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Copy number analysis of the SMN gene and genetic counseling
using the results in spinal muscular atrophy

Yuji Kubo *? ¥, Mayuri Tto ?, Ryoko Aoki ?, Kayoko Saito *?
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FRIPE A ZEMERE (SMA @ spinal muscular atrophy) 3% R AT A M O ZE MR X5 1 28k L AT 1
T 2 e T AR R B RS EREERB TH D, SMA ORI MEF L survival motor neuron
1 (SMNI) #{ETFTHY, FERBEEMEREITIVEIET Do MEINT SMNI #IEF K% (0T€—) R
FIEH T, AR IREEEICENELD, AR TR, BRNEREEOEIREELLPE
FRBA A0, SMA I~IVELEE S 33 BlicdBv>T SMNI #{zF& SMN2 BI{EF O~k <z, %
DR, FERIICEERERIZE SMNI BEF OREGHHI/NELRY, SMN2 #ETFOa—HAs L.
SMNI FAE TR 4 R UIZFERITLE, SMNI BAEF DR SHFHE SMN2 A5 T O — A EEE 0%
%D BER THolze SMN BETF O —EERITFER O E SR HEATOF HI SV F H C& T el 7R

F 17— R PRI EEMEE spinal muscular atrophy (SMA), SMN MHEF survival motor neuron (SMN)
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FRIRAYEIERE onset and clinical severity
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1 SMA OBEIEERRAEIR

SMA I # SMA I Z4

i
i SMAIVE!

Werdnig- Dubowitz J5 Kugelberg-Welander 5 % BRAEL
Hoffmann 73 (SMATLa%l) (SMAIIBEL)
BB ES e
Never sit Never stand Stand & walk alone Normal
FEL, BYRTOTERIEAYERIED I ONATRE 2 2 SMNBEFOEE
%39, WENIIRE DS <, 20 RUNGICRES S 2 (K1) By AP E— FuR 7o -
/N VR ER 25 5E @ SMA @ K | # {2 F & survival motor € [ !
neuron 1 (SMNI) BIEFTHY, FEEEWREIZLY
B % % SMNI BIZT 1355 5 Rt R 513 IO oty bt
L, FEESCARECER LR O SMN2 B{ETFHFHF
FETAH (E2)o TUXTENNLE TS SMNI EETFLEY
NI TENCALE B SMNZ BIZTFORICIE 5 DOEED g et @
EVHHY O FIRERICH exon TICEETS 1 EED ; ! ..... l ﬂu_ﬁ}_.
FEV (SMNI1 BFAEF X c.840C, SMN2 # {5 F 1 ¢.840T) exon8 exon? exon7 exong8
LEREL W © % 13E DBV exon 7 CORAT 54
TN =B R DTS L, SMN] BETFIEREED
SMNI EEEWRELEL, SMN2 BIEFid exon 78HEE WK« Fik
Rtz (A7) SMN2 BB ® R 85%, &R SMN2E (1) W&

EREM AR 15%EETS P % exon THEER S S
Z& SMN A7 13823 T Beshs % &
DEEEY D LR SN BN LY V32 E SMN 3%
BEREMIRORICEAEL, RNA ORBICHESLTWE Y,
¥7/2, SMN (SMN1, SMN2) BEFOTHICITHBO TR
bV 2% §HEEE % 2 — N % neuronal apoptosis
inhibitory protein (NAIP) BIZFHHEEL, SMADERE
BCHERSHHEEILNT NS O,

SMA D BEFHREEL LTI PCRRFLP E2HWT

SMNI BAZFREEFADFES— B THS 2, &
4E 1 Real time PCR # < Multiplex Ligation-dependent
Probe Amplification (MLPA) HE2HWTEEFOaY—
BB ATONA LR, SMN BEFOaY—HHYE
BOEFEELEERS L LV RERIL TN YT, X
kY —-TIEInE f‘%\’_ SMNI BEZFREERT SMA IZ
BT, BEERBIPBRNEERICEZED AEFATHED
LT3, ARFFETIE, ZORKIARY M AOKKEMEH
DIz SMNI BIEFREERTEFOIE—EEZ AN,
avha— v B Lce F7z, SMN E&IZTFE NAIP BiE
FOA—EOBENEREZEDIIEED TR T
FEHTEBRDITOVWTKRE L.

SMA I~IWVEEF 336 (18 158 0~648), I
B 781 (7~18 #8), A 94 (19 B~ 20 @&k,
VE 281 (20 ELLE)), T3 = 70 B (20 BELE),

20 U EOREEITOWTIEA Y T —ARI VLY MC
TRIEZFEL, 20 BREONHRELOVWTIRA Y T4 —
AF7EVI2HET, BAEEIERGEICEIAEEPSE
BEx2E, 32, AERERLXTFERAREGHEESES
DARFEEZVTTEBL,

(2) SMINT &{=F exon 7, NAIP E{EZF exon 5.
KERAT

%) DNA i34 145 QIAamp DNA Blood Mini Kit
(QIAGEN) %fvCHiHL, SRIEEDT100 ng / 41122
B X ICHEL 70 SMNI BETF exon 7 DREFEHIIE,
Lefebvre & ® PCRRFLP % AW THRAEZ{T 72919,
NAIP #fEF exon 5 OREFHICIE, Roy 50 PCR #:%
J 10, AT I SMA OEEFRIREL LT, ¥bvy—
TERBLTWS,

(3) MLPA =% i\ /= SUNBIEF, NAIPBEF
OB — S

SMN B1EF O ¥—E 121X SALSA MLPA KIT
P021-A1 SMA (MRC-Holland) Z V372, Fv Mok
SMNI #{ZF & SMN2 BETF exon 7 RN T O—T
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SMNI #{ZF-& SMN2 I exon 8 \HERH 7T 1—7,
SMNI #{rF& SMN2 #{5F exon 1, 4, 6, 8 \Z4FRR 2T
W7, SMN #HZF I O NAIP #5770 —
T AMDRBRIIF R 2T T ) T 7 VAL I BT T
TWEENT WS, MLPA FUGTHED DNA 75727 b
GeneMapper software v4.1 (Applied Biosystems) #JHv»
T ABI 3130 Genetic Analyzer (Applied Biosystems) C
T AT 0720

TER
(1) SMNT 3#E{&F exon 7, NAIP #{ZTF exon 5 &
SERAF
SMA #EF) 33 FlLZ 3BYAT SMN HHETF exon 7 DR IR

B3 orbb-—ib 70 GliCE 5 SMN EEF L3R

3:0, 1(1.4%) 3:1, 2(2.9%)

101

WaEAT, EEFNC BT SMNI #{ETF exon 7 DR
FETR L 720 SMA 130G 8 BlZ NAIP #{%F exon 5 @
REEEHERLIo
(2) MLPA & % Fvviz SMIN 5T 0 & — 84
1) ¥ bu—VicBir 5 SMNI 85T 2 ¥ — Uit
MLPA B iV ay ba—) b o SMN #15F (exon 1,
4,6,7 8 OaV—HE LI (H8)o SMNI HMIZTF,
SMN2 #B{ZF &€ 2 a¥—§ 24 00EH (SMNI :
SMN2 (a¥—%tt) = 2 : 2) b5, 36 6 (51.4%)
Cholze W SMNI #{5F% 2 a¥—, SMN2 #{5T%
1 9¥—=bDfEFI (SMNI © SMN2 = 2 1 1) %% 27 41(38.6%)
Cholze FDL2DODYA TN 0% % D720 SMNI IR
FE1av— (SMNI : SMN2 =1 :1) dLiE3aE—
HOREHI (SMNI : SMN2=3 :0or 1) <
SMN2 #{zF% 0 a¥— b2 ER (SMNI -
SMNZ=2or3 :0) #¥EHEL).
2) SMA 2B} % SMN #157F, NAIP
WARF 2 & — B

................

................

................

2:0, 3(4.3%)

SMA FEH] 33 FEFNIZDWT, MLPA #iC
&Y SMN #{ETF, NAIP #{5FDav¥—%
T (& 1),

i SMA IZ%

2:2, 36(51.4%)

2:1, 27(38.6%)

£ RER) (15 41) © SMNI #{ZF exon 7,
exon 8 DR (0 a¥—) ZFERLA. 13.3%
(2/15) ¥ SMNZ #BAZ=F exon 7253 ¥~

Td ol 53.3% (8/15) & NAIP #ifzF
o v el W welfrORe  con5OURKLTVR,
SMIN1 : SMN2 (ab—3), FEGIE (%)
%21 SMAEMICHITD SMNBIETF, NAIP BETFIE B
_ - . . SMN2 SMNI NAIP
B(ERARD, BsAK (%) T exon7 exond exon7 exon8 exond exonl3
0 0 0 15 (100) 15 (100) 8 (533) 0
I (a=15) 1 0 0 0 0 7 (467) 15 (100)
2 13 (867) 12 (80) 0 0 0 0
3 2 (133) 3 (20) 0 0 0 0
0 0 0 7 (100) 5 (714) 1 (143) 0
T (a=7) 1 0 1 (14.3) 0 2 (286) 5 (714) 6 (857)
2 4 (571) 1 (143) 0 0 1 (143) 1 (143)
3 3 (429) 5 (714) 0 0 0 0
0 0 0 9 (100) 5 (555) 0 0
1 0 0 0 0 3 (333) 2 (222)
I (n=9) 2 0 4 (444) 0 4 (444) 6 (666) 7 (7T77)
3 9 (1000 2 (222 0 0 0 0
4 0 3 (333) 0 0 0 0
0 0 0 2 (100) 2 (100) 0 0
1 0 0 0 0 0 0
WV (a=2) 2 0 0 0 0 1 (50) 2 (100)
3 2 (100) 0 0 0 1 (50) 0
4 0 2 (100) 0 0 0 0

SMA I~IVEEZ 334 (TH 1541, TE 76, IE 94, VE 24]) KowTa V¥ —HOBH oo
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42.9% (3/7) 1% SMNZ BIETF exon 7 4% 3 a¥—CTH o720
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(1) a> bO—ILicE I3 SUNBEFIE—HD
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Xy (K 3), SMNI #{EF, SMN2 BEFE2FhENn2 2
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BZaENA, SMNI BEFIZ 195 3 28—, SMN2 &
FEFIE0H5 2 aC—DHBE NI YIREONS, OV
U CHoTh SMN BEFOIC-FITTEHEID
D, etk 5q13 IR ZF OB 2T\ E
WTHhBEEZ LN, 7V 7T CHRAERPHETH IV -
VIZBTH SMNI BIZFa¥—-EFR AR EITOI
T3 99, KB E AT SMNI #ETF SMN2 #1%
FhENEN2 aC—bDER (SMNI : SMN2 =2 : 2)
HELE L (RE56%, TES77%) BESNh, SMNI &
f£F% 2 a¥—, SMN2 #B{EZF% 1 a¥—5D5EF (SMNI
PSMNZ =2 1) WRIZEL (BB 28%, WE 262%) Bl
B3, BKfROFBRLFAROEEEZRLTW, T2,
SMNI #IEFH 1 aC—DFEFIHS 70 Bl 1 HlTH o7 (X
3)o HED SMA REEHEEXZOHAIEVEETHS
Jo BESEOREEEE 40 ~ 60 A2 1 AL ESS
5529, 7UTTIRAET 107611 MBI kBT
ATHONTHEY 48 N1 AP, HETIE 1712 AlzonT
BTN Q2 AL AERESNTYE Y, SEOE
Erbi, HRARBTAREEHEEILE/IEICHS L
BEMEALIICBDNDY, SHEOEINEETHY,
IV EHLZHANOREEEELEN IO, kH
BB PLETHLEEEZ LN,
(2) BETFORKEHELEEE

PCRRFLP # ©*? % FJ\"C SMN 5 F exon 7 K 4

BT RATV, REDFD SN SMA EHI 33HIcBW»
T MLPA B X 5 a¥—HET 1T o7z 2R (33 1)
T SMNI #{%F exon 7 iK%k (0 2¥—) %KL, PCR-
RFLP BRIC L AE ML RB OB R 2B NAIP &1EF
exon 5 DR %4 SMA 1E D 53.3% (8/15) TRHRHLM,
PCR ¥, MLPA ¥:& b ICHEDOERE 27872, PCRRFLP
EEHWC, ERETFERARENEREFERLV Y —
CBWORESHRESERL SMA 6 322 BT,
SMN BEFOREZTIEC 8%, TETI5%, Nakl
©52%, IbEIT42%, NVEITI16%ThHor SMA I
T NAIP 35T exon 5 A RETHEAI 41%HERE
NzdS FOMOE T 10%I2dF ik o7 SMA T
2 BIT2 NAIP BIEF exon 5 DRERKFEER LR
WEIE (533%) Thol: (F1)o EHITMLPA ETIRK
TUNVREDEEOHE ST THY, I aBDFATIX
7 UNVEBIREDEEFREVEE (4T VIVA2 E
A4 DHEAEDLETEDFAT) LFT LIVEDREHE
INEWEES (D4 T7VVA2 L A2 DEAEHLETELDIA
7)) RHET B EREHEDOREVEIEDOFFBIT R
B B RS oz BT 10 RTRIELCWAIL b Bl
SMNI #1ZF exon T DADRKEDEIEHEL (F 4A),
I a BEORKFEEOAESDOEIEETH o720

SMN BAEFRAT IS Ch{ NAIP BEF OB E T
=& C SMN BETFIREOREHEHCHERTHILNTE
Tro BEIZIEITIX SMNI BIEFIET T BT 2 NAIP
BIEFORELTWBEANSRALON, REHHEIKE
W ERRLTW: (F4A-4), A, VEICIZ SMNI &
EFOREDEEGHHRNT LS SMNI BIETF YIS OF
OEFIEETH LI ELREENI,

(3) SMNZ2 BEEFHOIE—~BEEEE

MLPA ¥EEHTIC &), SMN2 BIEFOaE—HoEts:
FERL B 1, H5). Blica—HKoFHEZERL:
EZB, FIERIELRAINE, SMNZ B{EFOad—
BB AEmCHY (K 5), BRELFABRLENER
LT ¥ 9 gV #oBmdE 4B IR X I1EE
FEBRPRI o0 eEZ N2,

SMA iEEIZSMNI BIEFE2EI L TEETER
SMNI BIZFIEIRETED, LT ERLAES %
SMNI #{ZF & SMN2 BEFETOREFERI LY
DEEZ NS, SMNI BIEFEREICRELERN IS
WIETF IS8T L Y SMNI BIEFDS SMNZ BIEF IR L
FEFOIZS D, ERFEELTEMICH 277 SMN2
BEFEO RIS DB SMN & Sy BREAE
45, SMN2 BIZF DI~ AN T5 2 & THERAY 2
SMN # U 80BEIHEZ, EROBEELICERSL L5
b7z P, &5121E SMN2 BIEFH5 L& ok
7 SMN & vy B EEEEED Z LD REROBRELE B
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HBHIEDTRE SN,
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T RBIC 2 oo 6, SMN2 AR TF O - B s € D
FIOFHETFI (B : SMN2 BAZTF DD H»EF TR
DEOCTHEEY D A7 E) [CHATELDY Lizvie
i
SMN BIZTFRIEIR L7 SMA FEFICIE, #HEFRE
fif & SMN2 BZF O E—HDPFIED B ERMEIRDZEE
ELERTH oIz, Fz, O MI—WIZBWT SMN #1{%
FOAC—HIEHTHY, 5ql3 FEIRIEbATRI Y §
W ERRLTVZ, SMN T O a¥—Hilie S
BT ET, FEROBESREITOTH, REEDW, HRO
TRz E B AR R LT (S EDTTRRIZ A 0720

= OWFGEIXIE A SR ST e e i B SRR R AR D
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Abstract

Background: Spinal muscular atrophy (SMA) is an autosomal recessive neuromuscular disorder caused by deletion or intragenic
mutation of SMNI. SMA is classified into several subtypes based on clinical severity. It has been reported that the copy number of
SMN2, a highly homologous gene to SMNI, is associated with clinical severity among SMA patients with homozygous deletion of
SMNI. The purpose of this study was to clarify the genotype-phenotype relationship among the patients without homozygous dele-
tion of SMNI. Methods: We performed molecular genetic analyses of SMNI and SMN2 in 112 Japanese patients diagnosed as hav-
ing SMA based on the clinical findings. For the patients retaining SMNI, the PCR or RT-PCR products of SMNI were sequenced
to identify the mutation. Results: Out of the 112 patients, 106 patients were homozygous for deletion of SMNI, and six patients were
compound heterozygous for deletion of one SMN/ allele and intragenic mutation in the retained SMN/ allele. Four intragenic
mutations were identified in the six patients: p.Ala2Val, p.Trp92Ser, p.Thr274TyrfsX32 and p.Tyr277Cys. To the best of our knowl-
edge, all mutations except p.Trp92Ser were novel mutations which had never been previously reported. According to our observa-
tion, clinical severity of the six patients was determined by the type and location of the mutation rather than SMN2 copy number.
Conclusion: SMN2 copy number is not always associated with clinical severity of SMA patients, especially SMA patients retaining
one SMNI allele.
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1. Introduction

Spinal muscular atrophy (SMA) is a common neuro-
muscular disease characterized by degeneration of lower
motor neurons, leading to the axial and limb weakness
associated with muscle atrophy. The incidence of the
disease has been estimated at 1 in 10,000 newborns, with
an expected carrier frequency of 1 in 50 [1]. Based on
molecular epidemiological analysis using SMNI copy
number, the worldwide carrier frequency of SMA is
1 in 40-70, suggesting a disease incidence of 1 in
6000-20,000 [2].

SMA is classified into four subtypes depending on the
age of disease onset and the achievement of motor mile-
stones [3]: namely, type 1 (severe form; onset age of
0-6 months old, unable to sit unaided), type 2 (interme-
diate form; onset age of <18 months old, unable to
stand or walk unaided), type 3 (mild form; onset age
of >18 months old, able to stand or walk unaided),
and type 4 (milder form; onset age of >21 years old, able
to stand or walk unaided). .

All SMA subtypes have been mapped to chromo-
somal region 5q11.2-13.3 [4-7] and the survival motor
neuron gene (SMN) and neuronal apoptosis-inhibitory
protein gene (NAIP) were cloned as SMA-causing gene
candidates [8,9]. The SMN gene exists as two highly
homologous copies, SMNI (the telomeric copy) and
SMN?2 (the centromeric copy) [8]. It is now established
that SMA is caused by deletions or intragenic mutations
of SMNI1. SMNI is homozygously deleted in more than
90% of SMA patients [8,10], and deleteriously mutated
in the remaining patients [8,11]. On the other hand,
NAIP-deletion has been found only in 50% of type 1
patients, and much less frequently in type 2 and 3
patients. The presence or absence of NAIP may be asso-
ciated with the clinical severity of SMA [9,10].

Increased SMN2 copy number is related to improved
survival outcomes and maintenance of motor function

only five nucleotides [8]. Of the five nucleotide differ-
ences between the two SMN genes, only one is present
in the coding region at position +6 of exon 7 in
SMNI (c.840C) and SMN2 (c.840T). Although this
mutation is translationally silent, the C-to-T transition
alters the splicing pattern in SMN2 exon 7 [17]. SMNI
exclusively produces full-length (FL) SMNI transcripts,
while SMN2 produces ~90% of exon7-lacking (A7)
SMN2 transcripts and ~10% of FL-SMN2 transcripts
[18]. It is expected that high SMN2 copy number may

produce a large amount of FL-SMN2 to compensate
for the loss of SMNI to some degree.

However, most phenotype-genotype correlation stud-
ies have been conducted only in SMA patients with a
complete loss of SMNI. The relationship between
SMN2 copy number and clinical severity are yet to be
clarified in SMA patients retaining one SMNI allele.
In this study, to understand the modifying factors in
determining the clinical phenotype of SMA patients
retaining one SMNI allele, we conducted a mutation
analysis and investigated the contribution of SMNZ2
copy number to the clinical severity in such patients.

2. Patients and methods
2.1. Patients

All 112 Japanese patients (51 males and 61 females)
fulfilled the diagnostic criteria defined by the Interna-
tional SMA Consortium [19]. Here, patients with onset
before 20 years old was classified into type 3, and those
with onset after 21 years old was classified into type 4
[3]. Informed consent was obtained from these patients
and/or their parents. This study project including
genetic analysis was approved by the Ethical Committee
of the Kobe University Graduate School of Medicine,
Japan.

In this study, six patients (Patients 1-6) retaining one
allele of SMNI exon 7, were found to carry intragenic
mutations in SMNI. Patients 1 (female) and 2 (male)
were type 1 patients reported previously to have one
SMNI allele [20]. Patient 3 was a 19-day-old male with
SMA type 1, referred to us because of respiratory
insufficiency and swallowing difficulties. Patient 4 was
a 7-year-old female with type 2 SMA. She was first diag-
nosed as having SMA type 2 close to type 3 because she
could sit unaided and stand while holding onto some-
thing (such as a wall or table) for support. However,
she rapidly lost such abilities at 2 years old. Finally,
she was bound to artificial ventilator because of respira-
tory insufficiency at 3 years old. Patient 5 was a 13-year-
old male with type 3 SMA, who had pain and heaviness
in legs during exercise since the age of 11 years. He later
developed symptoms including waddling gait, muscle
weakness and atrophy in quadriceps, and attenuated
patellar tendon reflex. Patient 6 was a 19-year-old
female with type 3 SMA, who had noticed muscle weak-
ness during swimming exercise at the age of 13 years.
She gradually lost her running ability and could no
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longer run as fast as the other classmates in her high
school days.

2.2. SMN and NAIP deletion test

Genomic DNA was extracted from 3 ml of whole
blood using a DNA extraction kit, SepaGene (Sanko
Junyaku, Tokyo, Japan). For the SMN and NAIP dele-
tion test, PCR and enzyme digestion reactions were per-
formed according to the method of van der Steege et al.
[21]. Exon 5 of the NAIP gene was detected using the
PCR method of Roy et al. [9]. Here we adopted “exon
5” as a widely accepted exon number, although this exon
has been denoted as “exon 4 by Chen et al. [22].

2.3. Copy number analysis of the SMN genes using real
time PCR method

We determined the copy numbers of the SMN genes
based on the real-time PCR method of Tran et al. [23].
Cystic fibrosis trans-membrane regulator gene (CFTR
gene) was used as a reference gene for the relative quan-
tification of copy numbers.

2.4. Messenger RNA analysis

For the assignment of the mutation to SMNI or
SMN2, mRNA analysis was performed. Total RNA
was extracted from leukocytes using the acid guani-
diumthiocyanate-phenol-chloroform method. SMNI
and SMN2 mRNA species were amplified by reverse
transcriptase (RT)-PCR method [16,24]. A new primer,
exl-F (5-TGC GCA CCC GCG GGT TTG CT-3),
was designed for this study. The mRNA species encom-
passing exons 1-8 were amplified using primers ex1-F
and 541C1120 [8], and the mRNA species encompassing
exons 1-7 were amplified using primers exl-F and
541C770 [8].

2.5. Nucleotide sequencing

The amplified PCR or RT-PCR products of SMN
exons were purified and sequenced directly or after sub-
cloning. The sequencing reaction was performed using a
dye terminator cycle-sequencing kit (Life Technologies
Corporation, Carlsbad, CA). The reaction product was
electrophoresed on an ABI PRISM® 310 Genetic Ana-
lyzer (Life Technologies Corporation, Carlsbad, CA).

2.6. Computational algorithms

We predicted the mutation effects on the protein func-
tion using three computational algorithms: Sorting Intol-
erant from Tolerant amino acid substitutions (SIFT) [25],
Polymorphism Phenotyping-2 (PolyPhen-2) [26], and
Grantham score difference (Align-GVGD) [27].

2.7. Statistics

The correlation of copy number of SMN2 with the
clinical subtypes was compared by chi-square test and
(-test. P-value of less than 0.05 was considered to indi-
cate a significant difference. The software used for statis-
tical analysis was Statistical Program for Social Science
(SPSS) Version 16 (IBM Corporation, Paulo Alto, US).

3. Results
3.1. SMNI and NAIP deletion test

SMNI exon 7-deletion (herein after referred to as
SMN]I-deletion) was found in almost all SMA patients,
regardless of clinical subtypes: 106 out of 112 (95%)
patients with SMA in this study had SMNI-deletion
and 6 patients (5%) had subtle mutations in SMNI.
Out of 106 SMNI-deleted patients, 48 (45%) were type
1, 35 (33%) were type 2, 19 (18%) were type 3, and 4
(4%) were type 4 (Table 1).

In our study, 96 of 106 (91%) SMNI-deleted patients
had deletion of SMNI exon 8. However, the other 10
patients (9.0%) retained SMNI exon 8. We confirmed
that these patients had at least one copy of the hybrid
gene with SMN2 exon 7 and SMNI exon 8 using direct
sequencing analysis of the PCR fragment amplified with
the common primers for SMNI and SMNZ2.

NAIP exon 5-deletion (herein after referred to as
NAIP-deletion) was always accompanied by SMNI-
deletion (Table 1). In addition, NAIP-deletion was much
more frequent in SMA type 1 than SMA non-type 1.
NAIP-deletion was found in 29 out of 48 (60%) patients
with SMNI-deleted SMA type 1, while it was found in
only 8 out of 58 (14%) patients with SMNI-deleted
SMA types 2, 3 and 4.

3.2. SMN2 copy number and clinical severity in patients
with SMNI-deletion

We determined the SMN2 copy numbers of all the -
patients enrolled in this study using the real-time PCR
method. For the analysis of SMN2 copy number and
clinical severity, the“SMN2 exon 7-SMNI exon 8
hybrid” gene is regarded as SMNZ.

A significant relationship between SMNZ copy
number and clinical severity was observed in this
study (Table 2). 38 out of 48 (79%) patients with
SMNI-deleted SMA type 1 showed one copy or two
copies of SMN2, 34 out of 35 (97%) patients with
SMNI-deleted SMA type 2 showed three copies of
SMN2, 18 out of 19 (95%) patients with SMNI-deleted
SMA type 3 showed three or four copies of SMN2, and
3 out of 4 (75%) patients with SMNI-deleted SMA type
4 showed four copies of SMN2.
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Table 1
SMNI and NAIP deletion test (n = 112).
SMNI NAIP Type 1 Type 2 Type 3 Type 4 Total
Exon 7 Exon 8 Exon 5
Del Del Del 29 6 1 1 37
Del Del Non-del 17 24 15 3 59
Del Non-del Non-del 2 3 0 10
Non-del Non-del Non-del 3 1 2 0 6
Total 51 36 21 4 112
Table 2
Clinical severity and SMN2 copy number in patients with homozygous SMNI-deletion (n = 106).
1 copy 2 copies 3 copies 4 copies Mean (SD)
Type 1 1 37 10 0 2.18 (0.44)
Type 2 0 1 34 0 2.97 (0.17)
Type 3 0 1 13 5 3.18 (0.51)
Type 4 0 0 1 3 3.80 (0.40)
Total 1 39 58 8
Table 3
Clinical severity and SMN2 copy number in patients retaining one SMNI allele (n = 6).
Sex Onset  Type SMN2 copy number  Nucleotide change (exon)  Amino acid change = Domain References
Patient 1 F Sm 1 3 ¢.275 G > C (exon 3) p-Trp92Ser Tudor [20]
Patient 2 M 6m 1 3 ¢.275 G > C (exon 3) p-Trp92Ser Tudor [20]
Patient 3 M Om 1 2 ¢.819_820 insT (exon 6) p-Thr274Tyr fsX32  C-terminal  This study
Patient 4 F 12m 2 1 ¢.830 A> G (exon 6) p-Tyr277Cys C-terminal  This study
Patient 5 M 11y 3 1 ¢.5 C>T (exon 1) p-Ala2Val N-terminal  This study
Patient 6 F 13y 3 1 ¢.5C>T (exon 1) p.Ala2Val N-terminal ~ This study
3.3. SMN2 copy number and clinical severity in patients .
retaining one SMNI allele
35 BType 1|
In this study, we identified four different intragenic 5 Bype 2
mutations in SMNI of six patients without SMNI-dele-
tion (Patients 1-6) (Table 3). All of them were com- 25
pound heterozygous for deletion of one SMNI allele -
and an intragenic point mutation of the other SMNI
allele. The intragenic mutations included three missense 15 -
mutations and one frame-shift mutation: ¢. 5C>T 1.
(p.Ala2Val) in exon 1, c. 275G > C (p.Trp92Ser) in exon
3, ¢.819_820insT (p.Thr274TyrfsX32) in exon 6, and 05
c.830 A> G (p.Tyr277Cys) in exon 6. Three of the 0 -

mutations,  p.Ala2Val, p.Thr274TyrfsX32  and
p.Tyr277Cys, are novel ones which have never been pre-
viously reported.

We predicted the effect of the missense mutations on
the protein function using three computational algo-
rithms: SIFT [25], PolyPhen-2 [26], and Align-GVGD
[27]. All three types of missense mutation were predicted
to damage the protein function.

Interestingly, the observed phenotype of patients car-
rying an intragenic mutation deviated from the expected
correlations with the SMN2 copy number (Table 3 and
Fig. 1): type 3 patients with p.Ala2Val (Patients 5 and 6)
carried only a single copy of SMN2, while type 1

SMA patients with SMN1-
deletion (n=106)

SMA patients retaining one
SMNL1 allele (n=6)

Fig. 1. Mean SMN2 copy numbers in SMA patients. Patients with
SMNI-deletion (n=106) carried zero copies of SMNI. Patients
retaining one SMNI allele (n = 6) which harbored intragenic muta-
tions: p.Ala2Val, p.Trp92Ser, p.Thr274TyrfsX32 and p.Tyr277Cys.

patients with p.Trp92Ser (Patients 1 and 2) carried as
many as 3 copies of SMN2. These findings suggested
that intragenic mutations in SMNI influence the clinical
phenotype more significantly than SMN2 copy numbers
in some patients.
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4. Discussion

The identification of intragenic mutations, especially
missense mutations, may help us to further elucidate
the function of SMN and the pathogenic mechanism
of SMA. In this study, we identified four different intra-
genic SMNI mutations in six SMA patients without
SMNI-deletion. These intragenic mutations were
p.Ala2val, p.Trp92Ser, p.Thr274TyrfsX32, and
p. Tyr277Cys.

The p.Ala2Val mutation, which is located in the
N-terminal domain, has never been reported until
now. Our two patients with p.Ala2Val were unrelated.
However, another mutation in the same location,
p.Ala2Gly, has previously been reported in three SMA
patients; these patients were also unrelated individuals,
but had the possibility of sharing an ancestral origin
[28]. All patients with p.Ala2Gly carried only one
SMN?2 copy, and two of them showed mild phenotype
(type 3). The mutation effect of p.Ala2Val, as well as
p.Ala2Gly, may be much less deleterious than other mis-
sense mutations identified in this study. However,
SMN2 may not be dispensable in these patients. The
mild SMA mutation, p.Ala2Gly, by itself cannot rescue
Smn ™/~ mice, suggesting that homomer of the mutant
SMN is not functional [29]. According to the Workman
et al. [30], the heteromer of mutant SMN and FL-SMN
from a single copy of SMN2 must have some function.

We previously reported the p. Trp92Ser mutation in
two unrelated patients [20]. This mutation is located in
the Tudor domain to which other proteins bind. [31].
Many of them are involved in small nuclear ribonucleo-
protein (snRNP) biogenesis. SMN Tudor domain pref-
erentially binds symmetric dimethylated arginine
(sDMA) of Sm proteins which constitute Sm core of
snRNP [32]. We have already reported that the binding
ability of the mutated SMN with p.Trp92Ser to SmB
and fibrillarin was reduced to half of normal levels
[20]. Most recently, Tripsianes et al. [33] examined the
relationship between mutated Tudor domain and the
binding capacity to sSDMA in vitro. According to them,
p-Trp92Ser mutant was unfolded, as judged by finger-
print NMR spectra analysis, and did not bind sDMA
[33].

The p.Thr274TyrfsX32 mutation is a frameshift
mutation arising from a single nucleotide insertion in
exon 6 and results in a truncated SMN protein lacking
the C-terminal domain of SMN. A new isoform of
SMN, axonal SMN (a-SMN), is expected to be pro-
duced in the patient, because a-SMN is a truncated,
alternatively spliced isoform of SMNI, originating from
the retention of intron 3 [37,38]. Although the role of
a-SMN in the pathogenesis of SMA has not been clari-
fied yet, the disease severity of the patient with this muta-
tion suggests that a-SMN functions were not enough to
fully compensate for the deleterious mutation.

The p.Tyr277Cys mutation is located in the C-termi-
nal domain of SMN known as the YG box, which is
essential for oligomerization or self-association of
SMN [31]. Oligomerization defect destroys the function
of SMN and correlates with clinical severity of SMA
(341, Many other mutations in the same domain have
been frequently reported [35,36], although the
p.Tyr277Cys mutation has not been reported up to now.

An interesting question arises as to which factor con-
tributes more significantly to clinical phenotype in
SMA, SMNI intragenic mutation or SMN2 copy num-
ber. According to our analysis of the patients with
homozygous SMNI-deletion (Table 2 and Fig. 1),
increased SMN2 copy number was associated with
milder phenotype, which was compatible with previous
reports [12-16]. However, the phenotype of patients
without SMNI-deletion was not related to their SMN2
copy number (Table 3 and Fig. 1). In our study,
p.Ala2Val was found in two type 3 patients with one
SMN2 copy, p.Trp92Ser in two type 1 patients with
three SMN2 copies, p.Thr274TyrfsX32 in one type 1
patient with two SMN2 copies, and p.Tyr277Cys in
one type 2 patients with one SMN2 copy. According
to our findings, SMN/ intragenic mutations appear to
contribute much more significantly to clinical severity
than SMN2 copy numbers in some patients.

Since our patients carry various intragenic
SMNImutations, the next question is whether SMN2
copy number effect is present or absent among the
patients with the same SMNI mutation. Using the data
of the SMA patients with missense mutations described
in a review paper of Sun et al. [36], we analyzed the rela-
tionship between SMN2 copy number and clinical sever-
ity in eleven patients with p.Tyr272Cys in SMNI. We
observed that higher SMN2 copy number was corre-
lated with reduced disease severity: patients with three
SMN2 copies showed milder phenotype than the
patients with one SMN2 copy number. Thus, we specu-
late that SMN2 copy number effect is present when the
SMNI mutation is the same in the patients.

In conclusion, SMN2 copy number is not always
associated with clinical severity of SMA patients, espe-
cially SMA patients without SMNI-deletion. In these
patients, clinical severity in SMA caused by SMNI
mutations may be determined by the type and location
of the intragenic mutation. Intragenic mutations in
SMNI may contribute more significantly to clinical
severity than SMN2 copy numbers in some spinal mus-
cular atrophy patients.
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Abstract

Background: More than 90% of spinal muscular atrophy (SMA) patients show homozygous deletion of SMNI (survival motor
neuron 1). They retain SMN2, a highly homologous gene to SMNI, which may partially compensate for deletion of SMNI.
Although the promoter sequences of these two genes are almost identical, a GCC insertion polymorphism has been identified at
¢.-320_-321 in the SMNI promoter. We have also found this insertion polymorphism in an SMN2 promoter in an SMA patient
(Patient A) who has SMA type 2/3.

Purpose: The aims of this study were to determine the frequency of the GCC insertion polymorphism in SMA patients, and to
evaluate its effect on SMN transcription efficiency. _

Patients and methods: Fifty-one SMA patients, including Patient A, were involved in this study. SMNZ2 transcript levels in white
blood cells were measured by real-time polymerase chain reaction. Screening of the GCC insertion polymorphism was performed
using denaturing high-pressure liquid chromatography. The transcription efficiency of the promoter with the insertion mutation was
evaluated using a reporter-gene assay.

Results: All SMA patients in this study were homozygous for SMNI deletion. Patient A retained two copies of SMN2, and
showed only a small amount of SMN2 transcript in white blood cells. We detected a GCC insertion polymorphism at ¢.-320_-
321 only in Patient A, and not in 50 other SMA patients. The polymorphism had a slight but significant negative effect on transcrip-
tion efficiency.

Discussion and conclusion: Patient A was judged to be an exceptional case of SMA, because the GCC insertion polymorphism
rarely exists in SMNI-deleted SMA patients. The GCC insertion polymorphism did not enhance the transcriptional efficiency of
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SMN2. Thus, this GCC insertion polymorphism in the SMN2 promoter may not be associated with the milder phenotype of the
patient. Patient A suggests that there are other unknown factors modifying the clinical phenotype of SMA.
© 2014 The Japanese Society of Child Neurology. Published by Elsevier B.V. All rights reserved.

Keywords: Spinal muscular atrophy: SMNI; SMN2; Promoter; Polymorphism

1. Introduction

Spinal muscular atrophy (SMA) is an autosomal
recessive neuromuscular disorder characterized by prox-
imal muscular atrophy of the limbs and trunk, resulting
from degeneration of motor neurons in the anterior
horn of the spinal cord. The incidence of the disease
has been estimated at 1 in 6000-10,000 newborns, with
an expected carrier frequency of 1 in 40-50 [1].

SMA is classified into three clinical subtypes depend-
ing on the age of disease onset and the achievement of
motor milestones [2]: type 1 (severe form, Werdnig-Hoff-
mann disease; age of onset 0-6 months, unable to sit
unaided), type 2 (Dubowitz disease, intermediate form;
age of onset <18 months, unable to stand or walk
unaided), and type 3 (mild form; Kugelberg-Welander
disease; age of onset >18 months, able to stand or walk
unaided). Additionally, two other forms of the disease,
with the most severe having prenatal onset and the mild-
est type manifesting after 20 years of age, have been
reported as SMA type 0 (prenatal form) and SMA type
4 (adult form) [3].

Using linkage analysis, all clinical subtypes of SMA
have been mapped to chromosome 5q11.2-13.3. The
survival motor neuron (SMN) gene has been identified
as a candidate for SMA [4]. SMN is in fact two highly
homologous genes, SMNI (the telomeric copy) and
SMN2 (the centromeric copy) [4]. SMNI and SMN2
encode the same protein; however, SMN/ is now consid-
ered to be responsible for the development of SMA,
because its homozygous deletion has been found in
>90% of SMA patients, and subtle but deleterious intra-
genic SMNI mutations have been identified in non-dele-
tion patients [4,5]. It has been accepted that SMN2 may
be a modifier gene of SMA. Owing to a single nucleotide
difference between SMNI and SMN2, exon 7 of SMN2
is alternatively spliced (more precisely, skipped) result-
ing in the production of an SMN transcript lacking exon
7 (A7-SMN transcript) and an unstable A7-SMN pro-
tein [6]. The single nucleotide change in SMN2 exon 7,
which is a C-to-T transition located at codon 280,
increases A7-SMN transcript levels and, correspond-
ingly, decreases full-length SMN (FL-SMN) transcript
levels [7]. Even so, SMN2 is also able to generate a small
amount of full-length transcript, and thus it can par-
tially compensate the loss of SMNI [8].

Generally, the clinical severity of SMA patients is
inversely correlated with SMN2 copy number. A high

copy number of SMN2 is associated with a milder phe-
notype, and a low copy number with a more severe phe-
notype. SMA type 1 patients typically have two copies
of SMN2, SMA type 2 patients have three copies, and
SMA type 3 patients typically have three or more copies
[9]. More than four SMN2 copies are associated with a
milder phenotype of SMA type 3 [10]. However, the clin-
ical severity cannot always be determined by the SMN2
copy number alone.

The expression level of SMN2 may also be correlated
with the clinical severity of the disease and, therefore,
analysis of the SMN2 promoter is important. Echaniz-
Laguna et al. and Boda et al. reported that the promoter
sequences of SMNI and SMN2 are identical, providing
strong evidence for similar transcriptional regulation of
these genes [11.12]. However, Monani et al. found more
than 10 nucleotide differences between the promoter
regions of these two genes [13,14]. One of them, a
GCC insertion polymorphism, was specifically identified
at ¢.-320_-321 in the SMNI promoter, leading to GCC
duplication at ¢.-324-c.-318. Polymorphisms in the pro-
moter region may have some effect on transcriptional
activity.

We found the GCC insertion polymorphism in an
SMN2 promoter in a Japanese boy diagnosed as having
SMA type 2/3 (Patient A). The location of the GCC
insertion in the SMN2 promoter in Patient A was corre-
sponding to that of the GCC in the SMNI promoter
reported by Monani et al. [14]. It is notable that the clin-
ical phenotype of the patient was much milder than
expected based on his SMNZ2 copy number. In this
study, we determined the frequency of the GCC inser-
tion polymorphism in controls and SMA patients. We
also evaluated the effect of the GCC insertion polymor-
phism on SMN2 transcriptional activity.

2. Patients and methods
2.1. Patients

All 50 Japanese patients in this study fulfilled the
diagnostic criteria defined by the 59th ENMC Interna-
tional Workshop [2}; 26 patients (aged 1-34 years) were
type 1, 16 type 2, and eight type 3. The molecular genetic
analysis was approved by the Ethical Committee of the
Kobe University Graduate School of Medicine, Japan.
Informed consent was obtained from the patients or
their parents. Fifty healthy Japanese adults (aged 21—
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70 years) volunteered to participate in the study as con-
trol subjects.

Patient A was a 2-year-old Japanese boy who was
clinically suspected as having a neuromuscular disorder
with decreased muscle tonus. He was born as the third
child to non-consanguineous and healthy parents. The
pregnancy and delivery were non-eventful. Early devel-
opmental milestones were slightly delayed: head control
was obtained at age 6 months, sitting without support at
age 8 months, crawling at age 9 months, and standing
and walking with support (ex. handrails) at age
18 months. However, he could never walk without sup-
port. He uttered his first word at 18 months, and a sim-
ple two-word sentence at 22 months. On admission, his
weight and height were 85.5 cm (—0.7 SD) and 11.5kg
(—0.9 SD). His mental status was alert. Apparent facial
anomaly was absent, but high-arched palate was pres-
ent. Lung and heart auscultation revealed no abnormal
findings. Abdominal examination was normal. Tongue
fasciculation was absent. Muscle tonus was decreased:
scarf sign, heel-to-ear sign, and loose-shoulder sign were
observed. Muscle strength was also decreased especially
in the proximal region of the legs. Deep tendon reflexes
were absent or extremely diminished. Laboratory exam-
ination revealed no muscular damage (AST 28 IU/L,
ALT 10IU/L, CK 1191U/L, ALD 7IU/L, lactate
13 mg/dL, pyruvate 0.8 mg/dL). Muscle biopsy findings
were compatible with those of SMA. Based on the mus-
cle biopsy findings, together with the clinical phenotype,
he was diagnosed as having SMA type 2/3.

2.2. SMNI deletion test and SMNZ2 gene dosage analysis

Genomic DNA was extracted from peripheral white
blood cells. The SMNI exon 7 deletion test was per-
formed by the PCR-restriction fragment length poly-
morphism method of van der Steege et al. [15]. SMN2
copy numbers were determined with a LightCycler 1.5
instrument (Roche Diagnostics GmbH, Mannheim,
Germany) using FastStart DNA Master SYBR Green
I (Roche Diagnostics) according to the method of Tran
et al. [16].

2.3. RNA extraction, cDNA synthesis, and quantitative
real-time PCR -

Total RNA was isolated from peripheral white blood
cells. cDNA was synthesized from total RNA with
Transcriptor Reverse Transcriptase (Roche Diagnostics)
according to the manufacturer’s instructions.

Quantitative reverse-transcription-PCR was per-
formed with a LightCycler 1.5 instrument (Roche Diag-
nostics) using FastStart DNA Master SYBR Green I
(Roche Diagnostics). To evaluate transcript levels of
the SMN genes, we amplified cDNA fragments of exons
1-2b, exons 7 and 8, and exons 5, 6 and 8. The cDNA

fragment including exons 1-2b represented total SMN
transcript, because the sequence of exons 1-2b is com-
monly included in all transcript isoforms. The cDNA
fragment containing exons 7 and 8 represented the
FL-SMN transcript, because it contained sequence
beyond exon 7. The cDNA fragment including SMN
exons 5, 6 and 8 represented the A7-SMN transcript,
because it did not carry the sequence of exon 7. We used
glyceraldehyde-3-phosphate dehydrogenase (GAPDH)
as an endogenous reference gene, and the levels of
SMN were normalized relative to those of GAPDH.
The primers for the total-SMN, FL-SMN, A7-SMN,
and GAPDH transcripts have been described previously
[17,18]. Quantitation of the PCR products was per-
formed with the second derivative maximum method
of the LightCycler software.

2.4. Denaturing high-pressure liquid chromatography
(DHPLC) detection of GCC insertion polymorphism in
the SMN promoter

To screen for the GCC insertion polymorphism in
SMA patients and controls, DHPLC analysis of PCR
products was performed. PCR of the fragment including
the polymorphism site was carried out with the primer
set: 5'-tgcaatgagecgagatggtg-3' and 5'-ccteececttggaaaag-
taa-3’. The PCR products were then directly loaded into
the autosampler of an automated DHPLC system, the
WAVE Nucleic Acid Fragment Analysis System,
equipped with a DNASep cartridge (Transgenomic,
Omaha, NE, USA). The samples were run under par-
tially denaturing conditions at 54.6 °C (oven tempera-
ture). The buffer gradient conditions were the same as
previously reported [19].

2.5. Sequencing

Direct and/or subcloned sequencing analyses of
PCR-amplified products were performed. Sequencing
reactions were performed using a dye terminator cycle-
sequencing kit (Applied Biosystems/Life Technologies
Corporation, Carlsbad, CA, USA), according to the
supplier’s instructions. The reaction products were auto-
matically electrophoresed on an ABI PRISM 310
Sequencer (Applied Biosystems) and then analyzed
using the Sequencing Software Module provided with
the ABI PRISM 310 Sequencer.

2.6. Preparation of expression vectors

The PCR-amplified fragment containing GCCGCC
polymorphism or GCC polymorphism was inserted into
a firefly luciferase reporter plasmid, pGL2BTK (pGL2-
Basic with a minimal herpes virus 1 thymidine
kinase promoter). The GCCGCC and GCC fragment-
containing plasmids were designated as ‘pGCCGCC’
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and ‘pGCC’, respectively. The construct maps of
pGL2BTK, pGCCGCC, and pGCC are shown in
Fig. 1.

2.7. Transcription assay

The responses of the test plasmids (pGL2BTK,
pGCCGCC, pGCC) to dibutyryl cAMP (dbcAMP;
0.5 mM), forskolin (20 M), and a combination of dibu-
tyryl cAMP and forskolin were determined in a human
neuroblastoma cell line, BE(2)-C cells. The neuroblas-
toma cell lines have been used as useful experimental
models of neuronal differentiation because the morpho-
logical, biochemical and electrophysiological properties
of neuroblastoma cell lines are similar to those of neu-
rons [20].

Neuroblastoma cells [2 x 10°cells in  Minimum
Essential Medium (MEM)] were cotransfected with a
test plasmid (1.6 pg) and the phRL plasmid (a sea pansy
luciferase reporter plasmid; Promega Corporation,
Madison, WI, USA) (0.5 ng) using Lipofectamine 2000
(Invitrogen/Life Technologies Corporation). Twenty-
four hours after transfection, dibutyryl cAMP, for-
skolin, or a combination of dibutyryl cAMP and for-
skolin was added to the MEM. The cells were
harvested after culture for an additional 24 h.

Transcriptional activity of the test plasmids was mea-
sured using the dual-luciferase reporter assay system, in
which sea pansy-luciferase activity was used as a control
for the transfection efficiency of the test plasmids. Each
transcriptional activity measurement was repeated three
times and the data are expressed as the mean = SD.

A. SMN promoter sequence (-432/-214)

-432 tgcaatgagccgagatggtgecactgcactet gaggan agagcga
CREB

-387 gactecgtctcaaaacaaacaacaaataagqy Ligggag atcaaat
MZF-1

-342 Atcttectagtgtttaaggatet ({gac) gectteccttectgece
trinucleotide insersion

-305 cccatgtttgtettt gottatiturct ttatatagatcaagcagg
HNF-3b

-260 ttttaaattcctagtaggagcttacatttacttttecaagggggagy

B Construction map

peL28TK FMini-Tk | tuc |
pGCceee — BCCGCC  ||Mini-TK |- LuC ]
pGCC — GCC HMini-TK Luc |

Fig. 1. SMN promoter sequence (A) and construction map (B). The
SMN promoter sequence from c.-432 to c.-214 is shown in the upper
part of the figure (A). The numbering of nucleotide in the promoter
sequence is based on Monani et al. [14]. Trinucleotide insertion at
¢.-320_-321 is parenthesized. Putative transcription factor binding sites
are underlined. Plasmid construction map is shown in the lower part of
the figure (B). All constructs have a firefly-luciferase reporter gene,
which is designated as LUC in the map. The pGL2BTK plasmid is a
basic plasmid served as control. The GCCGCC and GCC fragment-
containing plasmids were designated as ‘pGCCGCC’ and ‘pGCC’,
respectively.

2.8, Statistics

Statistical analysis of the transcriptional activity data
was performed using Microsoft Excel 2003 software and
Statistical Package for the Social Sciences (SPSS Inc.,
Chicago, I, USA). The Student’s ¢-test was conducted to
evaluate differences between the plasmids. A probability
of less than 0.05 was considered statistically significant.

3. Results
3.1, SMNI deletion test and SMN2 gene dosage analysis

We performed an SMN/I deletion test on Patient A,
who was suspected as having SMA type 2/3. The patient
carried zero copies of SMNI and two copies of SMN2.
Based on molecular analysis, he was diagnosed as hav-
ing SMA.

A nucleotide substitution in SMN2 exon 7,
¢.859G>C, has been reported as a positive modifier of
the SMA phenotype [21.22]. To check whether the
mutation is present in Patient A, we performed a
sequencing analysis of the exon 7. However, we did
not find any substitutions including ¢.859G>C.

3.2. SMN2 transcript levels

Our aim of this study was to compare the SMN2
transcript levels of Patient A to those of other SMA type
2 patients, because we hypothesized that SMN2 tran-
script expression was the key determinant of the SMA
phenotype. It would have been preferable to compare
Patient A with SMA type 2 patients carrying two copies
of SMN2. However, we did not have cDNA samples
from SMA type 2 patients with zero copies of SMNI
and two copies of SMN2. In this study, we determined
the baseline transcript levels of total SMN, FL-SMN,
and A7-SMN in the white blood cells of Patient A, five
disease controls (DCs 1-5; they were all SMA type 2
patients with zero copies of SMNI and three copies of
SMN2) and three healthy controls. All of the disease
controls were able to sit without support, but could
not stand or walk even with any support.

Total SMN transcript levels of Patient A, DC1, DC2,
DC3, DC4, and DCS5 were 38%, 76%, 66%, 181%, 232%,
and 166% of the mean value of the healthy controls,
respectively. This finding suggested that SMN2 tran-
scription in Patient A was significantly reduced com-
pared with that of the disease controls.

The FL-SMN transcript levels of Patient A, DCI,
DC2, DC3, DC4, and DC5 were 53%, 58%, 64%, 44%,
68%, and 95% of the mean value of the healthy controls,
respectively. The A7-SMN transcript levels of Patient A,
DC1, DC2, DC3, DC4, and DC5 were 167%, 206%,
130%, 130%, 97%, and 145% of the mean value of the
healthy controls, respectively. These findings suggested
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