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Abstract: Anophthalmia and microphthalmia (A/M) are among the most severe congenital develop-
mental eye disorders. Despite the advancements in genome screening technologies, more than half
of A/M patients do not receive a molecular diagnosis. We included seven consanguineous families
affected with A/M from Pakistani cohort and an unknown molecular basis. Single gene testing of
FOXE3 was performed, followed by genome sequencing for unsolved probands in order to establish
a genetic diagnosis for these families. All seven families were provided with a genetic diagnosis.
The identified variants were all homozygous, classified as (likely) pathogenic and present in an
A/M-associated gene. Targeted FOXE3 sequencing revealed two previously reported pathogenic
FOXE3 variants in four families. In the remaining families, genome sequencing revealed a known
pathogenic PXDN variant, a novel 13bp deletion in VSX2, and one novel deep intronic splice variant
in PXDN. An in vitro splice assay was performed for the PXDN splice variant which revealed a
severe splicing defect. Our study confirmed the utility of genome sequencing as a diagnostic tool for
A/M-affected individuals. Furthermore, the identification of a novel deep intronic pathogenic variant
in PXDN highlights the role of non-coding variants in A/M-disorders and the value of genome
sequencing for the identification of this type of variants.

Keywords: anophthalmia; microphthalmia; deep intronic variant; genome sequencing; targeted
gene sequencing

1. Introduction

The development of the eye is a complex process and comprises a coordinated set of
events between cells that occurs at the embryonic level, starting from the fourth week of
gestation. The major eye structure formation is completed by the seventh week in human
embryos [1]. Many genes play a role and are either upregulated or downregulated during
these developmental events. These processes are tightly regulated, and any disturbance
may lead to malformations. Anophthalmia and microphthalmia (A/M) are ocular defects
that could arise during the development of the eye. Microphthalmia is defined as small
eyes with axial length <21 mm in adults and <14 mm in newborns [2]. Microphthalmia
is mostly observed as a complex phenotype associated with other developmental ocular
defects, such as anterior segment dysgenesis, corneal opacity, coloboma, or glaucoma [3].
In contrast, anophthalmia is the complete absence of any eye tissue or any remnant eye
structures. The combined prevalence of A/M is 1 in 10,000 births [4].

Genes 2023, 14, 1573. https://doi.org/10.3390/genes14081573 https://www.mdpi.com/journal/genes

https://doi.org/10.3390/genes14081573
https://doi.org/10.3390/genes14081573
https://creativecommons.org/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.mdpi.com/journal/genes
https://www.mdpi.com
https://orcid.org/0009-0004-0316-5131
https://orcid.org/0000-0003-0389-1518
https://orcid.org/0000-0001-6464-9245
https://orcid.org/0000-0003-0107-6608
https://orcid.org/0000-0003-1693-9699
https://orcid.org/0000-0003-2912-9265
https://doi.org/10.3390/genes14081573
https://www.mdpi.com/journal/genes
https://www.mdpi.com/article/10.3390/genes14081573?type=check_update&version=2


Genes 2023, 14, 1573 2 of 14

Genetic factors are considered the most important cause of A/M, but a significant
number of studies also highlighted the role of environmental factors, such as viral infection,
alcohol, smoking, or drugs [5–7]. A/M is a heterogeneous disorder depicting genetic
complexity with unknown underlying mechanisms. To date, over 90 genes are known
to be associated with syndromic and non-syndromic forms of A/M [8]. Most commonly,
pathogenic variants in transcription factors, such as FOXE3, SOX2, and VSX2, are known
to cause A/M. Only 20–30% of the patients receive a genetic diagnosis, although diagnostic
solve rates are higher in cases with severe bilateral A/M compared to unilateral A/M [9].
A molecular and genetic diagnosis is essential as it significantly influences patient manage-
ment and is required for better counseling of the affected families. Additionally, resolving
the missing heritability involved in A/M and establishing better genotype–phenotype
correlations will help in understanding the molecular mechanisms responsible for these
disorders. In this study, we evaluated the use of a combined single gene testing and genome
sequencing approach to improve the mutation detection rate of A/M affected families.

2. Methods
2.1. Study Cohort and Clinical Examination

This study was designed according to the principles of the Declaration of Helsinki and
was approved by the Institutional Review Board of Quaid-i-Azam University, Islamabad,
Pakistan, and the local ethics committee of the Radboud University Medical Center (Ni-
jmegen, The Netherlands). Seven A/M consanguineous families from different regions of
Pakistan were included, and informed consent was obtained from all participating individ-
uals or their guardians. The families were included after a thorough clinical examination
and family history analysis.

2.2. DNA Sequencing

For DNA isolation, 5–8 mL peripheral blood was collected in sterile EDTA vacutainers
(BD, Franklin Lakes, NJ, USA). Genomic DNA was extracted using a standard phenol–
chloroform extraction method, and DNA concentrations were measured using nanodrop
(Titertek Berthold, Pforzheim, Germany). Targeted Sanger sequencing of the FOXE3 coding
region was performed as an initial genetic screening in all the selected families. FOXE3 was
amplified by PCR using HotStarTaq master mix (Qiagen, Germany) following standard
procedures; primer sequences are listed in Supplementary Table S1. Because of the high
GC-content of FOXE3, DMSO (8%) and betaine (0.2 M) were added to the PCR reaction to
improve the denaturation of the DNA. The amplified products were purified using Exo-Sap
IT (Thermo Fisher Scientific, Waltham, MA, USA) and sequenced at Eurofins Genomics
(Louisville, KY, USA). The sequencing data were analyzed using SnapGene v5.2.2 (San
Diego, CA, USA).

For FOXE3-negative probands, genome sequencing was performed at BGI (Hongkong,
China) on a BGISeq500 as described previously with a minimal median coverage of 30-fold
per genome [10]. Read-mapping to the Human Reference Genome build GRCh38/hg38
was performed using the Burrows–Wheeler Aligner V.0.78 [11]. Single nucleotide variants
(SNV), structural variants (SVs), and copy number variants (CNVs) were called using
GATK HaplotypeCaller [12] (Broad Institute, Cambridge, MA, USA), Manta Structural
Variant Caller [13], and Canvas Copy Number Variant Caller [14], respectively. All SNVs,
SVs, and CNVs were annotated using an in-house pipeline as described previously [10].

2.3. Variant Prioritization

Sanger and genome sequencing data were analyzed using SnapGene v.5.2.2 (San
Diego, CA, USA) and R-studio v4.1.3 [15], respectively. SNVs (coding and non-coding)
were selected based on a minor allele frequency of ≤0.01 in the population database
gnomAD (v3.1.2, total population frequency) and the in-house genome database of the
Radboudumc (containing ~1400 alleles). All rare variants were assessed in detail, and
nonsense, frameshift, start loss, start gain, in-frame deletions or insertions, missense, and
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potential splice-altering variants were prioritized. A potential effect of missense variants
was investigated using the in silico tools CADD-PHRED (≥15) [16] and REVEL (≥0.3) [17].
Potential splice site variants were selected based on the deep learning splice predicting tool
SpliceAI (delta score ≥ 0.2, default settings) [18]. SVs and CNVs were selected based on a
minor allele frequency of ≤0.01 in the population database 1000 Genomes (1000 G) [19].
Coding SVs and CNVs were prioritized when overlapping with (deletions) or at least one
of the breakpoints (duplications, inversions, and translocations) located in a protein-coding
region. All compound heterozygous and homozygous variants based on SNV, CNV and
SV analysis were selected. A manually curated list of 147 (candidate) syndromic and non-
syndromic A/M-associated genes was generated using MIM disease terms (OMIM [20],
assessed 1 December 2022) (Supplementary Table S2). All prioritized homozygous and
compound heterozygous variants overlapping with an A/M-associated gene were se-
lected for validation and segregation analysis using Sanger sequencing (primers listed in
Supplementary Table S1). The validated candidate variants were classified according to
the American College of Medical Genetics and Genomics and Association of Molecular
Pathology (ACMG/AMP) classification system, as described in [21].

2.4. In Vitro Minigene Splice Assay

The potential splice-altering effect of a deep intronic PXDN (NM_012293.3) variant
located in intron 17 was assessed using a minigene splice assay. A 693bp region of intron
17 was amplified using Q5 high-fidelity polymerase (New England BioLabs, Ipswich,
MA, USA) from genomic DNA obtained from individuals V:4 and III:1 (family MA144).
The primers for amplification were designed with attB1 and attB2 tags at the 5′ ends to
allow for Gateway® cloning. The amplified region was first cloned in a pDONRTM201
vector (Invitrogen, Waltham, MA, USA) and subsequently into a vector containing RHO
exons 3 and 5 (pCI-neo) using Gateway® cloning technology (Thermo Fisher Scientific,
Carlsbad, CA, USA). Genomic inserts of the created pDONR vectors were verified using
single molecule real-time sequencing (Pacific Biosciences, Menlo Park, CA, USA) on a
Sequel II system, as described in [22]. Both mutant and wildtype clones were transfected
into HEK293T cells using polyethylenimine (PEI) as a transfection reagent. After 24 h of
incubation, RNA was extracted, and cDNA was synthesized as previously published [23].
RT-PCR was performed to observe different splice isoforms using primers located in RHO
exon 3 and RHO exon 5 (Supplementary Table S1). The observed splice products were
purified from agarose gel and analyzed using Sanger sequencing (ABI3730XL platform,
Thermo Fisher Scientific, Waltham, MA, USA).

3. Results
3.1. Clinical Evaluation of All Affected Members

A total of 7 families with 20 affected individuals showing A/M with or without corneal
opacity or anterior segment dysgenesis were included in this study. All seven Pakistani
origin families were consanguineous and showed an autosomal recessive inheritance of
the A/M phenotype (Figure 1). All affected individuals were diagnosed with bilateral,
congenital microphthalmia (n = 10) or anophthalmia (n = 10). Detailed clinical features for
all individuals are provided in Table 1, and clinical images of the proband of each family
are shown in Figure 2.
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Table 1. Clinical features of affected individuals from seven families.

Clinical
Feature

Family ID

MA102 MA125 MA144 MA174 MA193 MA201 MA203

IV:2 IV:4 IV:5 IV:1 IV:2 V:2 V:3 V:4 IV:2 IV:3 IV:4 IV:6 IV:8 IV:1 IV:2 III:1 III:2 III:3 IV:2 IV:3

Phenotype A A A M M M M M A A A A A A A M M M M M

ASD NA NA NA - + - - + NA NA NA NA NA NA NA - - - + +

Visual acuity NA NA NA PL PL NLP PL PL NA NA NA NA NA NA NA NLP NLP PL PL PL

Corneal
opacity NA NA NA + + + RE + NA NA NA NA NA NA NA + + + + +

Flat nasal
bridge + + + - - + + + + + + + + + + + + + - -

All cases were diagnosed with recessively inherited congenital bilateral anophthalmia or microphthalmia. No facial dysmorphism, intellectual disability or developmental delays were
observed in any of the affected individuals. A, anophthalmia; ASD, anterior segment dysgenesis; M, microphthalmia; NA, not applicable; NLP, no perception of light; PL, perception of
light; RE, right eye; +, present; -, absent.
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Figure 1. Pedigrees of seven consanguineous families affected with anophthalmia or microphthal-
mia. Pedigree numbers and segregation analysis results are indicated for all subjects that partici-
pated in the study. The proband of each family is indicated with an arrow. M1, FOXE3 
(NM_012186.3): c.720C>A; p.(Cys240*); M2, PXDN (NM_012293.3): c.3609-1307G>A; 
p.Arg1203Serfs76*; M3, VSX2 (NM_182894.3): c.413_425del; p.(Ser138*); M4, PXDN (NM_182894.3): 
c.2568_2568delC; p.(Cys857Alafs*5); M5, FOXE3 (NM_012186.3): c.289A>G; p.(Ile97Val); +, 
wildtype. 
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Figure 1. Pedigrees of seven consanguineous families affected with anophthalmia or microphthalmia.
Pedigree numbers and segregation analysis results are indicated for all subjects that participated in
the study. The proband of each family is indicated with an arrow. M1, FOXE3 (NM_012186.3):
c.720C>A; p.(Cys240*); M2, PXDN (NM_012293.3): c.3609-1307G>A; p.Arg1203Serfs76*; M3,
VSX2 (NM_182894.3): c.413_425del; p.(Ser138*); M4, PXDN (NM_182894.3): c.2568_2568delC;
p.(Cys857Alafs*5); M5, FOXE3 (NM_012186.3): c.289A>G; p.(Ile97Val); +, wildtype.
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Figure 2. Clinical images and genetic testing workflow. (A) Eye images of one affected individual
representing each family are provided. For family MA144, images for all three affected members
are given, illustrating the intra-familial heterogeneity. (B) As an initial screening, targeted Sanger
sequencing of FOXE3 was performed for all unsolved families. Subsequently, genome sequencing was
performed for the remaining unsolved families. Single nucleotide variants (SNVs), structural variants
(SVs), and copy number variants (CNVs) were prioritized based on a minor allele frequency (MAF)
of <0.01 (for SNVs: gnomAD v.3.1.2. and an in-house genome database of Radboudumc (containing
~1400 alleles), SVs and CNVs: 1000 Genomes (1000G)). All coding variants or potential splice-altering
variants were selected and assessed using in silico prediction tools (splice-AI, (≥0.2; default settings),
CADD-PHRED (≥15), and REVEL (≥0.3)). Additionally, all coding SVs and CNVs overlapping with
A/M-associated genes were interrogated in detail and gene-disruptive variants were prioritized.
All compound heterozygous or homozygous variants overlapping with an A/M-associated gene
(OMIM) were selected for validation and segregation analysis.

3.2. Sanger Sequencing Revealed FOXE3 Pathogenic Variants in Four Families

Since the phenotype of 60% of A/M families from a similar Pakistani cohort could
be previously explained by pathogenic FOXE3 variants [24], targeted Sanger sequencing
of FOXE3 was performed as an initial genetic test for all families. In the probands of
families MA102, MA125, MA201, and MA203, potentially pathogenic biallelic variants were
identified, which segregated with the A/M-phenotype (Figure 1, Supplementary Figure S1).
For three of these families, MA102, MA125, and MA203, an identical homozygous nonsense
variant (NM_012186.3:c.720C>A; p.(Cys240*)) was identified with an allele frequency of
0.00001334 in gnomAD and only in a heterozygous state. The variant most likely results
in the formation of a truncated FOXE3 protein. The variant has been previously reported
as pathogenic in ClinVar [25] and classified as pathogenic according to the ACMG/AMP
classification system. In family MA201, a known [24] FOXE3 homozygous pathogenic
missense variant (c.289A>G; p.(Ile97Val)) was identified. This amino acid change affects an
evolutionary conserved region (up to Drosophila melanogaster) of the protein (Figure 3) and
is predicted as pathogenic by both REVEL and CADD_PHRED prediction tools (Table 2).
No other rare variants were identified in FOXE3 in any of the investigated probands.
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Table 2. In silico predictions for putative pathogenic variants identified.

Family ID Gene cDNA Protein gnomAD AF
Total

gnomAD AF
South Asian CADD_PHRED REVEL SpliceAI ACMG/AMP Reference

MA102,
MA125,
MA203

FOXE3 c.720C>A p.(Cys240*) 0.00001334
(Hom:0, Het:2)

0.0004148
(Hom:0, Het:2) 36 NA NA Pathogenic Valleix et al.,

2006 [26]

MA201 FOXE3 c.289A>G p.(Ile97Val) 0.000006695
(Hom:0, Het:1)

0.0002126
(Hom:0, Het:1) 24.9 0.77 NA Pathogenic Ullah et al.,

2016 [24]

MA144 PXDN c.3609-
1307G>A p.Arg1203Serfs76* 0.000006571

(Hom:0, Het:1) - NA NA 0.97 (AG) Likely
pathogenic This study

MA174 VSX2 c.413_425del p.(Ser138*) - - NA NA NA Pathogenic This study

MA193 PXDN c.2568del p.(Cys857Alafs*5) - - NA NA NA Pathogenic Khan et al.,
2011 [27]

Candidate variants were identified in FOXE3 (NM_012186.3), PXDN (NM_012293.3), and VSX2 (NM_182894.3). All variants were found in a homozygous state in all affected members
of the respective families. Thresholds for pathogenicity of the different in silico prediction tools: CADD_PHRED (≥15), REVEL (≥0.3), and spliceAI (≥0.2). ACMG/AMP, variant
classification according to the American College of Medical Genetics and Genomics and Association for Molecular Pathology (ACMG/AMP) classification guidelines as described by
Richards et al. [21]; AG, acceptor gain; CADD_PHRED, Combined Annotation Dependent Depletion PHRED score; cDNA, cDNA variant position based on the MANE select transcript;
gnomAD AF South Asian, allele frequency in the South Asian population according to the gnomAD (v.3.1.2) database; GnomAD AF Total, allele frequency in the total population
according to the gnomAD (v.3.1.2) database; Het, number of heterozygotes in the gnomAD database; Hom, number of homozygotes in the gnomAD database; NA, not applicable;
SpliceAI, splice prediction delta score; -, absent; * termination codon.
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Figure 3. Graphical representation of identified pathogenic variants and affected genes and protein
domains. (A–C) Potentially pathogenic homozygous variants were identified in FOXE3, PXDN,
and VSX2. For each variant, the predicted effect on gene (top) and protein (bottom) level has been
indicated. For each gene, relevant exon numbers and variant position are provided. Protein domains
encoded by the different exons have been determined using UniProt (accessed January 2023). (D) The
FOXE3 missense variant (c.289A>G, p.(Ile97Val)) that was identified in family MA201 affects an
evolutionary conserved amino acid (Source: pBLAST). The mutated amino acid is indicated with a
red box. CVC, CVC domain; Ig-like C2, C2-type Ig-like domain; LRR, leucine-rich repeats; LRRNT,
Leucine-rich repeats N-terminal; LRRCT, Leucine-rich repeats C-terminal, OAR, Otp, aristaless and
rax domain; VWFC, Von Willebrand factor C-type domain.

3.3. Genome Sequencing Revealed Pathogenic Variants in PXDN and VSX2

The phenotype of three families (MA144, MA174, and MA193) remained geneti-
cally unsolved after targeted sequencing of FOXE3. Therefore, the probands MA144-
(V:4), MA174-(IV:4), and MA193-(IV:2) were subjected to genome sequencing. Variant
prioritization revealed possibly pathogenic variants in the A/M-associated genes PXDN
and VSX2, which were also segregated in the respective families (Figure 2, Supplemen-
tary Figure S1). In family MA174, a 13bp deletion in VSX2 (NM_182894.3:c.413_425del;
p.(Ser138*)) was identified. Pathogenic variants in VSX2 are associated with isolated
microphthalmia and microphthalmia with coloboma [28]. This frameshift variant has
not been previously reported, and results in the formation of a premature termination
codon in exon 2 and may induce nonsense-mediated decay (NMD) or the formation of
a truncated protein. In family MA193, a known pathogenic [27] single nucleotide dele-
tion (NM_012293.3:c.2568del;p.(Cys857Alafs*5)) was identified in PXDN. Both the identi-
fied VSX2 and PXDN frameshift variants were classified as pathogenic according to the
ACMG/AMP classification system.

In family MA144, a novel homozygous deep intronic variant in intron 17 of PXDN
(NC_000002.12:g.1646059C>T (c.3609-1307G>A; p.(?)) was identified. The potential splice-
altering effect was predicted by SpliceAI (acceptor gain, 0.97) and other prediction tools
embedded in the Alamut Visual software version 1.4 (Interactive Biosoftware, Rouen,
France; http://www.interactive-biosoftware.com, accessed on 8 July 2023, including Max-
EntScan, SpliceSiteFinder-like, NNSPLICE, and GeneSplicer. Based on the high prediction

http://www.interactive-biosoftware.com
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scores of SpliceAI (0.97), SpliceSiteFinder-like (88.9), MaxEntScan (8.5), NNSPLICE (1.0),
and GeneSplicer (9.9), the identified splice site variant was predicted to create a strong splice
acceptor site, potentially leading to the activation of a pseudoexon. No other homozygous
or compound heterozygous candidate variants (SNVs, CNVs, or SVs) in A/M-associated
genes were identified in any of the probands.

3.4. Pseudoexon Activation in PXDN Caused by a Deep Intronic Splice Variant

To investigate the potential splice effect of the PXDN deep intronic variant (c.3609-
1307G>A), identified in family MA144, an in vitro minigene splice assay was performed.
The variant was present in intron 17, and SpliceAI predicted a 137bp pseudoexon inser-
tion in this intron resulting from this variant (Figure 4). The splice assay confirmed the
pseudoexon activation in intron 17 (c.3609-1305_3609-1169) in PXDN, which matches the
predictions of SpliceAI, and other splicing tools, as discussed earlier (Figure 4). This out-
of-frame pseudoexon inclusion results in the formation of a premature termination codon
and will most likely cause either NMD or the formation of a truncated PXDN protein
(p.Arg1203Serfs76*) that lacks the essential peroxidase domain of peroxidasin homolog
protein (Figure 3). No wildtype transcript could be observed when transfection was per-
formed with the mutant construct, suggesting that the variant has a severe, complete, effect
on splicing. Based on the splice assay results and confirmed splice-altering effect for the
PXDN variant, the variant is classified as likely pathogenic according to ACMG/AMP
guidelines [21].
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Figure 4. Results of the minigene splice assay for the PXDN c.3609-1307G>A deep intronic variant. A
minigene splice assay was performed in HEK293T cells to validate the effect of a deep intronic splice
variant identified in PXDN. The assay confirmed the activation of a 137bp out-of-frame pseudoexon
(PE) (c.3609-1305_3609-1169ins; p.Arg1203Serfs76*) in intron 17 of PXDN as predicted by several in
silico tools, such as the SpliceAI, SpliceSiteFinder-like, MaxEntScan, NNSPLICE, and GeneSplicer.
(A) Schematic illustration of the minigene construct. (B) Gel image showing wildtype (RHO exon 3–
RHO exon 5) and mutant (RHO exon 3–pseudoexon (PE)–RHO exon 5) products amplified using RHO
exon 3 and RHO exon 5 primers. (C) Sequencing chromatogram confirming the pseudoexon insertion
in intron 17 of PXDN. Wildtype, HEK293T cells transfected with a wildtype PXDN construct; mutant,
HEK293T cells transfected with a PXDN construct harboring the c.3609-1307G>A deep intronic
variant; PEI, transfection reagent-only; HEK293T, untransfected HEK293T cells.
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4. Discussion

A/M is a group of structural ocular defects with varying degrees of severity, ranging
from unilateral to bilateral and from simplex (non-syndromic) to complex (syndromic)
types. A/M is a complicated disorder, and the underlying mechanisms of the disease
are still poorly understood. Some suggest that A/M disorders arise due to secondary
regression during ocular development [29], while others hypothesize that these are the
results of either lens induction failure [30] or disruptions in optical invagination or during
early differentiation of the retina [31,32]. Although environmental factors can contribute to
the development of A/M, genetic factors are suggested to be the most common cause of
A/M. There are >90 genes reported to be associated with A/M, and yet the phenotype of a
significant number of cases cannot be genetically explained [8]. Resolving the missing heri-
tability for A/M is essential, as it is required not only to allow optimal genetic diagnostics,
presymptomatic screening in case of a syndromic phenotype, disease management, and
genetic counselling of the families, but also to investigate genotype–phenotype correlations
which would allow a better understanding of this severe congenital disorder. In the current
study, we have genetically explained the phenotype of 20 affected A/M individuals from
7 unrelated Pakistani consanguineous families and investigated their genotype–phenotype
correlations. Both novel and previously reported pathogenic variants were identified as
affecting three different genes: FOXE3, PXDN, and VSX2.

A previously investigated cohort of the same origin (n = 8) suggested that the ma-
jority of Pakistani A/M-affected families were explained by FOXE3 pathogenic variants
(60%) [24]. Similarly, in a mixed cohort of Caucasians, Hispanics, African Americans, and
Asians (n = 116), 15% of the bilateral microphthalmia patients were solved with FOXE3
variants [33]. This prompted us to first screen this single exon gene that encodes the FOXE3
transcription factor in our cohort using Sanger sequencing. The screening of FOXE3 gene
solved 57% (4/7) of our families. Although based on a relatively small cohort, this suggests
that pre-screening of FOXE3 prior to any NGS application in Pakistani A/M patients,
and possibly for other ethnicities as well, is cost-effective. We have identified two known
pathogenic variants in FOXE3 in four different families. One known homozygous missense
(c.289A>G; p.(Ile97Val)) variant was identified in family MA201 that affects an evolu-
tionarily conserved amino acid in the DNA-binding forkhead domain of the protein [24].
Hence, it will most likely affect the DNA-binding affinity of this transcription factor. A
second disease-causing FOXE3 variant (c.720C>A; p.(Cys240*)) was identified in three of
the studied families (MA102, MA125, and MA203). This variant was initially reported
by Valleix et al. in 2006 in affected members of a Madagascar inbred family [26]. Later,
it was identified in Bangladeshi, Kuwaiti, and Pakistani families as well [33–35]. This
suggests that this variant could be a founder variant inherited from a common ancestor.
The known pathogenic variants previously identified in FOXE3 are predominantly respon-
sible for causing aphakia, sclerocornea, microphthalmia, anterior segment dysgenesis, and,
rarely, increased intraocular pressure, bilateral congenital cataract, and vitreoretinal dys-
plasia [24,34,36,37]. In family MA201, we observed microphthalmia with corneal opacity.
Patients from families MA125 and MA203 showed similar phenotypes, including bilateral
microphthalmia, corneal opacity and anterior segment dysgenesis. In comparison to this,
affected individuals of family MA102 harboring the same FOXE3 variant showed complete
anophthalmia. They also have a flat nasal bridge, but no other facial dysmorphism was
observed. This indicates that some genetic or environmental modifiers might play a role.

Using genome sequencing, pathogenic variants in PXDN and VSX2 were identified.
VSX2 encodes the VSX2 retina-specific transcription factor that is highly expressed during
embryonic and fetal eye development [38]. VSX2 pathogenic variants are found in 2%
of A/M cases [2]. We identified a novel 13bp deletion in exon 2 of this gene in affected
members of family MA174 that presented with complete bilateral anophthalmia. The
majority of pathogenic variants reported in VSX2 cause loss of function either by NMD or
by the formation of a truncated VSX2 protein that lacks a complete DNA binding homeobox
domain (amino acids 148–207) [39]. These variants are mostly associated with bilateral
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A/M and coloboma and are rarely associated with other eye deformities, like cataract and
cone-rod dysfunction [24,28,40].

In families MA144 and MA193 we identified one novel and one known disease-
causing homozygous PXDN variant, respectively. PXDN encodes a peroxidasin protein
which is expressed in the epithelial layers of the cornea and lens, where it may provide
structural support or serve as an antioxidant enzyme to protect the lens, cornea, and other
developing eye structures from oxidative damage [27]. In family MA144, a high degree of
intrafamilial phenotypic heterogeneity was observed where individual V:2 exhibits severe
microphthalmia with corneal opacity, individual V:3 shows bilateral microphthalmia and
unilateral corneal opacity, and individual V:4 was diagnosed with microphthalmia with
anterior segment dysgenesis. In family MA193, we identified the previously reported
1bp deletion (c.2568del; p.(Cys857Alafs*5)) which was reported [27] in a Pakistani family
with corneal opacity and cataract. In a Caucasian family, a different variant with the
same protein effect (c.2569delT; p.(Cys857Alafs*5)) showed unilateral microphthalmia [41].
Contradictory to both previous studies, all affected individuals from family MA193 manifest
bilateral anophthalmia, suggesting the variant is responsible for a more severe phenotype
in this family. Several studies previously reported intra- and interfamilial phenotypic
heterogeneity caused by PXDN variants even in monozygotic twins, which is in line
with our findings [42]. Although our study is expanding the phenotypic spectrum of
families carrying previously reported pathogenic variants in FOXE3 and PXDN genes, the
unavailability of OCT, ERG, or MRI for the patients is a limitation of our study in providing
the complete phenotypic diversity.

Genome sequencing analysis in family MA144 revealed a novel deep intronic splice
variant in intron 17 (c.3609-1307G>A) of PXDN. In silico splice site prediction tools pre-
dicted the activation of a pseudoexon (c.3609-1305_3609-1169) as a consequence of this
variant. The expected pseudoexon insertion was evaluated by a minigene splice assay. The
splice assay confirmed the activation of a pseudoexon, and an aberrantly spliced transcript
could be observed that matched the in silico predictions. No wildtype transcript could be
observed, suggesting that the variant causes a severe splice defect. The pseudoexon causes
a change in reading frame, and the introduction of a premature stop codon. Therefore,
the variant could be considered a loss-of-function variant. These findings are based on
the severity of the mRNA defect, as observed in HEK293T cells, and RNA studies using
patient-derived cells should be performed to completely assess the splice effect and the
severity of the variant. Still, the splice assay did confirm a splice effect of the variant
(c.3609-1305_3609-1169), p.Arg1203Serfs76*), and, therefore, the variant was classified as
pathogenic and the phenotype of the family MA144 was considered genetically solved.

Previously, splice variants in ALDH1A3, NAA10, RAX, TENM3, and VSX2 are already
described to be associated with syndromic or non-syndromic A/M, but these were present
either in exons or intron–exon junctions [28,43–46]. To the best of our knowledge, this is
the first study reporting the association of a deep intronic splice variant with A/M, and the
first splice-altering variant identified in PXDN. These findings emphasize the added value
of genome sequencing as a diagnostic tool for A/M and the importance of incorporating
deep intronic regions of the known A/M-associated genes in genetic analyses.

As extensively reviewed by Harding et al., the overall diagnostic solve rate of indi-
viduals affected by bilateral and severe A/M is 70%, which is reduced to only 10% when
studying unilateral cases of A/M [8]. Although exome sequencing is an efficient and
cost-effective method to perform genetic diagnostics, most genes associated with A/M
are transcription factors and are GC-rich. Therefore, there is a chance that because of PCR
bias and exon capture techniques, exome sequencing may fail to efficiently capture these
GC-rich regions [47]. More recently, two studies explored the use of genome sequencing
to increase diagnostic solve rates for A/M [48,49]. Neither of these studies focused on
deep intronic regions of the genome due to limitations in their bioinformatic pipelines. In a
study performed by Harding et al., an improved diagnostic rate of 33% was obtained when
combining targeted panel testing with genome sequencing. The increased solve ratios
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were consistent for both unilateral and bilateral cases [48]. In a second study performed by
Jackson et al., a diagnostic solve rate of 15.7% was achieved through genome sequencing
for complex microphthalmia, anophthalmia, and coloboma patients [49]. We anticipate
that when the assessment of deep intronic variants will also be incorporated, the diagnostic
solve rates will improve even more. Although these previous findings and findings of
the current study indicate that genome sequencing is a promising and effective diagnostic
tool for A/M, considering the high sequencing costs, it is not feasible to provide genome
sequencing to all patients. Hence, to make it cost-effective, in this study, we also used
single gene FOXE3 testing prior to genome sequencing to establish a genetic diagnosis.
This approach led us to the solve rate of 100% in a relatively small cohort (seven fami-
lies) exhibiting severe forms of bilateral A/M, suggesting that this is a cost-effective and
feasible approach. Overall, this study highlights the usage of genome sequencing for the
identification of coding and non-coding novel variants which eventually will lead towards
better understanding of the complex inheritance pattern, associated comorbidities, and
phenotypic variation among families affected with A/M.

Supplementary Materials: The following supporting information can be downloaded at: https://
www.mdpi.com/article/10.3390/genes14081573/s1, Table S1: Primer sequences; Table S2: Anophth-
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chromatograms for all the identified candidate variants in this study.

Author Contributions: Project design, R.B., S.E.d.B. and M.A.; patient recruitment and phenotyping,
A.J., E.U., S.T.Z. and U.H.; Sanger sequencing analysis, R.B., S.T.Z. and U.H.; genome sequencing
analysis and interpretation, R.B., M.R.-H. and S.E.d.B.; bioinformatic support: J.C. and C.G.; minigene
splice assay, K.R. and R.B.; manuscript writing: R.B. and S.E.d.B.; manuscript review: R.B., K.R.,
M.R.-H., A.J., E.U., J.C., C.G., S.T.Z., U.H., M.A. and S.E.d.B. All authors have read and agreed to the
published version of the manuscript.

Funding: The work of RB was funded by the International Research Support Initiative Program
(IRSIP) of the Higher Education Commission (HEC), Pakistan. SdB is supported by the European
Union’s Horizon 2020 Research and Innovation Programme under the EJP RD COFUND-EJP N◦

825575. The work of KR is funded by a grant award from the Foundation Fighting Blindness (FFB)
(CD-GE-0621-0809-RAD). The work of RB and MA is supported by a grant from the National Research
Program for University (NRPU # 420), Higher Education Commission, Pakistan.

Institutional Review Board Statement: This study was conducted in accordance with the Declaration
of Helsinki and was approved by the local ethics committee of the Radboud University Medical
Center (Nijmegen, The Netherlands), and the Institutional Review Board of Quaid-i-Azam University,
Islamabad, Pakistan. Participants provided a written informed consent to participate in the study.

Informed Consent Statement: Written informed consent was obtained from all participating indi-
viduals or their guardians.

Data Availability Statement: Data are available upon reasonable request.

Acknowledgments: The authors thank all the patients and their family members for participation.
We would also like to thank Susanne Roosing and Frans Cremers for their expert opinion and
support of the project. We thank the Radboud Genome Technology Center for infrastructural and
computational support.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Mann, I. The Developmental Basis of Eye Malformations; J.B. Lippincott: Philadelphia, PA, USA, 1953.
2. Verma, A.S.; Fitzpatrick, D.R. Anophthalmia and microphthalmia. Orphanet J. Rare Dis. 2007, 2, 47. [CrossRef] [PubMed]
3. Reis, L.M.; Semina, E.V. Genetics of anterior segment dysgenesis disorders. Curr. Opin. Ophthalmol. 2011, 22, 314–324. [CrossRef]

[PubMed]
4. Searle, A.; Shetty, P.; Melov, S.J.; Alahakoon, T.I. Prenatal diagnosis and implications of microphthalmia and anophthalmia with a

review of current ultrasound guidelines: Two case reports. J. Med. Case Rep. 2018, 12, 250. [CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/genes14081573/s1
https://www.mdpi.com/article/10.3390/genes14081573/s1
https://doi.org/10.1186/1750-1172-2-47
https://www.ncbi.nlm.nih.gov/pubmed/18039390
https://doi.org/10.1097/ICU.0b013e328349412b
https://www.ncbi.nlm.nih.gov/pubmed/21730847
https://doi.org/10.1186/s13256-018-1746-4
https://www.ncbi.nlm.nih.gov/pubmed/30153864


Genes 2023, 14, 1573 13 of 14

5. Busby, A.; Dolk, H.; Armstrong, B. Eye anomalies: Seasonal variation and maternal viral infections. Epidemiology 2005, 16, 317–322.
[CrossRef]

6. Stromland, K. Visual impairment and ocular abnormalities in children with fetal alcohol syndrome. Addict. Biol. 2004, 9, 153–157,
discussion 159–160. [CrossRef]

7. Stromland, K.; Miller, M.T. Thalidomide embryopathy: Revisited 27 years later. Acta Ophthalmol. 1993, 71, 238–245. [CrossRef]
8. Harding, P.; Moosajee, M. The Molecular Basis of Human Anophthalmia and Microphthalmia. J. Dev. Biol. 2019, 7, 16. [CrossRef]
9. Plaisancie, J.; Ceroni, F.; Holt, R.; Zazo Seco, C.; Calvas, P.; Chassaing, N.; Ragge, N.K. Genetics of anophthalmia and microph-

thalmia. Part 1: Non-syndromic anophthalmia/microphthalmia. Hum. Genet. 2019, 138, 799–830. [CrossRef]
10. de Bruijn, S.E.; Rodenburg, K.; Corominas, J.; Ben-Yosef, T.; Reurink, J.; Kremer, H.; Whelan, L.; Plomp, A.S.; Berger, W.; Farrar,

G.J.; et al. Optical genome mapping and revisiting short-read genome sequencing data reveal previously overlooked structural
variants disrupting retinal disease-associated genes. Genet. Med. 2022, 25, 100345. [CrossRef]

11. Li, H.; Durbin, R. Fast and accurate long-read alignment with Burrows-Wheeler transform. Bioinformatics 2010, 26, 589–595.
[CrossRef]

12. Van der Auwera, G.A.; Carneiro, M.O.; Hartl, C.; Poplin, R.; Del Angel, G.; Levy-Moonshine, A.; Jordan, T.; Shakir, K.; Roazen, D.;
Thibault, J.; et al. From FastQ data to high confidence variant calls: The Genome Analysis Toolkit best practices pipeline. Curr.
Protoc. Bioinform. 2013, 43, 11.10.1–11.10.33. [CrossRef] [PubMed]

13. Chen, X.; Schulz-Trieglaff, O.; Shaw, R.; Barnes, B.; Schlesinger, F.; Kallberg, M.; Cox, A.J.; Kruglyak, S.; Saunders, C.T. Manta:
Rapid detection of structural variants and indels for germline and cancer sequencing applications. Bioinformatics 2016, 32,
1220–1222. [CrossRef] [PubMed]

14. Roller, E.; Ivakhno, S.; Lee, S.; Royce, T.; Tanner, S. Canvas: Versatile and scalable detection of copy number variants. Bioinformatics
2016, 32, 2375–2377. [CrossRef] [PubMed]

15. Team, R. RStudio: Integrated Development for R; RStudio, PBC: Boston, MA, USA, 2020.
16. Rentzsch, P.; Witten, D.; Cooper, G.M.; Shendure, J.; Kircher, M. CADD: Predicting the deleteriousness of variants throughout the

human genome. Nucleic Acids Res. 2019, 47, D886–D894. [CrossRef]
17. Ioannidis, N.M.; Rothstein, J.H.; Pejaver, V.; Middha, S.; McDonnell, S.K.; Baheti, S.; Musolf, A.; Li, Q.; Holzinger, E.; Karyadi, D.;

et al. REVEL: An Ensemble Method for Predicting the Pathogenicity of Rare Missense Variants. Am. J. Hum. Genet. 2016, 99,
877–885. [CrossRef]

18. Jaganathan, K.; Kyriazopoulou Panagiotopoulou, S.; McRae, J.F.; Darbandi, S.F.; Knowles, D.; Li, Y.I.; Kosmicki, J.A.; Arbelaez,
J.; Cui, W.; Schwartz, G.B.; et al. Predicting Splicing from Primary Sequence with Deep Learning. Cell 2019, 176, 535–548.e524.
[CrossRef]

19. Zheng-Bradley, X.; Streeter, I.; Fairley, S.; Richardson, D.; Clarke, L.; Flicek, P.; Genomes Project, C. Alignment of 1000 Genomes
Project reads to reference assembly GRCh38. Gigascience 2017, 6, gix038. [CrossRef]

20. Hamosh, A.; Scott, A.F.; Amberger, J.S.; Bocchini, C.A.; McKusick, V.A. Online Mendelian Inheritance in Man (OMIM), a
knowledgebase of human genes and genetic disorders. Nucleic Acids Res. 2005, 33, D514–D517. [CrossRef]

21. Richards, S.; Aziz, N.; Bale, S.; Bick, D.; Das, S.; Gastier-Foster, J.; Grody, W.W.; Hegde, M.; Lyon, E.; Spector, E.; et al. Standards
and guidelines for the interpretation of sequence variants: A joint consensus recommendation of the American College of Medical
Genetics and Genomics and the Association for Molecular Pathology. Genet. Med. 2015, 17, 405–424. [CrossRef]

22. Te Paske, I.; Mensenkamp, A.R.; Neveling, K.; Group, E.-G.L.-L.W.; Hoogerbrugge, N.; Ligtenberg, M.J.L.; De Voer, R.M.
Noncoding Aberrations in Mismatch Repair Genes Underlie a Substantial Part of the Missing Heritability in Lynch Syndrome.
Gastroenterology 2022, 163, 1691–1694.e1697. [CrossRef]

23. Sangermano, R.; Bax, N.M.; Bauwens, M.; van den Born, L.I.; De Baere, E.; Garanto, A.; Collin, R.W.; Goercharn-Ramlal, A.S.; den
Engelsman-van Dijk, A.H.; Rohrschneider, K.; et al. Photoreceptor Progenitor mRNA Analysis Reveals Exon Skipping Resulting
from the ABCA4 c.5461-10T→C Mutation in Stargardt Disease. Ophthalmology 2016, 123, 1375–1385. [CrossRef]

24. Ullah, E.; Nadeem Saqib, M.A.; Sajid, S.; Shah, N.; Zubair, M.; Khan, M.A.; Ahmed, I.; Ali, G.; Dutta, A.K.; Danda, S.; et al. Genetic
analysis of consanguineous families presenting with congenital ocular defects. Exp. Eye Res. 2016, 146, 163–171. [CrossRef]

25. Landrum, M.J.; Lee, J.M.; Benson, M.; Brown, G.R.; Chao, C.; Chitipiralla, S.; Gu, B.; Hart, J.; Hoffman, D.; Jang, W.; et al. ClinVar:
Improving access to variant interpretations and supporting evidence. Nucleic Acids Res. 2018, 46, D1062–D1067. [CrossRef]
[PubMed]

26. Valleix, S.; Niel, F.; Nedelec, B.; Algros, M.P.; Schwartz, C.; Delbosc, B.; Delpech, M.; Kantelip, B. Homozygous nonsense mutation
in the FOXE3 gene as a cause of congenital primary aphakia in humans. Am. J. Hum. Genet. 2006, 79, 358–364. [CrossRef]

27. Khan, K.; Rudkin, A.; Parry, D.A.; Burdon, K.P.; McKibbin, M.; Logan, C.V.; Abdelhamed, Z.I.; Muecke, J.S.; Fernandez-Fuentes,
N.; Laurie, K.J.; et al. Homozygous mutations in PXDN cause congenital cataract, corneal opacity, and developmental glaucoma.
Am. J. Hum. Genet. 2011, 89, 464–473. [CrossRef] [PubMed]

28. Ammar, T.H.A.; Ismail, S.; Mansour, O.A.A.; El-Shafey, M.M.; Doghish, A.S.; Kamal, A.M.; Abdel-Salam, G.M.H. Genetic analysis
of SOX2 and VSX2 genes in 27 Egyptian families with anophthalmia and microphthalmia. Ophthalmic Genet. 2017, 38, 498–500.
[CrossRef] [PubMed]

29. Fitzpatrick, D.R.; van Heyningen, V. Developmental eye disorders. Curr. Opin. Genet. Dev. 2005, 15, 348–353. [CrossRef]
30. Inoue, M.; Kamachi, Y.; Matsunami, H.; Imada, K.; Uchikawa, M.; Kondoh, H. PAX6 and SOX2-dependent regulation of the Sox2

enhancer N-3 involved in embryonic visual system development. Genes. Cells 2007, 12, 1049–1061. [CrossRef]

https://doi.org/10.1097/01.ede.0000158817.43037.ab
https://doi.org/10.1080/13556210410001717024
https://doi.org/10.1111/j.1755-3768.1993.tb04997.x
https://doi.org/10.3390/jdb7030016
https://doi.org/10.1007/s00439-019-01977-y
https://doi.org/10.1016/j.gim.2022.11.013
https://doi.org/10.1093/bioinformatics/btp698
https://doi.org/10.1002/0471250953.bi1110s43
https://www.ncbi.nlm.nih.gov/pubmed/25431634
https://doi.org/10.1093/bioinformatics/btv710
https://www.ncbi.nlm.nih.gov/pubmed/26647377
https://doi.org/10.1093/bioinformatics/btw163
https://www.ncbi.nlm.nih.gov/pubmed/27153601
https://doi.org/10.1093/nar/gky1016
https://doi.org/10.1016/j.ajhg.2016.08.016
https://doi.org/10.1016/j.cell.2018.12.015
https://doi.org/10.1093/gigascience/gix038
https://doi.org/10.1093/nar/gki033
https://doi.org/10.1038/gim.2015.30
https://doi.org/10.1053/j.gastro.2022.08.041
https://doi.org/10.1016/j.ophtha.2016.01.053
https://doi.org/10.1016/j.exer.2016.03.014
https://doi.org/10.1093/nar/gkx1153
https://www.ncbi.nlm.nih.gov/pubmed/29165669
https://doi.org/10.1086/505654
https://doi.org/10.1016/j.ajhg.2011.08.005
https://www.ncbi.nlm.nih.gov/pubmed/21907015
https://doi.org/10.1080/13816810.2017.1279184
https://www.ncbi.nlm.nih.gov/pubmed/28121235
https://doi.org/10.1016/j.gde.2005.04.013
https://doi.org/10.1111/j.1365-2443.2007.01114.x


Genes 2023, 14, 1573 14 of 14

31. Stigloher, C.; Ninkovic, J.; Laplante, M.; Geling, A.; Tannhauser, B.; Topp, S.; Kikuta, H.; Becker, T.S.; Houart, C.; Bally-Cuif, L.
Segregation of telencephalic and eye-field identities inside the zebrafish forebrain territory is controlled by Rx3. Development 2006,
133, 2925–2935. [CrossRef]

32. Winkler, S.; Loosli, F.; Henrich, T.; Wakamatsu, Y.; Wittbrodt, J. The conditional medaka mutation eyeless uncouples patterning
and morphogenesis of the eye. Development 2000, 127, 1911–1919. [CrossRef]

33. Reis, L.M.; Tyler, R.C.; Schneider, A.; Bardakjian, T.; Stoler, J.M.; Melancon, S.B.; Semina, E.V. FOXE3 plays a significant role in
autosomal recessive microphthalmia. Am. J. Med. Genet. A 2010, 152A, 582–590. [CrossRef] [PubMed]

34. Ali, M.; Buentello-Volante, B.; McKibbin, M.; Rocha-Medina, J.A.; Fernandez-Fuentes, N.; Koga-Nakamura, W.; Ashiq, A.; Khan,
K.; Booth, A.P.; Williams, G.; et al. Homozygous FOXE3 mutations cause non-syndromic, bilateral, total sclerocornea, aphakia,
microphthalmia and optic disc coloboma. Mol. Vis. 2010, 16, 1162–1168. [PubMed]

35. Anjum, I.; Eiberg, H.; Baig, S.M.; Tommerup, N.; Hansen, L. A mutation in the FOXE3 gene causes congenital primary aphakia in
an autosomal recessive consanguineous Pakistani family. Mol. Vis. 2010, 16, 549–555. [PubMed]

36. Rashid, M.; Qasim, M.; Ishaq, R.; Bukhari, S.A.; Sajid, Z.; Ashfaq, U.A.; Haque, A.; Ahmed, Z.M. Pathogenic variants of AIPL1,
MERTK, GUCY2D, and FOXE3 in Pakistani families with clinically heterogeneous eye diseases. PLoS ONE 2020, 15, e0239748.
[CrossRef]

37. Gillespie, R.L.; O’Sullivan, J.; Ashworth, J.; Bhaskar, S.; Williams, S.; Biswas, S.; Kehdi, E.; Ramsden, S.C.; Clayton-Smith, J.; Black,
G.C.; et al. Personalized diagnosis and management of congenital cataract by next-generation sequencing. Ophthalmology 2014,
121, 2124–2137.e2. [CrossRef]

38. Liu, I.S.; Chen, J.D.; Ploder, L.; Vidgen, D.; van der Kooy, D.; Kalnins, V.I.; McInnes, R.R. Developmental expression of a novel
murine homeobox gene (Chx10): Evidence for roles in determination of the neuroretina and inner nuclear layer. Neuron 1994, 13,
377–393. [CrossRef]

39. UniProt, C. UniProt: The Universal Protein Knowledgebase in 2023. Nucleic Acids Res 2023, 51, D523–D531. [CrossRef]
40. Khan, A.O.; Aldahmesh, M.A.; Noor, J.; Salem, A.; Alkuraya, F.S. Lens subluxation and retinal dysfunction in a girl with

homozygous VSX2 mutation. Ophthalmic Genet. 2015, 36, 8–13. [CrossRef]
41. Zazo-Seco, C.; Plaisancie, J.; Bitoun, P.; Corton, M.; Arteche, A.; Ayuso, C.; Schneider, A.; Zafeiropoulou, D.; Gilissen, C.; Roche,

O.; et al. Novel PXDN biallelic variants in patients with microphthalmia and anterior segment dysgenesis. J. Hum. Genet. 2020,
65, 487–491. [CrossRef]

42. Zhu, A.Y.; Costain, G.; Cytrynbaum, C.; Weksberg, R.; Cohn, R.D.; Ali, A. Novel heterozygous variants in PXDN cause different
anterior segment dysgenesis phenotypes in monozygotic twins. Ophthalmic Genet. 2021, 42, 624–630. [CrossRef]

43. Abouzeid, H.; Youssef, M.A.; Bayoumi, N.; ElShakankiri, N.; Marzouk, I.; Hauser, P.; Schorderet, D.F. RAX and anophthalmia in
humans: Evidence of brain anomalies. Mol. Vis. 2012, 18, 1449–1456. [PubMed]

44. Chassaing, N.; Ragge, N.; Plaisancie, J.; Patat, O.; Genevieve, D.; Rivier, F.; Malrieu-Eliaou, C.; Hamel, C.; Kaplan, J.; Calvas, P.
Confirmation of TENM3 involvement in autosomal recessive colobomatous microphthalmia. Am. J. Med. Genet. A 2016, 170,
1895–1898. [CrossRef] [PubMed]

45. Esmailpour, T.; Riazifar, H.; Liu, L.; Donkervoort, S.; Huang, V.H.; Madaan, S.; Shoucri, B.M.; Busch, A.; Wu, J.; Towbin, A.;
et al. A splice donor mutation in NAA10 results in the dysregulation of the retinoic acid signalling pathway and causes Lenz
microphthalmia syndrome. J. Med. Genet. 2014, 51, 185–196. [CrossRef] [PubMed]

46. Lin, S.; Harlalka, G.V.; Hameed, A.; Reham, H.M.; Yasin, M.; Muhammad, N.; Khan, S.; Baple, E.L.; Crosby, A.H.; Saleha, S. Novel
mutations in ALDH1A3 associated with autosomal recessive anophthalmia/microphthalmia, and review of the literature. BMC
Med. Genet. 2018, 19, 160. [CrossRef]

47. Meienberg, J.; Bruggmann, R.; Oexle, K.; Matyas, G. Clinical sequencing: Is WGS the better WES? Hum. Genet. 2016, 135, 359–362.
[CrossRef]

48. Harding, P.; Gore, S.; Malka, S.; Rajkumar, J.; Oluonye, N.; Moosajee, M. Real-world clinical and molecular management of
50 prospective patients with microphthalmia, anophthalmia and/or ocular coloboma. Br. J. Ophthalmol. 2022. [CrossRef]

49. Jackson, D.; Malka, S.; Harding, P.; Palma, J.; Dunbar, H.; Moosajee, M. Molecular diagnostic challenges for non-retinal
developmental eye disorders in the United Kingdom. Am. J. Med. Genet. C Semin. Med. Genet. 2020, 184, 578–589. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1242/dev.02450
https://doi.org/10.1242/dev.127.9.1911
https://doi.org/10.1002/ajmg.a.33257
https://www.ncbi.nlm.nih.gov/pubmed/20140963
https://www.ncbi.nlm.nih.gov/pubmed/20664696
https://www.ncbi.nlm.nih.gov/pubmed/20361012
https://doi.org/10.1371/journal.pone.0239748
https://doi.org/10.1016/j.ophtha.2014.06.006
https://doi.org/10.1016/0896-6273(94)90354-9
https://doi.org/10.1093/nar/gkac1052
https://doi.org/10.3109/13816810.2013.827217
https://doi.org/10.1038/s10038-020-0726-x
https://doi.org/10.1080/13816810.2021.1925929
https://www.ncbi.nlm.nih.gov/pubmed/22736936
https://doi.org/10.1002/ajmg.a.37667
https://www.ncbi.nlm.nih.gov/pubmed/27103084
https://doi.org/10.1136/jmedgenet-2013-101660
https://www.ncbi.nlm.nih.gov/pubmed/24431331
https://doi.org/10.1186/s12881-018-0678-6
https://doi.org/10.1007/s00439-015-1631-9
https://doi.org/10.1136/bjo-2022-321991
https://doi.org/10.1002/ajmg.c.31837

	Introduction 
	Methods 
	Study Cohort and Clinical Examination 
	DNA Sequencing 
	Variant Prioritization 
	In Vitro Minigene Splice Assay 

	Results 
	Clinical Evaluation of All Affected Members 
	Sanger Sequencing Revealed FOXE3 Pathogenic Variants in Four Families 
	Genome Sequencing Revealed Pathogenic Variants in PXDN and VSX2 
	Pseudoexon Activation in PXDN Caused by a Deep Intronic Splice Variant 

	Discussion 
	References

