-response genes. Cell 161: 1592—-1605

Madabhushi R, Pan L, Tsai L-H (2014) DNA damage and its links to neurodegeneration.
Neuron 83: 266282

Mallaret M, Synofzik M, Lee J, Sagum CA, Mahajnah M, Sharkia R, Drouot N, Renaud
M, Klein FAC, Anheim M er al (2014) The tumour suppressor gene WWOX is mutated
in autosomal recessive cerebellar ataxia with epilepsy and mental retardation. Brain 137:

411419

Mansour AA, Gongalves JT, Bloyd CW, Li H, Fernandes S, Quang D, Johnston S,
Parylak SL, Jin X, Gage FH (2018) An in vivo model of functional and vascularized
human brain organoids. Nat Biotechnol 36: 432441

McTague A, Howell KB, Cross JH, Kurian MA, Scheffer IE (2016) The genetic
landscape of the epileptic encephalopathies of infancy and childhood. Lancet Neurol 15:
304-316

96



10

15

20

25

30

WO 2022/034591 PCT/IL2021/050982

Medvedev AV, Murro AM, Meador KJ (2011) Abnormal interictal gamma activity may

manifest a seizure onset zone in temporal lobe epilepsy. Int J Neural Syst 21: 103—-114

Middeldorp J, Boer K, Sluijs JA, De FL, Encha-razavi F, Vescovi AL, Swaab DF,
Aronica E, Hol EM (2010) GFAPdelta in radial glia and subventricular zone progenitors
in the developing human cortex. Development 321: 313-321

Mignot C, Lambert L, Pasquier L, Bienvenu T, Delahaye-Duriez A, Keren B, Lefranc J,
Saunier A, Allou L, Roth V et al (2015) WWOX-related encephalopathies: delineation
of the phenotypical spectrum and emerging genotype-phenotype correlation. J Med
Genet 52: 61-70

Miller JW, Kim W, Holmes MD, Vanhatalo S (2007) Ictal localization by source analysis
of infraslow activity in DC-coupled scalp EEG recordings. Neurolmage 35: 583-597

Murata Y, Colonnese MT (2020) GAB Aergic interneurons excite neonatal hippocampus
in vivo. Sci Adv 6: eabal430

Nashabat M, Al Qahtani XS, Almakdob S, Altwaijri W, Ba-Armah DM, Hundallah K,
Al Hashem A, Al Tala S, Maddirevula S, Alkuraya FS et al (2019) The landscape of

early infantile epileptic encephalopathy in a consanguineous population. Seizure 69:

154-172

Obata K, Oide M, Tanaka H (1978) Excitatory and inhibitory actions of GABA and

glycine on embryonic chick spinal neurons in culture. Brain Res 144: 179-184

Patel DC, Tewari BP, Chaunsali L, Sontheimer H (2019) Neuron—glia interactions in the

pathophysiology of epilepsy. Nat Rev Neurosci 20: 282-297

Patrizi S, Holmes GL, Orzalesi M, Allemand F (2003) Neonatal seizures: characteristics
of EEG ictal activity in preterm and full-term infants. Brain Dev 25: 427-437

Piard J, Hawkes L, Milh M, Villard L, Borgatti R, Romaniello R, Fradin M, Capri Y,
Héron D, Nougues M-C et al (2018) The phenotypic spectrum of WWOX-related

disorders: 20 additional cases of WOREE syndrome and review of the literature. Genet

Med 21: 1308-1318

Pollen A, Nowakowski T, Chen J, Retallack H, Sandoval-Espinosa C, Nicholas C, Shuga
J, Liu S, Oldham M, Diaz A et al (2015) Molecular identity of human outer radial glia
during cortical development. Cell 163: 55-67

97



10

15

20

25

30

WO 2022/034591 PCT/IL2021/050982

Qian X, Jacob F, Song MM, Nguyen HN, Song H, Ming GL (2018) Generation of human
brain region—specific organoids using a miniaturized spinning bioreactor. Nat Protoc 13:

565-580

Qian X, Nguyen H, Song M, Hadiono C, Ogden S, Hammack C, Yao B, Hamersky G,
Jacob F, Zhong C er al (2016) Brain-region-specific organoids using mini-bioreactors for

modeling ZIKV exposure. Cell 165: 1238-1254

Qian X, Su Y, Adam CD, Deutschmann AU, Pather SR, Goldberg EM, Su K, Li S, Lu
L, Jacob F et al (2020) Sliced human cortical organoids for modeling distinct cortical

layer formation. Cell Stem Cell 26: 766-781.€9

Qu Z, Su F, Qi X, Sun J, Wang H, Qiao Z, Zhao H, Zhu Y (2017) Wnt/B-catenin
signalling pathway mediated aberrant hippocampal neurogenesis in kainic acid-induced

epilepsy. Cell Biochem Funct 35: 472-476

Repudi S, Steinberg DJ, Elazar N, Breton VL, Aquilino MS, Saleem A, Abu-Swai S,
Vainshtein A, Eshed-Eisenbach Y, Vijayaragavan B er al (2021) Neuronal deletion of

Wwox, associated with WOREE syndrome, causes epilepsy and myelin defects. Brain

awabl174

Robel S, Buckingham SC, Boni JL, Campbell SL, Danbolt NC, Riedemann T, Sutor B,
Sontheimer H (2015) Reactive astrogliosis causes the development of spontaneous
seizuresreactive astrogliosis causes the development of spontaneous seizures. J Neurosci

35:3330-3345

Rossini L, Garbelli R, Gnatkovsky V, Didato G, Villani F, Spreafico R, Deleo F, Lo
Russo G, Tringali G, Gozzo F er al (2017) Seizure activity per se does not induce tissue

damage markers in human neocortical focal epilepsy. Ann Neurol 82: 331-341

Samarasinghe RA, Miranda OA, Mitchell S, Ferando I, Watanabe M, Buth JE, Kurdian
A, Golshani P, Plath K, Lowry WE er al (2019) Identification of neural oscillations and
epileptiform changes in human brain organoids. bioRxiv https://doi.org/10.1101/820183
[PREPRINT]

Schneider L, Pellegatta S, Favaro R, Pisati F, Roncaglia P, Testa G, Nicolis SK,
Finocchiaro G, D’Adda Di Fagagna F (2013) DNA damage in mammalian neural stem
cells leads to astrocytic differentiation mediated by BMP2 signaling through JAK-STAT.
Stem Cell Rep 1: 123—138

98



10

15

20

25

WO 2022/034591 PCT/IL2021/050982

Shanbhag NM, Evans MD, Mao W, Nana AL, Seeley WW, Adame A, Rissman RA,
Masliah E, Mucke L (2019) Early neuronal accumulation of DNA double strand breaks

in Alzheimer’s disease. Acta Neuropathol Commun 7: 1 — 18

Shao L, Stafstrom CE (2016) Pediatric epileptic encephalopathies: pathophysiology and
animal models. Semin Pediatr Neurol 23: 98-107

Sidhaye J, Knoblich JA (2020) Brain organoids: an ensemble of bioassays to investigate
human neurodevelopment and disease. Cell Death Differ 28: 52—-67

Suberbielle E, Sanchez PE, Kravitz AV, Wang X, Ho K, Eilertson K, Devidze N, Kreitzer
AC, Mucke L (2013) Physiologic brain activity causes DNA double-strand breaks in

neurons, with exacerbation by amyloid-p. Nat Neurosci 16: 613-621

Sun AX, Yuan Q, Fukuda M, Yu W, Yan H, Lim GGY, Nai MH, D’Agostino GA, Tran
H-D, Itahana Y ef al (2019) Potassium channel dysfunction in human neuronal models

of Angelman syndrome. Science 366: 1486-1492

Suzuki H, Katayama K, Takenaka M, Amakasu K, Saito K, Suzuki K (2009) A
spontaneous mutation of the Wwox gene and audiogenic seizures in rats with lethal

dwarfism and epilepsy. Genes, Brain Behav 8: 650—660

Tanna M, Ageilan RI (2018) Modeling WWOX loss of function in vivo: what have we
learned? Front Oncol 8 https://doi.org/10.3389/fonc.2018.00420

Tassi L, Colombo N, Garbelli R, Francione S, Lo Russo G, Mai R, Cardinale F, Cossu
M, Ferrario A, Galli C et al (2002) Focal cortical dysplasia: neuropathological subtypes,
EEG, neuroimaging and surgical outcome. Brain 125: 1719-1732

Thom M (2009) Hippocampal sclerosis: progress since sommer. Brain Pathol 19: 565—
572

Tochigi Y, Takamatsu Y, Nakane J, Nakai R, Katayama K, Suzuki H (2019) Loss of
Wwox causes defective development of cerebral cortex with hypomyelination in a rat

model of lethal dwarfism with epilepsy. Int J Mol Sci 20: 3596

Trujillo CA, Gao R, Negraes PD, Gu J, Buchanan J, Preissl S, Wang A, Wu W, Haddad
GG, Chaim IA et al (2019) Complex oscillatory waves emerging from cortical organoids

model early human brain network development. Cell Stem Cell 25: 558-569.e7

99



10

15

20

25

WO 2022/034591 PCT/IL2021/050982

Vanhatalo S, Palva JM, Holmes MD, Miller JW, Voipio J, Kaila K (2004) Infraslow
oscillations modulate excitability and interictal epileptic activity in the human cortex

during sleep. Proc Natl Acad Sci USA 101: 5053-5057

Vezzani A, French J, Bartfai T, Baram TZ (2011) The role of inflammation in epilepsy.
Nat Rev Neurol 7: 31-40

Wang H-Y, Juo L-I, Lin Y-T, Hsiao M, Lin J-T, Tsai C-H, Tzeng Y-H, Chuang Y-C,
Chang N-S, Yang C-N et al (2012) WW domain-containing oxidoreductase promotes
neuronal differentiation via negative regulation of glycogen synthase kinase 3B. Cell

Death Differ 19: 1049-1059

Wang W, Esbensen Y, Kunke D, Suganthan R, Rachek L, Bjgras M, Eide L (2011)
Mitochondrial DNA damage level determines neural stem cell differentiation fate. J

Neurosci 31: 9746-9751

Weisz-Hubshman M, Meirson H, Michaelson-Cohen R, Beeri R, Tzur S, Bormans C,
Modai S, Shomron N, Shilon Y, Banne E et al (2019) Novel WWOX deleterious variants
cause early infantile epileptic encephalopathy, severe developmental delay and

dysmorphism among Yemenite Jews. Eur J Paediatr Neurol 23: 418-426
Yang J, Zhang X, Wu Y, Zhao Bo, Liu X, Pan Y, Liu Y, Ding Y, Qiu M, Wang Y-Z et
al (2016) Wnt/B-catenin signaling mediates the seizure-facilitating effect of postischemic

reactive astrocytes after pentylenetetrazole-kindling. Glia 64: 1083-1091

Zhang Y, Sloan S, Clarke L, Caneda C, Plaza C, Blumenthal P, Vogel H, Steinberg G,
Edwards M, Li G er al (2016) Purification and characterization of progenitor and mature

human astrocytes reveals transcriptional and functional differences with mouse. Neuron

89: 37-53

100



10

15

20

25

30

35

40

45

WO 2022/034591

SEQ ID No 1:

Human

SEQUENCES

WWOX cDNA

Sequence NM 016373.4)

atggc
ctcecgggcetyg
aggagaagac
tgccatacgg
taaataaaag
ccaagccaac
gccgggattt
aaaccgccaa
caagggcgayg
caatgaccct
ccaagaatgt
gtctcaccaa
ttgtccaget
cctcecagagtce
gcctectetee
gcaacatcct
acgcagtgca
cactgctgtt
ccgtgtactg
gctgcececgetyg
cgctcagcga

SEQ ID No 2:

agcgctgege
ggaggagaga
tcagtgggaa
atgggaacaa
aaccacctac
cacccggcaa
cactggcaaa
gtcttttgcee
tgaagcagtg
ggacctcgcet
gcctetteat
agatggcctg
cctceccaggat
ccatcgattt
aacaaaaaac
cttctccaac
tcectggaaat
taccttggeg
tgctgectgte
catgccctceca
gaggctgatc

tacgcggggce
accaccaagg

catccaaaaa
gaaactgatg
ttggacccaa
agatacgacg
gtggttgtgg
ctccatggtyg
tcacgcattt
ctgctceccgta
gtgcttgtgt
gagaccacct
gttttgtgce
acagatatta
gactattggg
gagctgcacc
atgatgtact
aggcctttca
ccagaactgg
ccagaagctce
caagaacggc

(coding)

tggacgacac
acggctgggt
ctggaaaaag
agaacggaca
gactggcgtt
gcagcaccac
tcactggagce
cacatgtgat
tagaagaatg
gcgtgcagcea
gcaacgcagc
ttcaagtgaa
gctcagctcece
acgactcctt
cgatgctgge
gtcgectcecte
ccaacattca
ccaagtccat

agggtctggg
agagcgaaga
ttggcagcca

Human WWOX amino acid sequence

seguence

ggacagtgag
ttactacgce
aaaacgagtg
agtgtttttt
tactgtggat
tgccatggaa
taattcagga
cttggcctge
gcataaagcc
ttttgctgaa
aacttttgcet
tcatctgggg
tgccegtgte
gggaaaactg
ttataacagg
cccacgeggyg
tcgcagetgg
gcaacaggga
agggatgtac

gacggcccegg
gtccggcetaa

PCT/IL2021/050982

(NCBI Reference

gacgagctgce
aatcacaccg
gcaggagatt
gttgaccata
gataatccga
attctccagg
atagggttcg
aggaacatgg
aaggtagaag
gcattcaagg
ctaccctgga
cacttctacc
attgtggtct
gacttcagtc
tccaagetcet
gtcacgtcga
tgggtgtaca
gctgccacca
ttcaacaact
accctgtggg

MAALRYAGLDDTDSEDELPPGWEERTTKDGWVYYANHTEEKTOQWEHPKTGKRKRVAGDLPYGWEQETDEN
GOVFFVDHINKRTTYLDPRLAFTVDDNPTKPTTRQRYDGSTTAMEILOGRDFTGKVVVVTGANSGIGEET
AKSFALHGAHVILACRNMARASEAVSRILEEWHKAKVEAMTLDLALLRSVOHFAEAFKAKNVPLHVLVCN
AATFALPWSLTKDGLETTFQVNHLGHEYLVQLLODVLCRSAPARVIVVSSESHRFTDINDSLGKLDESRL
SPTKNDYWAMLAYNRSKLCNILFSNELHRRLSPRGVTSNAVHPGNMMY SNIHRSWWVYTLLFTLARPEFTK
SMOOGAATTVYCAAVPELEGLGGMYFNNCCRCMPSPEAQSEETARTLWALSERLIQERLGSQSG

SEQ ID No. 3: Human WWOX cDNA (full)

GCAGTGCGCAGGCGTGAGCGGTCGGGCCCCGACGCGCGCGEGGGETCTCGTTTGGAGCGGGAGTGAG
TTCCTGAGCGAGTGGACCCGGCAGCGGGCGATAGGGGGGCCAGGTGCCTCCACAGTCAGCCATG
GCAGCGCTGCGCTACGCGGGGCTGGACGACACGGACAGTGAGGACGAGCTGCCTCCGGGCTGGG
AGGAGAGAACCACCAAGGACGGCTGGGTTTACTACGCCAATCACACCGAGGAGAAGACTCAGTG
GGAACATCCAAAAACTGGAAAAAGAAAACGAGTGGCAGGAGATTTGCCATACGGATGGGAACAA
GAAACTGATGAGAACGGACAAGTGTTTTTTGTTGACCATATAAATAAAAGAACCACCTACTTGG
ACCCAAGACTGGCGTTTACTGTGGATGATAATCCGACCAAGCCAACCACCCGGCAAAGATACGA
CGGCAGCACCACTGCCATGGAAATTCTCCAGGGCCGGGATTTCACTGGCAAAGTGGTTGTGGTC
ACTGGAGCTAATTCAGGAATAGGGTTCGAAACCGCCAAGTCTTTTGCCCTCCATGGTGCACATG
TGATCTTGGCCTGCAGGAACATGGCAAGGGCGAGTGAAGCAGTGTCACGCATTTTAGAAGAATG
GCATAAAGCCAAGGTAGAAGCAATGACCCTGGACCTCGCTCTGCTCCGTAGCGTGCAGCATTTT
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GCTGAAGCATTCAAGGCCAAGAATGTGCCTCTTCATGTGCTTGTGTGCAACGCAGCAACTTTTG
CTCTACCCTGGAGTCTCACCAAAGATGGCCTGGAGACCACCTTTCAAGTGAATCATCTGGGGCA
CTTCTACCTTGTCCAGCTCCTCCAGGATGTTTTGTGCCGCTCAGCTCCTGCCCGTGTCATTGTG
GTCTCCTCAGAGTCCCATCGATTTACAGATATTAACGACTCCTTGGGAAAACTGGACTTCAGTC
GCCTCTCTCCAACAAARAAACGACTATTGGGCGATGCTGGCTTATAACAGGTCCAAGCTCTGCAA
CATCCTCTTCTCCAACGAGCTGCACCGTCGCCTCTCCCCACGCGGGGTCACGTCGAACGCAGTG
CATCCTGGAAATATGATGTACTCCAACATTCATCGCAGCTGGTGGGTGTACACACTGCTGTTTA
CCTTGGCGAGGCCTTTCACCAAGTCCATGCAACAGGGAGCTGCCACCACCGTGTACTGTGCTGC
TGTCCCAGAACTGGAGGGTCTGGGAGGGATGTACTTCAACAACTGCTGCCGCTGCATGCCCTCA
CCAGAAGCTCAGAGCGAAGAGACGGCCCGGACCCTGTGGGCGCTCAGCGAGAGGCTGATCCAAG
AACGGCTTGGCAGCCAGTCCGGCTAAGTGGAGCTCAGAGCGGATGGGCACACACACCCGCCCTG
TGTGTGTCCCCTCACGCAAGTGCCAGGGCTGGGCCCCTTCCAAATGTCCCTCCAACACAGATCC
GCAAGAGTAAAGGAAATAAGAGCAGTCACAACAGAGTGAAAAATCTTAAGTACCAATGGGAAGC
AGGGAATTCCTGGGGTARAGTATCACTTTTCTGGGGCTGGGCTAGGCATAGGTCTCTTTGCTTT
CTGGTGGTGGCCTGTTTGAAAGTAAAAACCTGCTTGGTGTGTAGGTTCCGTATCTCCCTGGAGA
AGCACCAGCAATTCTCTTTCTTTTACTGTTATAGAATAGCCTGAGGTCCCCTCGTCCCATCCAG
CTACCACCACGGCCACCACTGCAGCCGGGGGCTGGCCTTCTCCTACTTAGGGAAGAAARAAGCAA
GTGTTCACTGCTCCTTGCTGCATTGATCCAGGAGATAATTGTTTCATTCATCCTGACCAAGACT
GAGCCAGCTTAGCAACTGCTGGGGAGACAAATCTCAGAACCTTGTCCCAGCCAGTGAGGATGAC
AGTGACACCCAGAGGGAGTAGAATACGCAGAACTACCAGGTGGCAAAGTACTTGTCATAGACTC
CTTTGCTAATGCTATGCAAAAAATTCTTTAGAGATTATAACAAATTTTTCAAATCATTCCTTAG
ATACCTTGAAAGGCAGGAAGGGAAGCGTATATACTTAAGAATACACAGGATATTTTGGGGGGCA
GAGAATAAAACGTTAGTTAATCCCTTTGTCTGTCAATCACAGTCTCAGTTCTCTTGCTTTCACA
TTGTACTTAAACCTCCTGCTGTGCCTCGCATCCTATGCTTAATAAAAGAACATGCTTGAATATC
A

SEQ ID No 4: Sequence of Human Synapsin I promoter

ac
aagtgggttt
accgaccccg
gcatccccta
gcgcactgcece
ggcgcgecgcece
cggtccececg
ccgcecggecce
gggcgcgacc
tgcggtggge
cctgggceacce
ggaccccctg

tacaaaccga
taggaccagg
acccactgga
tcagagaggg
agcttcagceca
accgccgcect
caaactcccc
agccggaccg
atctgcgcetg
agcggaggad
gcgcagtceccg

gtatctgcag
atgaggcggg
caagcaccca
ggaggggaaa
ccgcggacag
cagcactgaa
ttccecggceca
caccacgcga
cggcgecggce
tcgtgtegtyg
ccecececgeggce

ccccaagteg cagceccttega

agggccctgce
gtgggggtgce
acccccecattce
caggatgcgg
tgccttecgece
ggcgcgctga
ccttggtcege
ggcgcgagat
gactcagcgc
cctgagagceg
tccectggecag

gtatgagtgc
ctacctgacg
cccaaattgce
cgaggcgcgt
ccecgectgge
cgtcactcgce
gtccgecgecg
aggggggcac
tgcctcagtce
cagctgtgcect
accaccccta

SEQ ID No 5: Synapsin 1 / WWOX cDNA construct (bold font-minimal SynI
promoter; underline - human WWOX cDNA; regular font - AAV9 vector)

CCTGCAGGCAGCTGCGCGCTCGCTCGCTCACTGAGGCCGCCCGGGCAAAGCCCGGGCGTCGGEL
GACCTTTGGTCGCCCGGCCTCAGTGAGCGAGCGAGCGCGCAGAGAGGGAGTGGCCAACTCCATC
ACTAGGGGTTCCTGCGGCAATTCAGTCGATAACTATAACGGTCCTAAGGTAGCGATTTAAATAC
GCGCTCTCTTAAGGTAGCCCCGGGACGCGTCAATTGACTACAAACCGAGTATCTGCAGAGGGCC
CTGCGTATGAGTGCAAGTGGGTTTTAGGACCAGCGATGAGGCGGGGTGGGGGTGCCTACCTGACG
ACCGACCCCGACCCACTGGACAAGCACCCAACCCCCATTCCCCAAATTGCGCATCCCCTATCAG
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AGAGGGGGAGGGGAAACAGGATGCGGCGAGGCGCGTGCGCACTGCCAGCTTCAGCACCGCGGALC
AGTGCCTTCGCCCCCGCCTGGCGGCGCGCGCCACCGCCGCCTCAGCACTGAAGGCGCGCTGACG
TCACTCGCCGGTCCCCCGCAAACTCCCCTTCCCGGCCACCTTGGTCGCGTCCGCGCCGCCGCCG
GCCCAGCCGGACCGCACCACGCGAGGCGCGAGATAGGGGGGCACGGGCGCGACCATCTGCGCTG
CGGCGCCGGCGACTCAGCGCTGCCTCAGTCTGCGGTGGGCAGCGGAGGAGTCGTGTCGTGCCTG
AGAGCGCAGCTGTGCTCCTGGGCACCGCGCAGTCCGCCCCCGCGGCTCCTGGCCAGACCACCCC
TAGGACCCCCTGCCCCAAGTCGCAGCCTTCGAGCTAGCGTTTAAACTTAAGCTTGGTACCGGCC
GCTGCGGCCCTCGAGCAAGCTGGCTAGTTAAGCTATCAACAAGTTTGTACAAAAAAGCAGGCTT
TAAAGGAACCAATTCAGTCGAGAATTCGTCGACTGGATCCGGTACCGAGGAGATCTGCCGCCGL
GATCGCCGCAGTGCGCAGGCGTGAGCGGTCGGGCCCCGACGCGCGCGGGETCTCGTTTGGAGCGG
GAGTGAGTTCCTGAGCGAGTGGACCCGGCAGCGGGCGATAGGGGGGCCAGGTGCCTCCACAGTC
AGCCATGGCAGCGCTGCGCTACGCGGGGCTGGACGACACGGACAGTGAGGACGAGCTGCCTCCG
GGCTGGGAGGAGAGAACCACCAAGGACGGCTGGGTTTACTACGCCAATCACACCGAGGAGAAGA
CTCAGTGGGAACATCCAAAAACTGGAAAAAGAAAACGAGTGGCAGGAGATTTGCCATACGGATG
GGAACAAGAAACTGATGAGAACGGACAAGTGTTTTTTGTTGACCATATAAATAAAAGAACCACC
TACTTGGACCCAAGACTGGCGTTTACTGTGGATGATAATCCGACCAAGCCAACCACCCGGCAAA
GATACGACGGCAGCACCACTGCCATGGAAATTCTCCAGGGCCGGGATTTCACTGGCAAAGTGGT
TGTGGTCACTGGAGCTAATTCAGGAATAGGGTTCGAAACCGCCAAGTCTTTTGCCCTCCATGGT
GCACATGTGATCTTGGCCTGCAGGAACATGGCAAGGGCGAGTGAAGCAGTGTCACGCATTTTAG
AAGAATGGCATAAAGCCAAGGTAGAAGCAATGACCCTGGACCTCGCTCTGCTCCGTAGCGTGCA
GCATTTTGCTGAAGCATTCAAGGCCAAGAATGTGCCTCTTCATGTGCTTGTGTGCAACGCAGCA
ACTTTTGCTCTACCCTGGAGTCTCACCAAAGATGGCCTGGAGACCACCTTTCAAGTGAATCATC
TGGGGCACTTCTACCTTGTCCAGCTCCTCCAGGATGTTTTGTGCCGCTCAGCTCCTGCCCGTGT
CATTGTGGTCTCCTCAGAGTCCCATCGATTTACAGATATTAACGACTCCTTGGGAAAACTGGAC
TTCAGTCGCCTCTCTCCAACAAAAARACGACTATTGGGCGATGCTGGCTTATAACAGGTCCAAGC
TCTGCAACATCCTCTTCTCCAACGAGCTGCACCGTCGCCTCTCCCCACGCGGGGTCACGTCGAA
CGCAGTGCATCCTGGAAATATGATGTACTCCAACATTCATCGCAGCTGGTGGGTGTACACACTG
CTGTTTACCTTGGCGAGGCCTTTCACCAAGTCCATGCAACAGGGAGCTGCCACCACCGTGTACT
GTGCTGCTGTCCCAGAACTGGAGGGTCTGGGAGGGATGTACTTCAACAACTGCTGCCGCTGCAT
GCCCTCACCAGAAGCTCAGAGCGAAGAGACGGCCCGGACCCTGTGGGCGCTCAGCGAGAGGCTG
ATCCAAGAACGGCTTGGCAGCCAGTCCGGCTAAGTGGAGCTCAGAGCGGATGGGCACACACACC
CGCCCTGTGTGTGTCCCCTCACGCAAGTGCCAGGGCTGGGCCCCTTCCAAATGTCCCTCCAACA
CAGATCCGCAAGAGTAAAGGAAATAAGAGCAGTCACAACAGAGTGAAAAATCTTAAGTACCAAT
GGGAAGCAGGGAATTCCTGGGGTAAAGTATCACTTTTCTGGGGCTGGGCTAGGCATAGGTCTCT
TTGCTTTCTGGTGGTGGCCTGTTTGAAAGTAAAAACCTGCTTGGTGTGTAGGTTCCGTATCTCC
CTGGAGAAGCACCAGCAATTCTCTTTCTTTTACTGTTATAGAATAGCCTGAGGTCCCCTCGTCC
CATCCAGCTACCACCACGGCCACCACTGCAGCCGGGGGCTGGCCTTCTCCTACTTAGGGAAGAA
AAAGCAAGTGTTCACTGCTCCTTGCTGCATTGATCCAGGAGATAATTGTTTCATTCATCCTGAC
CAAGACTGAGCCAGCTTAGCAACTGCTGGGGAGACAAATCTCAGAACCTTGTCCCAGCCAGTGA
GGATGACAGTGACACCCAGAGGGAGTAGAATACGCAGAACTACCAGGTGGCAAAGTACTTGTCA
TAGACTCCTTTGCTAATGCTATGCAAAAAATTCTTTAGAGATTATAACAAATTTTTCAAATCAT
TCCTTAGATACCTTGAAAGGCAGGAAGGGAAGCGTATATACTTAAGAATACACAGGATATTTTG
GGGGGCAGAGAATAAAACGTTAGTTAATCCCTTTGTCTGTCAATCACAGTCTCAGTTCTCTTGC
TTTCACATTGTACTTAAACCTCCTGCTGTGCCTCGCATCCTATGCTTAATAAAAGAACATGCTT
GAATATCATTGAGTTTAAACCCGCTGATCAGCCTCGACTGTGCCTTCTAGTTGCCAGCCATCTG
TTGTTTGCCCCTCCCCCGTGCCTTCCTTGACCCTGGAAGGTGCCACTCCCACTGTCCTTTCCTA
ATAAAATGAGGAAATTGCATCGCATTGTCTGAGTAGGTGTCATTCTATTCTGGGGGGETGGGGTG
GGGCAGGACAGCAAGGGGGAGGATTGGGAAGACAATAGCAGGCATGCTGGGGATGCGGTGGGCT
CTATGGCTTCTGAGGCGGAAAGAACCAGATCCTCTCTTAAGGTAGCATCGAGATTTAAATTAGG
GATAACAGGGTAATGGCGCGGGCCGCAGGAACCCCTAGTGATGGAGTTGGCCACTCCCTCTCTG
CGCGCTCGCTCGCTCACTGAGGCCGGGCGACCARAAGGTCGCCCGACGCCCGGGCTTTGCCCGGG
CGGCCTCAGTGAGCGAGCGAGCGCGCAGCTGCCTGCAGGGGCGCCTGATGCGGTATTTTCTCCT
TACGCATCTGTGCGGTATTTCACACCGCATACGTCAAAGCAACCATAGTACGCGCCCTGTAGCG
GCGCATTAAGCGCGGCGGGTGTGGTGGTTACGCGCAGCGTGACCGCTACACTTGCCAGCGCCCT
AGCGCCCGCTCCTTTCGCTTTCTTCCCTTCCTTTCTCGCCACGTTCGCCGGCTTTCCCCGTCAA
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GCTCTAAATCGGGGGCTCCCTTTAGGGTTCCGATTTAGTGCTTTACGGCACCTCGACCCCAARAA
AACTTGATTTGGGTGATGGTTCACGTAGTGGGCCATCGCCCTGATAGACGGTTTTTCGCCCTTT
GACGTTGGAGTCCACGTTCTTTAATAGTGGACTCTTGTTCCAAACTGGAACAACACTCAACCCT
ATCTCGGGCTATTCTTTTGATTTATAAGGGATTTTGCCGATTTCGGCCTATTGGTTAAAARATG
AGCTGATTTAACAAAAATTTAACGCGAATTTTAACAAAATATTAACGTTTACAATTTTATGGTG
CACTCTCAGTACAATCTGCTCTGATGCCGCATAGTTAAGCCAGCCCCGACACCCGCCAACACCC
GCTGACGCGCCCTGACGGGCTTGTCTGCTCCCGGCATCCGCTTACAGACAAGCTGTGACCGTCT
CCGGGAGCTGCATGTGTCAGAGGTTTTCACCGTCATCACCGAAACGCGCGAGACGAAAGGGCCT
CGTGATACGCCTATTTTTATAGGTTAATGTCATGATAATAATGGTTTCTTAGACGTCAGGTGGC
ACTTTTCGGGGAAATGTGCGCGGAACCCCTATTTGTTTATTTTTCTAAATACATTCAAATATGT
ATCCGCTCATGAGACAATAACCCTGATAAATGCTTCAATAATATTGAAAAAGGAAGAGTATGAG
TATTCAACATTTCCGTGTCGCCCTTATTCCCTTTTTTGCGGCATTTTGCCTTCCTGTTTTTGCT
CACCCAGAAACGCTGGTGAAAGTAAAAGATGCTGAAGAT CAGTTGGGTGCACGAGTGGGTTACA
TCGAACTGGATCTCAACAGCGGTAAGATCCTTGAGAGTTTTCGCCCCGAAGAACGTTTTCCAAT
GATGAGCACTTTTAAAGTTCTGCTATGTGGCGCGGTATTATCCCGTATTGACGCCGGGCAAGAG
CAACTCGGTCGCCGCATACACTATTCTCAGAATGACTTGGTTGAGTACTCACCAGTCACAGARAA
AGCATCTTACGGATGGCATGACAGTAAGAGAATTATGCAGTGCTGCCATAACCATGAGTGATAA
CACTGCGGCCAACTTACTTCTGACAACGATCGGAGGACCGAAGGAGCTAACCGCTTTTTTGCAC
AACATGGGGGATCATGTAACTCGCCTTGATCGTTGGGAACCGGAGCTGAATGAAGCCATACCAA
ACGACGAGCGTGACACCACGATGCCTGTAGCAATGGCAACAACGTTGCGCAAACTATTAACTGG
CGAACTACTTACTCTAGCTTCCCGGCAACAATTAATAGACTGGATGGAGGCGGATAAAGTTGCA
GGACCACTTCTGCGCTCGGCCCTTCCGGCTGGCTGGTTTATTGCTGATAAATCTGGAGCCGGTG
AGCGTGGGTCTCGCGGTATCATTGCAGCACTGGGGCCAGATGGTAAGCCCTCCCGTATCGTAGT
TATCTACACGACGGGGAGTCAGGCAACTATGGATGAACGAAATAGACAGATCGCTGAGATAGGT
GCCTCACTGATTAAGCATTGGTAACTGTCAGACCAAGTTTACTCATATATACTTTAGATTGATT
TAAAACTTCATTTTTAATTTAAAAGGATCTAGGTGAAGATCCTTTTTGATAATCTCATGACCAA
AATCCCTTAACGTGAGTTTTCGTTCCACTGAGCGTCAGACCCCGTAGAAAAGATCAAAGGATCT
TCTTGAGATCCTTTTTTTCTGCGCGTAATCTGCTGCTTGCAAACAAAAAANACCACCGCTACCAG
CGGTGGTTTGTTTGCCGGATCAAGAGCTACCAACTCTTTTTCCGAAGGTAACTGGCTTCAGCAG
AGCGCAGATACCAAATACTGTCCTTCTAGTGTAGCCGTAGTTAGGCCACCACTTCAAGAACTCT
GTAGCACCGCCTACATACCTCGCTCTGCTAATCCTGTTACCAGTGGCTGCTGCCAGTGGCGATA
AGTCGTGTCTTACCGGGTTGGACTCAAGACGATAGTTACCGGATAAGGCGCAGCGGTCGGGCTG
AACGGGGGGTTCGTGCACACAGCCCAGCTTGGAGCGAACGACCTACACCGAACTGAGATACCTA
CAGCGTGAGCTATGAGAAAGCGCCACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAA
GCGGCAGGGTCGGAACAGGAGAGCGCACGAGGGAGCTTCCAGGGGGAAACGCCTGGTATCTTTA
TAGTCCTGTCGGGTTTCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTCGTCAGGGGGG
CGGAGCCTATGGAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTT
TTGCTCACATGT
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WHAT IS CLAIMED IS:

1. A method for the treatment of a WW domain-containing oxidoreductase
(WWOX)-associated CNS disease, the method comprising: administering to the brain of
a patient in need of such treatment, a WWOX wild type gene, or a functional derivative
thereof, under control of a regulatory element that results in expression of WWOX in the

brain.

2. The method of claim 1, wherein the WWOX-associated CNS disease is selected
from WWOX-related epileptic encephalopathy (WOREE) syndrome; spinocerebellar
ataxia, autosomal recessive, 12 (SCAR12), Alzheimer’s disease, West syndrome, autism,

multiple sclerosis and disorder of sexual development (DSD).

3. The method of claim 2, wherein the WWOX-associated CNS disease is WOREE
syndrome or SCAR12.

4. The method of any one of claims 1 to 3, wherein the patient has compound

heterozygous mutations of WWOX.

5. The method of any one of claims 1 to 4, wherein the regulatory element is a

promoter that directs expression of the WWOX gene in neurons.

6. The method of claim 5, wherein the promoter is a universal promoter.

7. The method of claim 6, wherein the promoter is CMV promoter, E2F1 promoter,

and UlsnRNA promoter, or a derivative thereof.

8. The method of claim 5, wherein the regulatory element is a promoter that is

expressed specifically in neurons.
9. The method of claim 8, wherein the promoter is selected from synapsin I

promoter, CamKII promoter, MeCP2 promoter, NSE promoter, and Hb9 promoter, or a

derivative thereof.
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10.  The method of claim 8 or 9, wherein the promoier is not expressed or is expressed

at a fower level in gHal cells.

1. The method of claim 10, wherein the promoter is not expressed or is expressed at

a lower level in oligodendrocyies andfor astrocytes,

12, The method of any one of claims § to 11, wherein the regulatory element is a

synapsin I promoter, or derivative thereof,

13, The method of any one of claims 1 to 4, wherein the regulatory element iz a

promoter that directs expression of the WWQOX gene in oligndendrocyies.

14, The method of claim 13, wherein the promoter i3 selected from MBP promoter,

PLP1 promoter, and CNP promoter, or a derivative thereof.

15, The method of any one of claires 1 to 4, wherein the regulatory element is a

promoter that directs expression of the WWOX gene in asirocyies.

16, The method of claim 15, wherein the promoter is GFAP promoter or SI0b

promoier, or a derfvative thereof,

7. The method of any one of claims 5 to 16, wherein the promoter furiher comprises

one of more enhancer SCGUEnCes.

18, The method of any one of clais 1 fo 17, wherein the WWOX gene comprises

uniransiated sequences that enhance mRMA stability.

18, The method of any one of claims 1 to 17, wherein the WWOX wild type gene is

delivered with one or more deteciable labels.

il The method of daim 19, whearein the detectable label ia an encodsd flucrescent

proteirn.
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21 The method of any one of claims 1 to 20, wherein the WWOX wild type gene or
functional derivative thereof is delivered using polymeric nanoparticles, inorganic

nanoparticles, liponanoparticles, or exosomes.

5 22, The method of any one of clairas 1 to 21, wherein the WWOX wild type gene or
functionsl derivative thereof is delivered with a Cas enzyme or polynucleotide encoding
a Cas enzyme, and gRNA or polynucieotide encoding the gRNA, to direct insertion of

the WWOX wild type gene or portion thereof.

1 23 The method of any one of claims 1 19 22, wherein the WWOX wild type gene or

functional derivative thereof is delivered by a viral vector.

24, The method of claim 23, wherein the viral vectar is an adeno-associated virus

{AAY) delivery system.

.
A
25, The method of claim 24, wherein the AAY delivery system is AAVS.
26.  The method of any one of claims 1 to 25, wherein the WWOX wild type gene
encodes the amino acid sequence of SEQ ID NG: 2.
¢
27, The method of claim 26, wherein the WWOX wild type gene comprises one or
Mmore introns.
28, The ruethod of claim 26, wherein the WWOX wild type gene is a cDNA.
25

2% The method of claim 28, wherein the WWQOX wild type gene, or a functional
derivative thereof, under control of a regulatory element comprises the nuclectide

sequence substantially as set forth in SEQ 1D NG 1 or 3.
3G 36 The method of any one of claims 1 to 29, wherein the administration is by a route

selected from divect injection into the parenchyma, Injection into the cerebrospinal fhuid

via the intracerebroventricular, and by intrathecal {cisternal or lumbar} route.
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[F3]

1. The method of any one of claims 1 to 30, whersin the individual is a pediatric or

neonatal patient.

32, The method of any one of claims 1 to 31, wherein the individaal is an adult

33, The method of claim 31 or 32, wherein the patient exhibits one or more sympioms
selected from growth impairment, epileptic episodes, impairment of cognitive function,
tmpairment of social function, tmpairment of fertility, ataxia, retinopathy, mental
retardation, and microcephaly.

34, The method of any one of claims 1 to 33, wherein there are no more than three

adninistration episodes.

3s. The method of claim 34, wherein there are no more than two admsinistration

episodes.

36.  The method of claim 34, wherein there is one administration episode.

37. A method for the freatment of WOREE syndrome or SCARI12, the method

comprising: adwministering to the brain of a patient in need of such treatment, an AAVY

ene delivery sysiem comprising a WWOX wild type gene under control of a synapsin-

GG

1 promoter.

38, The method of claim 37, wherein the AAVY delivery system comprising the

nuclectide sequence substantially as set forth in SEQ ID NG 1 or SEQ ID NO: 3.

39. An expression construct, comprising a8 WWOX wild type gene, or & functiona

derivative thereof, under the expression contred of a neuron-specific promotor,
48,  The expression constract of claim 39, wherein the promoter is selected from

synapsin 1 promoter, CamKII promoter, MeCP2 promoter, NSE promoter, and Hb%

mromaoter, or 4 derivative therenf
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41, The expression construct of claim 40, wherein the promoter is synapsin 1 or

dertvaiive thereof,

42. The expression construct of claim 41, comprising the nucleotide sequence

5 substantially as set forth in SEQ 1D NG: 1, 3, 4, or 5.

43, The expression construct of any one of clairns 39 {0 42, wherein the expression

construct 18 a viral vector.

10 44, The expression construct of claim 43, wherein the viral vector is adeno-associated

virus {AAV)

45, The expression construct of claim 44, wherein the AAV is AAVSE,

b
|94}

46, A pharmaceutical composition for direct administration into the brain comprising

the expression constrict of any one of claims 39 to 45, and a pharmaceutically acceptable

.

catrier suitable for direct injection to the brain.

47, Amethod for treating WOREE syndrome or SCAR1Z, comprising, adininistering

28 the pharmaceutical compostiion of claim 46 to g patient in need.

48, Use of the pharmaceutical composition of claim 46 in the treatment of WOREE

or SCARIZ.
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<110>

SEQUENCE LISTING

University of Jerusalem Ltd.

Agei

lan, Rami

Repudi, Srinivas

<120>
<130> 70-0

<150>
<151>

us 6
2020

<150>
<151>

us 6
2021

<160> 5
<170>
<210> 1

<211> 1245
<212> DNA

<213> Homo

<400> 1
atggcagcgc

ggctgggagg
aagactcagt
tacggatggg
aaaagaacca
ccaaccaccc
gatttcactg
gccaagtctt
gcgagtgaag
accctggacc
aatgtgcctc
accaaagatg
cagctcctcc
gagtcccatc
tctccaacaa
atcctcttct
gtgcatcctg
ctgtttacct
tactgtgctg
cgctgcatgc

agcgagaggc

78 PCT

3/064,181
-08-11

3/167,277
-03-29

sapiens

tgcgctacgce
agagaaccac
gggaacatcc
aacaagaaac
cctacttgga
ggcaaagata
gcaaagtggt
ttgccctcca
cagtgtcacg
tcgctctgcet
ttcatgtgct
gcctggagac
aggatgtttt
gatttacaga
aaaacgacta
ccaacgagct
gaaatatgat
tggcgaggcc
ctgtcccaga
cctcaccaga

tgatccaaga

PatentIn version 3.5

ggggctggac

caaggacggc

aaaaactgga
tgatgagaac
cccaagactg
cgacggcagc
tgtggtcact
tggtgcacat
cattttagaa
ccgtagcgtg
tgtgtgcaac
cacctttcaa
gtgccgctca
tattaacgac
ttgggcgatg
gcaccgtcgc
gtactccaac
tttcaccaag
actggagggt
agctcagagc

acggcttggc

gacacggaca
tgggtttact
aaaagaaaac
ggacaagtgt
gcgtttactg
accactgcca
ggagctaatt
gtgatcttgg
gaatggcata
cagcattttg
gcagcaactt
gtgaatcatc
gctcctgcecc
tccttgggaa
ctggcttata
ctctccccac
attcatcgca
tccatgcaac
ctgggaggga
gaagagacgg

agccagtccg

gtgaggacga
acgccaatca
gagtggcagg
tttttgttga
tggatgataa
tggaaattct
caggaatagg
cctgcaggaa
aagccaaggt
ctgaagcatt
ttgctctacc
tggggcactt
gtgtcattgt
aactggactt
acaggtccaa
gcggggtcac
gctggtgggt
agggagctgc
tgtacttcaa
cccggaccct

gctaa

Yissum Research Development Company of the Hebrew

METHOD FOR THE TREATMENT OF WWOX ASSOCIATED DISEASES

gctgectecg
caccgaggag
agatttgcca
ccatataaat
tccgaccaag
ccagggcecegg
gttcgaaacc
catggcaagg
agaagcaatg
caaggccaag
ctggagtctc
ctaccttgtc
ggtctcctca
cagtcgcctc
gctctgcaac
gtcgaacgca
gtacacactg
caccaccgtg

caactgctgc

gtgggcgcetc

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1245



<210>
<211>
<212>
<213>

<400>

4
p
H

2

14
RT
omo

Met Ala Ala

1

Glu

Tyr

Thr

Gln

65

Lys

Asn

Ala

Val

Ala

145

Ala

Val

Phe

Cys

Leu
225

Leu

Tyr

Gly

50

Glu

Arg

Pro

Met

Thr

130

Leu

Ser

Glu

Ala

Asn

210

Glu

Pro

Ala

35

Lys

Thr

Thr

Thr

Glu

115

Gly

His

Glu

Ala

Glu

195

Ala

Thr

sapiens

Leu

Pro

20

Asn

Arg

Asp

Thr

Lys

100

Ile

Ala

Gly

Ala

Met

180

Ala

Ala

Thr

Arg

Gly

His

Lys

Glu

Tyr

85

Pro

Leu

Asn

Ala

Val

165

Thr

Phe

Thr

Phe

Tyr

Trp

Thr

Arg

Asn

70

Leu

Thr

Gln

Ser

His

150

Ser

Leu

Lys

Phe

Gln
230

Ala

Glu

Glu

Val

55

Gly

Asp

Thr

Gly

Gly

135

Val

Arg

Asp

Ala

Ala

215

Val

Gly

Glu

Glu

40

Ala

Gln

Pro

Arg

Arg

120

Ile

Ile

Ile

Leu

Lys

200

Leu

Asn

Leu

Arg

25

Lys

Gly

Val

Arg

Gln

105

Asp

Gly

Leu

Leu

Ala

185

Asn

Pro

His

Asp

Thr

Thr

Asp

Phe

Leu

90

Arg

Phe

Phe

Ala

Glu

170

Leu

Val

Trp

Leu

Asp

Thr

Gln

Leu

Phe

75

Ala

Tyr

Thr

Glu

Cys

155

Glu

Leu

Pro

Ser

Gly
235

Thr

Lys

Trp

Pro

60

Val

Phe

Asp

Thr

140

Arg

Trp

Arg

Leu

Leu

220

His

Asp

Asp

Glu

45

Tyr

Asp

Thr

Gly

Lys

125

Ala

Asn

His

Ser

His

205

Thr

Phe

Ser

Gly

30

His

Gly

His

Val

Ser

110

Val

Lys

Met

Lys

Val

190

Val

Lys

Tyr

Glu

15

Trp

Pro

Trp

Ile

Asp

95

Thr

Val

Ser

Ala

Ala

175

Gln

Leu

Asp

Leu

Asp

Val

Lys

Glu

Asn

80

Asp

Thr

Val

Phe

Arg

160

Lys

His

Val

Gly

Val
240



Gln Leu Leu

Val val Ser

Gly Leu

275

Lys

Ala Met

290

Leu

Asn Glu Leu

305

Val His Pro

Val Tyr Thr

Gln Gln Gly

355

Glu Gly

370

Leu

Ser Pro Glu

385

Ser Glu Arg

<2106> 3

<211> 2241
<212> DNA
<213> Homo

<400> 3
gcagtgcgca

tgagttcctg
cagccatggc
ctccgggctg
aggagaagac
tgccatacgg
taaataaaag
ccaagccaac
gccgggattt

aaaccgccaa

Gln Asp

245

Ser Glu

260

Asp Phe

Ala

Tyr

His Arg

Val

Ser

Ser

Asn

Arg

Leu Cys

His

Arg

Leu
280

Arg

Arg Ser

295

Leu Ser

310

Asn
325

Gly

Leu Leu

340

Ala Ala

Gly

Gly

Ala Gln

Met

Phe

Thr

Met

Ser

Met Tyr

Thr Leu

Thr Vval

360

Tyr Phe

375

Glu Glu

390

Ile
405

Leu

sapiens

ggcgtgagceg
agcgagtgga
agcgctgcegc
ggaggagaga
tcagtgggaa
atgggaacaa
aaccacctac
cacccggcaa
cactggcaaa

gtcttttgcec

Gln

Glu Arg

gtcgggcccc
cccggeageg
tacgcggggc
accaccaagg
catccaaaaa
gaaactgatg
ttggacccaa
agatacgacg
gtggttgtgg

ctccatggtg

Ser Ala

250

Arg

Phe
265

Thr Asp

Ser Pro Thr

Lys Leu Cys

Pro Arg Gly

315

Asn Ile

330

Ser

Ala
345

Arg Pro

Tyr Cys Ala

Asn Asn Cys

Thr Ala Arg

395

Leu Gly Ser

410

gacgegegeg
ggcgataggg
tggacgacac
acggctgggt
ctggaaaaag
agaacggaca
gactggcgtt
gcagcaccac
tcactggagc

cacatgtgat

Pro Ala Arg

Ile Asn Asp

270

Asn
285

Lys Asp

Asn Ile Leu

300

Val Thr Ser

His Arg Ser

Phe Thr Lys

350

Ala Vval

365

Pro

Cys
380

Arg Cys

Thr Leu Trp

Gln Ser Gly

ggtctcgttt

gggccaggtg
ggacagtgag
ttactacgcc
aaaacgagtg
agtgtttttt
tactgtggat
tgccatggaa
taattcagga

cttggcctgce

Val
255

Ile
Ser Leu
Tyr Trp
Phe

Ser

Ala
320

Asn

Trp
335

Trp

Ser Met

Glu Leu

Met Pro

Ala Leu

400

ggagcgggag
cctccacagt
gacgagctgc
aatcacaccg
gcaggagatt
gttgaccata
gataatccga
attctccagg
atagggttcg

aggaacatgg

60

120

180

240

300

360

420

480

540

600



Ccaagggcgag
caatgaccct
ccaagaatgt
gtctcaccaa
ttgtccagct
cctcagagtc
gcctctctec
gcaacatcct
acgcagtgca
cactgctgtt
ccgtgtactg
gctgeccgetg
cgctcagcga
gagcggatgg
gccccttcca
caacagagtg
acttttctgg
agtaaaaacc
tttcttttac
ccaccactgc
tgctccttgce
cagcttagca
agtgacaccc
actcctttgc
ttccttagat
ttttggeess
ttctcttgct
aaagaacatg
<210> 4

<211> 572
<212> DNA
<213>

<400> 4

tgaagcagtg
ggacctcgct
gcctcettcat
agatggcctg
cctccaggat
ccatcgattt
aacaaaaaac
cttctccaac
tcctggaaat
taccttggcg
tgctgctgtc
catgccctca
gaggctgatc
gcacacacac
aatgtccctc
aaaaatctta
ggctgggcta
tgcttggtgt
tgttatagaa
agecggessc
tgcattgatc
actgctgggg
agagggagta
taatgctatg
accttgaaag
cagagaataa
ttcacattgt

cttgaatatc

Homo sapiens

tcacgcattt
ctgctccgta
gtgcttgtgt
gagaccacct
gttttgtgcc
acagatatta
gactattggg
gagctgcacc
atgatgtact
aggcctttca
ccagaactgg
ccagaagctc
caagaacggc
ccgececctgtg
caacacagat
agtaccaatg
ggcataggtc
gtaggttccg
tagcctgagg
tggccttctc
caggagataa
agacaaatct
gaatacgcag
caaaaaattc
gcaggaaggyg
aacgttagtt

acttaaacct

tagaagaatg
gcgtgcagca
gcaacgcagc
ttcaagtgaa
gctcagctcc
acgactcctt
cgatgctggc
gtcgecctctc
ccaacattca

ccaagtccat

agggtctggg
agagcgaaga
ttggcagcca
tgtgtcccct
ccgcaagagt
ggaagcaggyg
tectttgettt
tatctccctg
tcccctegtc
ctacttaggg
ttgtttcatt
cagaaccttg
aactaccagg
tttagagatt
aagcgtatat
aatccctttg

cctgetgtgc

gcataaagcc
ttttgctgaa
aacttttgcet
tcatctgggg
tgcccgtgtc
gggaaaactg
ttataacagg
cccacgeggg
tcgcagctgg
gcaacaggga
agggatgtac
gacggeecegg
gtccggctaa
cacgcaagtg
aaaggaaata
aattcctggg
ctggtggtegg
gagaagcacc
ccatccagct
aagaaaaagc
catcctgacc
tcccagccag
tggcaaagta
ataacaaatt
acttaagaat
tctgtcaatc

ctcgcatcct

aaggtagaag
gcattcaagg
ctaccctgga
cacttctacc
attgtggtct
gacttcagtc
tccaagctct
gtcacgtcga
tgggtgtaca
gctgccacca
ttcaacaact
accctgtggg
gtggagctca
ccagggctgg
agagcagtca
gtaaagtatc
cctgtttgaa
agcaattctc
accaccacgg
aagtgttcac
aagactgagc
tgaggatgac
cttgtcatag
tttcaaatca
acacaggata
acagtctcag

atgcttaata

actacaaacc gagtatctgc agagggccct gcgtatgagt gcaagtgggt tttaggacca

ggatgaggcg gggtgggggt gcctacctga cgaccgaccc cgacccactg gacaagcacc

caacccccat tccccaaatt gcgcatcccc tatcagagag ggggagggga aacaggatge

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2241

60

120

180



ggcgaggcgc
geggegegeg
cgcaaactcc
cgcaccacgc
gcgactcagc
cgcagctgtg
taggaccccc
<210> 5

<211>

<212>
<213>

DNA
<400> 5

cctgcaggca
gggcgacctt
actccatcac
cgatttaaat
gtatctgcag
gtgggggtec
cccaaattgc
gcgcactgcc
accgccgcect
ttcccggcca
ggcgcgagat
tgcctcagtc
cctgggcacc
ccccaagtcg
cctcgagcaa
ggaaccaatt
gatcgccgca
gcgggagtga
ccacagtcag
gagctgcctc
cacaccgagg
ggagatttgc
gaccatataa

aatccgacca

6284

gtgcgcactg
ccaccgeccgce
ccttceccggce
gaggcgegag
gctgecctcag
ctcctgggea

tgccccaagt

Homo sapiens

gctgegegcet
tggtcgecccg
taggggttcc
acgcgctctc
agggccctgce
ctacctgacg
gcatccccta
agcttcagca
cagcactgaa

ccttggtcgc

aggggggceac
tgcggtgggc
gcgcagtccg
cagccttcga
gctggctagt
cagtcgagaa
gtgcgcaggc
gttcctgagc
ccatggcagc
cgggctggga
agaagactca
catacggatg
ataaaagaac

agccaaccac

ccagcttcag
ctcagcactg

caccttggtc

atagggggsc
tctgeggtes
ccgegeagtc

cgcagccttc

cgctcgctca
gcctcagtga
tgcggcaatt
ttaaggtagc
gtatgagtgc
accgaccccg
tcagagaggg
ccgcggacag
ggcgegetga
gtccgcgecg
gggegegacc
agcggaggag
ccccegeggc
gctagcgttt
taagctatca
ttcgtcgact
gtgagcggtc
gagtggaccc
gctgegctac
ggagagaacc
gtgggaacat
ggaacaagaa
cacctacttg

ccggcaaaga

caccgcggac
aaggcgcgct
gecgtccgegce
acgggegega
gcagcggags
cgcceecgeg

ga

ctgaggccgc
gcgagcgagc
cagtcgataa
cccgggacgce
aagtgggttt
acccactgga
ggaggggaaa
tgccttcegec
cgtcactcgc
ccgeeggecc
atctgcgcetg
tcgtgtcegtg
tcctggccag
aaacttaagc
acaagtttgt

ggatccggta

gggccccgac
ggcagegggec
gcggggctgg
accaaggacg
ccaaaaactg
actgatgaga
gacccaagac

tacgacggca

agtgccttcg
gacgtcactc
cgececgeeggc
ccatctgcgce
agtcgtgtcg

gctcctggec

ccgggcaaag
gcgcagagag
ctataacggt
gtcaattgac
taggaccagg
caagcaccca
caggatgcgg
cccgectggce
cggtcccccg
agccggaccg
cggegeeggc
cctgagagcg
accaccccta
ttggtaccgg
acaaaaaagc
ccgaggagat
gcgegegggt
gataggggss
acgacacgga
gctgggttta
gaaaaagaaa
acggacaagt
tggecgtttac

gcaccactgc

ccccecgectg
gccggtcccc
ccagccggac
tgcggcegecg
tgcctgagag

agaccacccc

cccgggegtc
ggagtggcca
cctaaggtag
tacaaaccga
atgaggcggsg
acccccattc
cgaggcgcegt
ggcgegegec
caaactcccc
caccacgcga
gactcagcgc
cagctgtgct
ggaccccctg
ccgectgeggc
aggctttaaa
ctgccgecgce
ctcgtttgga
ccaggtgcct
cagtgaggac
ctacgccaat
acgagtggca
gttttttgtt
tgtggatgat

catggaaatt

240

300

360

420

480

540

572

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440



ctccagggcc
gggttcgaaa
aacatggcaa
gtagaagcaa
ttcaaggcca
ccctggagtc
ttctaccttg
gtggtctcct
ttcagtcgcc
aagctctgca
acgtcgaacg
gtgtacacac
gccaccaccg
aacaactgct
ctgtgggcgc
gagctcagag
gggctgggcec
gcagtcacaa
aagtatcact
gtttgaaagt
aattctcttt
accacggcca
tgttcactgc
actgagccag
ggatgacagt
gtcatagact
caaatcattc
caggatattt
gtctcagttc
cttaataaaa
tgccttctag
aaggtgccac
gtaggtgtca

aagacaatag

gggatttcac
ccgccaagtc
gggcgagtga
tgaccctgga
agaatgtgcc
tcaccaaaga
tccagctcct
cagagtccca
tctctccaac
acatcctctt
cagtgcatcc
tgctgtttac
tgtactgtgc
gccgectgceat
tcagcgagag
cggatgggca
ccttccaaat
cagagtgaaa
tttctggggc
aaaaacctgc
cttttactgt
ccactgcagc
tccttgetgc
cttagcaact
gacacccaga
cctttgctaa
cttagatacc
tggggegcag
tcttgetttc
gaacatgctt
ttgccagcca
tcccactgtc
ttctattctg

caggcatgct

tggcaaagtg
ttttgccctc
agcagtgtca
cctcgctctg
tcttcatgtg
tggcctggag
ccaggatgtt
tcgatttaca
aaaaaacgac
ctccaacgag
tggaaatatg
cttggcgagg
tgctgtccca
gccctcacca
gctgatccaa
cacacacccg
gtccctccaa
aatcttaagt
tgggctaggc
ttggtgtgta
tatagaatag
cgggggctgg
attgatccag
gctggggaga
gggagtagaa
tgctatgcaa
ttgaaaggca
agaataaaac
acattgtact
gaatatcatt
tctgttgttt

ctttcctaat

ggggeteess

ggggatgcegg

gttgtggtca
catggtgcac
cgcattttag
ctccgtagceg
cttgtgtgca
accacctttc
ttgtgeccgcet
gatattaacg
tattgggcga
ctgcaccgtc
atgtactcca
cctttcacca
gaactggagg
gaagctcaga
gaacggcttg
ccctgtgtgt
cacagatccg
accaatggga
ataggtctct
ggttccgtat
cctgaggtcc
ccttctccta
gagataattg
caaatctcag
tacgcagaac
aaaattcttt
ggaagggaag
gttagttaat
taaacctcct
gagtttaaac
gcccctececc
aaaatgagga

tggggcagga

tgggctctat

ctggagctaa
atgtgatctt
aagaatggca
tgcagcattt
acgcagcaac
aagtgaatca
cagctcctgce
actccttggg
tgctggctta
gcctcetcccc
acattcatcg

agtccatgca

gtctgggagg
gcgaagagac
gcagccagtc
gtcccctcac
caagagtaaa
agcagggaat
ttgctttctg
ctccctggag
cctcgtccca
cttagggaag
tttcattcat
aaccttgtcc
taccaggtgg
agagattata
cgtatatact
ccctttgtcet
gctgtgectc
ccgctgatca
cgtgecttcec
aattgcatcg

cagcaaggsgs

ggcttctgag

ttcaggaata
ggcctgeagg
taaagccaag
tgctgaagca
ttttgctcta
tctggggcac
ccgtgtcatt
aaaactggac

taacaggtcc

acgcggggtc
cagctggtgg
acagggagct
gatgtacttc
ggcccggacc
cggctaagtg
gcaagtgcca
ggaaataaga
tcctggggta
gtggtggect
aagcaccagc
tccagctacc
aaaaagcaag
cctgaccaag
cagccagtga
caaagtactt
acaaattttt
taagaataca
gtcaatcaca
gcatcctatg
gcctcgactg
ttgaccctgg

cattgtctga

gaggattggg

gcggaaagaa

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460

2520

2580

2640

2700

2760

2820

2880

2940

3000

3060

3120

3180

3240

3300

3360

3420

3480



ccagatcctc
ggccgeagga
ctgaggccgg
gcgagegagce
tgtgcggtat
attaagcgcg
agcgcccgcet
tcaagctcta
ccccaaaaaa
ttttcgecect
aacaacactc
ggcctattgg
attaacgttt
aagccagccc
ggcatccgct
accgtcatca
taatgtcatg
cggaacccct
ataaccctga
ccgtgtcgcec
aacgctggtg
actggatctc
gatgagcact
agagcaactc
cacagaaaag
catgagtgat
aaccgctttt
gctgaatgaa
aacgttgcgc
agactggatg
ctggtttatt
actggggcca
aactatggat
gtaactgtca

atttaaaagg

tcttaaggta
acccctagtg
gcgaccaaag
gcgcagctgce
ttcacaccgc
gcgggtgtgg
cctttegett
aatcggggsgc
cttgatttgg
ttgacgttgg
aaccctatct
ttaaaaaatg
acaattttat
cgacacccgc
tacagacaag
ccgaaacgcg
ataataatgg
atttgtttat
taaatgcttc
cttattccct
aaagtaaaag
aacagcggta
tttaaagttc
ggtcgccgca
catcttacgg
aacactgcegg
ttgcacaaca
gccataccaa
aaactattaa
gaggcggata
gctgataaat
gatggtaagc
gaacgaaata
gaccaagttt

atctaggtga

gcatcgagat
atggagttgg
gtcgcccgac
ctgcaggggc
atacgtcaaa
tggttacgcg
tcttececttc
tccctttagg
gtgatggttc
agtccacgtt
cgggctattc
agctgattta
ggtgcactct
caacacccgc
ctgtgaccgt
cgagacgaaa
tttcttagac
ttttctaaat
aataatattg
tttttgeggc
atgctgaaga
agatccttga
tgctatgtgg
tacactattc
atggcatgac

ccaacttact

tgggggatca
acgacgagcg
ctggcgaact
aagttgcagg
ctggagccgg
cctcccgtat
gacagatcgc
actcatatat

agatcctttt

ttaaattagg
ccactccctc
gcccgggcett
gcctgatgeg
gcaaccatag
cagcgtgacc
ctttctcgcec
gttccgattt
acgtagtggg
ctttaatagt
ttttgattta
acaaaaattt
cagtacaatc
tgacgcgccc
ctccgggagc
gggcctcgtyg
gtcaggtggc
acattcaaat
aaaaaggaag
attttgectt
tcagttgggt
gagttttcgc
cgcggtatta
tcagaatgac
agtaagagaa
tctgacaacg
tgtaactcgc
tgacaccacg
acttactcta
accacttctg
tgagcgtggg
cgtagttatc
tgagataggt
actttagatt

tgataatctc

gataacaggg
tctgecgegcet
tgcccgggeg
gtattttctc
tacgcgccct
gctacacttg
acgttcgccg
agtgctttac
ccatcgccct
ggactcttgt
taagggattt
aacgcgaatt
tgctctgatg
tgacgggctt
tgcatgtgtc
atacgcctat
acttttcggg
atgtatccgc
agtatgagta
cctgtttttg
gcacgagtgg
cccgaagaac
tcccgtattg
ttggttgagt
ttatgcagtg
atcggaggac
cttgatcgtt
atgcctgtag
gcttccecggce
cgctcggccc
tctcgeggta
tacacgacgg
gcctcactga
gatttaaaac

atgaccaaaa

taatggcgcg
cgctcgctca
gcctcagtga
cttacgcatc
gtagcggcegc
ccagcgccct
gctttccccg
ggcacctcga
gatagacggt
tccaaactgg
tgccgatttc
ttaacaaaat
ccgcatagtt
gtctgctccc
agaggttttc
ttttataggt
gaaatgtgcg
tcatgagaca
ttcaacattt
ctcacccaga
gttacatcga
gttttccaat
acgccgggea
actcaccagt
ctgccataac
cgaaggagct
gggaaccgga
caatggcaac
aacaattaat
ttccggectgg
tcattgcagc
ggagtcaggc
ttaagcattg
ttcattttta

tcccttaacg

3540

3600

3660

3720

3780

3840

3900

3960

4020

4080

4140

4200

4260

4320

4380

4440

4500

4560

4620

4680

4740

4800

4860

4920

4980

5040

5100

5160

5220

5280

5340

5400

5460

5520

5580



tgagttttcg
teccttttttt
ggtttgtttg
agcgcagata
ctctgtagca
tggcgataag
gcggtcgggc
cgaactgaga
ggcggacags

agggggaaac

tcgatttttg

ctttttacgg

ttccactgag
ctgcgcgtaa
ccggatcaag
ccaaatactg
ccgcctacat
tcgtgtctta
tgaacggggsg
tacctacagc
tatccggtaa
gcctggtatc
tgatgctcgt

ttcctggect

cgtcagaccc
tctgetgett
agctaccaac
tccttctagt
acctcgctct
ccgggttgga
gttcgtgcac
gtgagctatg
gcggcagggt
tttatagtcc

cagggeesce

tttgctggcec

cgtagaaaag
gcaaacaaaa
tectttttecg
gtagccgtag
gctaatcctg
ctcaagacga
acagcccagc
agaaagcgcc
cggaacagga
tgtcgggttt
gagcctatgg

ttttgctcac

atcaaaggat
aaaccaccgc
aaggtaactg
ttaggccacc
ttaccagtgg
tagttaccgg
ttggagcgaa
acgcttcccg
gagcgcacga
cgccacctct
aaaaacgcca

atgt

cttcttgaga
taccagcggt
gcttcagcag
acttcaagaa
ctgctgccag
ataaggcgca
cgacctacac
aagggagaaa
gggagcttcc
gacttgagcg

gcaacgcggc

5640

5700

5760

5820

5880

5940

6000

6060

6120

6180

6240

6284
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