
http://www.diva-portal.org

This is the published version of a paper published in Molecular Genetics & Genomic
Medicine.

Citation for the original published paper (version of record):

Rawcliffe, D F., Österman, L., Nordin, A., Holmberg, M. (2018)
PTBP1 acts as a dominant repressor of the aberrant tissue-specific splicing of ISCU in
hereditary myopathy with lactic acidosis
Molecular Genetics & Genomic Medicine, 6(6): 887-897
https://doi.org/10.1002/mgg3.413

Access to the published version may require subscription.

N.B. When citing this work, cite the original published paper.

Permanent link to this version:
http://urn.kb.se/resolve?urn=urn:nbn:se:umu:diva-153102



OR I G I N A L AR T I C L E

PTBP1 acts as a dominant repressor of the aberrant tissue-
specific splicing of ISCU in hereditary myopathy with lactic
acidosis

Denise F. R. Rawcliffe | Lennart €Osterman | Angelica Nordin | Monica Holmberg

Unit for Medical and Clinical Genetics,
Department of Medical Biosciences,
Ume�a University, Ume�a, Sweden

Correspondence
Monica Holmberg, Unit for Medical and
Clinical Genetics, Department of Medical
Biosciences, Ume�a University, Ume�a,
Sweden.
Email: monica.holmberg@umu.se

Funding information
Medicinska Forskningsr�adet, Grant/Award
Number: K2012-68X-15022-09-3; Medical
Faculty, Ume�a University

Abstract
Background: Hereditary myopathy with lactic acidosis (HML) is an autosomal

recessive disease caused by an intron mutation in the iron-sulfur cluster assembly

(ISCU) gene. The mutation results in aberrant splicing, where part of the intron is

retained in the final mRNA transcript, giving rise to a truncated nonfunctional

ISCU protein. Using an ISCU mini-gene system, we have previously shown that

PTBP1 can act as a repressor of the mis-splicing of ISCU, where overexpression

of PTBP1 resulted in a decrease of the incorrect splicing. In this study, we wanted

to, in more detail, analyze the role of PTBP1 in the regulation of endogenous

ISCU mis-splicing.

Methods: Overexpression and knockdown of PTBP1 was performed in myoblasts

from two HML patients and a healthy control. Quantification of ISCU mis-spli-

cing was done by qRTPCR. Biotinylated ISCU RNA, representing wildtype and

mutant intron sequence, was used in a pull-down assay with nuclear extracts from

myoblasts. Levels of PTBP1 in human cell lines and mice tissues were analyzed

by qRTPCR and western blot.

Results: PTBP1 overexpression in HML patient myoblasts resulted in a substan-

tial decrease of ISCU mis-splicing while knockdown of PTBP1 resulted in a dras-

tic increase. The effect could be observed in both patient and control myoblasts.

We could also show that PTBP1 interacts with both the mutant and wild-type

ISCU intron sequence, but with a higher affinity to the mutant sequence. Further-

more, low levels of PTBP1 among examined mouse tissues correlated with high

levels of incorrect splicing of ISCU.

Conclusion: Our results show that PTBP1 acts as a dominant repressor of ISCU

mis-splicing. We also show an inverse correlation between the levels of PTBP1

and ISCU mis-splicing, suggesting that the high level of mis-splicing in the skele-

tal muscle is primarily due to the low levels of PTBP1.
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1 | INTRODUCTION

Hereditary myopathy with lactic acidosis (HML, OMIM#
255125) is an autosomal recessive disease characterized by
a low tolerance to exercise from an early age (Larsson,
Linderholm, M€uller, Ringqvist, & S€orn€as, 1964; Mochel
et al., 2008; Olsson, Lind, Thornell, & Holmberg, 2008).
Low-level exercise can trigger an array of symptoms, such
as muscle cramps, palpitations, and dyspnea, as well as an
increased release of pyruvate and lactate (Drugge, Holm-
berg, Holmgren, Almay, & Linderholm, 1995; Larsson
et al., 1964). At the biochemical level, the patients display
decreased levels and activity of complex I, II, and III of
the electron transport chain (ETC), as well as mitochondrial
aconitase (Hall, Henriksson, Lewis, Haller, & Kennaway,
1993; Haller et al., 1991; Mochel et al., 2008; Nordin,
Larsson, Thornell, & Holmberg, 2011; Sanaker et al.,
2010). Extreme exercise in combination with strict diets
can trigger severe episodes of disease characterized by
rhabdomyolysis, myoglobinuria, as well as life-threatening
levels of lactic acid (Kollberg, Melberg, Holme, & Oldfors,
2011; Larsson et al., 1964).

The disease is caused by an intronic G>C mutation
(NC_000012.12 (NM_213595):c.418 + 382G>C) in the
iron-sulfur cluster assembly gene (ISCU, OMIM *611911)
(Kollberg et al., 2009; Mochel et al., 2008; Olsson et al.,
2008). The mutation is located 382 bp downstream of
exon 4 and activates a cryptic splice site within the intron,
resulting in the inclusion of an 86 or 100 bp long pseu-
doexon in the final mRNA transcript (Kollberg et al.,
2009; Mochel et al., 2008; Olsson et al., 2008; Sanaker
et al., 2010). The incorrectly spliced mRNA is translated
into a truncated nonfunctioning ISCU protein with 15
novel amino acids followed by a premature stop, which
interrupts the structure of the last a-helix (Kollberg et al.,
2009; Mochel et al., 2008; Olsson et al., 2008). The ISCU
protein functions as a scaffolding protein in the formation
of iron–sulfur (Fe–S) clusters (Agar et al., 2000; Lill et al.,
2012; Rouault & Maio, 2017; Rouault & Tong, 2008). Fe–
S clusters are essential cofactors with electron transferring
abilities and can be found in a wide range of proteins
including complex I, II, and III of the ETC, as well as in
mitochondrial aconitase in the TCA cycle (Agar et al.,
2000; Crooks et al., 2012). Even though the ISCU mutation
affects the performance of the ETC, the HML patients show
a muscle-specific phenotype, leaving other energy-demand-
ing organs, such as the heart and the central nervous sys-
tem, unaffected (Kollberg et al., 2011; Larsson et al., 1964).
ISCU protein is almost absent in muscle tissue from HML
patient, but not in other tissues examined (Kollberg et al.,
2009; Mochel et al., 2008; Nordin et al., 2011). Lower
levels of ISCU protein has also been observed in patient
myoblast and fibroblasts, but the decrease is less

pronounced in fibroblasts (Crooks et al., 2012; Sanaker
et al., 2010).

Besides the mutation identified in HML, two other ISCU
mutations that cause myopathies have been identified. Two
brothers of Swedish/Finish decent have been shown to be
compound heterozygous for the HML intronic mutation and
a recessive missense mutation, c.149G>A (Kollberg et al.,
2009). Recently, a de novo ISCU missense mutation,
c.287G>T, that resulted in a dominant form of myopathy,
was reported in a 23-year-old Italian male (Legati et al.,
2017). In both cases, the mutations resulted in a more severe
and progressive phenotype with additional symptoms aside
from the myopathy (Kollberg et al., 2009; Legati et al.,
2017). The clinical phenotype observed for the two missense
mutations still suggests that skeletal muscle in general is
more sensitive to ISCU deficiency than many other tissues.
In the case of HML, the muscle-specific phenotype can be
explained by the fact that the highest level of incorrect splic-
ing, around 80%, is found in skeletal muscle (Crooks et al.,
2012; Nordin et al., 2011). In contrast, only 30% and 10%
mis-splicing is observed in the heart and liver, respectively
(Nordin et al., 2011). Furthermore, transgenic mice express-
ing human ISCU, show the highest levels of incorrect splic-
ing in the slow fiber soleus muscle and serine and arginine-
rich splicing factor 3 (SRSF3, OMIM*603364) has been
suggested to be involved in this muscle-type-specific splic-
ing (Rawcliffe, Osterman, Lindsten, & Holmberg, 2016).

Polypyrimidine tract-binding protein 1 (PTBP1, OMIM*
600693) has previously been suggested to act as a repressor
of ISCU mis-splicing. Using an ISCU mini-gene system,
overexpression of PTBP1 was shown to markedly decrease
the mis-splicing (Nordin, Larsson, & Holmberg, 2012). In
this study, we investigated the regulatory role of PTBP1 in
ISCU mis-splicing in more detail. Levels of Ptbp1 in dif-
ferent tissues were correlated to the level of mis-splicing
and we could show a negative correlation between ISCU
mis-splicing and Ptbp1 levels. Furthermore, using myo-
blasts from HML patients, we analyzed the effect of over-
expression and knockdown of PTBP1 on the mis-splicing
of ISCU in myoblasts from HML patients. Overexpression
of PTBP1 drastically decreased the levels of incorrectly
spliced ISCU, while knockdown of PTBP1 increased the
incorrect splicing. Taken together, our results indicate that
PTBP1 is a major determinant in the pathology of HML,
where the levels of PTBP1 in a tissue controls the levels of
mis-splicing of mutant ISCU.

2 | MATERIALS AND METHODS

2.1 | Mice

ISCU transgenic mice (Rawcliffe et al., 2016) from a
CBA/B6 background were kept in standard cages with free
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access to water and food (CRM Expanded, SDS). Mice of
both genders were sacrificed by cervical dislocation at
9 weeks of age, and the organs of interest were collected
and immediately frozen in N2 (l) followed by storage in
�80°C. All procedures were approved by the Ethical Com-
mittee for Animal Research at Ume�a University (A5-12,
A74-14).

2.2 | Cells

Primary myoblasts were isolated from the tibialis anterior
muscle of two HML patients (P1, P2) and a healthy control
(C1). The myoblasts were cultured in 4 volumes of Dul-
becco’s modified essential medium (DMEM, Gibco, Wal-
tham, MA, USA) to 1 volume of Medium 199 (Gibco)
supplemented with 20% FBS (Gibco), 5 ng/ml recombinant
human hepatocyte growth factor (Invitrogen, Waltham,
MA, USA) and 50 lg/ml gentamycin (Sigma-Aldrich, St.
Louis, MO, USA). RD4, HeLa and HEK293T Lenti-X
cells (Clontech, Mountain View, CA, USA) were cultured
in DMEM (Gibco) supplemented with 1% Glutamax
(Gibco), 10% FBS, and 1% PenStrep (Gibco). All cells
were cultured at 37°C with 5% CO2. Studies including
human cells were approved by the Regional Ethics Com-
mittee for Medical Research at Ume�a University (09-
105M). Written informed consent was obtained from all
participants.

2.3 | RNA isolation

RNA was prepared from 30 mg frozen mouse tissue in
RNA lysis buffer with a stainless-steel bead (5-mm diame-
ter) using TissueLyzer LT (Qiagen, Valencia, CA, USA)
according to the manufacturer’s instructions (RNeasy
Fibrous Tissue Mini Kit; Qiagen). In brief, the samples were
then digested with proteinase K followed by RNA isolation
using the RNeasy Mini Spin columns (Qiagen). RNA was
eluted in RNase-free water and stored at �80°C. The
NucleoSpin RNA plus kit was used to prepare RNA from
cells according to manufacturer’s instructions (Machery-
Nagel, D€uren, Germany). In brief, lysis buffer was added
directly to the myoblasts and collected followed by the
removal of the genomic DNA by using a gDNA removal
column. RNA was then isolated using an RNA plus column,
eluted in RNase-free water and stored at �80°C.

2.4 | cDNA synthesis

cDNA was synthesized using the SuperScript III RT First-
Strand Synthesis System according to manufacturer’s
instructions (Invitrogen). In brief, approximately 1,200 ng
of RNA from the mouse tissue or 275 ng of RNA from the
myoblasts was incubated at 65°C for 5 min with 1 mmol/L

dNTP and 50–100 ng random hexamers before the addition
of 50 units of SuperScript III RT enzyme with 10 mmol/L
DTT, 5 mmol/L MgCl2 in the supplied buffer. Samples
were then incubated for 5 min at 25°C and for 1 hr at
50°C, followed by 15 min at 70°C to stop the reaction.
The cDNA was stored at �20°C.

2.5 | qRTPCR

cDNA was amplified by qPCR using SYBR green (Roche,
Basel, Switzerland) with a CFX Connect Real-Time PCR
Detection System (Bio-Rad, Hercules, CA, USA). Primers
used to amplify human genes PTBP1(NC_000019.10), SRSF3
(NC_000006.12), ACTB (NC_000007.14), and ISCU (NC_
000012.12) were: PTBP1F (50– TCCCAGATATAGCCGTT
GGT –30), PTBP1R (50– CTTGCTGTCATTTCCGTTTG –
30), SRSF3F (50– AGAGCTAGATGGAAGAACACT –30),
SRSF3R (50– ATAATCATCTCGAGGGCGAC –30), ACTBF
(50– GCACAGAGCCTCGCCTT –30), ACTBR (50– CCTTG
CACATGCCGGAG –30), ISCUExon3F (50– ATGAAAAGG
GGAAGATTGTGG –30), ISCU_corrR (50– GCATCTTCAG
CCAGCATGGA –30), and ISCU_incorrR (50– TGGAAACA
GCACAGATTTGGA –30). Primers used to amplify the
mouse genes Ptbp1 (NC_000076.6), Ptbp2 (NC_000069.6),
and Gapdh (NC_000072.6) were: mPtbp1F (50– GTCCCAG
ACATAGCAGTCGG –30), mPTBP1R (50– GCTCCTGTT
GTCACCTTTGA –30), mPtbp2F (50– GAGGTTGCTGTT
GGTGTGAA –30), mPtbp2R (50– GCCCCATCCATTTTAT
CTTCT –30), mGapdhF (50– TGCCCCCATGTTTGTGATG
–30), and mGapdhR (50– TGTGGTCATGAGCCCTTCC –30).
An average cycle threshold (Ct) was calculated for each tripli-
cate sample, which was transformed to 2(�Ct) for all further
calculations. Primer pair efficiencies were obtained from the
standard curves based on 4-point, 10-fold dilutions of either
pooled myoblast or mouse cDNA in a representative Ct
range. Gene expression was calculated using 2(�ddCt), where
b-actin for the human samples and mouse Gapdh for mouse
samples was used as a reference gene. Splicing percentages
of ISCU were calculated by taking the 2(�dCt) value represent-
ing the incorrect splicing divided by the sum of the 2(�dCt)

values for the incorrect and correct splicing. The reverse pri-
mers ISCU_corrR and ISCU_incorrR targets the cDNA repre-
senting correct and incorrect ISCU mRNA, respectively, and
are paired with ISCUExon3F for amplification of endogenous
ISCU. Data were analyzed using Bio-Rad CFX Manager soft-
ware Version 3.1 (Bio-Rad). All primers were purchased from
Sigma-Aldrich.

2.6 | Cloning of PTBP1 expression vector
and shPTBP1 vector

The PTBP1 expression vector used in the overexpression
assay was constructed by cloning the coding sequence for
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PTBP1 into the pLM backbone of the pLM-fSV2A vector
(#27512; Addgene, Cambridge, MA, USA). For knock-
down of PTBP1, a shPTBP1 DNA hairpin with a target
sequence of GCGTGAAGATCCTGTTCAATA was cloned
into the pLKO.1 plasmid (#10878; Addgene) according to
manufacturer’s instructions.

2.7 | Lentiviral transduction of myoblasts

HEK293T Lenti-X cells (Clontech, Mountain View, CA,
USA) were transfected by calcium phosphate precipitates
as described previously by Rawcliffe et al. (2016). In brief,
a total of 55 lg of lentiviral DNA vectors (Addgene), such
as psPAX2 (virus envelope), pMD2.G (virus proteins) and
DNA of interest, were used in a ratio of 1:0.7:1 in a total
volume of 1,500 ll with 250 mmol/L CaCl2. 2X HEPES
(pH 7.00) of the same volume was added dropwise to the
DNA mixture while air was bubbled through the solution.
The mixture was left in RT for 30 min and then added
dropwise to the HEK293T cells. After repeated media
changes and addition of sodium butyrate, virus was col-
lected 48-hr posttransfection, frozen in N2 (l) and stored at
�80°C.

Prior to all infections, the myoblasts were given fresh
media with 10 lg/ml polybrene (Millipore) followed by
180 ll concentrated virus per well of a 6-well plate where
each well contained 80–100,000 myoblasts. For overex-
pression experiments, the cells were harvested for RNA
and protein 48 hr after transduction. Virus with mCherry
DNA was used as a control, as well as to assess the infec-
tion efficiency. For knockdown experiments, the myoblasts
were given fresh media with 1.8 lg/ml puromycin 24 hr
after the infection. Virus with a scrambled shRNA (#1864;
Addgene) was used as a control. The RNA and protein
were harvested from the cells 72 hr after transduction. All
chemicals were purchased from Sigma-Aldrich unless
otherwise stated.

2.8 | Nuclear extracts

Frozen mouse tissue (50 mg) was disrupted using a
Dounce homogenizer in Buffer A (10 mmol/L HEPES pH
7.9, 1.5 mmol/L MgCl2, 10 mmol/L KCl) with freshly
added 1 mmol/L DTT and a protease inhibitor cocktail
(Complete, Roche, Basel, Switzerland). Myoblasts or RD4
cells were pelleted at 3009g for 10 min at 4°C, washed
with cold PBS and pelleted again. The cell pellet was
resuspended in Buffer A and incubated 15 min on ice. Cell
samples were then vortexed in pulses for 10 min while
homogenized tissue samples were vortexed for 10 s in
0.5% NP-40. Nuclei were pelleted at 4,5009g for 20 s and
washed with Buffer C (20 mmol/L HEPES pH 7.9,
1.5 mmol/L MgCl2, 420 mmol/L NaCl, 0.2 mmol/L

EDTA, and 10% glycerol) including protease inhibitors
(Complete, Roche) and phosphatase inhibitors (10 mmol/L
NaF, 10 mmol/L b-glycerophosphate, 1 mmol/L sodium
vanadate). Pellets were resuspended in Buffer C and vigor-
ously shaken on ice for 30 min followed by centrifugation
at 14,0009g for 10 min at 4°C. The supernatant, which is
the nuclear extract fraction, was collected. Protein concen-
trations were determined by standard BCA assays (Pierce,
Waltham, MA, USA). For the western blot assay, 400 lg
of nuclear extract from mouse tissues was loaded into each
well. All chemicals were purchased from Sigma-Aldrich
unless otherwise stated.

2.9 | MACS biotinylated molecule isolation

The lMACS Streptavidin kit (MACS Miltenyi Biotec, Ber-
gisch Gladbach, Germany) was used to capture RNA-bind-
ing factors as described by Rawcliffe et al., 2016. ISCU
oligos representing normal and mutated ISCU were used,
where the mutated sequence has a C instead of a G, (50–
[Biotin]AGCUCCAAUCUUUC/GAUUUCAGAAUCUG–
30). A scrambled RNA oligo was used as a negative control
(50– [Biotin]AUCGUGGAUAUAGCAGCGUACUAGUAG–
30). In brief, the binding reaction, including myoblast nuclear
extract, biotinylated RNA oligos, and streptavidin microbe-
ads (MACS Miltenyi Biotec), was added to lMACS col-
umns attached to a magnetic MACS multi-stand (MACS
Miltenyi Biotec). The column was washed and the bead-cap-
tured nuclear factors were eluted with 150 ll PBS. For the
western blot assay, the maximum volume of 33 ll of eluent
was loaded into each well, while 60 lg of myoblast nuclear
extract and 15 lg of RD4 nuclear extract were used as posi-
tive controls. All chemicals were purchased from Sigma-
Aldrich unless otherwise stated.

2.10 | Western blot analysis

Cells were lyzed in protein lysis buffer (2% SDS,
100 mmol/L Tris-HCl, pH 6.8) and protein concentration
was determined by a BCA assay (Pierce). Samples (60 lg)
were denatured in sample buffer and were size separated
using Bis-Tris precast 4%–12% gels (Bio-Rad, Hercules,
CA, USA). The proteins were blotted onto an Amersham
Hybond-ECL membrane (GE Healthcare, Fairfield, CT,
USA) for 45 min at 15 V. Membranes were blocked in 5%
dry milk in PBS with 0.1% Tween (PBST) for 1 h at room
temperature and incubated at 4°C with primary antibody in
PBST with 0.5% dry milk overnight. The primary antibod-
ies used in this study were rabbit monoclonal RABMAB
aPTBP1 (Abcam, Cambridge, UK), rabbit aSRSF3 (Assay
Biotech, Sunnyvale, CA, USA), rabbit aGAPDH (Cell Sig-
naling, Danvers, MA, USA), and rabbit aActin (Sigma-
Aldrich). Membranes were washed 3 9 10 min in PBST
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and incubated for 1 h at room temperature with a 1:10,000
dilution of secondary HRP-conjugated arabbit antibody
(Pierce) in 0.5% dry milk in PBST. Membranes were washed
3 9 10 min in PBST and the proteins bands were visualized
using SuperSignal West Dura Extended Duration Substrate
(Thermo Fisher Scientific, Waltham, MA, USA) with Amer-
sham Hyperfilm ECL (GE Healthcare). For SRSF3 band
quantification, each band was firstly normalized to its respec-
tive Actin band and then related to its untreated control.

3 | RESULTS

3.1 | The tissue-specific expression of PTBP1

Overexpression of PTBP1 in RD4 cells has been shown to
significantly diminish the mis-splicing of an ISCU mini-
gene with the HML mutation. It was therefore suggested
that PTBP1 can act as a repressor of the incorrect splicing
of ISCU (Nordin et al., 2012). In a recent study, we
showed that the levels of incorrectly spliced ISCU vary
among a number of mouse tissues, where the highest level
of incorrect splicing was observed in the slow fiber muscle
soleus (Rawcliffe et al., 2016). In this study, we examined
the same tissues for levels of Ptbp1 RNA and protein to
see whether there was a correlation between the levels of
ISCU mis-splicing and the levels of Ptbp1 (Figure 1a,b).
Since brain was among the examined tissues, we also ana-
lyzed the RNA levels of the brain-specific Ptbp1-paralog
Ptbp2. When comparing the Ptbp1 RNA levels to the
levels of incorrectly spliced ISCU, we observed that a high
expression of Ptbp1 correlated with a low level of incor-
rectly spliced ISCU (Figure 1a). Ptbp1 showed the lowest
levels of RNA in the muscle, where we find up to 80%
mis-spliced ISCU, and the highest levels in the kidney and
liver, where only 10%–20% of the transcripts are mis-
spliced (Figure 1a). A similar Ptbp1 expression pattern was
also observed on the protein level; however, the liver
showed higher levels of PTBP1 than the kidney, while the
remaining tissues showed no detectable levels of PTBP1
protein (Figure 1b). Human myoblasts showed higher
levels of PTBP1 than the mouse muscle, while the muscle
cancer cell line RD4 and the cervical cancer cell line HeLa
showed significantly higher levels of PTBP1 (Figure 1b).
The negative correlation of Ptbp1 levels and ISCU mis-
splicing suggest that PTBP1 acts as a tissue-specific splic-
ing repressor of the incorrect splicing of ISCU.

3.2 | PTBP1 binds with higher affinity to the
mutated ISCU sequence compared to the wild
type

In a previous study, using RD4 cell nuclear extract, we
showed that PTBP1 interacts with the wild-type (WT) and

mutant (MUT) ISCU sequence with a similar affinity (Nor-
din et al., 2012). In this study, we performed a pull-down
assay, using myoblast nuclear extract from HML patients.
The pull-down assay confirmed the interaction between
PTBP1 and the WT and MUT ISCU sequence; however,
we observed a stronger binding to the MUT sequence (Fig-
ure 2a). This is supported by the fact that the HML muta-
tion, G > C, increases the number of pyrimidines in the
polypyrimidine tract, generating a stronger PTBP1 binding
motif (Figure 2b) (Garcia-Blanco, Jamison, & Sharp, 1989;
Keppetipola, Sharma, Li, & Black, 2012; Keppetipola
et al., 2016; Patton, Mayer, Tempst, & Nadal-Ginard,
1991). We observed significantly higher levels of PTBP1
in RD4 cells compared to the myoblasts (Figures 1b and
2a) which might indicate that the equal binding to the WT
and MUT sequence using RD4 cells observed by Nordin
et al. (2012) could be the result of saturated levels of
PTBP1.

3.3 | PTBP1 acts as a repressor of ISCU mis-
splicing

To investigate the PTBP1 repression of ISCU mis-splicing
in an endogenous context, we overexpressed as well as
knocked down PTBP1 in myoblasts from two HML
patients and a healthy control using lentiviral transduction
(Figures 3 and 4). The robust PTBP1 overexpression
decreased the levels of ISCU mis-splicing in HML myo-
blasts eightfold, from approximately 40%–55% down to
5%, which is almost as low as in healthy control myoblasts
(Figure 3a). The PTBP1 overexpression also resulted in a
small but variable, 1.1–1.8-fold increase in SRSF3 protein
(Figure 3b). We have previously shown that SRSF3 acts as
an activator of ISCU mis-splicing (Rawcliffe et al., 2016).
However, the slight increase of SRSF3 will likely have a
marginal effect on the level of mis-splicing, considering the
high levels of counteracting PTBP1 (Figure 3b). The over-
expression of PTBP1 also resulted in a significant eightfold
decrease in ISCU mis-splicing in the healthy control myo-
blasts, from approximately 1.5% down to 0.2% (Figure 3a).

Consistent with the result from the overexpression,
knockdown of PTBP1 resulted in a twofold increase in
ISCU mis-splicing to a total level of 90% in patient myo-
blasts as well as a threefold increase from approximately
1%–3% in the healthy control myoblasts (Figure 4a,b). In
the myoblasts infected with shPTBP1 lentivirus, the PTBP1
RNA levels were markedly decreased compared to the
myoblasts infected with scrambled shRNA lentivirus (Fig-
ure 4c) or uninfected controls (data not shown). The
knockdown of PTBP1 also resulted in a drastic decrease in
the SRSF3 mRNA and a more moderate twofold decrease
in the SRSF3 protein (Figure 4b,d). This could influence
the mis-splicing of ISCU; however, the net outcome is an
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increase in the ISCU mis-splicing from approximately 60%
up to 90% (Figure 4a).

4 | DISCUSSION

Alternative splicing contributes to the complex protein
diversity of eukaryotes, where approximately 95% of all
human genes are alternatively spliced (Fu & Ares, 2014;
Pan, Shai, Lee, Frey, & Blencowe, 2008; Wang et al.,
2008). The interaction of splicing factors, specific for regu-
latory sequences in the pre-mRNA, define the splice sites
where spliceosome assembly takes place (Black et al.,
2003). However, due to the unique collection of splicing
factors in a particular tissue, the same splice site is recog-
nized differently in different cell types, making it hard to
decipher a general “splicing code” (Chen & Manley, 2009;
Fu & Ares, 2014). Therefore, studies on specific mutational
events, that drastically change the splicing of a certain gene
in a tissue-specific manner, can contribute a small piece to
the overall puzzle.

We have previously shown that the high levels of incor-
rect splicing of ISCU in skeletal muscle, compared to other
examined tissues, can explain the muscle-specific pheno-
type seen in HML patients (Drugge et al., 1995; Larsson
et al., 1964; Nordin et al., 2011; Rawcliffe et al., 2016).

Tissue-specific alternative splicing is often the outcome of
an elaborate interplay between the activators and repressors
of splicing. However, the main shift in the splicing out-
come ratio often occurs when the repressor for a specific
splicing event is removed, as opposed to the removal of
the activator, making the repressor, in most cases, the dom-
inant regulator of the splicing event (Coelho et al., 2015).
PTBP1 and PTBP2 belong to the hnRNP protein family
that are known to act as repressors of tissue-specific alter-
native exons in a wide range of targets (Ling et al., 2016;
Wagner & Garcia-Blanco, 2001). PTBP1 binds to pyrim-
idine tracts, where longer pyrimidine tracts result in stron-
ger binding (Chan & Black, 1997; Keppetipola et al., 2012,
2016; Markovtsov et al., 2000). PTBP1 is downregulated in
muscle tissue and has been shown to repress the inclusion of
muscle-specific alternative exons (Boutz, Chawla, Stoilov, &
Black, 2007; Lin & Tarn, 2011; Lustig et al., 2014; Patton
et al., 1991; Reardon et al., 2011; Sauli�ere, Sureau, Expert-
Bezanc�on, & Marie, 2006; Spellman, Llorian, & Smith,
2007; Spellman et al., 2005; Taniguchi et al., 2015).

To examine whether PTBP1 may act as the major
repressor in the mis-splicing of mutant ISCU, we compared
the expression pattern of PTBP1 to the levels of ISCU mis-
splicing in mouse tissues. We could indeed see a negative
correlation between the levels of PTBP1 and ISCU mis-
splicing, supporting the idea that PTBP1 acts as a repressor

FIGURE 1 PTBP1 expression in
mouse tissues. (a) PTBP1 and PTBP2
qRTPCR using cDNA from mouse tissues
(n = 4–5 for each gene). The graph
presents the average expression �SD
relative to the mouse GAPDH where each
sample was run in triplicate. Percentage of
incorrect splicing of ISCU data is from
Rawcliffe et al. (2016). (b) PTBP1 Western
blot using the nuclear extracts from the
mouse tissues and protein samples from the
healthy control (C) and HML patient (P1,
P2) myoblasts, as well as RD4 and HeLa
cells. To show the drastic difference in
PTBP1 levels between cell lines both a
light and dark exposure of the blot is
shown. Tissues used were soleus (SOL),
gastrocnemius (GAS), quadriceps (QUA),
heart (H), brain (B), liver (L), and kidney
(K). GAPDH was used as a loading control
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of pseudoexon inclusion in HML. The skeletal muscles
show the highest levels of mis-splicing and the lowest
levels of PTBP1, while the opposite was observed in the
liver and kidney. The importance of PTBP1 in the regula-
tion of endogenous ISCU mis-splicing was further demon-
strated by overexpression or knockdown of PTBP1 in
myoblasts from HML patients and a healthy control. Over-
expression of PTBP1 resulted in a drastic decrease in ISCU
mis-splicing in patient myoblasts. The opposite was seen
when PTBP1 was knocked down, with a twofold increase
in ISCU mis-splicing to a total level of 90% in patient
myoblasts. Additionally, significant effects on levels of
ISCU mis-splicing was also observed in the control myo-
blasts. These results, together with the tissue-specific
expression of PTBP1, supports the hypothesis of PTBP1 as
a dominant repressor of ISCU mis-splicing.

We have previously suggested that the higher levels of
SRSF3 in the soleus compared to the gastrocnemius and
quadriceps could explain the higher levels of ISCU mis-
splicing in the soleus (Rawcliffe et al., 2016). As seen in a
previous study, we also observed an inter-regulatory con-
nection between SRSF3 and PTBP1, where the knockdown
of one results in decreased levels of the other (Guo, Jia, &
Jia, 2015). Additionally, both SRSF3 and PTBP1 are

known to self-regulate their own expression by targeting
the splicing of their own mRNA, further demonstrating the
complexity of alternative splicing (Jumaa & Nielsen, 1997;
Spellman et al., 2005; Wollerton, Gooding, Wagner, Gar-
cia-Blanco, & Smith, 2004).

As shown previously, incorrect splicing of ISCU does
occur to a low degree in healthy control tissues (Mochel
et al., 2008; Nordin et al., 2011). We observed similar low
levels of ISCU mis-splicing in control myoblasts, as well as
a significant increase when PTBP1 was knocked down.
Most likely, the intronic cryptic splice sites give rise to leak-
age of ISCU transcript containing the pseudoexon, where the
removal of PTBP1 splicing repression increases the leakage.
However, to explain the drastic increase in mis-splicing
observed in patient cells, the mutation must not only activate
the cryptic splice sites, but also alter the local splice site-
binding motif in favor of a splicing activator. The low levels
of PTBP1 in the skeletal muscle, would then allow for the
binding of a splicing activator(s), with a higher affinity for
the mutant sequence, resulting in increased retention of the

FIGURE 2 PTBP1 binding to normal and mutated ISCU RNA.
(a) PTBP1 western blot of the eluted fractions (ELUTE) from the
RNA pull-down assay using nuclear extract (NE) from HML patient
(P2) myoblasts and biotinylated RNA oligos; ISCU wild-type oligo
(WT), ISCU mutant oligo (MUT), and scrambled RNA oligo (SCR).
A negative control with no oligo (�) is also included as well as NE
from RD4 and P2. GAPDH was used as a loading control for NE and
as a negative control for any nonspecific RNA–protein interactions.
The pull-down results were reproduced at least once for each oligo.
(b) Sequence of the ISCU RNA oligos used in the pull-down
experiments with proposed PTBP1-binding sites indicated by
horizontal square brackets. C/G indicates the site of the HML
mutation. The start of the HML pseudoexon is boxed

FIGURE 3 Incorrect splicing of ISCU in myoblasts
overexpressing PTBP1. A lentivirus-mediated expression vector
PTBP1 (PTB) or a control expression vector mCherry (mC) was
introduced into myoblasts from HML patients (P1, P2) and a healthy
control (C). (a) Quantification of the incorrectly spliced ISCU by
qRTPCR. The graph presents the mean percentage of incorrectly
spliced ISCU �SD from at least three independent experiments.
(*p < 0.05, **p < 0.01, ***p < 0.001; Student’s t test). (b) Western
blot of PTBP1 overexpression in nontransduced and transduced
myoblasts. ACTIN was used as a loading reference. Quantified levels
of SRSF3 is indicated below the blot. Each band was normalized to
ACTIN and related to its untreated control
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pseudoexon. Splicing activators that have been shown to
compete with PTBP1 for binding of polypyrimidine tracts
upstream of alternatively spliced exons could be potential
candidates. Earlier pull-down experiments revealed a number
of RNA binding factors, aside from PTBP1, that interact
with the wild-type and mutant ISCU sequence, including
MATR3, RBM39, and IGF2BP1 (Nordin et al., 2012).
IGF2BP1 was the only one of these factors that showed a
higher affinity for the mutant ISCU sequence but IGF2BP1
is not a known splicing factor (Nordin et al., 2012). Another
interesting candidate is the U2 auxiliary factor (U2AF) com-
plex, which is made up of the two subunits U2AF35 and
U2AF65. U2AF65 has been shown to compete with PTBP1
for binding to polypyrimidine tracts at alternatively spliced
exons and to promote splicing in the absence of PTBP1.
(Pacheco et al., 2004; Sauli�ere et al., 2006; Shao et al.,
2014; Sharma, Falick, & Black, 2005). Other interesting can-
didates to explore include RBM4, RBM24, and MBNL1,
which all have determinant roles in muscle-specific splicing
(Konieczny, Stepniak-Konieczna, & Sobczak, 2014; Lin &
Tarn, 2011; Yang et al., 2014).

Increased knowledge about how different splicing fac-
tors contribute to specific diseases may aside from increas-
ing our knowledge of how the splicing machinery works,
reveal new potential targets in the treatment of the diseases
(Cieply & Carstens, 2015). Today, a common strategy to
pharmacologically repress splicing defects is to use anti-
sense oligonucleotides (ASOs). For HML, ISCU-specific
ASOs have been shown to decrease the levels of incorrect
transcript in both fibroblasts and myotubes from HML
patients, resulting in increased levels of ISCU protein
(Holmes-Hamptom et al., 2016; Kollberg et al., 2009;
Sanaker, Toompuu, McClorey, & Bindoff, 2012). ASOs,
along with identification of key splicing factors, represents
essential contributions in the search for a treatment of
HML as well as other diseases caused by splicing defects.

In summary, our results show that PTBP1 acts as a domi-
nant repressor of ISCU mis-splicing and that the high level
of mis-splicing in the skeletal muscle is most likely caused
by the absence of PTBP1. As splicing is a highly intricate
regulatory process, involving a plethora of splicing factors,
the precise ratio of PTBP1 and other key factors, that are

FIGURE 4 Incorrect splicing of ISCU in myoblasts with a knocked down PTBP1 expression. A lentivirus-mediated expression vector for
PTBP1 shRNA (shP) or scrambled shRNA (SCR) was introduced into myoblasts from HML patients (P1, P2) and a healthy control (C). (a)
Quantification of incorrectly spliced ISCU by qRTPCR. The graph presents the mean percentage of incorrectly spliced ISCU �SD from at least
three independent experiments. (b) Western blot of PTBP1 knockdown in nontransduced and transduced myoblasts. ACTIN was used as a
loading reference. Quantified levels of SRSF3 is indicated below the blot. Each band was normalized to ACTIN and related to its untreated
control. (c) Relative PTBP1 RNA expression by qRTPCR (d) Relative SRSF3 RNA expression by qRTPCR (*p < 0.05, **p < 0.01,
***p < 0.001; Student’s t test)
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specific for each tissue, will determine the level of ISCU
mis-splicing. The effect of potential activators, in the regula-
tion of ISCU mis-splicing, needs to be further explored.

ACKNOWLEDGMENTS

We wish to thank the patients for their invaluable participa-
tion in this study.

CONFLICT OF INTEREST

The authors declare no conflicts of interest.

ORCID

Denise F. R. Rawcliffe http://orcid.org/0000-0001-6632-
5770
Monica Holmberg http://orcid.org/0000-0003-4146-7531

REFERENCES

Agar, J. N., Krebs, C., Frazzon, J., Huynh, B. H., Dean, D. R., &
Johnson, M. K. (2000). ISCU as a scaffold for iron–sulfur cluster
biosynthesis: Sequential assembly of [2Fe-2S] and [4Fe-4S] clus-
ters in ISCU. Biochemistry, 39, 7856–7862. https://doi.org/10.
1021/bi000931n

Black, D. L. (2003). Mechanisms of alternative pre-messenger RNA
splicing. Annu Rev Biochem, 72, 291–336.

Boutz, P. L., Chawla, G., Stoilov, P., & Black, D. L. (2007). Micro-
RNAs regulate the expression of the alternative splicing factor
nPTB during muscle development. Genes & Development, 21,
71–84. https://doi.org/10.1101/gad.1500707

Chan, R. C., & Black, D. L. (1997). The polypyrimidine tract binding
protein binds upstream of neural cell-specific c-src exon N1 to
repress the splicing of the intron downstream. Molecular and Cellu-
lar Biology, 17, 4667–4676. https://doi.org/10.1128/MCB.17.8.4667

Chen, M., & Manley, J. L. (2009). Mechanisms of alternative splicing
regulation: Insights from molecular and genomics approaches.
Nature Reviews. Molecular Cell Biology, 10, 741–754. https://doi.
org/10.1038/nrm2777

Cieply, B., & Carstens, R. P. (2015). Functional roles of alternative
splicing factors in human disease. Wiley Interdisciplinary Reviews:
RNA, 6, 311–326. https://doi.org/10.1002/wrna.1276

Coelho, M. B., Attig, J., Bellora, N., K€onig, J., Hallegger, M.,
Kayikci, M., . . . Smith, C. W. J. (2015). Nuclear matrix protein
Matrin3 regulates alternative splicing and forms overlapping regu-
latory networks with PTB. EMBO Journal, 34, 653. https://doi.
org/10.15252/embj.201489852

Crooks, D. R., Jeong, S. Y., Tong, W.-H., Ghosh, M. C., Olivierre,
H., Haller, R. G., & Rouault, T. A. (2012). Tissue specificity of a
human mitochondrial disease. Journal of Biological Chemistry,
287, 40119–40130. https://doi.org/10.1074/jbc.M112.418889

Drugge, U., Holmberg, M., Holmgren, G., Almay, B. G. L., & Lin-
derholm, H. (1995). Hereditary myopathy with lactic acidosis, suc-
cinate dehydrogenase and aconitase deficiency in northern
Sweden: A genealogical study. Journal of Medical Genetics, 32,
344–347. https://doi.org/10.1136/jmg.32.5.344

Fu, X.-D., & Ares, M. Jr (2014). Context-dependent control of alter-
native splicing by RNA-binding proteins. Nature Reviews Genet-
ics, 15, 689–701. https://doi.org/10.1038/nrg3778

Garcia-Blanco, M. A., Jamison, S. F., & Sharp, P. A. (1989). Identifi-
cation and purification of a 62,000-dalton protein that binds
specifically to the polypyrimidine tract of introns. Genes & Devel-
opment, 3, 1874–1886. https://doi.org/10.1101/gad.3.12a.1874

Guo, J., Jia, J., & Jia, R. (2015). PTBP1 and PTBP2 impaired
autoregulation of SRSF3 in cancer cells. Scientific Reports, 5,
14548. https://doi.org/10.1038/srep14548

Hall, R. E., Henriksson, K. G., Lewis, S. F., Haller, R. G., & Kenn-
away, N. G. (1993). Mitochondrial myopathy with succinate dehy-
drogenase and aconitase deficiency. Journal of Clinical
Investigation, 92, 2660–2666. https://doi.org/10.1172/JCI116882

Haller, R. G., Henriksson, K. G., Jorfeldt, L., Hultman, E., Wibom, R.,
Sahlin, K., . . . Blomqvist, C. G. (1991). Deficiency of skeletal mus-
cle succinate dehydrogenase and aconitase. Journal of Clinical
Investigation, 88, 1197–1206. https://doi.org/10.1172/JCI115422

Holmes-Hampton, G. P., Crooks, D. R., Haller, R. G., Guo, S., Freier,
S. M., Monia, B. P., & Rouault, T. A. (2016). Use of antisense
oligonucleotides to correct the splicing error in ISCU myopathy
patient cell lines. Human Molecular Genetics, 25, 5178–5187.

Jumaa, H., & Nielsen, P. J. (1997). The splicing factor SRp20 modi-
fies splicing of its own mRNA and ASF/SF2 antagonizes this reg-
ulation. EMBO Journal, 16, 5077–5085. https://doi.org/10.1093/
emboj/16.16.5077

Keppetipola, N., Sharma, S., Li, Q., & Black, D. L. (2012). Neuronal
regulation of pre-mRNA splicing by polypyrimidine tract binding
proteins, PTBP1 and PTBP2. Critical Reviews in Biochemistry
and Molecular Biology, 47, 360–378. https://doi.org/10.3109/
10409238.2012.691456

Keppetipola, N. M., Yeom, K. H., Hernandez, A. L., Bui, T., Sharma,
S., & Black, D. L. (2016). Multiple determinants of splicing
repression activity in the polypyrimidine tract binding proteins,
PTBP1 and PTBP2. RNA, 22, 1172–1180. https://doi.org/10.1261/
rna.057505.116

Kollberg, G., Melberg, A., Holme, E., & Oldfors, A. (2011). Tran-
sient restoration of succinate dehydrogenase activity after rhab-
domyolysis in iron-sulphur cluster deficiency myopathy.
Neuromuscular Disorders, 21, 115–120. https://doi.org/10.1016/j.
nmd.2010.11.010

Kollberg, G., Tulinius, M., Melberg, A., Darin, N., Andersen, O.,
Holmgren, D., . . . Holme, E. (2009). Clinical manifestation and a
new ISCU mutation in iron-sulphur cluster deficiency myopathy.
Brain, 132, 2170–2179. https://doi.org/10.1093/brain/awp152

Konieczny, P., Stepniak-Konieczna, E., & Sobczak, K. (2014).
MBNL proteins and their target RNAs, interaction and splicing
regulation. Nucleic Acids Research, 42, 10873–10887. https://doi.
org/10.1093/nar/gku767

Larsson, L. E., Linderholm, H., M€uller, R., Ringqvist, T., & S€orn€as,
R. (1964). Hereditary metabolic myopathy with paroxysmal myo-
globinuria due to abnormal glycolysis. Journal of Neurology, Neu-
rosurgery and Psychiatry, 27, 361–380. https://doi.org/10.1136/
jnnp.27.5.361

Legati, A., Reyes, A., Ceccatelli Berti, C., Stehling, O., Marchet, S.,
Lamperti, C., . . . Ghezzi, D. (2017). A novel de novo dominant
mutation in ISCU associated with mitochondrial myopathy. Jour-
nal of Medical Genetics, 54, 815–824. https://doi.org/10.1136/
jmedgenet-2017-104822

RAWCLIFFE ET AL. | 895

http://orcid.org/0000-0001-6632-5770
http://orcid.org/0000-0001-6632-5770
http://orcid.org/0000-0001-6632-5770
http://orcid.org/0000-0003-4146-7531
http://orcid.org/0000-0003-4146-7531
http://orcid.org/0000-0003-4146-7531
https://doi.org/10.1021/bi000931n
https://doi.org/10.1021/bi000931n
https://doi.org/10.1101/gad.1500707
https://doi.org/10.1128/MCB.17.8.4667
https://doi.org/10.1038/nrm2777
https://doi.org/10.1038/nrm2777
https://doi.org/10.1002/wrna.1276
https://doi.org/10.15252/embj.201489852
https://doi.org/10.15252/embj.201489852
https://doi.org/10.1074/jbc.M112.418889
https://doi.org/10.1136/jmg.32.5.344
https://doi.org/10.1038/nrg3778
https://doi.org/10.1101/gad.3.12a.1874
https://doi.org/10.1038/srep14548
https://doi.org/10.1172/JCI116882
https://doi.org/10.1172/JCI115422
https://doi.org/10.1093/emboj/16.16.5077
https://doi.org/10.1093/emboj/16.16.5077
https://doi.org/10.3109/10409238.2012.691456
https://doi.org/10.3109/10409238.2012.691456
https://doi.org/10.1261/rna.057505.116
https://doi.org/10.1261/rna.057505.116
https://doi.org/10.1016/j.nmd.2010.11.010
https://doi.org/10.1016/j.nmd.2010.11.010
https://doi.org/10.1093/brain/awp152
https://doi.org/10.1093/nar/gku767
https://doi.org/10.1093/nar/gku767
https://doi.org/10.1136/jnnp.27.5.361
https://doi.org/10.1136/jnnp.27.5.361
https://doi.org/10.1136/jmedgenet-2017-104822
https://doi.org/10.1136/jmedgenet-2017-104822


Lill, R., Hoffmann, B., Molik, S., Pierik, A. J., Rietzschel, N., Stehl-
ing, O., . . . Muhlenhoff, U. (2012). The role of mitochondria in
cellular iron-sulfur protein biogenesis and iron metabolism. BBA,
1823, 1491–1508.

Lin, J. C., &Tarn,W.Y. (2011). RBM4 down-regulates PTB and antagonizes
its activity inmuscle cell-specific alternative splicing. Journal of Cell Biol-
ogy, 193, 509–520. https://doi.org/10.1083/jcb.201007131

Ling, J. P., Chhabra, R., Merran, J. D., Schaughency, P. M., Wheelan,
S. J., Corden, J. L., & Wong, P. C. (2016). PTBP1 and PTBP2
repress nonconserved cryptic exons. Cell Reports, 17, 104–113.
https://doi.org/10.1016/j.celrep.2016.08.071

Lustig, Y., Barhod, E., Ashwal-Fluss, R., Gordin, R., Shomron, N., Bar-
uch-Umansky, K., . . . Kanety, H. (2014). RNA-binding protein PTB
and microRNA-221 coregulate AdipoR1 translation and adiponectin
signaling.Diabetes, 63, 433–445. https://doi.org/10.2337/db13-1032

Markovtsov, V., Nikolic, J. M., Goldman, J. A., Turck, C. W., Chou, M.
Y., & Black, D. L. (2000). Cooperative assembly of an hnRNP com-
plex induced by a tissue-specific homolog of polypyrimidine tract
binding protein. Molecular and Cellular Biology, 20, 7463–7479.
https://doi.org/10.1128/MCB.20.20.7463-7479.2000

Mochel, F., Knight, M. A., Tong, W.-H., Hernandez, D., Ayyad, K.,
Taivassalo, T., . . . Haller, R. G. (2008). Splice mutation in the
iron-sulfur cluster scaffold protein ISCU causes myopathy with
exercise intolerance. American Journal of Human Genetics, 82,
652–660. https://doi.org/10.1016/j.ajhg.2007.12.012

Nordin, A., Larsson, E., & Holmberg, M. (2012). The defective splic-
ing caused by the ISCU intron mutation in patients with myopathy
with lactic acidosis is repressed by PTBP1 but can be derepressed
by IGF2BP1. Human Mutation, 33, 467–470. https://doi.org/10.
1002/humu.22002

Nordin, A., Larsson, E., Thornell, L.-E., & Holmberg, M. (2011). Tis-
sue-specific splicing of ISCU results in a skeletal muscle pheno-
type in myopathy with lactic acidosis, while complete loss of
ISCU results in early embryonic death in mice. Human Genetics,
129, 371–378. https://doi.org/10.1007/s00439-010-0931-3

Olsson, A., Lind, L., Thornell, L.-E., & Holmberg, M. (2008).
Myopathy with lactic acidosis is linked to chromosome 12q23.3-
24.11 and cause by an intron mutation in the ISCU gene resulting
in a splicing defect. Human Molecular Genetics, 17, 1666–1672.
https://doi.org/10.1093/hmg/ddn057

Pacheco, T. R., Gomes, A. Q., Barbosa-Morais, N. L., Benes, V.,
Ansorge, W., Wollerton, M., . . . Carmo-Fonseca, M. (2004). Diver-
sity of vertebrate splicing factor U2AF35: Identification of alterna-
tively spliced U2AF1 mRNAS. Journal of Biological Chemistry,
279, 27039–27049. https://doi.org/10.1074/jbc.M402136200

Pan, Q., Shai, O., Lee, L. J., Frey, B. J., & Blencowe, B. J. (2008).
Deep surveying of alternative splicing complexity in the human
transcriptome by high-throughput sequencing. Nature Genetics,
40, 1413–1415. https://doi.org/10.1038/ng.259

Patton, J. G., Mayer, S. A., Tempst, P., & Nadal-Ginard, B. (1991).
Characterization and molecular cloning of polypyrimidine tract-
binding protein: A component of a complex necessary for pre-
mRNA splicing. Genes & Development, 5, 1237–1251. https://doi.
org/10.1101/gad.5.7.1237

Rawcliffe, D. F., Osterman, L., Lindsten, H., & Holmberg, M.
(2016). The high level of aberrant splicing of ISCU in slow-twitch
muscle may involve the splicing factor SRSF3. PLoS ONE, 11,
e0165453. https://doi.org/10.1371/journal.pone.0165453

Reardon, H. T., Park, W. J., Zhang, J., Lawrence, P., Kothapalli, K.
S., & Brenna, J. T. (2011). The polypyrimidine tract binding pro-
tein regulates desaturase alternative splicing and PUFA composi-
tion. Journal of Lipid Research, 52, 2279–2286. https://doi.org/10.
1194/jlr.M019653

Rouault, T. A., & Maio, N. (2017). Biogenesis and functions of
mammalian iron-sulfur proteins in the regulation of iron home-
ostasis and pivotal metabolic pathways. Journal of Biological
Chemistry, 292, 12744–12753. https://doi.org/10.1074/jbc.R117.
789537

Rouault, T. A., & Tong, W. H. (2008). Iron–sulfur cluster biogenesis
and human disease. Trends in Genetics, 24, 398–407. https://doi.
org/10.1016/j.tig.2008.05.008

Sanaker, P. S., Tompuu, M., Hogan, V. E., He, L., Tzoulis, C.,
Chrzanowska-Lightowlers, Z. M. A., . . . Bindoff, L. A. (2010).
Differences in RNA processing underlie the tissue specific pheno-
type of ISCU myopathy. Biochimica et Biophysica Acta, 1802,
539–544. https://doi.org/10.1016/j.bbadis.2010.02.010

Sanaker, P. S., Toompuu, M., McClorey, G., & Bindoff, L. A.
(2012). Antisense oligonucleotide corrects splice abnormality in
hereditary myopathy with lactic acidosis. Gene, 494, 231–236.
https://doi.org/10.1016/j.gene.2011.11.021

Sauli�ere, J., Sureau, A., Expert-Bezanc�on, A., & Marie, J. (2006).
The polypyrimidine tract binding protein (PTB) represses splicing
of exon 6B from the b-tropomyosin pre-mRNA by directly inter-
fering with the binding of the U2AF65 subunit. Molecular and
Cellular Biology, 26, 8755–8769. https://doi.org/10.1128/MCB.
00893-06

Shao, C., Yang, B., Wu, T., Huang, J., Tang, P., Zhou, Y., . . . Fu,
X.-D. (2014). Mechanisms for U2AF to define 3’ splice sites and
regulate alternative splicing in the human genome. Nature Struc-
tural & Molecular Biology, 21, 997–1005. https://doi.org/10.1038/
nsmb.2906

Sharma, S., Falick, A. M., & Black, D. L. (2005). Polypyrimidine
tract binding protein blocks the 5’ splice site-dependent assembly
of U2AF and the prespliceosomal E complex. Molecular Cell, 19,
485–496. https://doi.org/10.1016/j.molcel.2005.07.014

Spellman, R., Llorian, M., & Smith, C. W. J. (2007). Crossregulation
and functional redundancy between the splicing regulator PTB
and its paralogs nPTB and ROD1. Molecular Cell, 27, 420–434.
https://doi.org/10.1016/j.molcel.2007.06.016

Spellman, R., Rideau, A., Matlin, A., Gooding, C., Robinson, F.,
McGlincy, N., . . . Smith, C. W. (2005). Regulation of alterna-
tive splicing by PTB and associated factors. Biochemical Soci-
ety Transactions, 33, 457–460. https://doi.org/10.1042/
BST0330457

Taniguchi, K., Ito, Y., Sugito, N., Kumazaki, M., Shinohara, H.,
Yamada, N., . . . Akao, Y. (2015). Organ-specific PTB1-associated
microRNAs determine expression of pyruvate kinase isoforms.
Scientific Reports, 5, 8647. https://doi.org/10.1038/srep08647

Wagner, E. J., & Garcia-Blanco, M. A. (2001). Polypyrimidine tract
binding protein antagonizes exon definition. Molecular and Cellu-
lar Biology, 21, 3281–3288. https://doi.org/10.1128/MCB.21.10.
3281-3288.2001

Wang, E. T., Sandberg, R., Luo, S., Khrebtukova, I., Zhang, L.,
Mayr, C., . . . Burge, C. B. (2008). Alternative isoform regulation
in human tissue transcriptomes. Nature, 456, 470–476. https://doi.
org/10.1038/nature07509

896 | RAWCLIFFE ET AL.

https://doi.org/10.1083/jcb.201007131
https://doi.org/10.1016/j.celrep.2016.08.071
https://doi.org/10.2337/db13-1032
https://doi.org/10.1128/MCB.20.20.7463-7479.2000
https://doi.org/10.1016/j.ajhg.2007.12.012
https://doi.org/10.1002/humu.22002
https://doi.org/10.1002/humu.22002
https://doi.org/10.1007/s00439-010-0931-3
https://doi.org/10.1093/hmg/ddn057
https://doi.org/10.1074/jbc.M402136200
https://doi.org/10.1038/ng.259
https://doi.org/10.1101/gad.5.7.1237
https://doi.org/10.1101/gad.5.7.1237
https://doi.org/10.1371/journal.pone.0165453
https://doi.org/10.1194/jlr.M019653
https://doi.org/10.1194/jlr.M019653
https://doi.org/10.1074/jbc.R117.789537
https://doi.org/10.1074/jbc.R117.789537
https://doi.org/10.1016/j.tig.2008.05.008
https://doi.org/10.1016/j.tig.2008.05.008
https://doi.org/10.1016/j.bbadis.2010.02.010
https://doi.org/10.1016/j.gene.2011.11.021
https://doi.org/10.1128/MCB.00893-06
https://doi.org/10.1128/MCB.00893-06
https://doi.org/10.1038/nsmb.2906
https://doi.org/10.1038/nsmb.2906
https://doi.org/10.1016/j.molcel.2005.07.014
https://doi.org/10.1016/j.molcel.2007.06.016
https://doi.org/10.1042/BST0330457
https://doi.org/10.1042/BST0330457
https://doi.org/10.1038/srep08647
https://doi.org/10.1128/MCB.21.10.3281-3288.2001
https://doi.org/10.1128/MCB.21.10.3281-3288.2001
https://doi.org/10.1038/nature07509
https://doi.org/10.1038/nature07509


Wollerton, M. C., Gooding, C., Wagner, E. J., Garcia-Blanco, M. A.,
& Smith, C. W. (2004). Autoregulation of polypyrimidine tract
binding protein by alternative splicing leading to nonsense-
mediated decay. Molecular Cell, 13, 91–100. https://doi.org/10.
1016/S1097-2765(03)00502-1

Yang, J., Hung, L. H., Licht, T., Kostin, S., Looso, M., Khrameeva,
E., . . . Braun, T. (2014). RBM24 is a major regulator of muscle-
specific alternative splicing. Developmental Cell, 31, 87–99.
https://doi.org/10.1016/j.devcel.2014.08.025

How to cite this article: Rawcliffe DFR, €Osterman
L, Nordin A, Holmberg M. PTBP1 acts as a
dominant repressor of the aberrant tissue-specific
splicing of ISCU in hereditary myopathy with lactic
acidosis. Mol Genet Genomic Med. 2018;6:887–897.
https://doi.org/10.1002/mgg3.413

RAWCLIFFE ET AL. | 897

https://doi.org/10.1016/S1097-2765(03)00502-1
https://doi.org/10.1016/S1097-2765(03)00502-1
https://doi.org/10.1016/j.devcel.2014.08.025
https://doi.org/10.1002/mgg3.413

