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Background: Mutations in the USH2A4 gene are the leading cause of both non-syndromic autosomal recessive retinitis
pigmentosa (RP) and Usher syndrome, a syndromic form of RP characterized by retinal dystrophy and sensorineural
hearing loss. To contribute to the expansion of the USH2A-related molecular spectrum, the results of genetic screening
in a large cohort of Mexican patients are presented.

Methods: The study population comprised 61 patients with a clinical diagnosis of either non-syndromic RP (n = 30)
or Usher syndrome type 2 (USH2; n = 31) who were demonstrated to carry biallelic pathogenic variants in USH24 in a
three-year period. Genetic screening was performed either by gene panel sequencing or by exome sequencing. A total
of 72 available first- or second-degree relatives were also genotyped for familial segregation of the identified variants.
Results: The USH2A4 mutational spectrum in RP patients included 39 distinct pathogenic variants, most of them of the
missense type. The most common RP-causing variants were p.Cys759Phe (c.2276G>T), p.Glu767Serfs*21 (c.2299delG),
and p.Cys319Tyr (c.956G>A), which together accounted for 25% of all RP variants. Novel USH24 mutations included
three nonsense, two missense, two frameshift, and one intragenic deletion. The USH2A4 mutational spectrum in USH2
patients included 26 distinct pathogenic variants, most of them of the nonsense and frameshift types. The most common
Usher syndrome-causing variants were p.Glu767Serfs*21 (¢.2299delG), p.Arg334Trp (c.1000C>T), and ¢.12067-2A>G),
which together accounted for 42% of all USH2-related variants. Novel Usher syndrome USH24 mutations included
six nonsense, four frameshift, and two missense mutations. The ¢.2299delG mutation was associated with a common
haplotype for SNPs located in exons 221 of USH2A, indicating a founder mutation effect.

Conclusions: Our work expands the USH24 mutational profile by identifying 20 novel pathogenic variants causing
syndromic and non-syndromic retinal dystrophy. The prevalent ¢.2299delG allele is shown to arise from a founder effect.
Our results emphasize the usefulness of molecular screening in underrepresented populations for a better characteriza-
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tion of the molecular spectrum of common monogenic diseases.

Retinitis pigmentosa (RP) is a neurodegenerative genetic
disease of the retina that can lead to blindness due to loss of
the light-sensing rod and cone photoreceptors [1,2]. RP has
an estimated prevalence of 1 in 4,000 people, is the most
common type of retinal dystrophy, and is one of the most
common causes of blindness among working-age adults. At
the clinical level, the disease is highly variable regarding age
of onset, severity of clinical symptoms, and progression rate.
RP is one of the most genetically heterogeneous disorders in
humans; causal mutations in at least 69 different genes have
been described so far (RetNet accessed on September 2nd,
2022).
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Homozygous or compound heterozygous mutations in
the USH2A gene, located in 1g41 and encoding for usherin,
a protein expressed in retina and cochlea [3], are the cause
of 12%-25% of autosomal recessive RP cases [4,5]. Typi-
cally, USH2A4-related RP develops in the first or second
decade of life, initiating with nyctalopia (night blindness),
followed by constriction of peripheral visual fields, which
leads to tunnel vision and eventually loss of central vision.
Biallelic mutations in USH2A also cause Usher syndrome, a
syndromic form of retinal dystrophy characterized by RP and
sensorineural hearing loss [6,7]. Usher syndrome is the main
cause of blindness in combination with deafness and has an
estimated prevalence of 3.2 to 6.2 cases per 100,000 people
[8], although it can be as frequent as 1 in 6,000 in the general
American population [9]. So far, causative mutations in at
least 16 different genes have been identified in relation to the
three different types of Usher syndrome, which are classified



Molecular Vision 2023; 29:31-38 <http:/www.molvis.org/molvis/v29/31>

according to their hearing and vestibular phenotypes [10].
Usher syndrome type 2 (USH2), the most common form of
the disease, is characterized by the development of RP in
the first or second decade of life, moderate-to-severe non-
progressive congenital sensorineural hearing loss, and normal
vestibular reflexes [11]. To date, three USH2 causative genes
have been identified: USH24, ADGRV1, and WHRN [12].
USH2A is the most prevalent USH2 causal gene, accounting
for around 57%—79% of cases, as well as roughly 50% of the
three types of Usher syndrome [13].

USH2A is a large gene composed of 72 exons encoding
a 5202-aa matrix protein predominantly expressed in the
retina and the cochlea [14]. The USH2A mutational spec-
trum is very heterogenous and includes approximately 1,700
variants classified as pathogenic or likely pathogenic by the
ACMG (LOVD and HGMD databases, accessed in October
2022). Disease-causing mutations have been reported along
the whole USH2A gene and include missense, nonsense, dele-
tions, duplications, and splicing variants [15].

While many efforts have been made to characterize the
spectrum of USH2A genetic variants and their associated
clinical features, most of the available data were obtained
from RP or USH2 patients from North America, Western
Europe, and Eastern Asia [15-23]. There are limited or no
data from other ethnic groups, such as Hispanics, South
Asians, and Africans. Understudied populations may display
a distinct allelic architecture and thus represent a possible
source for the identification of both novel disease-causing
variants and specific founder mutation effects in monogenic
disorders.

In this work, we describe the molecular findings from a
large group of Latino patients from Mexico with syndromic
(USH2A) and non-syndromic (RP) retinal dystrophies caused
by biallelic mutations in the USH2A gene. Our results expand
the USH2A mutational profile by identifying 20 novel patho-
genic variants.

METHODS

The study population comprised 61 patients with a clinical
diagnosis of either non-syndromic RP or Usher syndrome
who were demonstrated to carry biallelic causative variants in
USH2A from the period of January 2020 to September 2022.
The study was approved by the Institutional Review Board of
the Conde de Valenciana Institute of Ophthalmology (Mexico
City, Mexico) and adhered to the tenets of the Declaration of
Helsinki. Medical records were reviewed to collect informa-
tion about symptoms and other clinical data, such as age,
gender, age of onset, family history, and age of detection of
night blindness and hearing loss. All patients had a clinical
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diagnosis of RP based on the following criteria: a history
of night blindness and diminished visual acuity associated
with typical clinical signs (optic disc pallor, bone spicule
pigmentation, retinal vessel attenuation). Information about
self-reported hearing loss and the use of hearing aids was
also obtained.

Thirty RP probands (11 males and 19 females) pertaining
to 30 unrelated pedigrees, including seven families with
two or more affected individuals, were ascertained. Age at
genetic testing ranged from 31 to 80 years, with a mean age
of 51 years. In addition, 31 USH2 probands (16 males and
15 females) pertaining to 31 unrelated families, including
four pedigrees with two or more affected individuals, were
studied. Age at genetic screening ranged from 21 to 62 years,
with a mean age of 39 years.

Genetic analyses: USH2A disease-causing mutations were
identified by either gene panel or exome sequencing. Briefly,
genomic DNA (gDNA) was extracted from peripheral blood
leukocytes from all analyzed individuals using the QIAaMP
DNA Blood kit (Qiagen), according to the manufacturer’s
recommendations. Targeted genomic sequencing was
performed using a hybridization-based protocol with the
[1lumina technology (Illumina, San Diego CA). Sequence
analysis and deletion/duplication testing was performed in
298 genes included in the Invitae Inherited Retinal Disor-
ders Panel (Invitae, San Francisco, CA). Targeted regions
were sequenced with >50x depth, and reads were aligned
to GRCh37 (Hg19) human genome sequence. Exonic dele-
tions and duplications were called using an in-house algo-
rithm (Invitae) that determines copy number at each target
by comparing the read depth for each target in the proband
sequence with both mean read depth and read depth distri-
bution, obtained from a set of clinical samples. For exome
sequencing, library preparation was performed by means of
the Agilent SureSelect Human All Exon V6 kit (Agilent Tech-
nologies, Santa Clara, CA); DNA was fragmented and puri-
fied using an Agencourt AMPure XP kit (Beckman Coulter
Genomics, Chaska, MN). DNA fragment ends were repaired,
and adaptor sequences were added to the 5’ and 3’ ends of all
fragments. Subsequently, each library was purified, ampli-
fied, and hybridized to the SureSelect Human All Exon V6
probes. Index adaptors were ligated to the 5" and 3’ ends of
each sample. DNA fragments were amplified, and fragments
from 250 to 350 bp were isolated. The quality of the libraries
was assessed through a Bioanalyzer 2100 (Agilent Technolo-
gies). Lastly, 100 bp paired-end sequencing was performed
using a HiSeq NGS platform (Illumina). The average target
region coverage for the samples was >98% at >50x depth.
Exome sequencing data were filtered using the Franklin
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platform (Genoox, Palo Alto, CA). Designation of pathogenic
or likely pathogenic variants was performed according to the
American College of Genetics and Genomics guidelines.
Variants of clinical significance were confirmed using Sanger
sequencing. Copy number variant (CNV) analyses were also
conducted using the Franklin platform algorithm Rainbow.
Additionally, a total of 48 first- and second-degree healthy
relatives of the probands were screened for carrier status and
for confirmation of trans configuration of variants in cases
of compound heterozygosity.

Determinations of USH2A c.2299delG-linked haplotypes: To
determine the haplotype for the recurrent ¢.2299delG allele in
USH24, five single-nucleotide polymorphisms (SNPs) within
the USH2A gene, exons 2-21, were characterized. Three
SNPs were coding (c.373G>A; ¢.504A>G; ¢.4457G>A) and
two were non-coding (¢.3157+35G>A and ¢.4082—-66A>C).
A total of five samples carrying the ¢.2299delG allele were
genotyped.

RESULTS

A total of 61 probands, including 30 non-syndromic RP and
31 Usher syndrome cases, carrying biallelic pathogenic or
likely pathogenic USH2A variants were identified (Appendix
1). All patients included in the study were of Mexican—
Mestizo descent and originated mainly from central and
southern Mexico. According to the pedigree structure, 22 RP
probands occurred sporadically and 8 were familial cases. For
Usher syndrome, 27 patients were sporadic cases and 4 were
familial cases.

Molecular spectrum in USH2A-related non-syndromic RP: Of
30 RP subjects, 21 were molecularly diagnosed through gene
panel sequencing, while the remaining 9 were characterized
by exome sequencing. From the total of 60 disease-causing
alleles (Appendix 1), the most common types of variants were
missense (n = 41), frameshift (n = 7), and nonsense (n = 5).
A total of 39 distinct pathogenic variants were identified,
including 8 previously unpublished USH24 variants (Table 1).
Mutations located in exons 13, 63, and 6 together accounted
for 52% of all 60 RP-related alleles.

The three most common RP-causing variants were
p.Cys759Phe (c.2276G>T), p.Glu767Serfs*21 (c.2299delG),
and p.Cys319Tyr (c.956G>A), which together accounted for
25% of all RP variants (Table 2).

Interestingly, there were 28 compound heterozygous
and only 2 homozygous genotypes. Previously unpublished
USH2A mutations included three nonsense, two missense,
two frameshift, and one intragenic deletion, with each variant
occurring once in the RP cohort (Table 1).
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Molecular spectrum in USH2A-related Usher syndrome: Of
31 Usher syndrome subjects, 19 were diagnosed through gene
panel sequencing, and the remaining 12 were characterized
by exome sequencing. From the total of 62 disease-causing
alleles (Appendix 1), the most common types of variants
were missense (n = 19), frameshift (n = 19), acceptor splice
site (n = 12), and nonsense (n = 10). A total of 26 distinct
pathogenic variants were identified, including 12 previously
unpublished USH2A variants (Table 1). Mutations located in
exons 13 and 6 and introns 10 and 61 together accounted for
63% of all 62 Usher syndrome-related alleles.

The three most common Usher syndrome-causing
variants were p.Glu767Serfs*21 (c.2299delG), p.Arg334Trp
(c.1000C>T), and c.12067-2A>G, which together accounted
for 42% of all USH2-related variants (Table 2).

There were 18 compound heterozygous and 13 homo-
zygous genotypes. Previously unpublished Usher syndrome
USH2A mutations included six nonsense, four frameshift, and
two missense mutations (Table 1).

USH2A genetic screening in relatives: A total of 72 first-
or second-degree relatives of RP or USH2 probands were
genotyped. Of them, biallelic USH24 causal variants were
confirmed in six RP-affected individuals and in four USH2
cases. Fifty-three subjects were demonstrated to be heterozy-
gous carriers for an USH2A pathogenic or likely pathogenic
mutation, with 20 of them carrying an RP-associated variant
and 33 carrying an USH2-associated variant. In addition,
nine first-degree relatives were demonstrated to carry two
wild-type USH2A alleles.

USH2A4 ¢.2299delG-linked haplotypes: In all five samples
available for analysis, the ¢.2299delG mutation was associ-
ated with one core haplotype, A-G-A-C-A, for SNPs located
in exons 2-21 of the USH2A gene (Table 3). This indicates a
founder mutation underlying the highly prevalent ¢.2299delG
allele in USH2A-related diseases in our population.

DISCUSSION

Hispanic/Latino populations, such as Mexicans, possess
a complex genetic structure that reflects recent admixture
among and a potentially ancient substructure within Native
American, European, and West African source populations.
These admixed populations offer an opportunity for the char-
acterization of distinct mutational profiles causing monogenic
disease when compared with more well-characterized ethnic
groups, such as Caucasians or Asians.

In this work, we described the disease-causing
mutational spectrum of USH2A4, a gene that is clinically
relevant because its mutations are the most frequent cause
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TABLE 1. NOVEL RP- AND USH2-CAUSING VARIANTS IN THE USH2A GENE IDENTIFIED IN THIS STUDY.

Exon # ¢DNA change Protein change ACMG classification Allele frecuency
Retinitis pigmentosa

12 c.2146A>T p-Lys716Ter pathogenic 1

13 c.2779C>T p.GIn927* pathogenic 1

15 ¢.2996G>T p-Cys999Phe likely pathogenic 1

18 c.4016T>G p.Vall339Gly likely pathogenic 1

38 ¢.7168G>T p-Gly2390%* pathogenic 1

41 ¢.7940del p-Pro2647Leufs*27 pathogenic 1

39-47 deletion pathogenic 1

50 ¢.9914 9915del p-Glu3305Valfs*40 likely pathogenic 1

Usher syndrome

intron 10 c.1645-2A>G likely pathogenic 2 (1 homoz.)
11 c.1860C>A p-Cys620* likely pathogenic 2 (1 homoz.)
11 c.1850G>A p-Cys617Tyr likely pathogenic 1

34 ¢.6638 6641del p-Lys22131Ilefs*15 likely pathogenic 1

41 c.7809C>A p-Cys2603* likely pathogenic 1

46 c.9187A>T p.Lys3063* likely pathogenic 1

49 ¢.9602 9611del p-Lys32011lefs*13 pathogenic 1

59 c.11516del p-GIn3839Argfs*4 pathogenic 1

63 c.1139A>G p-Tyr380Cys likely pathogenic 1

63 ¢.13000C>T p-GIn4334* pathogenic 1

63 c.12313 12319del p-Asp4105Serfs*7 likely pathogenic 1

63 c.13272C>A p.Cys4424* pathogenic 1

TABLE 2. MoST cOMMON RP- AND USH2-CAUSING VARIANTS IN THE USH2A GENE IDENTIFIED IN THIS STUDY.

Retinitis pigmentosa Usher syndrome

Number of Number of
Exon # cDNA change Protein change alleles (%) Exon # c¢DNA change Protein change alleles (%)
13 ¢.2276G>T p-Cys759Phe 7(12) 13 ¢.2299del p.Glu767Serfs*21 14 (23)
13 ¢.2299del p.Glu767Serfs*21 4(7) 6 ¢.1000C>T p.Arg334Trp 6 (10)
6 c.956G>A p-Cys319Tyr 4(7) Intron 61 ¢.12067-2A>G 6 (10)
55 ¢.10820A>C p-His3607Pro 30 6 c.956G>A p.Cys319Tyr 4(6)
63 c.12574C>T p.Arg4192Cys 35 50 c.9799T>C p.Cys3267Arg 35
63 c.12575G>A p.Arg4192His 30 10 c.18412A>G 3(5)

TABLE 3. CORE HAPLOTYPE ASSOCIATED WITH THE USH2A C.2299DELG ALLELE IN UNRELATED MEXICAN PATIENTS.

Exon 2 Exon 3 Exon 13 Intron 15 Intron 18 Exon 21
Sample# ¢.373G>A, ¢.504A>G, €.2299delG, c.4457G>A,
p-Alal25Thr p-Thr168Thr p-Glu767fs ¢.3157+35G>A c.4082-66A>C p.Argl486Lys
1 A G + A C A
2 A G + A C A
3 A G + A C A
4 A G + A C A
5 A G + A C A
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of both autosomal recessive non-syndromic RP and USH2.
Several USH2A mutations are recurrent and can be recog-
nized frequently in distinct populations. For example, the
€.2299delG (p.Glu767Serfs*21) allele is the most common
deleterious mutation, accounting for up to 25% of observed
pathogenic alleles [13]. Another common pathogenic variant
is ¢.2276G>T (p.Cys759Phe), identified in approximately
5% of alleles. In our study, the ¢.2299delG and p.Cys759Phe
alleles were observed in 12% and 7% of RP alleles, respec-
tively, and in 22.5% and 3% of USH2 alleles, respectively.
This indicates that, irrespective of the ethnic group studied,
the USH2A4 ¢.2299delG and p.Cys759Phe alleles are major
disease-causing alleles.

Our study also revealed that other USH24 pathogenic
alleles are common in our population, such as the p.Cys319Tyr
and p.His3607Pro variants, which together accounted for 12%
of RP alleles, and the p.Arg334Trp and ¢.12067-2A>G, which
together accounted for 19% of USH2 alleles in our series.
The p.Cys319Tyr mutation was identified homozygously in
a Hispanic American family with Usher syndrome diagnosis
[24]. Further, the p.His3607Pro mutation was identified in
a compound heterozygote state with other USH2A4 patho-
genic variants in a Mexican individual with RP [25]. The
p.Arg334Trp variant was homozygously present in six Usher
syndrome patients from a consanguineous Jewish family
from Morocco [26] and in two Jewish families of North
African descent, suggesting a common origin for this muta-
tion [20]. Interestingly, the p.Arg334Trp mutation was the
second-most frequent mutation identified after ¢.2299delG in
a cohort of 52 Colombian Usher syndrome patients [27]; the
¢.12067-2A>G mutation was identified in three Bukharian
Jewish families with Usher syndrome, one in homozygosity
and two in heterozygosity [20], and was also heterozygously
identified in three Spanish individuals with pathogenic vari-
ants in the other USH2A allele [28-30].

The ¢.2299delG mutation has been reported in patients
from Northern and Southern Europe, North and South
America, North and South Africa, and China [15], with a
particularly high allelic frequency of 30.6% in Scandinavia
[19]. Previous studies have indicated a single haplotype shared
by alleles bearing the ¢.2299delG mutation [31,32]. Dreyer et
al. showed that the widespread geographic distribution of the
¢.2299delG mutation in patients from 14 countries was the
result of an ancestral mutation that spread throughout Europe
and into the New World because of migration [31]. In our
work, haplotype analysis of samples carrying the ¢.2299delG
allele indicated a common A-G-A-C-A core haplotype for
SNPs located in exons 2-21 of the USH2A gene. This haplo-
type is in accordance with the core haplotype characterized

35

© 2023 Molecular Vision

previously in ¢.2299delG alleles from other ethnic groups,
supporting the notion that it has spread by migration.

Previous studies have suggested that genotypes with at
least one copy of the p.Cys759Phe allele are associated with
isolated RP [33] and that the truncating ¢.2299delG variant
leads to a more severe phenotype with hearing loss [7,33]. In
our cohort, the p.Cys759Phe allele accounted for 7% of RP
alleles and for 3% of USH2 alleles; in turn, the ¢.2299delG
allele occurred in 22.5% of USH?2 alleles and in 12% of RP
alleles, thus confirming previous genotype—phenotype obser-
vations on these common variants.

The presence of two USH2A null or truncating alleles has
been associated with a more severe visual/auditory pheno-
type in diverse series compared to the presence of one or two
non-truncating mutations [34—36]. In our cohort, null alleles
occurred in approximately 70% of USH2 alleles compared to
32% of RP alleles. In contrast, missense variants occurred in
68% of RP alleles and in 31% of USH2 alleles. Nevertheless,
as previously noted, an identical USH2A4 genotype may also
lead to very different phenotypes between patients.

In our study group, more than 60% of disease-causing
USH2A mutations (either RP or USH2) occurred in only five
exons: 6, 10, 13, 62, and 63. This is a relevant finding that will
allow a more directed and cost-saving strategy for screening
syndromic and non-syndromic RP patients in our population.

Genetic analyses in rare disease patients from underrep-
resented populations are important for the characterization
of novel disease-causing variants and for the identification
of population-specific founder effects. In the present study,
33% of individuals carried a novel USH2A allele and 20
novel USH2A pathogenic mutations were identified, thus
expanding the current knowledge of USH2A genetic defects
leading to non-syndromic and syndromic RP. Interestingly,
each of these unpublished mutations occurred once in our
study group, probably indicating a recent origin in this ethnic
group. A larger cohort of patients would indicate whether any
of these variants are frequent in Mexico, especially in regions
of the country that are underrepresented in this work.

Another interesting finding in our cohort was the distinct
genotypic profiles between RP and USH2 patients. Notably,
only 7% of our RP subjects had a homozygous genotype,
in sharp contrast with the 42% of homozygosity observed
among USH2 cases. Although this could suggest that carriers
of different RP-causing USH24 variants are widely distrib-
uted in our population, additional studies on the geographic
origin and family structure of our patients are required.

In an RP patient, a novel CNV, consisting of deletion
of exons 39—47 of the USH2A gene, was demonstrated.
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While CNVs are rarely described in USH24, they should be
suspected particularly in subjects with a single monoallelic
variant after standard NGS bioinformatic analysis. Recent
data indicate that CN'Vs could account for up to 10% of
USH?2A pathogenic alleles, with deletion of exons 22-24
being the most common [37].

Finally, carrier detection for recessive genetic conditions
is extremely useful, especially in countries like Mexico, in
which endogamy and consanguineous marriage are still
common in some geographic areas. In our study, a total of
62 first- or second-degree healthy relatives were tested for
the respective pathogenic variant, allowing the identification
of 53 heterozygous carriers of the particular USH2A variant
and 9 wild-type homozygotes. This information is of great
importance for genetic counselling and reproductive deci-
sions in these families.

In conclusion, this paper reports the results of the largest
study on USH2A4-causing mutations in a Hispanic popula-
tion. Twenty novel USH2A mutations causing syndromic or
non-syndromic RP were demonstrated, indicating the value
of conducting genetic screening in understudied populations
for a better knowledge of the mutational profile leading to
monogenic diseases.

APPENDIX 1. USH24A PATHOGENIC AND LIKELY
PATHOGENIC VARIANTS IDENTIFIED IN THE
PRESENT STUDY.

To access the data, click or select the words “Appendix 1.”

ACKNOWLEDGMENTS

The authors are grateful to Dr. Jesus Lima-Barrientos for his
assistance in data collection. The authors specially acknowl-
edge Invitae Corporation for providing access to their IRD
program for our patients.

REFERENCES

1. Rivolta C, Sharon D, DeAngelis MM, Dryja TP. Retinitis
pigmentosa and allied diseases: numerous diseases, genes,
and inheritance patterns. Hum Mol Genet 2002; 11:1219-27.
[PMID: 12015282].

2. Daiger SP, Bowne SJ, Sullivan LS. Perspective on genes and
mutations causing retinitis pigmentosa. Arch Ophthalmol
2007; 125:151-8. [PMID: 17296890].

3. Eudy JD, Weston MD, Yao S, Hoover DM, Rehm HL,
Ma-Edmonds M, Yan D, Ahmad I, Cheng JJ, Ayuso C,
Cremers C, Davenport S, Moller C, Talmadge CB, Beisel
KW, Tamayo M, Morton CC, Swaroop A, Kimberling
W1J, Sumegi J. Mutation of a gene encoding a protein with

36

10.

11.

12.

14.

15.

© 2023 Molecular Vision

extracellular matrix motifs in Usher syndrome type Ila.
Science 1998; 280:1753-7. [PMID: 9624053].

McGee TL, Seyedahmadi BJ, Sweeney MO, Dryja TP, Berson
EL. Novel mutations in the long isoform of the USH2A gene
in patients with Usher syndrome type II or non-syndromic
retinitis pigmentosa. J Med Genet 2010; 47:499-506. [PMID:
20507924].

Verbakel SK, van Huet RAC, Boon CJF, den Hollander Al,
Collin RWJ, Klaver CCW, Hoyng CB, Roepman R, Klevering
BJ. Non-syndromic retinitis pigmentosa. Prog Retin Eye Res
2018; 66:157-86. [PMID: 29597005].

Millan JM, Aller E, Jaijo T, Blanco-Kelly F, Gimenez-Pardo
A, Ayuso C. An update on the genetics of usher syndrome. J
Ophthalmol 2011; 2011:417217-[PMID: 21234346].

Blanco-Kelly F, Jaijo T, Aller E, Avila-Fernandez A, Lopez-
Molina MI, Giménez A, Garcia-Sandoval B, Millan JM,
Ayuso C. Clinical aspects of Usher syndrome and the USH2A
gene in a cohort of 433 patients. JAMA Ophthalmol 2015;
133:157-64. [PMID: 25375654].

Espinos C, Millan JM, Beneyto M, Najera C. Epidemiology of
Usher syndrome in Valencia and Spain. Community Genet
1998; 1:223-8. [PMID: 15178965].

Kimberling WJ, Hildebrand MS, Shearer AE, Jensen ML,
Halder JA, Trzupek K, Cohn ES, Weleber RG, Stone EM,
Smith RJ. Frequency of Usher syndrome in two pediatric
populations: Implications for genetic screening of deaf and
hard of hearing children. Genet Med 2010; 12:512-6. [PMID:
20613545].

Delmaghani S, EI-Amraoui A. The genetic and phenotypic
landscapes of Usher syndrome: from disease mechanisms to
a new classification. Hum Genet 2022; 141:709-35. [PMID:
35353227].

Koenekoop R, Arriaga M, Trzupek KM, Lentz J. Usher
Syndrome Type II. 1999 Dec 10 [updated 2020 Oct 22]. In:
Adam MP, Everman DB, Mirzaa GM, Pagon RA, Wallace
SE, Bean LJH, Gripp KW, Amemiya A, editors. GeneRe-
views® [Internet]. Seattle (WA): University of Washington,
Seattle; 1993-2022.

Whatley M, Francis A, Ng ZY, Khoh XE, Atlas MD, Dilley
RJ, Wong EYM. Usher Syndrome: Genetics and Molecular
Links of Hearing Loss and Directions for Therapy. Front
Genet 2020; 11:565216-[PMID: 33193648].

Toualbi L, Toms M, Moosajee M. USH2A-retinopathy: From
genetics to therapeutics. Exp Eye Res 2020; 201:108330-
[PMID: 33121974].

van Wijk E, Pennings RJ, te Brinke H, Claassen A, Yntema
HG, Hoefsloot LH, Cremers FP, Cremers CW, Kremer H.
Identification of 51 novel exons of the Usher syndrome type
2A (USH2A) gene that encode multiple conserved func-
tional domains and that are mutated in patients with Usher
syndrome type II. Am J Hum Genet 2004; 74:738-44.
[PMID: 15015129].

Su BN, Shen RJ, Liu ZL, Li Y, Jin ZB. Global spectrum
of USH2A mutation in inherited retinal dystrophies: Prompt



Molecular Vision 2023; 29:31-38 <http:/www.molvis.org/molvis/v29/31>

19.

20.

21.

22.

23.

24.

25.

message for development of base editing therapy. Front
Aging Neurosci 2022; 14:948279-[PMID: 36034145].

Bernal S, Ayuso C, Antiflolo G, Gimenez A, Borrego S,
Trujillo MJ, Marcos I, Calaf M, Del Rio E, Baiget M. Muta-
tions in USH2A in Spanish patients with autosomal recessive
retinitis pigmentosa: high prevalence and phenotypic varia-
tion. J Med Genet 2003; 40:e8-[PMID: 12525556].

Ouyang XM, Hejtmancik JF, Jacobson SG, Li AR, Du LL,
Angeli S, Kaiser M, Balkany T, Liu XZ. Mutational spectrum
in Usher syndrome type II. Clin Genet 2004; 65:288-93.
[PMID: 15025721].

Seyedahmadi BJ, Rivolta C, Keene JA, Berson EL, Dryja
TP. Comprehensive screening of the USH2A gene in
Usher syndrome type II and non-syndromic recessive reti-
nitis pigmentosa. Exp Eye Res 2004; 79:167-73. [PMID:
15325563].

Dreyer B, Brox V, Tranebjaerg L, Rosenberg T, Sadeghi AM,
Moller C, Nilssen O. Spectrum of USH2A mutations in Scan-
dinavian patients with Usher syndrome type II. Hum Mutat
2008; 29:451-[PMID: 18273898].

Auslender N, Bandah D, Rizel L, Behar DM, Shohat M, Banin
E, Allon-Shalev S, Sharony R, Sharon D, Ben-Yosef T. Four
USH2A founder mutations underlie the majority of Usher
syndrome type 2 cases among non-Ashkenazi Jews. Genet
Test 2008; 12:289-94. [PMID: 18452394].

Mansard L, Baux D, Vaché C, Blanchet C, Meunier I, Willems
M, Faugere V, Baudoin C, Moclyn M, Bianchi J, Dollfus
H, Gilbert-Dussardier B, Dupin-Deguine D, Bonneau D,
Drumare I, Odent S, Zanlonghi X, Claustres M, Koenig
M, Kalatzis V, Roux AF. The Study of a 231 French Patient
Cohort Significantly Extends the Mutational Spectrum of the
Two Major Usher Genes MYO74 and USH2A. Int J Mol Sci
2021; 22:13294-[PMID: 34948090].

Gao FJ, Wang DD, Chen F, Sun HX, Hu FY, Xu P, Li J, Liu
W, Qi YH, Li W, Wang M, Zhang S, Xu GZ, Chang Q, Wu
JH. Prevalence and genetic-phenotypic characteristics of
patients with USH2A4 mutations in a large cohort of Chinese
patients with inherited retinal disease. Br J Ophthalmol
2021; 105:87-92. [PMID: 32188678].

Li W, Jiang XS, Han DM, Gao JY, Yang ZT, Jiang L, Zhang Q,
Zhang SH, Gao Y, Wu JH, Li JK. Genetic Characteristics and
Variation Spectrum of USH2A-Related Retinitis Pigmentosa
and Usher Syndrome. Front Genet 2022; 13:900548-[PMID:
36110214].

Weston MD, Eudy JD, Fujita S, Yao S, Usami S, Cremers C,
Greenberg J, Ramesar R, Martini A, Moller C, Smith RJ,
Sumegi J, Kimberling WJ. Genomic structure and identifica-
tion of novel mutations in usherin, the gene responsible for
Usher syndrome type Ila. Am JHum Genet 2000; 66:1199-
210. [PMID: 10729113].

Villanueva A, Biswas P, Kishaba K, Suk J, Tadimeti K,
Raghavendra PB, Nadeau K, Lamontagne B, Busque L,
Geoffroy S, Mongrain I, Asselin G, Provost S, Dubé MP,
Nudleman E, Ayyagari R. Identification of the genetic deter-
minants responsible for retinal degeneration in families of

37

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

© 2023 Molecular Vision

Mexican descent. Ophthalmic Genet 2018; 39:73-9. [PMID:
28945494].

Adato A, Weston MD, Berry A, Kimberling WJ, Bonne-Tamir
A. Three novel mutations and twelve polymorphisms iden-
tified in the USH2A gene in Israeli USH2 families. Hum
Mutat 2000; 15:388-[PMID: 10738000].

Lopez G, Gelvez NY, Tamayo M. Frecuencia de mutaciones en
el gen de la usherina (USH2A) en 26 individuos colombianos
con sindrome de Usher, tipo II Biomedica 2011; 31:82-90.
Mutational frequencies in usherin(USH2A gene) in 26
Colombian individuals with Usher syndrome type I[I[PMID:
22159486].

Garcia-Garcia G, Aparisi MJ, Jaijo T, Rodrigo R, Leon AM,
Avila-Fernandez A, Blanco-Kelly F, Bernal S, Navarro R,
Diaz-Llopis M, Baiget M, Ayuso C, Millan JM, Aller E.
Mutational screening of the USH2A gene in Spanish USH
patients reveals 23 novel pathogenic mutations. Orphanet J
Rare Dis 2011; 6:65-[PMID: 22004887].

Gonzalez-Del Pozo M, Martin-Sanchez M, Bravo-Gil N,
Méndez-Vidal C, Chimenea A, Rodriguez-de la Rua E,
Borrego S, Antifiolo G. Searching the second hit in patients
with inherited retinal dystrophies and monoallelic variants
in ABCA4, USH2A and CEP290 by whole-gene targeted
sequencing. Sci Rep 2018; 8:13312-[PMID: 30190494].

Aparisi MJ, Aller E, Fuster-Garcia C, Garcia-Garcia G,
Rodrigo R, Vazquez-Manrique RP, Blanco-Kelly F, Ayuso
C, Roux AF, Jaijo T, Millan JM. Targeted next generation
sequencing for molecular diagnosis of Usher syndrome.
Orphanet J Rare Dis 2014; 9:168-[PMID: 25404053].

Dreyer B, Tranebjaerg L, Brox V, Rosenberg T, Moéller C,
Beneyto M, Weston MD, Kimberling WJ, Cremers CW, Liu
XZ, Nilssen O. A common ancestral origin of the frequent
and widespread 2299delG USH2A mutation. Am J Hum
Genet 2001; 69:228-34. Erratum in: Am J Hum Genet 2001;
69 4922[PMID: 11402400].

Aller E, Larrieu L, Jaijo T, Baux D, Espinés C, Gonzalez-
Candelas F, Najera C, Palau F, Claustres M, Roux AF, Millan
JM. The USH2A ¢.2299delG mutation: dating its common
origin in a Southern European population. Eur J Hum Genet
2010; 18:788-93. [PMID: 20145675].

Lenassi E, Vincent A, Li Z, Saihan Z, Coffey AJ, Steele-Stal-
lard HB, Moore AT, Steel KP, Luxon LM, Héon E, Bitner-
Glindzicz M, Webster AR. A detailed clinical and molecular
survey of subjects with nonsyndromic USH2A retinopathy
reveals an allelic hierarchy of disease-causing variants. Eur
J Hum Genet 2015; 23:1318-27. [PMID: 25649381].

Abadie C, Blanchet C, Baux D, Larrieu L, Besnard T, Ravel P,
Biboulet R, Hamel C, Malcolm S, Mondain M, Claustres M,
Roux AF. Audiological findings in 100 USH2 patients. Clin
Genet 2012; 82:433-8. [PMID: 21895633].

Hartel BP, Lofgren M, Huygen PL, Guchelaar I, Lo-A-Njoe
Kort N, Sadeghi AM, van Wijk E, Tranebjerg L, Kremer
H, Kimberling WJ, Cremers CW, Maller C, Pennings RJ. A
combination of two truncating mutations in USH2A causes
more severe and progressive hearing impairment in Usher



Molecular Vision 2023; 29:31-38 <http:/www.molvis.org/molvis/v29/31> © 2023 Molecular Vision

syndrome type Ila. Hear Res 2016; 339:60-8. [PMID: 37. Neuhaus C, Eisenberger T, Decker C, Nagl S, Blank C, Pfister

27318125]. M, Kennerknecht I, Miiller-Hofstede C, Charbel Issa P, Heller
36. Pierrache LH, Hartel BP, van Wijk E, Meester-Smoor MA R, Beck B, Riither K, Mitter D, Rohrschneider K, Steinhauer
Cremers FP, de Baere E, de Zaeytijd J, van Schooneveld MJ, U, Korlimacher HM’ Huhle D, Elsayed SM, Taha HM, Baig
Cremers CW, Dagnelie G, Hoyng CB, Bergen AA, Leroy BP, SM, Stohr H, Preising M, Markus S, Moeller F, Lorenz. B,
Pennings RJ, van den Born LI, Klaver CC. Visual Prognosis Nagel-Wolfrum K, Khan AQ’ Bolz HJ. Next—gen.er.atlon
in USH2A-Associated Retinitis Pigmentosa Is Worse for sequencing reveals the mutational landscap.e (?f clinically
Patients with Usher Syndrome Type Ila Than for Those with dlagnosed Usher §yndrome: copy number variations, pheno-
Nonsyndromic Retinitis Pigmentosa. Ophthalmology 2016; copies, a predominant target for translational read-through,
123:1151-60. [PMID: 26927203] and PEX26 mutated in Heimler syndrome. Mol Genet

Genomic Med 2017; 5:531-52. [PMID: 28944237].

Articles are provided courtesy of Emory University and the Zhongshan Ophthalmic Center, Sun Yat-sen University, P.R. China.
The print version of this article was created on 29 April 2023. This reflects all typographical corrections and errata to the article
through that date. Details of any changes may be found in the online version of the article.

38



