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Abstract
Background: Axenfeld-Rieger syndrome (ARS) is characterized by bilateral congenital
abnormalities of the anterior segment of the eye associated with abnormalities of the teeth,
midface, and umbilicus. Most cases of ARS are caused by mutations in the genes encoding PITX2
or FOXC1. Here we describe a family affected by a severe form of ARS.
Case presentation: Two members of this family (father and daughter) presented with typical ARS
and developed severe glaucoma. The ocular phenotype was much more severe in the daughter than
in the father. Magnetic resonance imaging (MRI) detected an aggressive form of meningioma in the
father. There was no mutation in the PITX2 gene, determined by exon screening. We identified an
intragenic deletion by quantitative genomic PCR analysis and characterized this deletion in detail.
Conclusion: Our findings implicate the first intragenic deletion of the PITX2 gene in the
pathogenesis of a severe form of ARS in an affected family. This study stresses the importance of a
systematic search for intragenic deletions in families affected by ARS and in sporadic cases for which
no mutations in the exons or introns of PITX2 have been found. The molecular genetics of some
ARS pedigrees should be re-examined with enzymes that can amplify medium and large genomic
fragments.
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Background

Case presentation

ARS is an autosomal dominant disorder characterized by
bilateral congenital abnormalities of the anterior segment
of the eye associated with abnormalities of the teeth, midface, and umbilicus. These defects may include microdontia, hypodontia, anodontia and maxillary hypoplasia.
Classic ocular features of ARS include iridocorneal synechiae, iris hypoplasia, corectopia, polycoria, and/or
prominent anteriorly displaced Schwalbe's line (posterior
embryotoxon). Glaucoma develops in approximately
50% to 60% of patients with ARS. Axenfeld's and Rieger's
anomalies were originally described as separate clinical
entities. These and various abnormalities of the anterior
chamber of the eye are now considered to fall into the
same spectrum of developmental disorders, or even to be
variations of ARS [1].

We analysed one family in which two patients were
affected by an unusual form of ARS. The man (I-2) was 51
years old and presented with bilateral Axenfeld-Rieger
syndrome with hypodontia, maxillary hypoplasia and
redundant periumbilical skin. He had chronic glaucoma
that had been monitored clinically and surgically for at
least 10 years. During this period of follow-up, he had
undergone bilateral trabeculectomy.

ARS has been linked to five chromosomal loci (4q25,
6p25, 11p13, 13q14, 16q24) [2-4] Disease-causing mutations have been identified in three transcription factor
genes. Two of these genes – PITX2 and FOXC1, which map
to chromosomes 4q25 and 6p25, respectively – are the
most frequently affected. Only one case of ARS caused by
deletion of the paired-box transcription factor, PAX6,
which maps to chromosome 11p13 has been reported [5].
The causal genes at chromosome 13q14 and chromosome
16q24 loci have not been identified.
The PITX2 gene (OMIM: 601542) was identified by positional cloning of the chromosome 4q25 locus and has
been implicated in ARS pathogenesis. The PITX2 gene has
seven exons [6] and encodes a member of the bicoid/
paired-like homeodomain family [7]. However, only 40%
of patients diagnosed with classical Rieger syndrome have
PITX2 mutations [4]. PITX2 haploinsufficiency may cause
this syndrome [8,9]

An MRI scan carried out in June 2005 (Figure 1a) showed
a left frontal meningioma that was 4 mm in diameter and
atrophy of the two optic nerves in intraorbital sections.
We observed marked dilatation of the myelin sheaths
(Figure 1b). A second MRI scan in January 2006 showed
that the meningioma had doubled in size over seven
months.
This man also had severe thyroid problems with goiter
consisting of bulky nodules that were up to 3 cm in diameter on both the right and left parts of the gland. He presented with hyperthyroidism that was not associated with
pituitary adenoma or functional pituitary hormonal
abnormalities.
This man's daughter (II-1) was 21 years old at the time of
the study. She presented with the same characteristic features of ARS (Figure 2a and 2b), but had developed them
earlier. She had severe glaucoma resulting in the early
removal of the left eye and the fitting of a prosthesis. She
presented with no abnormality of the optic nerves or retrochiasmatic visual pathways. Unlike her father, MRI
scans showed she had no signs of meningioma or optic
nerve abnormality.

PITX2 clearly plays an important role in embryonic and
foetal development. PITX2 is also required for the normal
development of neurons in the mouse midbrain [8,9] and
is involved in pituitary gland development. Thus, brain
MRI in patients with ARS is justified.
New PITX2 mutations causing ARS have been reported
recently. More information can be found in the web database [10].
We investigated the molecular basis of a severe form of
Axenfeld-Rieger Syndrome in one family for which no
mutation of PITX2 or FOXC1 was found. Our findings
from quantitative genomic PCR and additional experiments indicate that a 3,059 bp intragenic deletion in the
PITX2 gene causes this unusual form of ARS.

Figure
MRI
scan1 for patient I-2
MRI scan for patient I-2. A) Left frontal meningioma measuring 4 mm in diameter. B) Atrophy of the two optic nerves in
their intraorbital portions (before the intracanal portion)
with dilatation of the sheaths.

Page 2 of 9
(page number not for citation purposes)

BMC Medical Genetics 2006, 7:82

http://www.biomedcentral.com/1471-2350/7/82

HAL author manuscript

tonometer, despite previous trabeculectomy and ongoing
maximal anti-glaucomatous medical treatment. Both
patients were fully examined in the cardiology, pneumology and endocrinology departments of our hospital.
Other than the thyroid abnormalities of I-2, which were
not of pituitary origin and were treated, the patients displayed no abnormalities.

Genetics analysis

inserm-00121215, version 1
Figure 2 analysis of patient II-1
Phenotypic
Phenotypic analysis of patient II-1. A) Panoramic dental X-ray
showing hypodontia (arrow 1) and area of maxillary hypoplasia (arrow 2), B: Eye imaging showing polycoria.

The father's visual acuity was reduced to 20/200 in both
eyes, with only narrow parts of the visual field unaffected.
The daughter had poor visual acuity in her remaining eye,
limited to counting fingers. Slit lamp examination and
photographic imaging showed polycoria associated with
iridocorneal synechia and iris hypoplasia in both father
and daughter (Figure 2b). We also observed polycoria by
slit lamp examination and anterior optical coherent tomography (Figure 3) with an OCT3 Stratus machine that
was defocused for anterior chamber examination. We saw
goniostrands and parts of the iris that were very near the
cornea in some sectors of the anterior chamber. This
severely reduced the iridocorneal angle and accounted for
the persistent high intraocular pressure (40 mmHg minimum value) measured with a Goldmann aplanation

Characterization of a deletion in the PITX2 gene
We looked in this family for PITX2 mutations (Figure 4a)
that might account for the unusual phenotype. We
screened the seven exons of the PITX2 gene by PCR with
different primers [11] [see Additional file 1] and by
sequencing, but found no mutation. We then searched for
an intragenic deletion in the PITX2 gene by quantitative
genomic PCR (Table 1) [12] with primer pairs designed
for the amplification of both exon 5 and exon 6. Both
these exons were present as a single copy. Each of the
affected patients had only one copy of the PITX2 gene. We
identified, in both patients, an intragenic deletion corresponding to part of exon 5, intron 6 and part of exon 6.
We used two primers, one binding just before exon 5 (5'CAGCTCTTCCACGGCTTCT-3') and the other binding
just after exon 6 (5'-CTGTGGGTGCGGCTCACA-3'), to
amplify a fragment of DNA large enough to determine
accurately the start and end points for the intragenic deletion. We amplified only a 3,331 base-pair (bp) fragment
from control genomic DNA from unaffected patients.
However, we amplified the 3,331 bp fragment and an
additional abnormal fragment of 272 bp from the
genomic DNA samples from of the patients with ARS (I-2
and II-1). The short fragment corresponded to the
genomic sequence of the abnormal partially deleted
PITX2 gene (Figure 5). We characterized this deletion by
sequencing the amplified fragments of genomic DNA
from controls and affected patients (Figure 4b and 4c).
The deletion began six nucleotides from the 5' end of exon
5 (5'-CTCCAG-3') and ended after the same repeated
sequence in exon 6. Thus, 3,059 bp between the nucleotides 18,183 to 21,242 within the PITX2 gene
(gi|13183092|gb|AF238048.1|
[13183092])
were
deleted. This deletion removed the end of exon 5, the following intron and the beginning of exon 6 (Figure 6).
Consequently, the PITX2 genomic sequence spanning 144
of the 180 nucleotides of the homeobox sequence was
lost. Should the gene be transcribed and the corresponding transcripts not degraded by nonsense-mediated
mRNA decay, they might be translated. The resulting
abnormal proteins would contain only the first twelve
amino acids of the PITX2 homeodomain. The homeodomain is present in the PITX2 A, B and C isoforms and contains helix3, implicated in DNA binding. Thus, the
truncated homeodomain, lacking helix3, would not be
functional (Figure 6).
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Figure
OCT
examination
3
of patient II-1
OCT examination of patient II-1. A) Partial iris apposition to the cornea, decreasing the iridocorneal angle of the right eye.
Presence of abnormal goniostrands.(arrow) B) Abnormal goniosynechiae associated with goniostrands in a supratemporal position in the right eye (arrow). These structures significantly decrease the iridocorneal angle and clearly explain the very high
intraocular pressure measured in this remaining eye. C) Polycoria with a heterogeneous iris and abnormal structure of the cornea. An iridocorneal synechia is visible between the corneal endothelium (arrow 1) and the inner part of the iris (arrow 2). It
appears to be the remnant of iris hypoplasia and contributes to polycoria. D) Visualization of abnormal goniostrands (arrow 1)
and of an abnormal remnant iris bridge effected by partial hypoplasia (arrow 2).

Consequences of the intragenic deletion on the PITX2
mRNA sequence
We investigated how the PITX2 intragenic deletion
affected the PITX2 mRNA sequence. For this purpose, we
sequenced PITX2 following RT-PCR from total RNA isolated from lymphoblastoid cell lines established from the
two ARS-affected patients. The RT-PCR amplification was
done with primers that were unambiguously outside the
deletion area: P5, 5'-AGCGGACTCACTTTACCAGC-3',
was in exon 5 and P6, 5'-CCCACGACCTTCTAGCATAA-3',
was in exon 6. The amplified region is conserved in the
three PITX2 mRNA isoforms both from the DNA samples

of normal individuals and affected patients. The amplification yielded one fragment of the expected size. No
abnormal fragments were detected (data not shown).
Thus, our findings support the notion that simple PITX2
haploinsufficiency causes the pathogenicity of the intragenic PITX2 microdeletion in the eye and possibly in
other target tissues.

Discussion
We have analysed a family affected by an unusual form of
ARS. The difference in the phenotypes between I-2 and II1 is typical for this syndrome. A severe, acute increase in
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Figure
A)
Genealogy
4
of the family
A) Genealogy of the family. B) Sequence of PITX2 in patient I-2. C) Normal sequence of PITX2 (patient I-1).

intraocular pressure in II-1 had an effect similar to axotomy, with no optic nerve damage visible by MRI. However, a chronic increase in intraocular pressure that
progressed over a long period of time in I-2 triggered the
progressive disappearance of axons in the optic nerve,
with enlargement of the myelin sheath (Figure 1b) which
may have provided a degree of neuroprotection.
The atrophy of the optic nerve that was observed by MRI
in the father has not been reported previously in patients
with ARS. However, a recent study provides a possible
explanation for this observation. Mice in which the pitx2
gene has been specifically knocked out in the neural crest
have optic nerve atrophy [13]. This suggests that PITX2 is
involved in the formation of the optic nerve and/or its
susceptibility to high intraocular pressure. Together with
the findings of Ittner and al. and Berry and al [14,15],
these results strongly support the hypothesis that PITX2
regulates levels of extrinsic factor(s) required for optic
nerve development.
No other case of meningioma in association with ARS has
been reported. The occurrence of both meningioma and

ARS in I-2 may reflect an unlikely coincidence with these
conditions arising through different mechanisms. Patient
II-1, carrying the same mutation, had no signs of meningioma when she was examined. We need to determine
whether this clinical observation results from deletion of
the PITX2 gene or whether it is an independent event. Various meningiomas have been associated with the translocation of part of chromosome 4 to chromosome 22 [16],
but no direct relationship with the PITX2 gene was found.
Meningiomas are usually benign intracranial and intraspinal tumors. However, invasive meningiomas can penetrate the brain parenchyma and disturb vital structures.
Meningioma cells are derived from the craniofacial neural
crest, which migrates around the anterior neural tube and
colonizes the head mesenchyma [17,18]. Therefore, meningiomas have been suspected for a long time to express
genetic programmes similar to the foetal meninges. The
mouse ortholog of FOXC1, called Mf1, is expressed
strongly in the meninges [19,20]. Recently, PITX2A was
reported to function as a negative regulator of FOXC1
transactivation activity with its homeodomain [15]. The
FOXC1 gene expression pattern is modified in several
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Table 1: Dosage of the PITX2 gene was determined by genomic quantitative PCR. We used ALB and ERBB as endogenous DNA control
genes. PITX2 is expressed from only one copy in patients I-2 and II-1, in contrast to what was observed for other members of the family
(I-1 and II-2) and unrelated cases (856, 23128, 31964).
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I-1
I-2
II-1
II-2
856
23128
31964

PITX2 U2/L2

n Ct

∆

n Ct

∆

21,1
20,8
20,5
21,5
21,6
20,4
20,5

118,6
144,3
180,4
90,5
86,2
190,9
179,1

21,9
22,6
22,7
22,3
22,3
21,2
2,4

8,8
5,2
4,9
6,6
6,5
14,0
12,5

ERBB
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I-1
I-2
II-1
II-2
856
23128
31964

PITX2/ALB
0,7
0,4
0,3
0,7
0,8
0,7
0,7

1,1
0,5
0,4
1
1
1
1

PITX2 U2/L2

n Ct

∆

n Ct

∆

21,1
20,8
20,8
21,4
21,5
20,2
20,8

122,8
150,1
145,0
95,7
92,0
221,3
151,9

21,9
22,6
22,7
22,3
22,3
21,2
2,4

8,8
5,2
4,9
6,6
6,5
14,0
12,5

Figure 5gel showing the deletion
Agarose
Agarose gel showing the deletion. The normal fragment is
3,331 bp in length. The abnormal fragment is 272 bp in
length.

PITX2/ERBB
0,7
0,3
0,3
0,7
0,7
0,6
0,8

1,0
0,5
0,5
1,0
1,0
0,9
1,1

Figure
A) Schematic
6
of PITX2 gene organisation
A) Schematic of PITX2 gene organisation. Boxes represent
exons, lines represent introns. We have indicated the sizes of
exons and introns. The blue box represents the homeodomain. The hatched box represents the deleted sequence. B)
Nucleotide sequences and corresponding amino acids.
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human cancer cell lines [21-23]. A significant fraction of
primary cancers displays somatic mutations in this gene
encoding a member of the Forkhead transcription factor
family. Thus, FOXC1 may function as a tumour suppressor gene, through TGF-β1-mediated signals [24]. The
FOXC1 transcription factor gene is critical for the formation of tissues derived from neural crest and mesenchymal
mesoderm cell lineages [20,25]. It was recently reported
that FOXC1 was associated with tumours originating from
the mesenchyme including synovial sarcomas [22]. The
FOXC1 gene and some of its target genes involved in the
TGFβ-1 pathway appear to be upregulated, as shown by
microarray experiments and RT-qPCR [22]. PITX2 serves
as a competence factor required for the temporallyordered and growth factor-dependent recruitment of a
series of specific coactivator complexes necessary for cyclin D2 and cyclin D1 [26] gene induction. PITX2 gene
expression has been associated with cancerogenesis. It was
recently suggested that increases in PITX2 gene expression
leads to the nuclear accumulation of β-catenin in the
nuclei of pituitary cells, leading to malignant adenoma
[27,28]. PITX2 is also a target gene for the product of the
mixed lineage leukemia (MLL) gene [29]. The protein
encoded by the MLL gene is directly involved in acute leukaemia associated with abnormalities in chromosome
11q23 in humans [30].
Now it appears that the amounts of the PITX2 and FOXC1
genes expressed are crucial for triggering developmental
or oncogenic abnormalities. Many lines of evidence have
identified PITX2 and FOXC1 as genes possibly involved,
primarily or secondarily, in the multistep processes of
cancerogenesis. Further studies should clarify the roles for
FOXC1 and PITX2 in human developmental processes
and oncogenesis [31]. Unexpected interactions between
PITX2 and FOXC1 proteins have been recently discovered
[15]. Currently, the molecular basis for ARS clinical manifestations is thought to involve both increased and
decreased PITX2 and FOXC1 activity. Protein interactions
may explain the strict dosage sensitivity of PITX2 and
FOXC1: PITX2-PITX2 and PITX2-FOXC1 complexes may
form in a concentration and/or cofactor-dependent fashion. Changes in the expression of either gene may alter the
relative abundance of both types of complex. If PITX2PITX2 and PITX2-FOXC1 complexes are mutually exclusive, they may interact with distinct cofactors and/or activate different groups of target genes. Alternatively, PITX2PITX2 and PITX2-FOXC1 complexes may compete for a
common pool of transcriptional cofactors and/or binding
sites. The deletion identified in the family presented here
affected the C-terminal domain of PITX2 and is likely to
affect FOXC1 activity. Regulation through FOXC1-PITX2
interactions is complex. Thus, FOXC1/PITX2 mutations or
deletions may lead to the transcriptional dysregulation of
a subset of target genes and not only the loss of target gene

http://www.biomedcentral.com/1471-2350/7/82

expression by either PITX2 or FOXC1 alone. Thus,
depending on the cellular context, genetic alterations of
FOXC1 or PITX2 could result in the loss of transcriptional
activation or the loss of transcriptional repression of target
gene activity [15].
We did not detect aberrant forms of PITX2 in lymphoblastoid cell lines or in white blood cells. However, this does
not mean that the mutated PITX2 allele is not expressed in
vivo. The homeodomain of the abnormal PITX2 proteins
presumably produced in the affected patients might
include the first twelve amino acids of this domain. Normally, the PITX2 protein interacts with the FOXC1 protein
through its paired homeodomain. However, the PITX2FOXC1 interaction may not occur or could be very loose
in these ARS patients. The aberrant PITX2 proteins resulting from the possible translation of the shortened PITX2
mRNA isoforms might form complexes with normal
FOXC1 proteins and would not be able to impair FOXC1
activity. This would explain the severe phenotype
observed in both affected patients and the occurrence of a
meningioma in patient I-2.
FOXC1 seems to participate in several transcription factor
complexes including PBX1 [35]. Thus, it appears that the
pathophysiology of ARS and the diversity of clinical manifestations observed in ARS-affected patients is caused by
complex abnormal transcriptional mechanisms and
abnormal (post) translational interactions between several transcription factors and between the DNA/transcription factor complexes. Whatever the cause of the
meningioma in patient I-2 and potentially in patient II-1,
all patients with ARS should be monitored regularly by
brain and spine MRIs.
The most common cause of ARS is a mutation in the
PITX2 gene or in the FOXC1 gene. However, exon-by-exon
screening for mutations in genomic DNA may fail to
detect a mutant allele. This is illustrated by the case
reported here. There were no mutations detected in the
seven exons and adjacent introns of the PITX2 gene. The
most probable explanations for the apparent absence of
PITX2 gene alteration are that a large DNA rearrangement
was masked by the presence of the wild-type PITX2 normal allele or that there was an undetected mutation in an
intron. The absence of clinical abnormalities in the previous generation (data not shown) suggests that this may be
a de novo genomic alteration. Unfortunately, the grandparents of patient II-1 were not available for participating in
this study.
Following the detection of an intragenic PITX2 deletion
by quantitative genomic PCR, we developed a PCR protocol for amplifying exon 5, intron 6 and exon 6 to look for
DNA rearrangement. Fine mapping of the deletion break-
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point by direct sequencing of the PCR products showed
that the deletion had removed a 3,059 bp region extending from the end of exon 5 to the start of exon 6. The junctions at the beginning and end of the deletion contained
a short direct six bp repeat (CTCCAG). This is not the first
time that quantitative genomic PCR has been used to
detect PITX2 deletions. However, only microdeletions
and gross deletions without refined molecular characterization have been reported [32]. The deletions reported
previously were not molecularly characterized and might
correspond to closely related syndromes [32]. Some
involved the loss of several genes and resembled the interstitial microdeletions detectable by FISH. This is the first
report of an entirely intragenic PITX2 deletion, accurately
characterized, that does not lead to complete PITX2 gene
deletion. There are various possible explanations for this
intragenic deletion. All the proposed mechanisms for
deletions or other rearrangements in human genetic disorders – including genomic disorders, a subset of genetic
disorders associated with large deletions and/or duplications – are associated with the presence of repetitive
sequences. One of these mechanisms is the slipped mispairing hypothesis, first proposed by Streisinger [33] and
initially observed in yeast. The CTCCAG of exon 5 could
bind to the corresponding GAGGTC sequence in exon 6
on the other strand. This would result in the formation of
a single-stranded loop that could be excised by a DNA
repair enzyme, for example RAD [34]. Slipped mispairing
is probably the mechanism for the deletion reported in
this study (data not shown). However, we cannot rule out
the possibility that non-homologous end joining (NHEJ)
led to this deletion. The intragenic deletion in this family
resembles the haploinsufficency effects of most PITX2
mutations causing ARS [1].

Conclusion
Mutational status has been reported for many patients
with ARS. However, the overall detection rate for mutations is low. This is the first time that an intragenic deletion of the PITX2 gene has been identified, with a PCR
protocol designed to amplify larger genomic fragments
than those usually amplified for direct sequencing. The
detection and the characterization of such a deletion were
made possible by initial data provided by quantitative
genomic PCR. Genomic fragments of one to several kilobases can be amplified with common Taq polymerase
enzymes with intron-spanning primers in classical PCR
reactions, facilitating the detection of medium sized intragenic deletions. The advent of new Taq polymerases
(TaKaRa La Taq enzyme Cambrex) for long-range PCR
and quantitative genomic PCR provide new tools for
detecting large intragenic deletions throughout an entire
gene. These tools, normal genomic PCR with intron spanning primers, and restriction enzymes will facilitate the
refinement of PITX2 mutation analysis and ARS molecu-

http://www.biomedcentral.com/1471-2350/7/82

lar diagnosis. They should also increase the sensitivity of
genomic mutational screening. The screening of genes
upstream or downstream from PITX2 or FOXC1 in ARSaffected families or in sporadic cases of ARS remains to be
explored.

Abbreviations
ARS: Axenfeld-Rieger syndrome
PITX2: paired-like homeodomain transcription factor 2
PCR: polymerase chain reaction
MRI: magnetic resonance imaging
bp: base pair
DNA: deoxyribonucleic acid
RNA: ribonucleic acid
FOXC1: forkhead box C1
MLL: mixed lineage leukaemia

Competing interests
The author(s) declare that they have no competing interests.

Authors' contributions
GH sequenced the patients' DNA, characterized the deletion and drafted the manuscript; VV and LA helped with
the experiments. IB, IL and MV did the quantitative
genomic PCR. HZ, PR, OR, JLD and MA provided ophthalmic diagnoses, supplied patient DNA and participated
in the editing of the manuscript. PH did the MRI analysis.
MM and MA designed and supervised the study. MA also
helped draft the manuscript. All authors read and
approved the final manuscript.

Additional material
Additional File 1
List of primers. List of primers used and the expected PCR product size
Click here for file
[http://www.biomedcentral.com/content/supplementary/14712350-7-82-S1.doc]

Acknowledgements
We thank the patients for their cooperation in this study. This work was
supported by Association Retina France. We are particularly grateful for
their continuous support to Francoise Georges, President of Retina France
and Professor Jean-Louis Dufier for his continuous interest in congenital
inherited eye diseases. We also thank Professor Jean Dausset and Professor

Page 8 of 9
(page number not for citation purposes)

BMC Medical Genetics 2006, 7:82

HAL author manuscript

Etienne Emile Baulieu as well as Societe de Secours des Amis des Sciences
for helping young PhD students in difficult circumstances. We thank Professor Patrick Berche, Dean of Rene Descartes School of Medicine, and Professeur Jean-Francois Dhainaut, President of Rene Descartes University of
Paris for their constant support. We thank the Ministry for Research of
France, INSERM and CNRS for their support. We thank Association Valentin Hauy pour le Bien des Aveugles, The Lions Clubs, AFM, FRM, ARC,
Ligue Nationale contre le Cancer, Fondation de France, and Fondation pour
L'Avenir for their help to the Center for Therapeutic Research in Ophthalmology. We also thank ESSILOR, ALCON, NOVARTIS, and the Laboratoires CHIBRET and ASNAV for their support to our team without any
commercial interest.

References
1.

inserm-00121215, version 1

2.

3.
4.

5.
6.
7.
8.

9.
10.
11.

12.

13.
14.

15.

16.

17.
18.

Hjalt TA, Semina EV: Current molecular understanding of
Axenfeld-Rieger syndrome. Expert Rev Mol Med 2005, 7:1-17.
Mirzayans F, Gould DB, Heon E, Billingsley GD, Cheung JC, Mears AJ,
Walter MA: Axenfeld-Rieger syndrome resulting from mutation of the FKHL7 gene on chromosome 6p25. Eur J Hum
Genet 2000, 8:71-74.
Phillips JC, del Bono EA, Haines JL, Pralea AM, Cohen JS, Greff LJ,
Wiggs JL: A second locus for Rieger syndrome maps to chromosome 13q14. Am J Hum Genet 1996, 59:613-619.
Semina EV, Reiter R, Leysens NJ, Alward WL, Small KW, Datson NA,
Siegel-Bartelt J, Bierke-Nelson D, Bitoun P, Zabel BU, Carey JC, Murray JC: Cloning and characterization of a novel bicoid-related
homeobox transcription factor gene, RIEG, involved in
Rieger syndrome. Nat Genet 1996, 14:392-399.
Riise R, Storhaug K, Brondum-Nielsen K: Rieger syndrome is associated with PAX6 deletion. Acta Ophthalmol Scand 2001,
79:201-203.
Cox CJ, Espinoza HM, McWilliams B, Chappell K, Morton L, Hjalt TA,
Semina EV, Amendt BA: Differential regulation of gene expression by PITX2 isoforms. J Biol Chem 2002, 277:25001-25010.
Gage PJ, Suh H, Camper SA: The bicoid-related Pitx gene family
in development. Mamm Genome 1999, 10:197-200.
Martin DM, Skidmore JM, Philips ST, Vieira C, Gage PJ, Condie BG,
Raphael Y, Martinez S, Camper SA: PITX2 is required for normal
development of neurons in the mouse subthalamic nucleus
and midbrain. Dev Biol 2004, 267:93-108.
Martin DM, Skidmore JM, Fox SE, Gage PJ, Camper SA: Pitx2 distinguishes subtypes of terminally differentiated neurons in the
developing mouse neuroepithelium. Dev Biol 2002, 252:84-99.
http://www.hgmd.cf.ac.uk/ac/gene.php?gene=PITX2: .
[http://
www.hgmd.cf.ac.uk/ac/gene.php?gene=PITX2].
Katz LA, Schultz RE, Semina EV, Torfs CP, Krahn KN, Murray JC:
Mutations in PITX2 may contribute to cases of omphalocele
and VATER-like syndromes.
Am J Med Genet A 2004,
130:277-283.
Laurendeau I, Bahuau M, Vodovar N, Larramendy C, Olivi M, Bieche
I, Vidaud M, Vidaud D: TaqMan PCR-based gene dosage assay
for predictive testing in individuals from a cancer family with
INK4 locus haploinsufficiency. Clin Chem 1999, 45:982-986.
Evans AL, Gage PJ: Expression of the homeobox gene Pitx2 in
neural crest is required for optic stalk and ocular anterior
segment development. Hum Mol Genet 2005, 14:3347-3359.
Ittner LM, Wurdak H, Schwerdtfeger K, Kunz T, Ille F, Leveen P, Hjalt
TA, Suter U, Karlsson S, Hafezi F, Born W, Sommer L: Compound
developmental eye disorders following inactivation of TGFbeta signaling in neural-crest stem cells. J Biol 2005, 4:11.
Berry FB, Lines MA, Oas JM, Footz T, Underhill DA, Gage PJ, Walter
MA: Functional interactions between FOXC1 and PITX2
underlie the sensitivity to FOXC1 gene dose in AxenfeldRieger syndrome and anterior segment dysgenesis. Hum Mol
Genet 2006, 15:905-919.
Lekanne Deprez RH, Groen NA, van Biezen NA, Hagemeijer A, van
Drunen E, Koper JW, Avezaat CJ, Bootsma D, Zwarthoff EC: A
t(4;22) in a meningioma points to the localization of a putative tumor-suppressor gene. Am J Hum Genet 1991, 48:783-790.
Black PM: Meningiomas. Neurosurgery 1993, 32:643-657.
Murphy M, Bartlett PF: Molecular regulation of neural crest
development. Mol Neurobiol 1993, 7:111-135.

http://www.biomedcentral.com/1471-2350/7/82

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.
30.

31.

32.

33.

34.

Hong HK, Lass JH, Chakravarti A: Pleiotropic skeletal and ocular
phenotypes of the mouse mutation congenital hydrocephalus (ch/Mf1) arise from a winged helix/forkhead transcriptionfactor gene. Hum Mol Genet 1999, 8:625-637.
Kume T, Deng KY, Winfrey V, Gould DB, Walter MA, Hogan BL:
The forkhead/winged helix gene Mf1 is disrupted in the pleiotropic mouse mutation congenital hydrocephalus. Cell 1998,
93:985-996.
Carrivick L, Rogers S, Clark J, Campbell C, Girolami M, Cooper C:
Identification of prognostic signatures in breast cancer
microarray data using Bayesian techniques. J R Soc Interface
2006, 3:367-381.
Fernebro J, Francis P, Eden P, Borg A, Panagopoulos I, Mertens F, Vallon-Christersson J, Akerman M, Rydholm A, Bauer HC, Mandahl N,
Nilbert M: Gene expression profiles relate to SS18/SSX fusion
type in synovial sarcoma. Int J Cancer 2006, 118:1165-1172.
Porter JF, Sharma S, Wilson DL, Kappil MA, Hart RP, Denhardt DT:
Tissue Inhibitor of Metalloproteinases-1 Stimulates Gene
Expression in MDA-MB-435 Human Breast Cancer Cells by
Means of its Ability to Inhibit Metalloproteinases. Breast Cancer Res Treat 2005, 94:185-193.
Zhou Y, Kato H, Asanoma K, Kondo H, Arima T, Kato K, Matsuda T,
Wake N: Identification of FOXC1 as a TGF-beta1 responsive
gene and its involvement in negative regulation of cell
growth. Genomics 2002, 80:465-472.
Kume T, Deng K, Hogan BL: Murine forkhead/winged helix
genes Foxc1 (Mf1) and Foxc2 (Mfh1) are required for the
early organogenesis of the kidney and urinary tract. Development 2000, 127:1387-1395.
Baek SH, Kioussi C, Briata P, Wang D, Nguyen HD, Ohgi KA, Glass
CK, Wynshaw-Boris A, Rose DW, Rosenfeld MG: Regulated subset of G1 growth-control genes in response to derepression
by the Wnt pathway.
Proc Natl Acad Sci U S A 2003,
100:3245-3250.
Pellegrini-Bouiller I, Manrique C, Gunz G, Grino M, Zamora AJ, Figarella-Branger D, Grisoli F, Jaquet P, Enjalbert A: Expression of the
members of the Ptx family of transcription factors in human
pituitary adenomas. J Clin Endocrinol Metab 1999, 84:2212-2220.
Moreno CS, Evans CO, Zhan X, Okor M, Desiderio DM, Oyesiku
NM: Novel molecular signaling and classification of human
clinically nonfunctional pituitary adenomas identified by
gene expression profiling and proteomic analyses. Cancer Res
2005, 65:10214-10222.
Ernst P, Mabon M, Davidson AJ, Zon LI, Korsmeyer SJ: An Mlldependent Hox program drives hematopoietic progenitor
expansion. Curr Biol 2004, 14:2063-2069.
Arakawa H, Nakamura T, Zhadanov AB, Fidanza V, Yano T, Bullrich
F, Shimizu M, Blechman J, Mazo A, Canaani E, Croce CM: Identification and characterization of the ARP1 gene, a target for the
human acute leukemia ALL1 gene. Proc Natl Acad Sci U S A 1998,
95:4573-4578.
Tamimi Y, Lines M, Coca-Prados M, Walter MA: Identification of
target genes regulated by FOXC1 using nickel agarosebased chromatin enrichment. Invest Ophthalmol Vis Sci 2004,
45:3904-3913.
Lines MA, Kozlowski K, Kulak SC, Allingham RR, Heon E, Ritch R,
Levin AV, Shields MB, Damji KF, Newlin A, Walter MA: Characterization and prevalence of PITX2 microdeletions and mutations in Axenfeld-Rieger malformations. Invest Ophthalmol Vis
Sci 2004, 45:828-833.
Streisinger G, Okada Y, Emrich J, Newton J, Tsugita A, Terzaghi E,
Inouye M: Frameshift mutations and the genetic code. This
paper is dedicated to Professor Theodosius Dobzhansky on
the occasion of his 66th birthday. Cold Spring Harb Symp Quant
Biol 1966, 31:77-84.
Ivanov EL, Sugawara N, Fishman-Lobell J, Haber JE: Genetic
requirements for the single-strand annealing pathway of
double-strand break repair in Saccharomyces cerevisiae.
Genetics 1996, 142:693-704.

Pre-publication history
The pre-publication history for this paper can be accessed here:
http://www.biomedcentral.com/1471-2350/7/82/prepub

Page 9 of 9
(page number not for citation purposes)

