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Abstract

Objective: Determine the incremental yield of prenatal exome sequencing (PES)
over chromosome microarray (CMA) and/or karyotype for urinary tract malfor-
mations (UTMs).

Method: A prospective cohort study encompassing data from the English Genomic
Medicine Service North Thames Laboratory Hub for fetuses with bilateral echo-
genic kidneys (BEKs) was combined with data from a systematic review. MEDLINE,
EMBASE, Web of Science, MedRxiv and GreyLit were searched from 01/2010-02/
2023 for studies reporting on the yield of PES over CMA or karyotype in fetuses
with UTMs. Pooled incremental yield was determined using a random effects model.
PROSPERO CRD42023364544.

Results: Fourteen studies (410 cases) were included. The incremental yield for
multisystem UTMs, any isolated UTMs, and BEKs was 31% [95% Cl, 18%-46%;
I? = 78%), 16% [95% Cl, 6%-26%; I> = 80%] and 51% [95% Cl, 27%-75%; I*> = 34%).
The most common clinical diseases and syndromes identified, based on the variant
genes detected, were Bardet-Biedl syndrome (BBS genes), dominant and recessive
polycystic kidney diseases (PKD1, PKD2 and PKHD1) and renal cysts and diabetes
syndrome (HNF1B).

Conclusion: There was a notable incremental genetic diagnostic yield when PES was
applied to multisystem UTMs and BEKs. There was a modest incremental yield

when this technique was used for UTMs other than BEKs.

Key points

What's already known about this topic?
o Bilateral echogenic kidneys (BEKs) have a recognized association with monogenetic condi-
tions and are an indication for prenatal exome sequencing (PES) in many healthcare systems.
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What does this study add?

e For urinary tract malformations other than BEKSs, there is a modest incremental yield from

PES over chromosome microarray and G-banding karyotype.

1 | INTRODUCTION

Urinary tract malformations (UTMs), also known as congenital
anomalies of the kidney and urinary tract (CAKUT),*? account for up
to 20% of all major congenital anomalies and affect around 1:1000
births.> UTMs comprise a wide spectrum of individual disorders
including kidney malformations that themselves are divided into
agenesis, when the kidney fails to form, and dysplasia, when the or-
gan begins to form but its internal structure is immature and meta-
plastic.*> The sonographic appearance of kidney dysplasia is a
hyperechogenic or “bright” parenchyma with loss of cortico-
medullary distinction.”> A variant is the multicystic dysplastic kidney
where the sonographic appearance is dominated by large cysts
separated by bright parenchyma. Prenatal hyper-echogenicity is not,
by itself, a diagnostic of kidney dysplasia and this appearance is also
described in, for example, autosomal dominant and recessive poly-
cystic kidney diseases (ADPKD and ARPKD).® In the PKDs, glomeruli
and tubules are generated but then become cystic, while in dysplasia
glomeruli and tubules fail to form. The spectrum of UTMs also in-
cludes malformations of the lower urinary tract. As examples, a
greatly distended bladder occurs with anatomical bladder outflow
obstruction (BOO) due to posterior urethral valves, while a similar
distended appearance can occur with failure of bladder emptying but
in the absence of a true obstruction, so called “functional BOO,”
caused by disorders of neuromuscular differentiation of the bladder
and its outflow tract.” Not all prenatally detected UTMs have poor
prognoses. For example, many cases of hydronephrosis that are not
caused by BOO can spontaneously resolve.? On the other hand,
UTMs collectively cause around half of the cases of severe kidney
failure requiring dialysis and transplantation in childhood, and they
are also an important cause of severe kidney failure in young
adults.”*° Furthermore, the most severe UTMs are associated with
anhydramnios or oligohydramnios which can confer perinatal
lethality due to a failure of lung maturation.!!

When fetal UTMs are detected, it is imperative to allow parents
to make informed decisions about the pregnancy, including the de-
cision to terminate, planning for postnatal care or to inform future
pregnancies.’? In recent decades, with advances in human genomics,
attention has begun to focus on defining potential genetic causes of
UTMs, including those detected before birth.>”1314 Such informa-
tion, in turn, can give families a reason as to why the UTM occurred
to inform genetic counseling and to help plan clinical management
because the postnatal clinical trajectory of specific diseases, for
example, kidney dysplasia versus ARPKD, may differ.t®

Aneuploidy or pathogenic copy number variants are detected in
40% of prenatally detected anomalies using standard diagnostic
methods, G-banding karyotyping and chromosomal microarray

(CMA), respectively.® It is thought that a proportion of the
remainder of unexplained cases could be the result of Mendelian
single gene disorders. Next generation sequencing (NGS) technolo-
gies such as prenatal exome sequencing (PES) have been tested for
fetal malformations and have been reported to have an incremental
yield over standard testing (i.e. karyotyping and CMA) for prenatally
detected anomalies of around 8.5%-18.8%.1¢ The diagnostic yield
varies depending on the phenotypic subgroup affected and this has
not yet been collectively assessed in the urinary tract, where aneu-
ploidy is responsible for approximately 12% of cases.'” There have
been approximately 40 genes implicated in isolated UTMs and 232 in
syndromic UTMs.2® The objective of this systematic review and
meta-analysis is to determine the incremental yield of prenatally
diagnosed UTM occurring with other anomalies, or in isolation, and to
further subclassify UTM phenotypes based upon those which had a
significant incremental yield from NGS.

2 | METHODS

2.1 | Literature search

A systematic review of the literature was carried out in accordance
with PRISMA guidance®® and prospectively registered with PROS-
PERO ID: CRD420233645544. The search was conducted across
MEDLINE, EMBASE, Web of Science, MedRxiv and GreyLit for pa-
pers from January 2010 to February 2023. Variants of the terms

» o«

“exome sequencing,” “prenatal” and “abnormality” were used to
capture any relevant texts. Full search criteria are available from the
corresponding author on request. The papers were filtered to include
only English language texts and human studies. Citations of relevant
papers were searched, and clinical experts in prenatal genetics and
pediatric nephrology were contacted to conduct further studies. Two
reviewers (S.S. and K.R.) screened abstracts, followed by review of
full texts using systematic review management software Covi-
dence.?° Inclusion criteria were (1) Five or more cases of fetal UTMs
which were undergoing PES; (2) testing was performed based on a
prenatally identified phenotype detected on ultrasound; and (3) there

was a negative CMA or karyotype result.

2.2 | Additional cohorts

One cohort, which was an extended version of previously published
data, was included with permission from the teams involved in the
Prenatal Assessment of Exomes and Genomes?! study. A second
unpublished cohort represented prospectively collected clinical cases
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from the National Health Service, England (NHSE) rapid PES pathway
carried out by the North Thames NHS England Genomic Laboratory
Hub from October 2020 to February 2023. For the NHSE cases trio
PES was performed and interpreted as previously described in line
with existing criteria with patients providing written informed con-
sent for the collection of clinical data for research purposes. The
NHSE selection criteria specify that the only isolated UTMs which
should undergo PES are bilaterally echogenic kidneys (BEKs) with a
normal bladder.?22%

The NHSE cohort used the fetal anomaly panel which has been
developed from postnatal panels for phenotypic features that may
present prenatally and would meet current NHSE criteria for PES.
The green (diagnostic grade) genes on each of these panels are
reviewed by an expert panel supported by literature search. Criteria
for inclusion are “A gene with a reported structural phenotype
detectable with standard ultrasound screening or other imaging
modalities, for example, MR, that could present at any stage in fetal
life.” The postnatal panels reviewed that are applicable to this review
are Cystic renal disease, Bardet Biedl syndrome, Beckwith-
Wiedemann syndrome and other congenital overgrowth disorders
and CAKUT. All variants that are warm/hot class 3 (by ACGS variant
classification guidelines) or above and in keeping with the expected
inheritance pattern or in genes known to be associated with a con-
dition that affects the urinary system are taken to a multidisciplinary
team discussion to determine if likely to be causal of imaging findings.
The methodology and bioinformatic filtering pipeline have been

previously reported.*

2.3 | Phenotypic sub-classification

A UTM referred to any structural fetal anomaly affecting one or both
kidney(s), ureter(s), bladder and or urethra with no exclusions. In the
instance of the NHSE cohort, only BEK were included as these were
the only cases analyzed. Cases in the current study were considered
“isolated” if the prenatal ultrasound findings were confined to the
urinary tract, and as “multisystem” if they had additional findings in
other anatomical systems. Anatomical UTM sub-types were grouped
for sub-analysis as overseen by a pediatric nephrologist (A.S.\W.) as
suspected BOO, hydronephrosis, kidney agenesis, kidney dysplasia
and BEKs. As the cohort was small, only those with a large enough
number of cases to facilitate the calculation of an incremental yield
were further interrogated. It became evident that the only sub-group
with an identifiable yield was that of BEKs and hence, the final sub-
analysis was that of (1) isolated BEK, and (2) all non-BEK isolated

UTMs as a comparison group.

2.4 | Statistical analysis and quality assessment
The incremental diagnostic yield of NGS over standard chromosome
analysis was calculated via risk difference with 95% confidence in-

tervals and pooled using a random effects model to give a total
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percentage using RevMan version 5.4—(Review Manager, the
Cochrane Collaboration, Copenhagen, Denmark),?®> for all cases,
isolated UTM cases and for phenotypic subgroups of UTM. Incre-
mental yield was calculated using zero to reflect negative result from
CMA or karyotyping.2%?” Variants from PES results were considered
positive if they were graded pathogenic or likely pathogenic, in as-
sociation with guidelines from the American College of Medical Ge-
netics and Genomics/American College of Pathology (ACMG).?8
Heterogeneity, or consistency in findings between studies, was
assessed graphically by forest plots and statistically using Higgin's I,
and funnel plots were used to assess publication bias. Quality
assessment was conducted using a modified version of Standards for
Reporting of Diagnostic Accuracy (STARD)?’ Criteria with additional
quality points specific to this study. These included: (1) use of trio
analysis, (2) Use of ACMG guidelines for interpretation, (3) validation
of variants using Sanger sequencing, (4) description of prenatal

phenotype, and (5) description of the variant filtering process.

3 | RESULTS

In addition to the two extended cohorts, 12 studies were deemed fit
for inclusion,®°-#* giving a total of 409 cases of prenatally diagnosed
UTM (174 isolated and 235 associated with additional extra-UTMs).
The screening process and studies used are detailed in the PRISMA
chart in Figure 1. The characteristics of the studies are detailed in
Table 1 and the quality assessment is expressed in Figure 2. Due to
the limited number of cases, quality assessment was not used to
inform the meta-analysis.

Where stated, the median maternal age at testing was 28 (range
20-41) years and the median gestational age was 21 (range 11-36)
weeks. The mean turnaround time for NGS was 67.75 days (+/—
22.4 days). Across all studies 23 variants of unknown significance
(VUS) were reported (of which two were upgraded to likely patho-
genic postnatally), giving a pooled yield VUS of 4% [95% Cl 0%-7%;
I? = 43%]. In addition, five secondary findings were reported, giving a
incremental yield of 2% [95% Cl; —1, 5%, I* = 43%] (Supplementary
Tables S1 and S2). All reported pathogenic and likely pathogenic
variants are demonstrated in Supplementary Table S3.

The pooled incremental yields for all UTMs inclusive of sub-
analyses are demonstrated in Table 2 and Supplementary Figure
S1A-C.

Of the 88 cases with a specific monogenic diagnosis the most
prevalent genes with pathogenic variants detected were Bardet-
Biedel syndrome (BBS) genes encoding cilia-associated proteins
(n = 10; 11.4%), with cases being predominantly multisystem in na-
ture (n = 8) and the remainder presenting with isolated UTMs (n = 2);
PKHD1 encoding fibrocystin, associated with ARPKD (n = 8; 9.1%),
with the majority isolated in nature (n = 7); and PKD1 or PKD2,
respectively encoding polycystins 1 and 2, associated with ADPKD
(n = 6; 6.8%), all of which were isolated in nature. In addition,
pathogenic variants in hepatocyte nuclear factor 1B (HNF1B)

encoding a transcription factor expressed in the developing kidney
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Total Citations Identified (n=727):
Systematic literature search (n=711)
Study citations (n=14)

Extended PAGE cohort (n=1)

NHS England prenatal exome sequencing cohort (n=1)

Studies retrieved for dedicated
evaluation (n=49)

Excluded: (n=678)
Duplicates removed (n=142)
Removed after screening abstract (n=536)

Studies included in systematic
review (n=14; 409 urinary tract
malformation cases)

Excluded: (n=35)
e <5 cases (n=6)
e Incorrect study design (n=7)
e Data published elsewhere (n=2)
e Insufficient phenotypic information
(n=18)
e Cohort selection bias (n=2)

FIGURE 1 Flowchart summarising the studies included in the systematic review of incremental yield of next generation sequencing in
cases of prenatally diagnosed urinary tract malformations with negative chromosomal analysis.

and implicated in the “renal cysts and diabetes syndrome” were
detected in four cases of BEK (12.5%).

The predominant inheritance pattern was autosomal recessive
(biallelic) in 67% (n = 59) with 30.7% (n = 27) autosomal dominant
(monoallelic), of which 81.5% (n = 22) were de novo. One case (1.1%)
was X-linked (Mucopolysaccharidosis Type IlI) and in one case the
inheritance pattern was not stated.

4 | DISCUSSION

There was a notable incremental genetic diagnostic yield when PES
was applied to BEK. The most common clinical diseases and syn-
dromes identified, based on the variant genes detected, were the
ciliopathies Bardet Biedl syndrome (BBS2, BBS9, BBS7 and BBS10
genes), dominant and recessive PKDs (PKD1, PKD2 and PKHD1), and
the renal cysts and diabetes syndrome (HNF1B). In contrast, there
was a modest incremental yield when this technique was used for
UTMs other than BEKs.

Fetal renal echogenicity is a relatively common prenatal sono-
graphic finding, seen in 1.6 per 1000 ultrasound scans.*>*® Of rele-

vance to the current report, it can be associated with genetic

syndromes such as PKD and other ciliopathies, as well as the renal
cysts and diabetes syndrome.®*® With the lower yield for all other
anomalies pooled together excluding BEK being less than 10%
collectively, it appears that the most common prenatal presentation
for a single gene disorder affecting the urinary tract is that of BEK.
This would, furthermore, justify this as inclusion criteria for the NHSE
PES case selection. 243

ADPKD is the most common monogenic kidney disease, occur-
ring in 1 in 500 to 1 in 1000 live births.** Early detection from before
birth up to 15 years-of-age, however occurs in only 2%-5% of
cases. Although fetuses with ADPKD may present with BEK in-
utero most affected individuals do not present with renal impair-
ment for some years postnatally. Making a definitive diagnosis of
ADPKD, based on finding variants of PKD1 or PKD2, warrants careful
follow up throughout childhood and beyond, especially given the
increased risk of hypertension before adulthood.*> PKHD1 variant
ARPKD is rarer, occurring in an estimated 1 in 20,000 live births.*¢
There is a clear significant risk of perinatal demise when fetal kidneys
are enlarged of more than four standard deviations associated with
oligohydramnios leading to pulmonary hypoplasia*’ The prenatal
phenotypes of both ADPKD and ARPKD are similar, that is, BEKs

identified on ultrasound, therefore genetic testing and obtaining a
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TABLE 1 Characteristics of the studies included in the final meta-analysis reporting on the diagnostic yield of next generation sequencing
in prenatally diagnosed urinary tract malformations with negative chromosomal microarray or karyotype.

Number of urinary tract

anomalies
All
urinary Multi-
Study Next generation sequencing approach and variant filtering pipeline tract Isolated system
Lei et al.%” Proband NEXTflex™ Rapid DNA Sequencing Kit (5144-02) 30 21 9
HiSeq2500 sequencer, version 3, lllumina
Zhou et al#* Trio AgilentSureSelect QXT ALL Human Exon Vé kit. lllumina Hiseq 2500 41 41 0
Deng et al.3* Trio WES “Routine Operation.” lllumina HiSeq2500 19 13 6
Chen et al.?? Trio SolPure Blood DNA kit. 4000 disease-related genes. NextSeq500 7 6 1
Corsten-Janssen et al.®3 SureSelect Human All Exon Vé. lllumina NextSeq500 5 0 5
Filtered with Alissa NGS-Bench Lab software—virtual panel of ~3850 genes
Marangoni et al.® Trio KAPA HyperPrep/HyperPlus Library Preparation Kit and SeqCap EZ Choice XL 34 12 22
Probes. Illumina HiSeq 1500/NovaSeq 6000 in-silico panel of 1273 genes
Meier et al.>? Trio Agilent SureSelectX" Library Prep Kit. Agilent SureSelect*™ Human All Exon V6. 7 1 6
HiSeq 2500 or HiSeq 4000 platform
Boissel et al.®! Agilent SureSelect (V4 or V5) exome capture kit. 100bp paired-end sequencing on the 40 14 26
Illumina HiSeq (2000 or 2500). Filtered for coverage >10x
Greenbaum et al.%’ Majority Trio. WES using lllumina platform. Filtered out low quality reads and artifacts. 18 3 15
Becher et al.*° Trio WES KAPA HTP library kit. SeqCap EZ MedExome Plus Illumina NextSeq 500. 8 4 4
Ingenuity Variant Analysis
Petrovski et al.*® KAPA Biosystem's library preparation kits, and whole-exome capture was done with 25 13 12
Nimblegen SeqCap EZ version 3.0 rapid or Nimblegen SeqC Illumina HiSeq 2500ap
EZ version 4
Lord et al.?? Agilent SureSelect XT Human All Exon V5 Plus with custom ELID#0337431 126 35 91
lllumina HiSeq 2500). Modified list of genes associated with developmental disorder.
NHS England North Twist Human comprehensive exome capture kit. Fetal anomaly gene panel V1.92 35 [ 29
Thames?2 panelapp. [lluminia NGS platform x20 depth
Focus on panel of 1205 genes (Genomics England PanelApp
Kuchinska Chanwan et al.®¢  Oligonucleotide array platform CytoSure Constitutional v3 (8 x 60 k). Resolution of 14 5 9
120kb. Novaseq6000 using sureselect human all exon v.6
Total 409 174 235

family pedigree is imperative in making a definitive diagnosis,*®
planning the course of the pregnancy and determining risk of
recurrence. Under 10% of cases of ADPKD arise from de novo mu-
tations*” and 25% of patients are diagnosed without a knowledge of
family history.>®>* Our current analysis confirms that fetal BEK can
also occur in the presence of heterozygous HNF1B sequence variants.
It confirms an earlier report that this gene is a common cause of BEK
detected before birth.® The diagnosis is an important one, not least
because of the propensity for affected children to develop kidney
electrolyte wasting in the teenage years, and diabetes mellitus
through their life course.*>>2

Other sub-categories of UTM had a modest yield. For instance,
isolated kidney dysplasia (not manifesting as BEK) had a yield of 1%.
Indeed, a recent consensus statement on kidney dysplasia that is not

associated with BOO did not recommend prenatal genetic testing

unless in a syndromic case and/or with BEK or amniotic fluid anoma-
lies.> Isolated kidney agenesis also showed a low yield of 2%. One
unilateral case was associated with biallelic variants of FRAS1, a gene
encoding an extracellular matrix protein first found to be mutated in
the multi-organ Fraser syndrome.”® Another agenesis case, this time
bilateral, carried a heterozygous variant in GREB1L, a gene involved in
retinoic acid signaling and already associated with kidney agenesis.>*
Determining the prognosis and outcome of the pregnancy for UTM
anomalies outside of BEK therefore appears dependant on deep
phenotyping rather than determining a genetic cause. It is interesting
that PES uncovered at least 26 different syndromes with a wide
spectrum of genes and phenotypes, many of which would not typically
present to pediatric nephrology services, meaning that these cases
may be terminated or die in utero or their care is managed in specific

metabolic, clinical genetics or rare disease clinics.
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Aim of article stated

Specific Urinary tract/renal study
Source of patients detailed

Number of participants >5

Eligibility Criteria described
Description of NGS technique

ACMG Guidelines used

Trio analysis

Sanger Validation

Test protocol described

Participant demographic information
Flow chart showing patient selection process
Full phenotypic information

VUS reported

IF reported

Limitations explored

Implications discussed

Number of studies o

FIGURE 2 Quality assessment of the 14 studies included in this systematic review using a modified Standards for Reporting of Diagnostic
Accuracy (STARD) criteria. ACMG, American College of Medical Genetics and Genomics; IF, incidental finding; VUS, variant of unknown

significance.

TABLE 2 Table showing the incremental yield for urinary tract anomaly sub-group analyses.

Phenotypic subgroup

All cases

Isolated urinary tract

Multisystem anomalies

Isolated bilateral echogenic kidneys

Isolated cases (non-hyperechogenic kidneys)
Isolated renal dysplasia

Isolated renal agenesis

There were a total of 20 cases of isolated lower UTMs included
of which none received a diagnosis. However, when cases of lower
UTM with additional anomalies were considered, there were two
cases associated with pathogenic variants in the ACTA2 and ACTG2
genes, which encode smooth muscle proteins. Such pathogenic vari-
ants are well recognized etiologies of monogenic failure of bladder
emptying in the absence of a true obstruction.”

Of the 61 multisystem cases (from the North Thames cases and
literature search) which reached a diagnosis, the most common
associated anatomical subgroup was that of the central nervous
system (CNS) in n = 31 (51%) cases. Of the CNS anomalies, the oc-
cipital encephalocele was the most commonly encountered with eight
cases. An occipital encephalocele in association with renal findings,
generally bilateral cystic kidneys, may be indicative of Meckel Gruber
syndrome, a lethal ciliopathy®® and within our cohort, eight cases
(87.5%) had pathogenic variants in genes associated with Meckel
Gruber.

Incremental yield [95% Cl]

Heterogeneity (%)

26% [95% Cl, 16%-37%) 84%
16% [95% Cl, 6%-26%) 70%
32% [95% ClI, 18%-46%] 78%
51% [95% Cl, 27%-75%] 34%
8% [95% Cl, 0%-16%] 53%
1% [95% Cl, —5%-7%)] 0%
2% [95% ClI, —12%-17%)] 0%

To our knowledge this is the first meta-analysis assessing the
incremental yield of PES for UTMs, strengthened by the addition of
unpublished data from prospective cohort studies. There is also
strength in noting the variant filtering pipelines associated with the
studies included. Exome sequencing has a straightforward workflow,
and it is the analysis pipeline where labs will differ, and this will ul-
timately affect their yield. All studies included gave a description of
the pathway used, which is useful for comparison, and this was re-
flected in the STARD quality assessment. The main limitation of this
study is the low number and high heterogeneity of cases. This is
partly due to PES being an emerging technology and a low tendency
to opt for PES in the presence of an isolated UTM other than BEK.
UTM in itself represents a wide spectrum of disorders with variable
phenotypic presentations and underlying pathologies; hence, there is
limited benefit to grouping them together. There is currently no
universally agreed upon classification system for CAKUT or prenatal

UTMs.*22% Older anatomically based classification systems of
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prenatally identified UTMs have utility but obvious limitations in
terms of identifying specific diagnoses. Clinicians are now beginning
to categorize UTMs as genetic or non-genetic,*® and future classifi-
cations of UTMs, as will be true in other organ systems, are sure to be
classified by the disorders as defined by their underlying genetic
etiologies. The most significant study limitation as evident from the
emerging dominant subgroup of BEKs, is that of selection bias of
cases within all studies, including the NHSE cohort, hence the in-
cremental yield of non-BEKSs should be interpreted with caution as it
represents a potential under-representation as such cases may not
have been selected for PES in the first instance.

5 | CONCLUSION

There was a notable incremental genetic diagnostic yield when PES
was applied to multisystem UTMs and BEKs (51%). There was a
modest incremental yield when this technique was used for UTMs
other than BEKSs (8%). This should be considered when offering next-

generation sequencing in resource limited settings.

ACKNOWLEDGMENTS

We thank the Rapid fetal exomes sequencing, Bioinformatics team
and the Translational research teams at North Thames Genomic
Laboratory Hub. The work described here was partially funded by the
NIHR Biomedical Research Centre at the Great Ormond Street
Hospital. ASW acknowledges support from the MCR-NIHR UK Rare
Disease Research Platform Rare early onset lower urinary tract (REO-
LUT) disorders MR/Y008340/1. ERM acknowledges support from the
NIHR Cambridge Biomedical Research Centre (NIHR203312). SS and
FM acknowledge the funding provided by the Department for the
Economy, Northern Ireland. The views expressed are those of
the author and not necessarily those of the NHS, the NIHR or the

Department of Health and social care.

CONFLICT OF INTEREST STATEMENT
FM and KR received funding from Randox for a separate study with

no involvement from Randox in this study.

DATA AVAILABILITY STATEMENT
The completed dataset is available from the corresponding author on

request.

ORCID

Natalie Chandler "= https://orcid.org/0000-0003-1396-0740
Mark D. Kilby " https://orcid.org/0000-0001-9987-4223

Fionnuala Mone "= https://orcid.org/0000-0002-0718-7547

REFERENCES

1. Knoers NVAM. The term CAKUT has outlived its usefulness: the
case for the defence. Pediatr Nephrol. 2022;37(11):2793-2798.
https://doi.org/10.1007/s00467-022-05678-z

10.

11.

12.

13.

14.

15.

16.

17.

18.

DIAGNOSIS-WILEY—L 7

Woolf AS. The term CAKUT has outlived its usefulness: the case for
the prosecution. Pediatr Nephrol. 2022;37(11):2785-2791. The term
CAKUT has outlived its usefulness: the case for the prosecution.
https://doi.org/10.1007/s00467-022-05576-4

Queisser-Luft A, Stolz G, Wiesel A, Schlaefer K, Spranger J. Mal-
formations in newborn: results based on 30,940 infants and fetuses
from the Mainz congenital birth defect monitoring system (1990-
1998). Arch Gynecol Obstet. 2002;266(3):163-167. https://doi.org/10.
1007/s00404-001-0265-4

Mileto A, Itani M, Katz DS, et al. Fetal urinary tract anomalies: re-
view of pathophysiology, imaging, and management. AJR Am J
Roentgenol. 2018;210(5):1010-1021. https://doi.org/10.2214/ajr.17.
18371

Kohl S, Avni FE, Boor P, et al. Definition, diagnosis, and clinical
management of non-obstructive kidney dysplasia: a consensus
statement by the ERKNet Working Group on Kidney Malformations.
Nephrol Dial Transpl. 2022;37(12):2351-2362. https://doi.org/10.
1093/ndt/gfac207

Decramer S, Parant O, Beaufils S, et al. Anomalies of the TCF2 gene
are the main cause of fetal bilateral hyperechogenic kidneys. J Am
Soc Nephrol. 2007;18(3):923-933. https://doi.org/10.1681/asn.
2006091057

Woolf AS, Lopes FM, Ranjzad P, Roberts NA. Congenital disorders of
the human urinary tract: recent insights from genetic and molecular
studies. Front Pediatr. 2019;7:136. https://doi.org/10.3389/fped.
2019.00136

Bakalis S, Cao K, Graham R, et al. Outcomes of urinary tract ab-
normalities diagnosed by the routine third trimester scan. Eur J
Obstet Gynecol Reprod Biol. 2020;250:150-154. https://doi.org/10.
1016/j.ejogrb.2020.05.008

Harambat J, van Stralen KJ, Kim JJ, Tizard EJ. Epidemiology of
chronic kidney disease in children. Pediatr Nephrol. 2012;27(3):
363-373. https://doi.org/10.1007/s00467-011-1939-1

Neild GH. What do we know about chronic renal failure in young
adults? I. Primary renal disease. Pediatr Nephrol. 2009;24(10):
1913-1919. https://doi.org/10.1007/s00467-008-1108-3

Morris RK, Malin GL, Quinlan-Jones E, et al. Percutaneous ves-
icoamniotic shunting versus conservative management for fetal
lower urinary tract obstruction (PLUTO): a randomised trial. Lancet.
2013;382(9903):1496-1506. https://doi.org/10.1016/s0140-6736
(13)60992-7

Mone F, Quinlan-Jones E, Kilby MD. Clinical utility of exome
sequencing in the prenatal diagnosis of congenital anomalies: a Re-
view. Eur J Obstet Gynecol Reprod Biol. 2018;231:19-24. https://doi.
org/10.1016/j.ejogrb.2018.10.016

Liu W, Shi X, Li Y, et al. The evaluation of genetic diagnosis on high-
risk fetal CAKUT. Front Genet. 2022;13:869525. PMID: 35711925;
PMCID: PMC9194390. https://doi.org/10.3389/fgene.2022.869525
Talati AN, Webster CM, Vora NL. Prenatal genetic considerations of
congenital anomalies of the kidney and urinary tract (CAKUT). Pre-
nat Diagn. 2019;39(9):679-692. https://doi.org/10.1002/pd.5536
Adalat S, Bockenhauer D, Ledermann SE, Hennekam RC, Woolf AS.
Renal malformations associated with mutations of developmental
genes: messages from the clinic. Pediatr Nephrol. 2010;25(11):
2247-2255. https://doi.org/10.1007/s00467-010-1578-y

Best S, Wou K, Vora N, Van der Veyver, IB, Wapner, R, Chitty, LS.
Promises, pitfalls and practicalities of prenatal whole exome
sequencing. Prenat Diagn. 2018;38(1):10-19. https://doi.org/10.
1002/pd.5102

Nicolaides KH, Cheng HH, Abbas A, Snijders R, Gosden C. Fetal renal
defects: associated malformations and chromosomal defects. Fetal
Diagn Ther. 1992;7(1):1-11. https://doi.org/10.1159/000263642
Wu CW, Lim TY, Wang C, et al. Copy number variation analysis
facilitates identification of genetic Causation in patients with


https://orcid.org/0000-0003-1396-0740
https://orcid.org/0000-0003-1396-0740
https://orcid.org/0000-0001-9987-4223
https://orcid.org/0000-0001-9987-4223
https://orcid.org/0000-0002-0718-7547
https://orcid.org/0000-0002-0718-7547
https://doi.org/10.1007/s00467-022-05678-z
https://doi.org/10.1007/s00467-022-05576-4
https://doi.org/10.1007/s00404-001-0265-4
https://doi.org/10.1007/s00404-001-0265-4
https://doi.org/10.2214/ajr.17.18371
https://doi.org/10.2214/ajr.17.18371
https://doi.org/10.1093/ndt/gfac207
https://doi.org/10.1093/ndt/gfac207
https://doi.org/10.1681/asn.2006091057
https://doi.org/10.1681/asn.2006091057
https://doi.org/10.3389/fped.2019.00136
https://doi.org/10.3389/fped.2019.00136
https://doi.org/10.1016/j.ejogrb.2020.05.008
https://doi.org/10.1016/j.ejogrb.2020.05.008
https://doi.org/10.1007/s00467-011-1939-1
https://doi.org/10.1007/s00467-008-1108-3
https://doi.org/10.1016/s0140-6736(13)60992-7
https://doi.org/10.1016/s0140-6736(13)60992-7
https://doi.org/10.1016/j.ejogrb.2018.10.016
https://doi.org/10.1016/j.ejogrb.2018.10.016
https://doi.org/10.3389/fgene.2022.869525
https://doi.org/10.1002/pd.5536
https://doi.org/10.1007/s00467-010-1578-y
https://doi.org/10.1002/pd.5102
https://doi.org/10.1002/pd.5102
https://doi.org/10.1159/000263642

PRENATAL
¢ | WILEY-DIJAGNOSIS

19.

20.

21.
22.
23.

24.

25.

26.

27.

28.

29.

30.
31
32.
33.

34.

SONNER ET AL

congenital anomalies of the kidney and urinary tract. Eur Urol
Open Sci. 2022;44:106-112. https://doi.org/10.1016/j.euros.2022.
08.004

Page MJ, McKenzie JE, Bossuyt PM, et al. The PRISMA 2020
statement: an updated guideline for reporting systematic reviews.
BMJ. 2021;372:n71. https://doi.org/10.1136/bmj.n71

Covidence systematic review software, Veritas Health Innovation,
Melbourne, Australia. www.covidence.org

Lord J, McMullan DJ, Eberhardt RY, et al. Prenatal Assessment of
Genomes and Exomes Consortium. Prenatal exome sequencing
analysis in fetal structural anomalies detected by ultrasonography
(PAGE): a cohort study. Lancet. 2019;393(10173):747-757. https://
doi.org/10.1016/s0140-6736(18)31940-8

National Health Service England. Rapid Exome Sequencing Service
Guidance: Fetal Anomalies Testing. National Health Service England;
2021.

Mone F, Abu Subieh H, Doyle S, et al. Evolving fetal phenotypes and
clinical impact of progressive prenatal exome sequencing pathways:
cohort study. Ultrasound Obstet Gynecol. 2022;59(6):723-730.
https://doi.org/10.1002/uog.24842

Chandler NJ, Scotchman E, Mellis R, Ramachandran, V, Roberts, R,
Chitty, LS. Lessons learnt from prenatal exome sequencing. Prenat
Diagn. 2022;42(7):831-844. https://doi.org/10.1002/pd.6165

The Cochrane Collaboration. Review Manager (RevMan) [Computer
program]. Version 5.4; 2020.

Jansen FA, Blumenfeld YJ, Fisher A, et al. Array comparative
genomic hybridization and fetal congenital heart defects: a sys-
tematic review and meta-analysis. Ultrasound Obstet Gynecol. 2015;
45(1):27-35. https://doi.org/10.1002/uo0g.14695

Mone F, Eberhardt RY, Morris RK, et al. COngenital heart dis-
ease and the Diagnostic yield with Exome sequencing (CODE)
study: prospective cohort study and systematic review. Ultrasound
Obstet Gynecol. 2021;57(1):43-51. https://doi.org/10.1002/uog.
22072

Richards S, Aziz N, Bale S, et al. ACMG Laboratory quality Assurance
Committee. Standards and guidelines for the interpretation of
sequence variants: a joint consensus recommendation of the
American College of medical genetics and genomics and the asso-
ciation for molecular Pathology. Genet Med. 2015;17(5):405-424.
https://doi.org/10.1038/gim.2015.30

Bossuyt PM, Reitsma JB, Bruns DE, et al. Standards for Reporting of
Diagnostic Accuracy. Towards complete and accurate reporting of
studies of diagnostic accuracy: the STARD initiative. Standards for
Reporting of Diagnostic Accuracy. Clin Chem 2003;49(1):1-6. https://
doi.org/10.1373/49.1.1

Becher N, Andreasen L, Sandager P, et al. Implementation of exome
sequencing in fetal diagnostics-Data and experiences from a tertiary
center in Denmark. Acta Obstet Gynecol Scand. 2020;99(6):783-790.
https://doi.org/10.1111/a0gs.13871

Boissel S, Fallet-Bianco C, Chitayat D, et al. Genomic study of severe
fetal anomalies and discovery of GREB1L mutations in renal agen-
esis. Genet Med. 2018;20(7):745-753. https://doi.org/10.1038/gim.
2017.173

Chen M, Chen J, Wang C, et al. Clinical application of medical exome
sequencing for prenatal diagnosis of fetal structural anomalies. Eur J
Obstet Gynecol Reprod Biol. 2020;251:119-124. https://doi.org/10.
1016/j.ejogrb.2020.04.033

Corsten-Janssen N, Bouman K, Diphoorn JCD, et al. A prospective
study on rapid exome sequencing as a diagnostic test for multiple
congenital anomalies on fetal ultrasound. Prenat Diagn. 2020;40(10):
1300-1309. https://doi.org/10.1002/pd.5781

Deng L, Liu Y, Yuan M, Meng M, Yang Y, Sun L. Prenatal diagnosis,
and outcome of fetal hyperechogenic kidneys in the era of antenatal
nextgenerationsequencing. Clin Chim Acta. 2022;528(2022):16-28.
https://doi.org/10.1016/j.cca.2022.01.012

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51

Greenbaum L, Pode-Shakked B, Eisenberg-Barzilai S, et al. Evalua-
tion of diagnostic yield in fetal whole-exome sequencing: a report on
45 consecutive families. Front Genet. 2019;10:425-436. https://doi.
org/10.3389/fgene.2019.00425

Kucinska-Chahwan A, Geremek M, Roszkowski T, et al. Imple-
mentation of exome sequencing in prenatal diagnosis and impact on
genetic counseling: the polish experience. Genes. 2022;13(5):724.
https://doi.org/10.3390/genes13050724

Lei TY, Fu F, Li R, et al. Whole exome sequencing for prenatal
diagnosis of fetuses with congenital anomalies of the kidney and
urinary tract. Nephrol Dial Transpl. 2017;32(10):1665-1675. https://
doi.org/10.1093/ndt/gfx031

Marangoni M, Smits G, Ceysens G, et al. Implementation of fetal
clinical exome sequencing: comparing prospective and retrospective
cohorts. Genet Med. 2022;24(2):344-363. https://doi.org/10.1016/j.
gim.2021.09.016

Meier N, Bruder E, Lapaire O, et al. Exome sequencing of fetal anomaly
syndromes: novel phenotype-genotype discoveries. Eur J Hum Genet.
2019;27(5):730-737. https://doi.org/10.1038/s41431-018-0324-y
Petrovski S, Aggarwal V, Giordano JL, et al. Whole-exome
sequencing in the evaluation of fetal structural anomalies: a pro-
spective cohort study. Lancet. 2019;393(10173):758-767. https://
doi.org/10.1016/s0140-6736(18)32042-7

Zhou X, Wang Y, Shao B, et al. Molecular diagnostic in fetuses with
isolated congenital anomalies of the kidney and urinary tract by
whole-exome sequencing. J Clin Lab Anal. 2020;34(11):e23480.
https://doi.org/10.1002/jcla.23480

Shuster S, Keunen J, Shannon P, Watkins, N, Chong, K, Chitayat, D.
Prenatal detection of isolated bilateral hyperechogenic kidneys:
etiologies and outcomes. Prenat Diagn. 2019;39(9):693-700. https://
doi.org/10.1002/pd.5418

Huang R, Fu F, Zhou H, et al. Prenatal diagnosis in the fetal hyper-
echogenic kidneys: assessment using chromosomal microarray
analysis and exome sequencing. Hum Genet. 2023;142(6):835-847.
https://doi.org/10.1007/s00439-023-02545-1

Srivastava A, Patel N. Autosomal dominant polycystic kidney dis-
ease. Am Fam Physician. 2014;90(5):303-307.

Gimpel C, Bergmann C, Bockenhauer D, et al. International
consensus statement on the diagnosis and management of auto-
somal dominant polycystic kidney disease in children and young
people. Nat Rev Nephrol. 2019;15(11):713-726. https://doi.org/10.
1038/s41581-019-0155-2

Bergmann C. Recent advances in the molecular diagnosis of poly-
cystic kidney disease. Expert Rev Mol Diagn. 2017;17(12):1037-1054.
https://doi.org/10.1080/14737159.2017.1386099

Guay-Woodford LM, Bissler JJ, Braun MC, et al. Consensus expert
recommendations for the diagnosis and management of autosomal
recessive polycystic kidney disease: report of an international con-
ference. J Pediatr. 2014;165(3):611-617. https://doi.org/10.1016/j.
jpeds.2014.06.015

Garel J, Lefebvre M, Cassart M, et al. Prenatal ultrasonography of
autosomal dominant polycystic kidney disease mimicking recessive
type: case series. Pediatr Radiol. 2019;49(7):906-912. https://doi.org/
10.1007/s00247-018-4325-3

Reed B, McFann K, Kimberling WJ, et al. Presence of de novo mu-
tations in autosomal dominant polycystic kidney disease patients
without family history. Am J Kidney Dis. 2008;52(6):1042-1050.
https://doi.org/10.1053/j.ajkd.2008.05.015

NHS. Autosomal Dominant Polycystic Kidney Disease, NHS.uk.
February 23, 2023. Accessed June 28, 2023. https://www.nhs.uk/
conditions/autosomal-dominant-polycystic-kidney-disease

lliuta 1A, Kalatharan V, Wang K, et al. Polycystic kidney disease
without an Apparent family history. J Am Soc Nephrol. 2017;28(9):
2768-2776. Epub 2017 May 18. PMID: 28522688; PMCID:
PMC5576926. https://doi.org/10.1681/ASN.2016090938


https://doi.org/10.1016/j.euros.2022.08.004
https://doi.org/10.1016/j.euros.2022.08.004
https://doi.org/10.1136/bmj.n71
http://www.covidence.org
https://doi.org/10.1016/s0140-6736(18)31940-8
https://doi.org/10.1016/s0140-6736(18)31940-8
https://doi.org/10.1002/uog.24842
https://doi.org/10.1002/pd.6165
https://doi.org/10.1002/uog.14695
https://doi.org/10.1002/uog.22072
https://doi.org/10.1002/uog.22072
https://doi.org/10.1038/gim.2015.30
https://doi.org/10.1373/49.1.1
https://doi.org/10.1373/49.1.1
https://doi.org/10.1111/aogs.13871
https://doi.org/10.1038/gim.2017.173
https://doi.org/10.1038/gim.2017.173
https://doi.org/10.1016/j.ejogrb.2020.04.033
https://doi.org/10.1016/j.ejogrb.2020.04.033
https://doi.org/10.1002/pd.5781
https://doi.org/10.1016/j.cca.2022.01.012
https://doi.org/10.3389/fgene.2019.00425
https://doi.org/10.3389/fgene.2019.00425
https://doi.org/10.3390/genes13050724
https://doi.org/10.1093/ndt/gfx031
https://doi.org/10.1093/ndt/gfx031
https://doi.org/10.1016/j.gim.2021.09.016
https://doi.org/10.1016/j.gim.2021.09.016
https://doi.org/10.1038/s41431-018-0324-y
https://doi.org/10.1016/s0140-6736(18)32042-7
https://doi.org/10.1016/s0140-6736(18)32042-7
https://doi.org/10.1002/jcla.23480
https://doi.org/10.1002/pd.5418
https://doi.org/10.1002/pd.5418
https://doi.org/10.1007/s00439-023-02545-1
https://doi.org/10.1038/s41581-019-0155-2
https://doi.org/10.1038/s41581-019-0155-2
https://doi.org/10.1080/14737159.2017.1386099
https://doi.org/10.1016/j.jpeds.2014.06.015
https://doi.org/10.1016/j.jpeds.2014.06.015
https://doi.org/10.1007/s00247-018-4325-3
https://doi.org/10.1007/s00247-018-4325-3
https://doi.org/10.1053/j.ajkd.2008.05.015
https://www.nhs.uk/conditions/autosomal-dominant-polycystic-kidney-disease
https://www.nhs.uk/conditions/autosomal-dominant-polycystic-kidney-disease
https://doi.org/10.1681/ASN.2016090938

SONNER ET AL

PRENATAL

52.

53.

54.

55.

Adalat S, Hayes WN, Bryant WA, et al. HNF1B mutations are
associated with a Gitelman-like Tubulopathy that develops during
childhood. Kidney. Int Rep. 2019;4(9):1304-1311. https://doi.org/10.
1016/j.ekir.2019.05.019

McGregor L, Makela V, Darling SM, et al. Fraser syndrome and
mouse blebbed phenotype caused by mutations in FRAS1/Frasl
encoding a putative extracellular matrix protein. Nat Genet.
2003;34(2):203-208. https://doi.org/10.1038/ng1142

De Tomasi L, David P, Humbert C, et al. Mutations in GREB1L cause
bilateral kidney agenesis in humans and mice. Am J Hum Genet.
2017;101(5):803-814. https://doi.org/10.1016/j.ajhg.2017.09.026
Hartill V, Szymanska K, Sharif SM, Wheway G, Johnson CA. Meckel-
gruber syndrome: an update on diagnosis, clinical management, and
research advances. Front Pediatr. 2017;5:244. https://doi.org/10.
3389/fped.2017.00244

DIAGNOSIS-WILEY—L

SUPPORTING INFORMATION

Additional supporting information can be found online in the Sup-

porting Information section at the end of this article.

How to cite this article: Sonner S, Reilly K, Woolf AS, et al.
When should we offer antenatal sequencing for urinary tract
malformations? A systematic review, cohort study and meta-
analysis. Prenat Diagn. 2023;1-9. https://doi.org/10.1002/pd.
6479


https://doi.org/10.1016/j.ekir.2019.05.019
https://doi.org/10.1016/j.ekir.2019.05.019
https://doi.org/10.1038/ng1142
https://doi.org/10.1016/j.ajhg.2017.09.026
https://doi.org/10.3389/fped.2017.00244
https://doi.org/10.3389/fped.2017.00244
https://doi.org/10.1002/pd.6479
https://doi.org/10.1002/pd.6479

	When should we offer antenatal sequencing for urinary tract malformations? A systematic review, cohort study and meta‐analysis
	1 | INTRODUCTION
	2 | METHODS
	2.1 | Literature search
	2.2 | Additional cohorts
	2.3 | Phenotypic sub‐classification
	2.4 | Statistical analysis and quality assessment

	3 | RESULTS
	4 | DISCUSSION
	5 | CONCLUSION
	ACKNOWLEDGMENTS
	CONFLICT OF INTEREST STATEMENT
	DATA AVAILABILITY STATEMENT


