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Normal development may precede subsequent delay or 
regression following seizure onset. Variable degrees of 
intellectual disability is seen with ~ 50% having a severe 
form. Behavioral abnormalities are also seen in some 
individuals.

The expression of voltage-gated sodium channels 
(NaVs) is key for initiation and conduction of action 
potentials in excitable cells such as skeletal muscle and 
neurons [4]. Neurons typically express multiple NaV 
isoforms. Loss-of-function (LoF) and gain-of-func-
tion (GoF) of voltage-gated sodium channels can lead 
to a wide spectrum of phenotypes. SCN8A (NaV1.6; 
OMIM 600702) is one of nine human genes encod-
ing voltage-gated sodium channel α-subunits more 
recently implicated in epilepsy [5]. SCN8A variants in 
patients with epilepsy primarily result in GoF in Nav1.6 

Background
Pathogenic genomic variations in SCN8A can cause a 
spectrum of neurological phenotypes characterized by 
developmental delay, early onset multivariate seizure 
types, intractable epilepsy, movement disorders and 
other neurological manifestations [1–3]. Psychomotor 
development varies from normal to abnormal from birth. 
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Abstract
Background SCN8A-related disorders are a group of variable conditions caused by pathogenic variations in SCN8A. 
Online Mendelian Inheritance in Man (OMIM) terms them as developmental and epileptic encephalopathy 13, benign 
familial infantile seizures 5 or cognitive impairment with or without cerebellar ataxia.

Methods In this study, we describe clinical and genetic results on eight individuals from six families with SCN8A 
pathogenic variants identified via exome sequencing.

Results Clinical findings ranged from normal development with well-controlled epilepsy to significant 
developmental delay with treatment-resistant epilepsy. Three novel and three reported variants were observed in 
SCN8A. Electrophysiological analysis in transfected cells revealed a loss-of-function variant in Patient 4.

Conclusions This work expands the clinical and genotypic spectrum of SCN8A-related disorders and provides 
electrophysiological results on a novel loss-of-function SCN8A variant.
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and hyperexcitability of neurons in the central nervous 
system [6]. Evaluation of the phenotype and genotype 
spectrum in SCN8A-related disorders suggests that GoF 
mutations are associated with severe epileptic encepha-
lopathy, while LoF mutations cause intellectual disabil-
ity with or without seizures. Sodium channel-blocking 
agents are effective on different levels in the treatment 
of seizures in GoF mutations. Anti-sense oligonucleotide 
therapy is in clinical trials for GoF variants and several 
treatment modalities are being explored in research 
including transfected cell lines and mouse models [7]. 
Targeted and genome-wide next-generation sequencing 
(NGS) has significantly increased the number of families 
identified with SCN8A-related disorders, allowing scien-
tists to prioritize functional studies and develop a better 
understanding of the phenotypic spectrum [3].

In this case series, we would like to add to the grow-
ing clinical and genetic data of over 500 individuals with 
SCN8A-related disorders by reporting 8 affected individ-
uals with variable phenotypes including one family with 
a previously published variant associated with treatable 
epilepsy, as well as, novel variants in SCN8A identified 
by exome sequencing. We establish functional evidence 
for a LoF SCN8A variant by using electrophysiological 
analyses in a patient with intellectual disability, autism 
spectrum disorder, and abnormal EEG. The patient also 
presented a co-occurring variant of unknown signifi-
cance in KCNQ3.

Methods
Six families seen at neurology clinic, British Columbia 
Children’s Hospital were enrolled in the study. Exome 
sequencing was performed on the probands. Informed 
consent was obtained for the use of clinical and research 
findings for publication. The study has the approval from 
Institutional Ethics Committee (protocol number H14-
01531). Clinical and molecular details of patients are 
summarized in Table 1. Detailed case description can be 
found in the Additional file 1.

Exome sequencing
Exome sequencing was performed in all the families. 
Detailed methodology and steps followed for exome 
sequencing wet lab and data analysis has been previously 
described [8]. Sanger sequencing to validate the variants 
and to determine the segregation in the families was per-
formed [9].

Functional validation of SCN8A
The functional consequence of the SCN8A, c.971G>A 
(p.Cys324Tyr) variant was examined in vitro by heter-
ologous protein expression in Human Embryonic Kid-
ney cells (HEK-293). The electrophysiological properties 
of the HEK-293 cells expressing the p.Cys324Tyr protein 

were compared to control cells expressing either the 
wild-type protein or empty expression vector. Functional 
studies were not performed for the KCNQ3 variant in 
Patient 4.

Results
We studied eight patients from six families (males = 3, 
females = 5) with SCN8A heterozygous mutations. The 
phenotype ranged from DEE (n = 2), treatment respon-
sive (n = 5) and an unclassified epilepsy phenotype, with 
possible clinical seizures in Patient 4. The age of seizure 
onset ranged from 3 months to 10 years. Individuals with 
DEE and an unclassified epilepsy phenotype presented 
with profound to severe intellectual disability and severe 
global developmental delay. Individuals with treatment 
responsive epilepsy were intellectually and developmen-
tally within normal limits. Patient 4 had GDD and autism 
as a primary clinical phenotype with an abnormal EEG 
and possible clinical seizures. Treatment with valproic 
acid had improved EEG characteristics in the past. Four 
of them are seizure-free on monotherapy of carbam-
azepine and one with topiramate and clobazam. Exome 
sequencing identified three known and three novel het-
erozygous missense variations in SCN8A. Patient 4 also 
had a heterozygous, de novo, missense VUS in KCNQ3. 
Functionally, we observed a LoF, two GoF and three 
unclassified SCN8A variants. Electrophysiological analy-
ses of the SCN8A variant in transfected cells revealed a 
LoF effect in Patient 4 (Fig. 1.).

Discussion
SCN8A variants typically result in a moderate-severe epi-
leptic encephalopathy, and account for 1% of the child-
hood epileptic encephalopathies [1]. The median age of 
seizures onset is typically 5 months (range: postnatal day 
1 to 18 months of age) with multiple seizure types. The 
majority of affected patients have mild to severe global 
developmental delay. Abnormal tone, and abnormal 
movements may also be present [10]. In our cohort of 
eight individuals from six families with SCN8A-related 
disorders, we observed an age of onset ranging from 3 
months to 10 years with severe to no clinical seizures. 
Developmental outcomes varied from profound develop-
mental delay with intellectual disability and behavioural 
abnormalities to normal development. Developmental 
delay and age of onset of seizures did not seem to have a 
correlation in our cohort [11]. The seizure semiology in 
SCN8A-related disorders is variable, including focal sei-
zures, tonic-clonic seizures, epileptic spasms, clonic sei-
zures, absence, and myoclonic seizures [10, 12]. Patients 
with SCN8A mutations also have a high incidence of Sud-
den Unexpected Death in Epilepsy (SUDEP) [13, 14]. We 
noted a seizure course ranging from self-resolving focal 
seizures to Lennox-Gastaut syndrome (LGS) manifesting 



Page 3 of 7Hebbar et al. BMC Neurology           (2024) 24:31 

Pa
tie

nt
 1

Pa
tie

nt
 2

Pa
tie

nt
 2

 - 
si

bl
in

g
Pa

tie
nt

 2
 - 

fa
th

er
Pa

tie
nt

 3
Pa

tie
nt

 4
Pa

tie
nt

 5
Pa

tie
nt

 6

A
ge

 (fi
rs

t s
ee

n)
4 

m
on

th
s

3 
m

on
th

s
2 

w
ee

ks
N

A
14

 m
on

th
s

3 
ye

ar
s

6–
7 

m
on

th
s

10
 y

ea
rs

A
ge

 (l
as

t s
ee

n)
17

 y
rs

7 
yr

s
4 

yr
s

40
 y

rs
6 

yr
s

7 
yr

s
8 

yr
s

20
 y

rs

Et
hn

ic
ity

Ca
uc

as
ia

n
Ca

uc
as

ia
n

Ca
uc

as
ia

n
Ca

uc
as

ia
n

Ca
uc

as
ia

n
Ca

uc
as

ia
n

In
di

an
In

di
an

Se
x

Fe
m

al
e

Fe
m

al
e

M
al

e
M

al
e

Fe
m

al
e

Fe
m

al
e

M
al

e
Fe

m
al

e

Fa
m

ily
 h

is
to

ry
Pa

te
rn

al
 c

ou
sin

 w
ith

 e
pi

le
ps

y
Fa

th
er

 a
nd

 b
ro

th
er

 w
ith

 sa
m

e 
co

nd
iti

on
Si

bl
in

g 
of

 P
at

ie
nt

 2
Fa

th
er

 o
f P

at
ie

nt
 2

Fa
th

er
 w

ith
 2

 fe
br

ile
 se

izu
re

s, 
on

 v
al

pr
oi

c 
ac

id
 ti

ll 
4 

ye
ar

s 
of

 a
ge

N
A

N
on

e
N

on
e

Ep
ile

ps
y 

di
ag

no
si

s
D

EE
Tr

ea
tm

en
t r

es
po

ns
iv

e
Tr

ea
tm

en
t r

es
po

ns
iv

e
Tr

ea
tm

en
t r

es
po

ns
iv

e
Tr

ea
tm

en
t r

es
po

ns
iv

e
U

nc
la

ss
ifi

ed
D

EE
Tr

ea
tm

en
t r

es
po

ns
iv

e

G
en

et
ic

 d
ia

gn
o-

si
s (

SC
N

8A
)*

N
M

_0
01

33
02

60
.2

:c.
12

38
C 

> 
A 

(p
.(A

la
41

3A
sp

)
N

M
_0

01
33

02
60

.2
:c.

56
30

A 
> 

G
 

(p
.A

sn
18

77
Se

r)
N

M
_0

01
33

02
60

.2
:c.

56
30

A 
> 

G
 

(p
.A

sn
18

77
Se

r)
N

M
_0

01
33

02
60

.2
:c.

56
30

A 
> 

G
 

(p
.A

sn
18

77
Se

r)
N

M
_0

01
33

02
60

.2
:c.

44
47

G
 >

 A
 

(p
.G

lu
14

83
Ly

s)
N

M
_0

01
33

02
60

.2
:c.

97
1G

 >
 A

 
(p

.C
ys

32
4T

yr
)

N
M

_0
01

33
02

60
.2

:c.
77

3C
 >

 T 
(p

.(T
hr

25
8I

le
))

N
M

_0
01

33
02

60
.2

:c.
98

6A
 >

 G
 

(p
.(A

sp
32

9G
ly

))

Zy
go

si
ty

H
et

er
oz

yg
ou

s
H

et
er

oz
yg

ou
s

H
et

er
oz

yg
ou

s
H

et
er

oz
yg

ou
s

H
et

er
oz

yg
ou

s
H

et
er

oz
yg

ou
s

H
et

er
oz

yg
ou

s
H

et
er

oz
yg

ou
s

CA
D

D
 sc

or
e

29
25

.4
25

.4
25

.4
31

27
.2

26
.5

25

In
he

rit
an

ce
D

e 
no

vo
Pa

te
rn

al
Pa

te
rn

al
N

A
D

e 
no

vo
D

e 
no

vo
D

e 
no

vo
D

e 
no

vo

Fu
nc

tio
n

U
nk

no
w

n
G

ai
n-

of
-fu

nc
tio

n
G

ai
n-

of
-fu

nc
tio

n
G

ai
n-

of
-fu

nc
tio

n
G

ai
n-

of
-fu

nc
tio

n
Lo

ss
-o

f-f
un

ct
io

n
U

nk
no

w
n

U
nk

no
w

n

Bi
rt

h 
hi

st
or

y
U

ne
ve

nt
fu

l
M

at
er

na
l p

re
ec

la
m

ps
ia

 
w

ith
ou

t c
om

pl
ic

at
io

ns
M

at
er

na
l p

re
ec

la
m

ps
ia

 
w

ith
ou

t c
om

pl
ic

at
io

ns
N

A
U

ne
ve

nt
ul

N
A

M
at

er
na

l g
es

ta
tio

na
l 

hy
po

th
yr

oi
di

sm
, d

ia
be

te
s 

an
d 

hy
pe

rt
en

sio
n

U
ne

ve
nt

fu
l

N
ov

el
ty

 o
f t

he
 

va
ria

nt
 (C

lin
Va

r 
Va

ria
tio

n 
ID

)

N
ov

el
 u

nr
ep

or
te

d
Kn

ow
n 

(1
30

25
2)

, A
na

nd
 2

01
6,

 
Pa

rri
ni

 2
01

6,
 B

ut
le

r 2
01

7
Kn

ow
n 

(1
30

25
2)

, A
na

nd
 2

01
6,

 
Pa

rri
ni

 2
01

6,
 B

ut
le

r 2
01

7
Kn

ow
n 

(1
30

25
2)

, A
na

nd
 2

01
6,

 
Pa

rri
ni

 2
01

6,
 B

ut
le

r 2
01

7
Kn

ow
n 

(2
53

19
5)

, G
ar

de
lla

 
20

16
Kn

ow
n 

(1
69

92
02

), 
En

ci
na

s 
20

20
Kn

ow
n 

un
re

po
rt

ed
 (5

59
63

2 
- s

ub
m

itt
er

 B
CC

H
R)

Kn
ow

n 
un

re
po

rt
ed

 
(1

51
88

87
)

In
te

lle
ct

ua
l 

di
sa

bi
lit

y
Pr

of
ou

nd
N

on
e

N
on

e
N

on
e

N
or

m
al

Ye
s

Ye
s

N
or

m
al

D
ev

el
op

m
en

t
G

D
D

N
or

m
al

N
or

m
al

N
or

m
al

N
or

m
al

Se
ve

re
 G

D
D

G
D

D
N

or
m

al

A
ge

 a
t s

ei
zu

re
 

on
se

t
4 

m
on

th
s

3 
m

on
th

s
7 

m
on

th
s

6 
m

on
th

s
12

 m
on

th
s

un
ce

rt
ai

n
6–

7 
m

on
th

s
10

 y
rs

Se
iz

ur
e 

ty
pe

 a
t 

on
se

t
IS

, s
ta

rri
ng

 sp
el

ls,
 

hy
ps

ar
rh

yt
hm

ia
Su

dd
en

 a
rc

hi
ng

 o
f b

ac
k,

 
st

iff
ne

ss
, c

ho
ki

ng
 so

un
ds

, 
fro

th
in

g,
 g

re
yi

sh
 d

isc
ol

or
at

io
n 

of
 th

e 
bo

dy

St
iff

ne
ss

, c
lic

ki
ng

 so
un

ds
 w

ith
 

ey
es

 c
lo

se
d,

 b
od

y 
tu

rn
ed

 
lig

ht
 g

ra
y

N
A

To
ni

c 
st

iff
en

in
g 

w
ith

 su
pe

rim
-

po
se

d 
tre

m
or

 w
ith

 e
ye

s o
pe

n 
an

d 
un

re
sp

on
siv

e

po
ss

ib
le

 c
lin

ic
al

 se
izu

re
Ar

re
st

 o
f a

ct
iv

ity
 w

ith
 e

ye
lid

 
flu

tte
rin

g 
la

st
in

g 
fo

r a
 fe

w
 

se
co

nd
s

H
ea

d 
an

d 
ey

e 
de

vi
at

io
n 

to
 

th
e 

le
ft,

 fa
ce

 p
ul

lin
g 

to
 th

e 
le

ft,
 a

rc
he

d 
ba

ck
 a

nd
 fa

lli
ng

 
to

 th
e 

le
ft 

sid
e 

slo
w

ly
 to

 th
e 

gr
ou

nd
, im

pa
ire

d 
aw

ar
en

es
s

Co
ur

se
 o

f s
ei

zu
re

LG
S 

m
an

ife
st

in
g 

im
pa

ire
d 

aw
ar

en
es

s s
ei

zu
re

s, 
at

yp
ic

al
 

ab
se

nc
e 

se
izu

re
s, 

G
TC

S,
 e

pi
-

le
pt

ic
 sp

as
m

s, 
no

n-
co

nv
ul

siv
e 

st
at

us
 e

pi
le

pt
ic

us

Se
lf 

re
so

lv
in

g 
fo

ca
l s

ei
zu

re
s 

fo
llo

w
ed

 b
y 

fa
tig

ue
Fo

ca
l s

ei
zu

re
N

A
Fo

ca
l s

ei
zu

re
s. 

A 
co

up
le

 o
f 

ep
iso

de
s o

cc
ur

re
d 

al
on

g 
w

ith
 

fe
br

ile
 il

ln
es

s.

-
Ab

se
nc

e 
se

izu
re

s
Fo

ca
l s

ei
zu

re
s w

ith
 im

pa
ire

d 
aw

ar
en

es
s

A
ge

 a
t E

EG
12

 y
rs

15
 m

on
th

s
N

A
N

A
18

 m
on

th
s

1 
ye

ar
 - 

N
or

m
al

1.
5 

yr
s

14
 y

rs

EE
G

 fi
nd

in
g

Sl
ow

 d
ys

rh
yt

hm
ic

 b
ac

k-
gr

ou
nd

, b
ifr

on
ta

l s
lo

w
in

g,
 

fro
nt

al
 sp

ik
e 

an
d 

slo
w

 w
av

e,
 

L >
 R

, le
ft 

oc
ci

pi
ta

l s
ha

rp
 a

nd
 

slo
w

 w
av

es
, n

o 
su

bc
lin

ic
al

 
se

izu
re

s

N
or

m
al

N
A

N
A

N
or

m
al

2 
yr

s -
 D

ys
rh

yt
hm

ic
 b

as
al

 
ga

ng
lia

 o
cc

as
io

na
l g

en
er

al
-

ize
d 

pa
ro

xy
sm

al
 d

el
ta

 w
av

es
 

in
 sl

ee
p,

 fr
eq

ue
nt

 sh
ar

p 
w

av
es

 in
 L

 te
m

po
ra

l i
n 

dr
ow

sy
/s

le
ep

 w
ith

 d
ip

ol
e 

co
nfi

gu
ra

tio
n

Fr
eq

ue
nt

 g
en

er
al

ize
d 

fra
gm

en
ta

ry
 sp

ik
e 

an
d 

w
av

e 
an

d 
at

yp
ic

al
 sp

ik
e 

an
d 

w
av

e 
ac

tiv
ity

 m
ax

im
al

 in
 th

e 
bi

la
te

ra
l a

nt
er

io
r q

ua
dr

an
ts

 
of

 d
ro

w
sin

es
s a

nd
 sl

ee
p

N
or

m
al

D
ur

at
io

n 
of

 
se

iz
ur

e
45

m
in

2-
6m

in
3m

in
N

A
2-

3m
in

-
3s

ec
10

-1
5s

ec

Fr
eq

ue
nc

y 
of

 
se

iz
ur

e
2–

3 
a 

da
y

2–
3 

a 
w

ee
k

1 
ep

iso
de

N
A

3–
4 

a 
m

on
th

-
1–

2 
a 

da
y

3 
a 

m
on

th

Ta
bl

e 
1 

Cl
in

ic
al

 a
nd

 m
ol

ec
ul

ar
 fe

at
ur

es
 o

f s
ub

je
ct

s w
ith

 S
CN

8A
 v

ar
ia

tio
ns



Page 4 of 7Hebbar et al. BMC Neurology           (2024) 24:31 

Pa
tie

nt
 1

Pa
tie

nt
 2

Pa
tie

nt
 2

 - 
si

bl
in

g
Pa

tie
nt

 2
 - 

fa
th

er
Pa

tie
nt

 3
Pa

tie
nt

 4
Pa

tie
nt

 5
Pa

tie
nt

 6

Se
iz

ur
e 

co
nt

ro
l

Tr
ea

tm
en

t r
es

ist
an

ce
 fo

r 
m

an
y 

ye
ar

s. 
N

ow
 u

nd
er

 
co

nt
ro

l.

Se
izu

re
-fr

ee
Se

izu
re

-fr
ee

Se
izu

re
-fr

ee
Se

izu
re

-fr
ee

N
o 

cl
in

ic
al

 se
izu

re
s

G
oo

d
Se

izu
re

-fr
ee

O
th

er
 c

lin
ic

al
 

fin
di

ng
s

H
yp

er
ki

ne
tic

 m
ov

em
en

ts
 

(c
ho

re
o-

at
he

to
ic

), 
hy

po
to

ni
a,

 
co

rt
ic

al
 v

isu
al

 im
pa

irm
en

t, 
sle

ep
 d

iso
rd

er
, n

on
-v

er
ba

l, 
sc

ol
io

sis
, s

pa
st

ic
 q

ua
dr

ap
ar

e-
sis

, s
tra

bi
sm

us
, G

-tu
be

 fe
d

N
on

e
N

on
e

N
on

e
N

on
e

O
ve

rri
di

ng
 to

es
, d

ro
ol

in
g,

 
m

ic
ro

ce
ph

al
y, 

co
rre

ct
ed

 
st

ra
bi

sm
us

, f
ar

 si
gh

te
d,

 z
on

-
in

g 
ou

t s
pe

lls
, o

ne
 e

pi
so

de
 

of
 le

th
ar

gi
c, 

fe
br

ile
, s

ha
ki

ng
, 

?e
ye

s r
ol

lin
g 

ba
ck

Pr
ev

io
us

 h
ist

or
y 

of
 a

ta
xi

c 
ga

it
H

yp
er

ki
ne

tic
 m

ov
em

en
t 

di
so

rd
er

, p
re

vi
ou

sly
 e

va
lu

-
at

ed
 fo

r d
ay

tim
e 

en
ur

es
is 

as
 a

 c
hi

ld

Be
ha

vi
or

al
 

ab
no

rm
al

iti
es

N
on

e
N

on
e

N
on

e
N

on
e

N
on

e
Au

tis
m

. B
eh

av
io

r d
es

cr
ib

ed
 

as
 im

pu
lsi

ve
 w

ith
 h

ig
h 

de
gr

ee
 o

f m
ot

or
 a

ct
iv

ity
.

AD
H

D
N

on
e

Tr
ea

tm
en

t 
re

sp
on

se
G

oo
d

G
oo

d
G

oo
d

G
oo

d
G

oo
d

-
G

oo
d

G
oo

d

Cu
rr

en
t 

tr
ea

tm
en

t
Cl

on
az

ep
am

Ca
rb

am
az

ep
in

e
Ca

rb
am

az
ep

in
e

Ca
rb

am
az

ep
in

e
N

on
e.

 W
ea

ne
d 

off
 to

pi
ra

m
at

e.
N

on
e

Et
ho

su
xi

m
id

e,
 a

ce
ta

zo
l-

am
id

e,
 b

ip
he

nt
in

Ca
rb

am
az

ep
in

e

Pa
st

 A
SM

Vi
ga

ba
tri

n,
 A

C
TH

, c
ar

ba
-

m
az

ep
in

e,
 la

m
ot

rig
in

e,
 

le
vi

te
ra

ce
ta

m
, n

itr
az

ep
am

, 
ox

ca
rb

am
az

ip
in

e,
 to

pi
ra

m
at

e,
 

va
lp

ro
ic

 a
ci

d,
 c

lo
na

ze
pa

m
, 

ph
en

yt
oi

n,
 C

BD
 o

il, 
ke

to
ge

ni
c 

di
et

N
on

e
N

on
e

H
e 

w
as

 tr
ie

d 
to

 w
ea

n 
on

 
ca

rb
am

az
ep

in
e 

tw
ic

e 
at

 5
 

yr
s a

nd
 1

9 
yr

s b
ut

 fa
ile

d 
bo

th
 

tim
es

. N
ow

 h
e 

ta
ke

s 4
00

 m
g 

tw
ic

e 
da

ily

To
pi

ra
m

at
e,

 c
lo

ba
za

m
Va

lp
ro

ic
 a

ci
d 

im
pr

ov
ed

 E
EG

 
ab

no
rm

al
ity

La
m

ot
rig

in
e,

 le
ve

tir
ac

et
am

N
on

e

Br
ai

n 
M

RI
W

hi
te

 m
at

te
r v

ol
um

e 
lo

ss
 a

nd
 

de
la

ye
d 

m
ye

lin
at

io
n

N
or

m
al

-
N

A
N

or
m

al
-

M
ild

 n
on

sp
ec

ifi
c 

T2
 h

yp
er

-
in

te
ns

e 
ch

an
ge

s w
ith

in
 th

e 
pe

rit
rig

on
al

 w
hi

te
 m

at
te

r

N
or

m
al

A
ge

 a
t b

ra
in

 M
RI

2 
yr

s
8 

m
on

th
s

-
N

A
2 

yr
s

-
4 

yr
s

10
 y

rs

Ch
ro

m
os

om
al

 
m

ic
ro

ar
ra

y
N

or
m

al
N

or
m

al
-

-
N

or
m

al
N

or
m

al
-

-

O
th

er
 re

le
va

nt
 

in
ve

st
ig

at
io

ns
N

ew
bo

rn
 sc

re
en

in
g,

 p
la

sm
a 

an
d 

CS
F 

am
in

o 
ac

id
s a

nd
 

la
ct

at
e 

w
er

e 
no

rm
al

In
ci

de
nt

al
 h

om
oz

yg
ou

s 
be

ni
gn

 B
TD

 v
ar

ia
nt

. A
cy

l-
ca

rn
iti

ne
 sc

re
en

, m
et

ab
ol

ic
 

sc
re

en
 w

ith
 p

la
sm

a 
am

in
o 

ac
id

s, 
ne

w
bo

rn
 sc

re
en

in
g 

w
er

e 
no

rm
al

CB
C 

no
rm

al
N

A
-

Ad
di

tio
na

l h
et

er
oz

yg
ou

s, 
de

 n
ov

o,
 m

iss
en

se
 V

U
S 

in
 K

CN
Q

3,
 N

M
_0

04
51

9,
 

c.1
12

0C
 >

 G
 (p

.P
ro

37
4A

la
) 

(C
AD

D
 2

5.
7)

-
U

ltr
as

ou
nd

 re
na

l -
 sm

al
l 

ec
ho

ge
ni

c 
ab

no
rm

al
ity

 ju
st

 
to

 th
e 

rig
ht

 o
f t

he
 m

id
lin

e 
w

ith
in

 th
e 

bl
ad

de
r d

om
e.

 
Th

is 
m

ay
 re

pr
es

en
t a

n 
ur

ac
ha

l r
em

na
nt

.

A
bb

re
vi

at
io

ns
: *

G
en

om
e 

A
ss

em
bl

y G
RC

h3
7,

 D
EE

 D
ev

el
op

m
en

ta
l a

nd
 e

pi
le

pt
ic

 e
nc

ep
ha

lo
pa

th
y,

 G
D

D
 G

lo
ba

l d
ev

el
op

m
en

ta
l d

el
ay

, IS
 In

fa
nt

ile
 sp

as
m

s,
 LG

S L
en

no
x G

as
ta

ut
 sy

nd
ro

m
e,

 L 
Le

ft
, R

 R
ig

ht
, A

SM
 A

nt
i-s

ei
zu

re
 m

ed
ic

at
io

ns
, A

C
TH

 A
dr

en
oc

or
tic

ot
ro

pi
c 

ho
rm

on
e,

 C
BD

 C
an

na
bi

di
ol

, G
TC

S 
G

en
er

al
iz

ed
 to

ni
c-

cl
on

ic
 s

ei
zu

re
s,

 B
TD

 B
io

tin
id

as
e 

de
fic

ie
nc

y,
 N

A
 N

ot
 a

va
ila

bl
e,

 C
BC

 C
om

pl
et

e 
bl

oo
d 

co
un

t, 
- N

ot
 d

on
e,

 E
EG

 E
le

ct
ro

en
ce

ph
al

og
ra

m
, V

U
S 

Va
ria

nt
 o

f u
nk

no
w

n 
si

gn
ifi

ca
nc

e,
 V

PA
 V

al
pr

oi
c 

ac
id

, A
D

H
D

 
A

tt
en

tio
n-

de
fic

it 
hy

pe
ra

ct
iv

e 
be

ha
vi

or

Ta
bl

e 
1 

(c
on

tin
ue

d)

 



Page 5 of 7Hebbar et al. BMC Neurology           (2024) 24:31 

impaired awareness seizures, atypical absence seizures, 
generalized tonic-clonic seizures, epileptic spasms, and 
non-convulsive status epilepticus. The most common sei-
zure type has been focal seizures as observed in the ear-
lier reported patients [15].

The three novel variants are missense substitutions 
located on highly conserved transmembrane domains 1 
and 2 of NaV1.6 (Fig.  1.). SCN8A gene variants causing 
substitution of amino acid residues in the highly con-
served regions are often deleterious [1]. Three variants 
(those of Patient 2 [16, 17], Patient 3 [18], and Patient 
4 [19]) were described previously. The clinical features 
of patient 2, and 3 were similar to what was previously 
described. Patient 4’s variant although published did not 
have phenotype information available for comparison. 
Variants in Patient 5 and Patient 6 have been submitted 
to ClinVar [20] without any detailed phenotype descrip-
tions. It is important to note that individual differences 
in clinical manifestations can occur even with the same 
genetic variation.

LoF variants include an early stop-gain, indel frame-
shift or splice-site disruption resulting in truncated 
protein and reduced or abolished NaV1.6 function [21]. 
Missense changes causing GoF is the most common 
pathogenic mechanism for neuronal hyperexcitability 
and seizures. LoF is associated with cognitive impair-
ment, movement disorders, and autism with or with-
out seizures [22]. The clinical manifestations of SCN8A 
encephalopathy are likely reliant on the degree of GoF 
or LoF [23, 24]. GoF phenotypes include mild to severe 
epileptic encephalopathy. There are a few reported cases 
of benign or treatment-responsive infantile seizures with 
mild gain of function too [25]. We identified two GoF and 
a LoF variant with experimental evidence and three vari-
ations with unknown functional consequences. The elec-
trophysiological analyses performed on Patient 4, LoF 
SCN8A variant (p.Cys324Tyr), offer valuable insights into 
the pathogenesis of SCN8A-related disorders. By charac-
terizing the functional consequences of this variant, we 
provide evidence supporting its role in altering neuronal 
excitability and ion channel function. This information 

could potentially inform the development of targeted 
therapeutic strategies aimed at modulating ion chan-
nel activity to alleviate symptoms and improve patient 
outcomes.

In terms of the KCNQ3 variant in Patient 4, this vari-
ant was found to be a conserved amino acid and all 
in-silico analyses suggest the variant has a deleterious 
impact; however, the variant is novel and remains a vari-
ant of uncertain significance. Functional validation has 
not been performed. Pathogenic variations in KCNQ3 
have been associated with benign or self-limited familial 
neonatal and infantile seizures (OMIM 121201) [26, 27]. 
Individuals are typically normal and grow out of their 
seizures, usually without any neurological sequalae in 
adulthood. More recently KCNQ3 mutations are identi-
fied in patients with neurodevelopmental disorders and 
abnormal EEG [28]. Furthermore, alterations in this gene 
have been reported to act as risk factors for complex dis-
eases including other epilepsy types and autism spectrum 
disorder. Sands et al. delineated an electroclinical pheno-
type in 11 patients with 4 different heterozygous KCNQ3 
GoF variants. Most of them did not have clinical seizures 
[28]. Patient 4 had EEG abnormalities with only possible 
clinical seizures which could plausibly be due to complex 
underlying molecular mechanisms involving KCNQ3 and 
SCN8A.

Many early onset neurological diseases are now known 
to have a molecular basis. A genetic diagnosis can have 
strong implications for prognosis and treatment of epi-
lepsy [29]. Assessments of how often a genetic diagno-
sis has clinically actionable implications vary from 20 to 
60% [30, 31]. These comparisons highlight the variability 
in clinical presentations, epilepsy diagnoses, and genetic 
diagnoses among the patients with SCN8A pathogenic 
variations.

Intellectual disability, epilepsy, behavioral abnormali-
ties, and movement disorders belong to a complex set 
of conditions with both monogenic and multifactorial 
etiologies. Clinical overlap between heterogeneous phe-
notypes, pleiotropy, variable penetrance, and expres-
sivity makes genetic testing a huge challenge in these 

Fig. 1 A. Simplified diagram of NaV1.6 channel showing the locations of the variants identified in our cohort (novel mutations are in red font). B. HEK-
293 cells were transiently transfected with hNaV1.6 WT, hNaV1.6 C324Y, plasmid vector with no channel construct to look for functional effects of C324Y 
variant. C324Y peak current density (pA/pF) levels were significantly different from WT but not from Vector control
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families. We describe a cohort of SCN8A-related disor-
ders in this research work. The results of this study con-
tribute to expanding the clinical and genotypic spectrum 
of SCN8A-related disorders. By identifying three novel 
variants in SCN8A, we have enhanced our understanding 
of the genetic landscape associated with these disorders. 
The observed variability in clinical presentation further 
emphasizes the complex nature of SCN8A-related disor-
ders and highlights the need for personalized approaches 
to diagnosis, treatment, and genetic counseling. The 
functional data for p.Cys324Tyr confirms causation in 
SCN8A-related disorders.

Conclusions
In conclusion, our study adds to the clinical and geno-
typic spectrum of SCN8A-related disorders by identi-
fying novel variants and characterizing the functional 
consequence of p.Cys324Tyr. These findings underscore 
the importance of genetic testing in the diagnosis and 
management of individuals with SCN8A-related disor-
ders. The mechanistic insights gained from this study 
may guide the development of targeted therapeutic inter-
ventions to improve patient care and outcomes in this 
heterogeneous group of disorders.
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