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Abstract
Background: The ganglioside-induced differentiation-associated protein 1 gene (GDAP1), which is involved in the
Charcot-Marie-Tooth disease (CMT), the most commonly inherited peripheral neuropathy, encodes a protein
anchored to the mitochondrial outer membrane. The phenotypic presentations of patients carrying GDAP1
mutations are heterogeneous, making it difficult to determine genotype-phenotype correlations, since the majority
of the mutations have been found in only a few unrelated patients. Locus-specific databases (LSDB) established in
the framework of the Human Variome Project provide powerful tools for the investigation of such rare diseases.
Methods and Results: We report the development of a publicly accessible LSDB for the GDAP1 gene. The GDAP1
LSDB has adopted the Leiden Open-source Variation Database (LOVD) software platform. This database, which now
contains 57 unique variants reported in 179 cases of CMT, offers a detailed description of the molecular, clinical
and electrophysiological data of the patients. The usefulness of the GDAP1 database is illustrated by the finding
that GDAP1 mutations lead to primary axonal damage in CMT, with secondary demyelination in the more severe
cases of the disease.
Conclusion: Findings of this nature should lead to a better understanding of the pathophysiology of CMT. Finally,
the GDAP1 LSDB, which is part of the mitodyn.org portal of databases of genes incriminated in disorders involving
mitochondrial dynamics and bioenergetics, should yield new insights into mitochondrial diseases.
Keywords: inherited peripheral neuropathy, Charcot-Marie-Tooth disease (CMT), ganglioside-induced differentiation-associated protein 1 (GDAP1), locus-specific database (LSDB)

Background
Charcot-Marie-Tooth (CMT) disease is one of the commonest inherited peripheral neuropathies with a prevalence of about 10-30 per 100,000, depending on the
country of origin [1]. CMT neuropathies are characterized clinically by progressive sensory loss, weakness, muscle atrophy, loss of deep tendon reflexes, and foot
deformities. To date, about forty genes have been incriminated in CMT. Some of these genes encode mitochondrial proteins, i.e. mitofusin 2 (MFN2) [MIM:608507]
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and the ganglioside-induced differentiation-associatedprotein 1 (GDAP1) [MIM:606598]. GDAP1 mutations are
responsible: for CMT4A [MIM:214400] [2], the most frequent recessive subtype of demyelinating CMT; for ARCMT2 [MIM:607706] [3], the axonal recessive subtype;
for CMTRIA [MIM:608340] [4], the intermediate recessive CMT; and for CMT2K [MIM:607831] [5-7], the rare
dominant subtype.
The gene locus, first identified in cases of CMT4A in
Tunisian families on chromosome 8q13-q21 (CMT4A),
is associated with slow motor nerve conduction velocity,
and hypomyelination as detected by nerve biopsy [8].
The corresponding gene, GDAP1, was identified by
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Baxter et al. (2002). GDAP1 was previously identified as
one of ten cDNAs expressed in a differentiated Neuro2a
mouse neuroblastoma cell line, in which cholinergic differentiation with neurite sprouting had been induced by
transfection of GD3 synthase (a2,8 sialyltransferase)
cDNA [9].
The GDAP1 gene spans ~17 kilobases of genomic
DNA, containing six exons and five introns. Two transcript variants of GDAP1 have been identified. Transcript variant 1, representing the longer variant, encodes
the longer isoform, designated as isoform a (358 amino
acids). Transcript variant 2, encoding isoform b, contains an alternate in-frame exon, uses an alternate splice
site in the 5’-coding region and a downstream start
codon, compared to transcript variant 1. Isoform b (290
amino acids) has a shorter N-terminal sequence compared to isoform a. mRNA studies using RT-PCR have
demonstrated the ubiquitous expression of GDAP1, predominantly in nervous tissues [3].
Phylogenetic and structural analyses suggest that
GDAP1 belongs to a subfamily of glutathione-S-transferases (GSTs) [3,10,11]. GDAP1 has two typical GST
domains, domain I (GST-N) at the N-terminal region
and domain II (GST-C) at the C-terminal region. The
existence of these domains was predicted by using
bioinformatics tools [3,10] but no functional GST activity has been demonstrated so far [11,12]. It has also
been shown that GDAP1 has a single transmembrane
domain (TMD) at the extremity of the C-terminal, and
a hydrophobic domain (HD) in the flanking C-terminal
region [10,13]. Moreover, GDAP1 has two additional
regions between amino acids 152-164 and 169-195 that
are predicted to represent two helices, a4 and a5, constituting the a4-a5 loop.
Several studies have suggested that GDAP1 plays a
role in mitochondrial fission [14,15]. It was shown that
the TMD plays a key role in mitochondrial targeting
and mitochondrial membrane insertion [13]. Positively
charged amino acids flanking the TMD at the C-terminal are involved in mitochondrial targeting and the fission function of GDAP1. The HD seems essential for
the mitochondrial fission mediated by GDAP1. We have
recently shown that GDAP1 mutations in fibroblasts
from CMT2K patients are associated with defective
mitochondrial complex I activity [5].
The examination of the relationship between the genotype and the phenotype of the various forms of CMT
disease involving GDAP1 mutations shows that the
recessive forms are generally far more severe than the
dominant forms. In particular, the truncating mutations
have a more severe phenotype in the recessive forms
with early onset and rapid progression of the disease
leading to the inability to walk by the age of 10,

Page 2 of 8

generally followed by wheelchair-dependence before the
end of the third decade [16].
However, the phenotypic presentations of patients carrying GDAP1 mutations are heterogeneous. There is not
only a large clinical variability concerning the ages of
onset and functional disability among patients carrying
the same mutations [17] but also a significant intrafamilial variability [18]. Since the majority of mutations
have been described in only a few unrelated patients, it
is difficult to determine phenotype-genotype correlations
for GDAP1 gene mutations. The analysis of a larger
number of cases of CMT involving GDAP1 mutations,
along with detailed clinical, electrophysiological and
pathological data, will be required to establish a reliable
relationship between the genotype and phenotype of the
different forms of the disease.
The increasing importance of GDAP1 in CMT
prompted us to develop a web-based locus-specific database (LSDB) for GDAP1 sequence variations with short
publication delays. To our knowledge, the only other
database collecting GDAP1 mutations is the Inherited
Peripheral Neuropathies Mutation Database (IPNMDB)
[19], which includes 29 GDAP1 mutations among the
953 mutations in 44 genes related to inherited peripheral neuropathies. Our LSDB aims at collecting all the
GDAP1 mutations incriminated in disorders involving
mitochondrial dynamics and bioenergetics, with a full
record of clinical, electrophysiological and biochemical
data. We here describe the construction of the database,
the procedure for data submission, and the presentation
of the data.

Methods
We have established a locus-specific database for
GDAP1 using the Leiden Open-source Variation Database (LOVD) version 2 build 31 system [20]. This database includes a total of 20 variant items and 18 clinical
patient items. Figure 1 shows a typical entry. A standardized description of the clinical and molecular items is
set up using drop-down lists with predefined variables.
The clinical features are based on the usual symptoms
of mitochondrial diseases.
The data is openly accessible and should prove a valuable tool for clinicians and researchers alike since it will
contain published as well as unpublished sequence variants. Contributors can submit their variants online to
the database after registering for a login and password.
This contact information is collected for reference purposes and clarification of the data submitted. The
description of mutational data is confirmed using the
web-based software Mutalyzer, to which the LOVD software is currently also linked [21]. Variations submitted
directly to the LSDB are re-checked with these tools.
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Figure 1 Sample record in the GDAP1 database. a: clinical items; and b: molecular items. MNCV: Motor Nervous Conduction Velocity (in m/s);
CMAP: Compound Motor Action Potential (in mV); LL: lower limbs.

The GDAP1 database reviews all the clinical and
molecular data of patients carrying GDAP1 mutations
published in peer-reviewed literature, as well as unpublished contributions that may be directly submitted.
While most variants can be described in terms of the

latest update of the standard nomenclature [22,23],
some inaccuracies may persist because gene anomalies
discovered earlier might have been named according to
a convention now out of use. Eventually, the DNA published field of the page dedicated to each variant (Figure
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1b) indicates whether the published name of the mutation has been modified by the curator. The GDAP1
LSDB website requires absolute compliance with the
rules set out below to describe sequence variants in
order to provide uniform and comparable data.
The GDAP1 mutations are described according to the
GDAP1 transcript variant 1 [RefSeq:NM_018972.2], containing 6 exons and encoding isoform a containing 358
amino acids. The nucleotide numbering of nuclear
genes reflects cDNA numbering with +1 corresponding
to the A of the ATG translation initiation codon in the
reference sequence, according to the guidelines of the
Human Genome Variation Society (HGVS). The initiation codon is codon 1.
The criteria of pathogenicity, dependent on the clinical context and molecular findings, are stated in the
Variant data fields: Reported pathogenicity and Concluded pathogenicity (Figure 1b). Putative novel mutations detected in affected patients must segregate
according to disease status and not be present in control
individuals. Putative mutations are graded according to
type of mutation: frameshift and nonsense mutations are
considered to be pathogenic; missense mutations are
described as being of unknown pathogenicity when
detected in single families, or as probably pathogenic
when detected in a group of families; the mutations are
considered to be pathogenic when so proven by experimental evidence or detected in multiple families.

Results and discussion
Type of mutations and affected domains

To date, the GDAP1 database contains 57 unique variants, four of which are considered as non-pathogenic
sequence variants (NPSV). Pathogenic mutations, which
affect the coding sequence of the gene, are more frequently found in exon 3 (17 mutations) and exon 6 (14
mutations) (Figure 2a). The most frequent mutational
protein consequences are missense mutations observed
in 34 of the 53 variant mutations. In addition, nine frameshifts (18%), seven nonsense (14%) and three splicesite (6%) mutations have also been reported (Figure 2b).
Whereas few mutations are recurrent, some have been
frequently reported: the c.581C>G mutation (p.Ser194X)
reported 38 times in Spain, Morocco and Tunisia; the
c.487C>T mutation (p.Gln163X) reported 34 times,
mainly in Spain; the c.715C>T mutation (p.Leu239Phe)
reported 28 times, mainly in Eastern Europe; and the
c.358C>T mutation (p.Arg120Trp) 22 times, mainly in
Spain.
Among all the pathogenic variants mentioned in the
database, 56% are located in the glutathione S-transferase (GST) domains of the protein (Figure 2c), highlighting the important role of these domains in protein
function, as recently reported [24]. Among the 34
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missense mutations, 21 (62%) affect GST domains: 6 in
GST-N and 15 in GST-C; 5 (14.5%) affect the a4-a5
loop; one affects the hydrophphobic domain, one affects
the transmembrane domain; and 6 (17.5%) affect no particular domain of the protein. Interestingly, 5 of the 9
missense mutations involved in CMT2K are located in
GST domains (p.Ser34Cys in GST-N, and p.Gln218Glu,
p.Arg226Ser, p.Cys240Tyr and p.Pro274Leu in GST-C).
Similarly, 35 of the 45 patients (78%) presenting with
the recessive form of the disease associated with homozygous missense mutations, harbor mutations located in
GST domains (12 in GST-N and 23 in GST-C). In addition, truncating mutations located upstream of amino
acid 287 affect at least one GST domain, as is the case
in almost all truncating mutations reported.
Clinical data

To date, the database includes 179 patients (93 females,
75 males and 11 not specified): 47 with a dominant
form CMT2K, and 126 with a recessive form (CMT4A,
AR-CMT2 or CMTRIA). Six patients were unclassified,
either because the authors suspected mutations on the
second allele, or because the pathogenicity of the second
variant was uncertain. The database shows the clinical
data for all the patients reported, with the exception of
28 patients for whom the data was unavailable or insufficient for classification of the phenotype.
Clinical severity was evaluated according to the age of
onset of the disease, i.e. before age 10, between ages 1130, and after age 30, and by walking ability, i.e. independent, requiring technical assistance with a cane or a
crutch, or wheelchair-bound, before or after age 30. The
phenotypic data correlated with the mutational data in
patients with sufficient clinical data for each item:
- age of onset according to: (1) the mode of inheritance (dominant or recessive); and (2) the domains
affected in the dominant forms of CMT (GST domains,
a4-a5 loop, transmembrane domain, hydrophobic
domain or non-specific domain);
- disability in walking according to: (1) the mode of
inheritance (dominant or recessive); and (2) the predicted effect at the protein level: truncating mutations
or missense mutations.
Data analysis shows that patients with recessive forms
of CMT, i.e. CMT4A and AR-CMT2, presented a more
severe phenotype than those with the dominant form, i.
e. CMT2K, with a more early onset and a more rapid
evolution (Table 1). Interestingly, nineteen percent of
patients with the dominant form of CMT were asymptomatic until age 30, whereas all patients with a recessive
form had symptoms before the end of the adolescence.
In addition, mutations affecting GST domains were
responsible for a more severe phenotype probably produced by a different pathophysiological mechanism.
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Figure 2 Distribution of the 53 pathogenic mutations in the GDAP1 gene. a: exons involved in the mutations are shown as blue bars; the
mutations in the intronic neighbourhood of the exons are shown as red bars; b: type; and c: domain. bp: base pairs; GST: glutathione Stransferase; TMD: transmembrane domain; HD: hydrophobic domain.

Almost all patients with mutations in GST domains
were symptomatic after age 50 whereas 17% of patients
with mutations in non-specific domains were asymptomatic after the age of 50. These findings suggest that
mutations affecting GST domains are responsible for a
more severe phenotype probably due to a different
pathophysiological mechanism.

The course of CMT associated with GDAP1 mutations
was more rapid in the recessive form than in the dominant forms (Table 2). All AR-CMT patients required
technical support for walking after age 30. In contrast,
among the CMT2K patients reported in the database,
78% walked independently after age 30. Nonsense and
frameshift mutations were more often associated with a
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Table 1 Age of onset of CMT
Age of onset

Total

< 10 y

10-30
y

> 30
y

asymptomatic >
50 y

Recessive forms

120
(98%)

3 (2%)

0

0

123

Dominant
forms

11
(25%)

18
(41%)

9
(20%)

6 (14%)

44

GST 3 (33%)

2
(22%)

4
(44%)

0

9

Others 8 (23%)

16
(36%)

5
(14%)

6 (17%)

35

Domain
affected:

Genotype-phenotype correlation analysis using GDAP1 locus-specific database
data evaluating the age of onset according to mode of inheritance and
affected domains in dominant forms. Values represent the number of patients
for each situation; the corresponding percentages are shown in brackets. y:
years; GST: glutathione S-transferase.

severe phenotype of CMT than missense mutations.
Although in each case all patients needed technical
assistance with a cane or a crutch for walking after age
30, the course of the disease was more rapid in patients
with homozygous truncating mutations: almost all
patients over 30 (93%) were wheelchair-bound versus
50% of patients harboring missense mutations (Table 2).
A greater number of cases of CMT disease involving
GDAP1 mutations, along with detailed clinical, electrophysiological and pathological data, will be required to
determine the relationship between the genotype and
phenotype of the different forms of the disease. This is
precisely the aim of our database.
Electrophysiological data

Major axonal loss reduces the motor median nerve conduction velocity (MNCV) so that the cut-off value of
MNCV should be adjusted according to the compound
motor action potential (CMAP), such that the MNCV is

32 m/s when the CMAP is 4 mV, as proposed for
acquired demyelinating neuropathies [25]. The demyelinating forms of CMT may thus be defined by an
MNCV slower than 30 m/s, the axonal forms by an
MNCV above 40 m/s, and the intermediate forms by an
MNCV between 30-40 m/s [26]. We have therefore
included these electrophysiological categories in our
database in order to characterize the neuropathies associated with GDAP1 mutations. To determine the type of
neuropathy, we need to report not only the MNCV but
also the CMAP reflecting the axonal loss. GDAP1 mutations have been described as responsible for CMT4A,
the demyelinating form; AR-CMT2 and CMT2K, the
axonal forms; and CMTRIA, the intermediate form of
CMT.
Our database contains the electrophysiological parameters for all the CMT patients reported, with the
exception of 48 patients for whom the data were insufficient. Thus, our analysis concerns 131 patients among
whom 30 (23%) had no recordable median nerve parameters suggesting severe axonal loss (Table 3). The
majority of patients are reported to have MNCVs
greater than 40 m/s, corresponding to the axonal forms
of CMT and only 9 patients (7%) with MNCVs less than
30 m/s, corresponding to the demyelinating forms of
CMT. However, all MNCVs less than 30 m/s (100%)
were associated with major reductions of amplitude,
with values less than 0.5 mV. These electrophysiological
findings underscore the presence of severe axonal neuropathies with secondary demyelination in CMT associated with GDAP1 mutations.
Indeed, in demyelinating forms of CMT disease affecting myelinic proteins, such as CMT1A [MIM:118220],
CMT1B [MIM:118200] [27-29] as well as in other forms
of the disease, such as CMT4 [30], the conduction velocity is lower than 30 m/s even in the early phases of
myelination and is definitely established between three

Table 2 Walking ability
Walking disability

Total

Independent

Technical assistance

Weelchair-bound

23 (32.9%)

28 (40%)

19 (27.1%)

70

0

6 (24%)

19 (76%)

25

missense/missense ≤ 30 y
> 30 y

16 (45.7%)
0

10 (28.6%)
5 (50%)

9 (25.7%)
5 (50%)

35
10

truncating/truncating ≤ 30 y

6 (22.2%)

13 (48.2%)

8 (29.6%)

27

0

1 (6.7%)

14 (93.3%)

15

1 (12.5%)

5 (62.5%)

2 (25%)

8

0

0

0

0

8 (73%)

3 (27%)

0

11

28 (78%)

5 (14%)

3 (8%)

36

Recessive forms ≤ 30 y
> 30 y

> 30 y
missense/truncating ≤ 30 y
> 30 y
Dominant forms ≤ 30 y
> 30 y

Genotype-phenotype correlation analysis using GDAP1 locus-specific database data evaluated walking ability according to the mode of inheritance and the
predicted effect on the protein in the recessive forms of CMT. Values represent the number of patients for each situation; the corresponding percentages are
shown in brackets. y: years.
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Table 3 Analysis of electrophysiological parameters using GDAP1 locus-specific database data
Amplitude (mV)

Conduction Velocity (m/s)
MNCV > 40

MNCV 31-40

Total

MNCV ≤ 30

Not recordable

CMAP > 6

35 (45%)

2 (15.4%)

0

/

37

CMAP 1.1-6

30 (39%)

5 (23.1%)

0

/

35

CMAP 0.5-1

6 (8%)

3 (23.1%)

0

/

9

CMAP < 0.5

6 (8%)

5 (38.5%)

9 (100%)

/

20

Not recordable

/

/

/

30

30

Total

77

15

9

30

131

Values represent the number of patients for each situation; the corresponding percentages are mentioned in brackets. MNCV: motor nerve conduction velocity;
CMAP: compound motor action potential.

to five years of age. This conduction velocity is independent of the clinical severity and progression of CMT,
and could therefore serve as a marker of the disease
even in asymptomatic patients. In contrast, the amplitudes that were initially normal decreased progressively
over time following secondary axonal loss. Moreover,
histopathological analyses of nerve biopsies described in
cases of CMT involving GDAP1 mutations have revealed
a loss of large myelinated fibres, which is known to
reduce the MNCV [16].
Finally, the analysis of the database presented here
shows that GDAP1 mutations are responsible for primary axonal damage in CMT, with secondary demyelination in the more severe cases of the disease. Findings
of this nature should lead to a better understanding of
the pathophysiology of CMT.

Conclusions
One of the patients with a GDAP1 mutation referred to
our database also carried a mutation in the MFN2 gene
[31]. Such cases of multiple gene mutations are now
being brought to light more often with the rapid
advance of genetic investigations. The GDAP1 database
is part of the MITOchondrial DYNamics variation portal
(mitodyn.org), aimed at specializing in genes involved in
disorders of mitochondrial dynamics [32]. The mitodyn.
org will therefore incorporate other genes involved in
diseases affecting mitochondrial dynamics and bioenergetics. Thus, the OPA1 LSDB (eOPA1) [33], curated by
our laboratory, will soon be transferred to mitodyn.org.
We will then integrate MFN2, responsible for CMT2A2
[MIM:609260] [34], and DNM1L associated with encephalopathy with lactic acidosis [MIM:603850] [35].
Since the same patients may be affected by these different diseases involving mitochondrial dysfunction, the
data collected should interest physicians and researchers
alike. Eventually, we hope to be able to refine genotypephenotype correlations in diseases involving mitochondrial dynamics by comparing and cross-checking the
clinical, electrophysiological and biochemical data
recorded in the mitodyn.org databases.

Acknowledgements
We are grateful to Marie-Claire Malinge for performing molecular diagnosis,
and Kanaya Malkani for critical reading and comments on the manuscript.
Author details
1
INSERM, U771, Angers, F-49000, France. 2CNRS, 6214, F-49000 Angers,
France. 3Univ Angers, Angers, F-49000, France. 4CHU Angers, Département
de Neurologie, Angers, F-49000, France. 5CHU Angers, Département de
Biochimie et Génétique, Angers, F-49000, France.
Authors’ contributions
JC and MF initiated the project, created the database, monitored data
collection and drafted the manuscript. AC participated in writing the article
and the analysis of results. DB, CV, VP, PR and MF supervised the project and
revised the manuscript. All authors have given final approval of the version
to be published.
Competing interests
The authors declare that they have no competing interests.
Received: 31 August 2011 Accepted: 26 December 2011
Published: 26 December 2011
References
1. Emery AE: Population frequencies of inherited neuromuscular diseases–a
world survey. Neuromuscul Disord 1991, 1:19-29.
2. Baxter RV, Ben Othmane K, Rochelle JM, Stajich JE, Hulette C, Dew-Knight S,
Hentati F, Ben Hamida M, Bel S, Stenger JE, et al: Ganglioside-induced
differentiation-associated protein-1 is mutant in Charcot-Marie-Tooth
disease type 4A/8q21. Nat Genet 2002, 30:21-22.
3. Cuesta A, Pedrola L, Sevilla T, Garcia-Planells J, Chumillas MJ,
Mayordomo F, LeGuern E, Marin I, Vilchez JJ, Palau F: The gene
encoding ganglioside-induced differentiation-associated protein 1 is
mutated in axonal Charcot-Marie-Tooth type 4A disease. Nat Genet
2002, 30:22-25.
4. Senderek J, Bergmann C, Ramaekers VT, Nelis E, Bernert G, Makowski A,
Zuchner S, De Jonghe P, Rudnik-Schoneborn S, Zerres K, Schroder JM:
Mutations in the ganglioside-induced differentiation-associated protein1 (GDAP1) gene in intermediate type autosomal recessive CharcotMarie-Tooth neuropathy. Brain 2003, 126:642-649.
5. Cassereau J, Chevrollier A, Gueguen N, Malinge MC, Letournel F, Nicolas G,
Richard L, Ferre M, Verny C, Dubas F, et al: Mitochondrial complex I
deficiency in GDAP1-related autosomal dominant Charcot-Marie-Tooth
disease (CMT2K). Neurogenetics 2009, 10:145-150.
6. Chung KW, Kim SM, Sunwoo IN, Cho SY, Hwang SJ, Kim J, Kang SH,
Park KD, Choi KG, Choi IS, Choi BO: A novel GDAP1 Q218E mutation in
autosomal dominant Charcot-Marie-Tooth disease. J Hum Genet 2008,
53:360-364.
7. Claramunt R, Pedrola L, Sevilla T, Lopez de Munain A, Berciano J, Cuesta A,
Sanchez-Navarro B, Millan JM, Saifi GM, Lupski JR, et al: Genetics of
Charcot-Marie-Tooth disease type 4A: mutations, inheritance, phenotypic
variability, and founder effect. J Med Genet 2005, 42:358-365.
8. Ben Othmane K, Hentati F, Lennon F, Ben Hamida C, Blel S, Roses AD,
Pericak-Vance MA, Ben Hamida M, Vance JM: Linkage of a locus (CMT4A)

Cassereau et al. Orphanet Journal of Rare Diseases 2011, 6:87
http://www.ojrd.com/content/6/1/87

9.

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.
20.

21.

22.

23.
24.

25.
26.
27.

28.

for autosomal recessive Charcot-Marie-Tooth disease to chromosome
8q. Hum Mol Genet 1993, 2:1625-1628.
Liu H, Nakagawa T, Kanematsu T, Uchida T, Tsuji S: Isolation of 10
differentially expressed cDNAs in differentiated Neuro2a cells induced
through controlled expression of the GD3 synthase gene. J Neurochem
1999, 72:1781-1790.
Marco A, Cuesta A, Pedrola L, Palau F, Marin I: Evolutionary and structural
analyses of GDAP1, involved in Charcot-Marie-Tooth disease,
characterize a novel class of glutathione transferase-related genes. Mol
Biol Evol 2004, 21:176-187.
Shield AJ, Murray TP, Board PG: Functional characterisation of
ganglioside-induced differentiation-associated protein 1 as a glutathione
transferase. Biochem Biophys Res Commun 2006, 347:859-866.
Pedrola L, Espert A, Wu X, Claramunt R, Shy ME, Palau F: GDAP1, the
protein causing Charcot-Marie-Tooth disease type 4A, is expressed in
neurons and is associated with mitochondria. Hum Mol Genet 2005,
14:1087-1094.
Wagner KM, Ruegg M, Niemann A, Suter U: Targeting and function of the
mitochondrial fission factor GDAP1 are dependent on its tail-anchor.
PLoS One 2009, 4:e5160.
Niemann A, Ruegg M, La Padula V, Schenone A, Suter U: Gangliosideinduced differentiation associated protein 1 is a regulator of the
mitochondrial network: new implications for Charcot-Marie-Tooth
disease. J Cell Biol 2005, 170:1067-1078.
Pedrola L, Espert A, Valdes-Sanchez T, Sanchez-Piris M, Sirkowski EE,
Scherer SS, Farinas I, Palau F: Cell expression of GDAP1 in the nervous
system and pathogenesis of Charcot-Marie-Tooth type 4A disease. J Cell
Mol Med 2008, 12:679-689.
Cassereau J, Chevrollier A, Gueguen N, Desquiret V, Verny C, Nicolas G,
Dubas F, Amati-Bonneau P, Reynier P, Bonneau D, Procaccio V:
Mitochondrial dysfunction and pathophysiology of Charcot-Marie-Tooth
disease involving GDAP1 mutations. Experimental neurology 2011,
227:31-41.
Moroni I, Morbin M, Milani M, Ciano C, Bugiani M, Pagliano E, Cavallaro T,
Pareyson D, Taroni F: Novel mutations in the GDAP1 gene in patients
affected with early-onset axonal Charcot-Marie-Tooth type 4A.
Neuromuscul Disord 2009, 19:476-480.
Azzedine H, Ruberg M, Ente D, Gilardeau C, Perie S, Wechsler B, Brice A,
LeGuern E, Dubourg O: Variability of disease progression in a family with
autosomal recessive CMT associated with a S194X and new R310Q
mutation in the GDAP1 gene. Neuromuscul Disord 2003, 13:341-346.
The Inherited Peripheral Neuropathies Mutation Database. [http://www.
molgen.ua.ac.be/CMTMutations/].
Fokkema IF, Taschner PE, Schaafsma GC, Celli J, Laros JF, den Dunnen JT:
LOVD v.2.0: the next generation in gene variant databases. Human
mutation 2011, 32:557-563.
Wildeman M, van Ophuizen E, den Dunnen JT, Taschner PE: Improving
sequence variant descriptions in mutation databases and literature
using the Mutalyzer sequence variation nomenclature checker. Human
mutation 2008, 29:6-13.
den Dunnen JT, Antonarakis SE: Mutation nomenclature extensions and
suggestions to describe complex mutations: a discussion. Hum Mutat
2000, 15:7-12.
den Dunnen JT, Paalman MH: Standardizing mutation nomenclature: why
bother? Hum Mutat 2003, 22:181-182.
Crimella C, Tonelli A, Airoldi G, Baschirotto C, D’Angelo MG, Bonato S,
Losito L, Trabacca A, Bresolin N, Bassi MT: The GST domain of GDAP1 is a
frequent target of mutations in the dominant form of axonal Charcot
Marie Tooth type 2K. J Med Genet 2010, 47:712-716.
AAN: Research criteria for diagnosis of chronic inflammatory
demyelinating polyneuropathy (CIDP). Neurology 1991, 41:617-618.
Dubourg O: Charcot-Marie-Tooth disease: from phenotype to genotype.
Revue neurologique 2004, 160:1221-1229.
Birouk N, Gouider R, Le Guern E, Gugenheim M, Tardieu S, Maisonobe T, Le
Forestier N, Agid Y, Brice A, Bouche P: Charcot-Marie-Tooth disease type
1A with 17p11.2 duplication. Clinical and electrophysiological
phenotype study and factors influencing disease severity in 119 cases.
Brain 1997, 120(Pt 5):813-823.
Hattori N, Yamamoto M, Yoshihara T, Koike H, Nakagawa M, Yoshikawa H,
Ohnishi A, Hayasaka K, Onodera O, Baba M, et al: Demyelinating and
axonal features of Charcot-Marie-Tooth disease with mutations of

Page 8 of 8

29.

30.

31.

32.
33.
34.

35.

myelin-related proteins (PMP22, MPZ and Cx32): a clinicopathological
study of 205 Japanese patients. Brain 2003, 126:134-151.
Lewis RA, Sumner AJ, Shy ME: Electrophysiological features of inherited
demyelinating neuropathies: A reappraisal in the era of molecular
diagnosis. Muscle Nerve 2000, 23:1472-1487.
Dubourg O, Azzedine H, Verny C, Durosier G, Birouk N, Gouider R, Salih M,
Bouhouche A, Thiam A, Grid D, et al: Autosomal-recessive forms of
demyelinating Charcot-Marie-Tooth disease. Neuromolecular Med 2006,
8:75-86.
Cassereau J, Casasnovas C, Gueguen N, Malinge MC, Guillet V, Reynier P,
Bonneau D, Amati-Bonneau P, Banchs I, Volpini V, et al: Simultaneous
MFN2 and GDAP1 mutations cause major mitochondrial defects in a
patient with CMT. Neurology 2011, 76:1524-1526.
The MITOchondrial DYNamics variation pages. [http://mitodyn.org].
Ferre M, Amati-Bonneau P, Tourmen Y, Malthiery Y, Reynier P: eOPA1: an
online database for OPA1 mutations. Human mutation 2005, 25:423-428.
Zuchner S, Mersiyanova IV, Muglia M, Bissar-Tadmouri N, Rochelle J,
Dadali EL, Zappia M, Nelis E, Patitucci A, Senderek J, et al: Mutations in the
mitochondrial GTPase mitofusin 2 cause Charcot-Marie-Tooth
neuropathy type 2A. Nat Genet 2004, 36:449-451.
Waterham HR, Koster J, van Roermund CW, Mooyer PA, Wanders RJ,
Leonard JV: A lethal defect of mitochondrial and peroxisomal fission. N
Engl J Med 2007, 356:1736-1741.

doi:10.1186/1750-1172-6-87
Cite this article as: Cassereau et al.: A locus-specific database for
mutations in GDAP1 allows analysis of genotype-phenotype correlations
in Charcot-Marie-Tooth diseases type 4A and 2K. Orphanet Journal of
Rare Diseases 2011 6:87.

Submit your next manuscript to BioMed Central
and take full advantage of:
• Convenient online submission
• Thorough peer review
• No space constraints or color figure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at
www.biomedcentral.com/submit

