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Introduction: The diagnosis and management of proteinuric kidney diseases such as focal segmental

glomerulosclerosis (FSGS) are challenging. Genetics holds the promise to improve clinical decision

making for these diseases; however, it is often performed too late to enable timely clinical action and it is

not implemented within routine outpatient nephrology visits.

Methods: We sought to test the implementation and feasibility of clinical rapid genome sequencing (GS) in

guiding decision making in patients with proteinuric kidney disease in real-time and embedded in the

outpatient nephrology setting.

Results: We enrolled 10 children or young adults with biopsy-proven FSGS (9 cases) or minimal change

disease (1 case). The mean age at enrollment was 16.2 years (range 2–30). The workflow did not require

referral to external genetics clinics but was conducted entirely during the nephrology standard-of-care ap-

pointments. The total turn-around-time from enrollment to return-of-results and clinical decision averaged

21.8 days (12.4 forGS), which iswell within a time frame that allows clinically relevant treatment decisions. A

monogenic or APOL1-related form of kidney disease was diagnosed in 5 of 10 patients. The genetic findings

resulted in a rectified diagnosis in 6 patients. Both positive and negative GS findings determined a change in

pharmacological treatment. In 3 patients, the results were instrumental for transplant evaluation, donor

selection, and the immunosuppressive treatment. All patients and families received genetic counseling.

Conclusion: Clinical GS is feasible and can be implemented in real-time in the outpatient care to help

guiding clinical management. Additional studies are needed to confirm the cost-effectiveness and broader

utility of clinical GS across the phenotypic and demographic spectrum of kidney diseases.
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F
SGS is among the most severe forms of nephrotic
syndrome (NS), particularly in children,1,2 char-

acterized by high morbidity, poor response to ther-
apy, and high rate of progression to kidney failure
requiring dialysis or transplantation.3 FSGS describes
a histologic lesion secondary to the injury and
depletion of podocytes, the glomerular epithelial cells
responsible for maintaining the kidney filtration
Kidney International Reports (2023) 8, 1638–1647
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barrier. FSGS can be primary or idiopathic, genetic, or
secondary to diverse conditions (hypertension,
obesity, drugs, viruses, and others).4 The histopath-
ological definition of FSGS does not reflect the un-
derlying pathogenic insult, thus preventing adequate
assessment of prognosis and individualized treatment.
Minimal change disease can present with significant
clinical and prognostic overlap with FSGS, especially
in adults, though it is more frequently responsive to
steroids and immunosuppressives.5

In younger children, NS is usually treated empiri-
cally with high-dose steroids because up to 80% to
90% of cases of NS are steroid-sensitive (i.e., steroid-
sensitive NS).6 This empirical approach subjects the
patient to prolonged immunosuppressive therapy in
the absence of a specific diagnosis, which proves un-
necessary and harmful in up to 20% of children.7

Furthermore, the prevalence of steroid-sensitive NS
decreases with age, and often teenagers presenting
with NS undergo kidney biopsy before initiation of
steroid treatment, which is the current practice in
adults. In general, when a full course of steroids fails to
induce remission of NS (i.e., steroid-resistant NS), a
kidney biopsy is indicated, with FSGS representing the
most common histopathologic finding on biopsy.2,3 In
steroid-resistant NS, therapeutic options include addi-
tional immunosuppressive drugs or conservative ther-
apy while preparing for kidney transplantation.
Consequently, the majority of children and young
adults with NS may be exposed to prolonged, toxic,
and potentially ineffective immunosuppressive ther-
apy, irrespective of their underlying kidney pathology
and its specific etiology.

Previous studies have demonstrated a monogenic
cause in approximately 20% to 30% of patients with
steroid-resistant NS who are below the age of 18
years.8,9 Genetic forms of NS are usually resistant to
immunosuppressive treatment and do not recur
following kidney transplantation.10,11 In addition to the
avoidance of unwarranted immunosuppression and
prognostic value, genetic analysis has other benefits.
These include allowing targeted therapy, for example
by administration of oral supplements of coenzyme Q10
in patients with coenzyme Q biosynthesis deficiency-
associated steroid-resistant NS.12,13 Finally, genetic
testing can identify variants predisposing to extrarenal
conditions such as hearing defects in COL4A-associated
disease, that might be subclinical or manifesting later in
life, and that might be amenable to targeted treat-
ment.14,15 Therefore, genetic testing at the time of
diagnosis and/or accompanying the outpatient work-up
and management of glomerular diseases in real-time
during standard-of-care nephrology visits holds the
Kidney International Reports (2023) 8, 1638–1647
promise to optimize care by avoiding unnecessary and
toxic immunosuppression; identifying possible etiologic
treatment; and informing and improving transplant
evaluation, treatment plan, and family counseling.

Next-generation sequencing technologies such as
exome and GS are increasingly used in the molecular
diagnosis of kidney diseases, with recent studies
showing a diagnostic Mendelian cause in approxi-
mately 10% of adults with chronic kidney disease.16,17

Nevertheless, these studies have been conducted in the
research setting on established and retrospective co-
horts of patients and disjointed from the regular
outpatient care, thus reducing the direct impact of
genetic findings at the level of individual patient
care.18-20 Studies aimed at investigating the feasibility
and the real-time diagnostic and clinical utility of next-
generation sequencing have been mostly directed to
critically ill infants admitted to neonatal and pediatric
intensive care units, where the pretest probability of a
genetic etiology is very high.21,22 These studies have
proven instrumental in clinical decision making but
they were performed in a highly controlled clinical
setting where long inpatient length-of-stay, close
monitoring, and deep phenotyping make a rapid clin-
ical genetic screening more feasible than in an older
population of children and young adults who are in an
outpatient setting.21 Therefore, the implementation of
clinical-grade rapid genetic testing in children and
young adults, especially those in the outpatient setting
presents greater challenges and its implementation and
feasibility have yet to be tested.

Here we present the results of a pilot study designed
to apply a multidisciplinary approach to outpatients
diagnosed with proteinuric kidney disease, in which
Clinical Laboratory Improvement Amendments–
certified rapid GS is conducted to guide therapy and
real-time clinical management in the outpatient setting
and conducted during standard-of-care nephrology
visits.
METHODS

Please refer to the Supplementary Appendix for the
complete methods, consent process, and study timeline.
Clinical Protocol and Procedures

Patients were enrolled in the Division of Nephrology at
Columbia University Irving Medical Center/NewYork-
Presbyterian Hospital, the Division of Pediatric
Nephrology at Columbia University Irving Medical
Center/NewYork-Presbyterian Morgan Stanley Chil-
dren’s Hospital, and the Division of Pediatric
Nephrology at University of California, Los Angeles.
1639



Figure 1. Panel (a) Study protocol timeline. Potential patients with a kidney biopsy showing pathological changes consistent with focal
segmental glomerulosclerosis (FSGS) were referred ahead of time to the study team by the caring nephrologist or pathologist who first read the
biopsy to assess patient eligibility based on study criteria, pathologic features, and meaningful/impact of genome sequencing (GS) results in
clinical management.
Day 0. Following pre-GS counseling with the explanation of the study to the patient and family by the investigational team, patients and/or
guardian(s) signed both the Columbia University IRB-approved study consent/assent form and a clinical genetic test consent form. One 5 ml
EDTA tube of blood for DNA analysis was collected from the patient and from parents if available.
Day 1–6. The blood sample(s) were shipped to the New York Genome Center Clinical Genetics Laboratory for DNA analysis.
Day 7–16. After completion of GS and variant analysis the investigative team discussed the results and issued the genetic report.
Day 15–42. The referring physician scheduled a multidisciplinary visit with the study investigators for return of results to the patient and/or to the
parents. This included post-GS genetic counseling and genetic-driven individualized treatment.
Up to 2 years. Clinical follow-up based on standard-of-care and on genetic-driven decisions.
Panels (b–e). Representative pathologic findings in patients whose kidney biopsies were re-reviewed following results of genetic testing
Patient #2, panels (b and c): 12-year-old female with history of presumed “recurrent urinary tract infections,” 2.1 grams of proteinuria and
negative genetic testing. A representative glomerulus shows a lesion of segmental sclerosis with loss of overlying podocytes, disruption of
Bowman’s capsule, and prominent periglomerular inflammation. The adjacent nonsclerotic segments have mild mesangial hypercellularity with
patent capillaries. (b; Periodic acid-Schiff, �600). Immunofluorescence showed 1þ granular segmental to global mesangial staining for IgM (not
shown). Ultrastructural examination revealed segmental mesangial expansion by increased mesangial cellularity and matrix containing
mesangial electron dense deposits (arrow) with rare resorbed subepithelial deposits at the mesangial waist, leaving crater-like defects
(asterisk), favoring a diagnosis of resolving infection-related glomerulonephritis (c; electron micrograph, �8000).
Patient #10, panel (d): 29-year-old female with 1.4 grams of proteinuria, subsequently found to have a pathogenic variant in COL4A5, prompting
rereview of her biopsy. Glomeruli were histologically unremarkable (not shown). Electron microscopy revealed mean glomerular basement
membrane (GBM)thickness of 260 nm, with approximately 25% of the GBMs measuring <225 nm, consistent with segmental GBM thinning.
There were also rare GBM textural irregularities consisting of splitting of the lamina densa (arrow). Podocytes displayed approximately 40% foot
process effacement (d; electron micrograph, �5,000).
Patient #4, panel (e): 8-year-old boy with 7.8 grams of proteinuria. Light microscopy revealed FSGS, NOS-type (not shown). Electron microscopy
revealed 90% foot process effacement. The majority of capillary loops had GBMs of normal thickness, texture, and contour, with the exception
of 2 capillaries with thinned GBM (measuring approximately 200 nm in thickness), raising the possibility of an underlying type IV collagen gene
pathogenic variant. He was ultimately found to have a heterozygous de novo variant in INF2 (e; electron micrograph, �8,000). FSGS, focal
segmental glomerulosclerosis; GBM, glomerular basement membrane; GS, genome sequencing; NOS, not otherwise specified.
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The workflow is described in Figure 1a and
Supplementary Figure S1. Briefly, for patients with a
biopsy showing pathological changes consistent with
FSGS, the caring physician made a same-day referral to
the study investigators to assess eligibility based on the
potential for genetic-driven changes in clinical man-
agement. The renal pathologist (VDA) and the lead
investigator (SS-C) reviewed the biopsy report and
clinical data to determine eligibility for same-day
1640
enrollment. The inclusion criteria (see full description
in the Supplementary Appendix) for enrollment in the
study were based on high pretest probability of a ge-
netic form of FSGS/NS as well as on high likelihood for
changes in clinical care based on a positive or a nega-
tive genetic test result. On selection, the clinical coor-
dinator immediately obtained the consent of the patient
and/or family members. After obtaining informed
consent from the patient and/or the guardian(s), blood
Kidney International Reports (2023) 8, 1638–1647
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samples for clinical-level DNA analysis were obtained
and sent for sequencing on the same-day nephrology
visit. Finally, on the same day, we scheduled a follow-
up visit for return of results and genetics-driven clin-
ical decision within 3 weeks.

GS and Variant Interpretation

Following genomic DNA isolation from whole blood,
GS was conducted to achieve a mean sequencing depth
of 30�. Variant analysis was performed using the New
York Genome Center’s clinical pipeline, which follows
the genomic analysis toolkit (GATK) best practices
guidelines.23 Genomic copy number alterations were
identified using Canvas.24 Structural variations were
discovered using Manta.25 We prioritized variants that
occurred in a manually curated list of 678
nephropathy-associated genes (Supplementary Table S1
and S2)16,17 before extending our analysis to Online
Mendelian Inheritance in Man-annotated, Mendelian
disease–associated genes.26 Variant interpretation was
guided by the patients’ clinical presentation and
phenotype. Reportable variants explaining the pa-
tient’s disease and phenotype were classified using the
American College of Medical Genetics and Genomics
guidelines for DNA sequence variant interpretation.27

Return of Results and Clinical Decision Making

The return of results involved only the genes that,
when mutated, explained the clinical diagnosis of our
cases. These included Mendelian causes of NS/FSGS
(NPHS2, INF2, etc.) or other kidney diseases that
might phenocopy FSGS (COL4A5, CLCN5, etc.) but not
incidental findings (Supplementary Tables S1 and S2).

After completion of GS and variant analysis, the
investigative team and the referring physician con-
ducted a multidisciplinary visit for return of results to
the patient and genetic-driven clinical decision mak-
ing. During this visit, the clinical genetic testing re-
ports were entered in the patient’s electronic health
record.
Table 1. Clinical characteristics of the 10 patients enrolled in the pilot st

Pt. Age Sex
Race

(self-reported)
Ethnicity

(self-reported) FHx Histopathological Diagno

1 13 M White Non-Hispanic No FSGS, tip lesion

2 12 F Unknown Hispanic No FSGS, NOS

3 15 F White Non-Hispanic Yes FSGS, NOS

4 8 M White Hispanic No FSGS, NOS

5 26 M White Hispanic Yes FSGS, perihilar varian

6 22 M White Hispanic No FSGS, collapsing

7 5 M White Hispanic No FSGS, tip lesion

8 2 F White Hispanic No FSGS, NOS (C1q varian

9 30 F Asian Non-Hispanic No FSGS, perihilar varian

10 29 F White Non-Hispanic Yes Podocytopathy/minimal chang

F, female; FHx, Family history of kidney disease; FSGS, focal segmental glomerulosclerosis; IS,
accordingly to the Columbia classification; Pt., patient; sCreat, serum creatinine; UPCR, urine

Kidney International Reports (2023) 8, 1638–1647
Follow-Up

After the return of results, patients were followed by
their treating nephrologists as per standard-of-care.
The patient’s electronic health record was reviewed
by the study investigators at multiple follow-up time-
points up to 2 years from the day of return of results.

RESULTS

A detailed summary of the patient presentation, clinical
questions that prompted genetic testing, genetic find-
ings, and clinical course after the return of results is
included in the Supplementary Appendix.

Baseline Clinical Characteristics

We enrolled 10 patients who met the inclusion criteria
(Table 1). The mean age at enrollment was 16.2 years
(range 2–30 years), 5 (50%) were female, 1 (10%) self-
identified as Asian, and 6 (60%) as Hispanic/Latinx. Of
the patients, 3 (30%) patients had a positive family
history of kidney disease; 9 (90%) had biopsy-proven
FSGS; and 1 showed features of minimal change glo-
merulopathy. Mean serum creatinine was 1 mg/dl
(range 0.2–2 mg/dl). Five patients (cases 1, 3, 5, 6, and
8) had NS with urinary protein-to-creatinine ratio
ranging from 6 to 15 mg/mg, edema, and low serum
albumin. Three patients (cases 2, 4, and 9) had
nephrotic-range proteinuria without NS. One patient
(case #10) had subnephrotic range proteinuria (2.1 mg/
mg) and 1 patient (case #7) was in remission on
tacrolimus at the time of enrollment. For each patient, a
specific clinical question was identified such as timely
GS results would have helped in the following medical
decisions (see Supplementary Appendix). Comorbid-
ities included a history of hypertension (case #5), sei-
zures (case # 7), and obesity (case #10).

Diagnostic Findings

The diagnosis of a monogenic form of kidney disease
was made in 4 of 10 patients in the following genes:
udy

sis sCreat (mg/dl) UPCR (mg/mg) Current IS Therapy Comorbidities

0.5 6 No No

0.6 2.1 Yes No

1.7 7 No No

0.4 7.8 Yes No

t 1.1 7 Yes Hypertension

1.3 9 Yes No

2 0.2 Yes Seizures

t) 0.2 15 Yes No

t 1.6 8.5 No No

e disease 0.6 2.1 No Obesity

immunosuppressive therapy; M, male; NOS, “Not Otherwise specified” subtype of FSGS
protein-to-creatinine ratio

1641



Table 2. Diagnostic findings in 5 out of 10 cases
Pt. Genetic Ancestry (%) Gene Protein Change Zygosity GnomAD MAF Classification Associated Genetic Condition (OMIM)

4 CSA (47)
EUR (36)
Other (17)

INF2 p.Leu77Pro Heta 0 Likely pathogenic FSGS-5 (613237)

5 AFR (34)
EUR (48)
Other (18)

NPHS2 p.Ala284Val
p.Arg229Gln

Het
Het

4 � 10�6

0.03
Pathogenic

VUSb
Nephrotic syndrome type 2 (600995)
Nephrotic syndrome type 2 (600995)

6 AFR (29)
CSA (6)
EUR (47)
Other (18)

APOL1
PAX2

p.Asn404_Tyr405del
p.His250Tyr

Hom
Het

0.01
0

Risk factor (G2 allele)
VUS

FSGS-4 (603743)
FSGS-7 (616002)

9 SA (82)
Other (18)

COL4A4 p.Gly341Asp Het 0 Likely Pathogenic Thin basement membrane disease (141200)

10 EUR (97)
Other (3)

COL4A5 p.Arg1683Gln Het 2 � 10�5 Likely Pathogenic X-linked Alport (301050)

AFR, African; CSA, Central/South American; EUR, European; GnomAD, Genome Aggregation Database; Het, heterozygous; Hom, homozygous; MAF, Medium Allele Frequency; OMIM,
Online Mendelian Inheritance in Man; Pt., patient; SA, South-Asian; VUS, variant of unknown significance
aPresumed de novo variant, tested by targeted Sanger sequencing in the parents without genome-wide paternity test.
bAlthough this NPHS2 variant is classified as VUS as per the current American College of Medical Genetics and Genomics criteria, it is a well-established causal variant when in trans
with specific alleles such as the p.Ala284Val and therefore is considered as a positive finding, which provides molecular diagnosis for the observed phenotype in the patient.
All ancestries with a total percentage amounting to less than 5% are combined into “Other.”
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INF2, NPHS2 COL4A4, and COL4A5 (cases 4, 5, 9,
and 10; Table 2). Variants in 1 gene (INF2) were
diagnostic for autosomal dominant forms of FSGS, 1
(COL4A4) for autosomal dominant thin basement
membrane disease and 1 (COL4A5) for X-linked
Alport syndrome. One case carried a compound
heterozygous pathogenic genotype at NPHS2. One
patient carried a “G2” homozygous APOL1 high-risk
genotype associated to various forms of nondiabetic
nephropathy, including FSGS in individuals of Af-
rican ancestry,26 as well as a novel PAX2 variant of
unknown significance, which is predicted to be
deleterious.

Return of Results and Clinical Decision Making

The GS time from DNA isolation to completion of
sequencing averaged 12.4 days (range 7–16 days),
whereas the total turn-around time from enrollment to
return-of-results and clinical decision averaged 21.8
days (range 15–42 days).

The genetic findings resulted in a change in diag-
nosis in 6 patients. In 5 of 6 patients (cases 4, 5, 6, 9,
and 10) the etiological diagnosis was based on the ge-
netic findings; in case 2, the negative genetic findings
and clinical work-up prompted a re-evaluation of the
kidney biopsy by the central pathologist, leading to a
change in diagnosis from FSGS to scarred postinfectious
glomerulonephritis (Table 3; Figures 1b and c). This
change in diagnosis resulted in avoidance of unnec-
essary immunosuppression and formulation of a more
favorable prognosis. Accordingly, the patient’s kidney
function remained stable at 2-years follow-up on
angiotensin-converting enzyme inhibition alone. The
discovery of a COL4A5 variant in case 10 also promp-
ted a re-evaluation of the kidney biopsy, and detailed
analysis of electron microscopy showed thinning of
1642
glomerular membranes (Figure 1d), which was missed
in the original pathology report. This resulted in a
correction of diagnosis to X-linked Alport syndrome
and obviated the need for a second biopsy, which had
been planned in the event of a negative genetic test
result, for evaluation of activity and chronicity as a
guide to therapy. Conversely, case 4 had a kidney bi-
opsy consistent with FSGS but with a glomerular
basement membrane at lower limit of the normal
thickness (Figure 1e). These findings, together with the
negative family history and early age of onset, might
have suggested a recessive form of Alport syndrome.
GS, instead, identified a de novo heterozygous INF2
variant, supporting the diagnosis of FSGS and refuting
an autosomal recessive inheritance, thereby changing
genetic counseling and optimizing transplant donor
selection, as well as pretransplant and posttransplant
immunosuppression. In fact, based on the genetics re-
sults, plasmapheresis pretransplantation and post-
transplantation and B-cell depletion agents were not
indicated, thus sparing significant additional and
potentially harmful immunosuppression. As expected,
after receiving a living-related kidney transplant, the
patient did not undergo recurrence of FSGS. Further-
more, given the known association of INF2-related
FSGS with Charcot-Marie-Tooth neuropathy and the
localization of the p.Leu77Pro variant in the protein
domain associated with Charcot-Marie-Tooth,28 this
patient underwent early screening (the same day of the
return of results) for subclinical neurological disease
and was found to have absence of most reflexes and
mild distal weakness of the legs, suggesting early signs
of Charcot-Marie-Tooth neuropathy despite an initially
normal electromyography. On follow-up the patient
then developed clinically and electromyographic overt
peripheral neuropathy for which he receives regular
Kidney International Reports (2023) 8, 1638–1647



Table 3. Patient outcomes after return of results

Pt.

GS
Time
(d)

Total
TAT
(d) Gene

Diagnosis
Change Clinical Decision

Suggested
New Treatment 1-Year Follow-Up

1 13 17 Neg No New IS therapy Rituximab UPCR decreased to 2 mg/mg, sCreat 0.85 mg/dl,
sAlb increased to 3.2 mg/dl; no edema.

2 8 15 Neg Yes (new pathology
dx)

- IS therapy not started;
- Maintained on ACEi

No Complete remission (UPCR 0.29 mg/mg, sCreat
0.7 mg/dl)

3 16 27 Neg No New IS therapy CTX -Rapid progression to kidney failure prior initiation
of CTX;

-Pre-emptive kidney tx
- Post-tx plasmapheresis, Rituximab and

Ofatumumab

4 13 15 INF2 Yes - Steroid therapy not started;
- Cautious initiation of tacrolimus because is

suspected CMT;
- Neurological work-up for CMT;

- Maintained on ACEi

Tacrolimus -On follow-up for CMT;
-Tx evaluation for worsening renal function;

-Started hemodialysis

5 13 20 NPHS2 Yes - IS therapy not started;
- Referred to sparsentan trial

Sparsentan - Persistent NS;
- Enrolled in clinical trial with sparsentan

6 13 15 APOL1
(PAX2)

Yes - Steroids withdrawal;
- IVIG therapy started for positivity to Parvovirus B19

IVIG - Progression of renal disease;
- Pre-emptive kidney tx

7 15 22 Neg No Maintained on current IS therapy (tacrolimus) with
tapering plan

No Stable complete remission of NS (sCreat 0.32 mg/
dl, UPCR 0.14 mg/mg) on low dose tacrolimus

8 7 22 Neg No Maintained on current IS therapy (tacrolimus) with
tapering plan of steroids

No -Relapse after tapering off IS;
-Remission on low dose tacrolimus after short

course of steroids

9 11 23 COL4A4 Yes Attempt with short-course steroids given the
disproportionally high proteinuria for a single

COL4A4 variant

Steroids fast
tapering

-Steroid-resistant persistent NS (UPCR 4.9 mg/mg)
-Worsening renal function (sCreat 2.6 mg/dl)

10 15 42 COL4A5 Yes (new pathology
dx)

No IS therapy or repeated biopsy No -Stable subnephrotic proteinuria

ACEi, angiotensin-converting enzyme inhibitor; bx, biopsy; CMT, Charcot-Marie-Tooth neuropathy; CTX, cyclophosphamide; dx, diagnosis; GS, genome sequencing; IS, immunosup-
pressive therapy; IVIG, intravenous immunoglobulin; NS, nephrotic syndrome; Pt., patient; sAlb, serum albumin; sCreat, serum creatinine; TAT, turn-around time (from enrollment to return
of results); Tx, transplant; UPCR, urine protein-to-creatinine ratio
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physical therapy, and he is ambulating with braces and
walker or in a wheelchair. In case 5, a 22-year-old male
with positive family history of kidney failure, we
identified a compound heterozygous genotype in
NPHS2, composed of a known pathogenic variant
(p.Ala284Val) and the high-frequency (w3%) variant
p.Arg229Gln. The p.Arg229Gln variant is atypical
because it is relatively common in the population and
becomes pathogenic depending on the trans-associated
allele, as with the p.Ala284Val, which ultimately re-
sults in an altered heterodimerization and mislocaliza-
tion of the encoded protein Podocin.29 Pathogenic
compound heterozygous genotypes with p.Arg229Gln
usually result in delayed age of onset compared to
classic recessive forms of NS, thus confounding the
assessment of the possible mode of inheritance, and
consequent genetic counseling, as in this case. Based on
the genetic finding we recommended steroid avoidance
and enrolled him in a clinical trial of sparsentan, a dual
blocker of the endothelin receptor type A and the
angiotensin receptor. Case 6, a 26-year-old self-declared
White Hispanic male with NS caused by a collapsing
form of FSGS and negative serology for HIV, was
enrolled after being started on high dose steroids the
week prior. GS revealed a homozygous APOL1 G2
Kidney International Reports (2023) 8, 1638–1647
high-risk genotype and a novel deleterious variant in
PAX2. PAX2 pathogenic variants, traditionally
considered as causal for congenital anomalies of the
kidney and urinary tract, have been recently and
increasingly identified in FSGS patients, even in
absence of structural kidney anomalies or eye de-
fects.30,31 Although plausibility, absence in population
controls, and constraints, would suggest this variant as
a likely positive finding, we conservatively considered
it as a variant of unknown significance. Altogether,
these genetic findings prompted discontinuation of
corticosteroid therapy. Moreover, given the known
association of APOL1 high-risk genotypes with viral
infections and collapsing forms of FSGS,32-37 a test for
parvovirus was sent and resulted positive, leading to
the initiation of treatment with intravenous immuno-
globulin. This finding also confirms that, though
highly correlated,38 genetically determined ancestry is
more accurate than self-declared race in guiding pre-
cision diagnosis of kidney diseases in which genetic
risk estimates are strongly correlated with ancestral
makeup.

Importantly, timely genetic evaluation allowed pre-
transplant and posttransplant immunosuppression
optimization for case 3. This young patient with
1643
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progressive kidney disease, given the negative genetic
testing, was considered at high-risk for disease recur-
rence post transplant and was treated pre-emptively
with plasmapheresis and rituximab. Indeed, the pa-
tient developed early posttransplant recurrence of
FSGS that was refractory to plasmapheresis and was
then started on low-density lipoprotein apheresis
reaching partial remission, followed by 6 weekly doses
of ofatumumab. Proteinuria further decreased and
stabilized (urinary protein-to-creatinine ratio 0.6 mg/
mg) without the need of further plasmapheresis and her
renal function remained normal for at least 3 years after
transplantation.

In summary, both positive and negative GS findings
determined a change of pharmacological treatment,
including holding or stopping immunosuppression in 6
patients (cases 2, 4, 5, 6, 9, and 10), starting a new
treatment in 5 patients (cases 1, 3, 4, 5, and 6) and
maintaining the same immunosuppressive treatment in
2 patients (cases 7 and 8). In the 3 patients who
approached or reached kidney failure (cases 3, 4, and
6), GS results were instrumental to the transplant
evaluation by informing the screening of potential
living-related donors and counseling for posttransplant
management and disease recurrence. All patients and
families received counseling for family planning based
on genetic results.

Considerations About Study Design and

Implementation

Here we provide a detailed roadmap for implementa-
tion of broad clinical genetic testing into kidney
medicine practice that is designed to be completely
embedded into standard-of-care outpatient nephrology
visits.

As for any clinical test that is introduced as po-
tential tool in the day-to-day clinical practice, there
are several considerations to be made about the type
of testing, the study design and sample size, and the
applicability to different academic and nonacademic
health systems. First, one might argue that exome
sequencing or targeted panels might be more cost-
effective than whole GS. Here we opted to test the
implementation of GS rather than more focused cap-
ture approaches for several reasons; first, from a
technical standpoint, without capture of exonic re-
gions, the sample preparation for sequencing is faster,
thus making it a test of choice when results are
needed in a timely fashion; second, GS results in
uniform sequencing of both coding and noncoding
regions, thus providing high sensitivity for variant
detection; third, GS allows for assessment of copy
number variations and other structural variants that
are often difficult to capture with targeted panels;
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fourth, the costs of GS are continuing to decrease,
thus making it the most comprehensive and cost-
effective genetic test39-42 that can be conducted once
in a lifetime and reanalyzed and reinterrogated at
timed-intervals during follow-up while new genomic
discoveries are made. Finally, recent advances in hu-
man genetics studies that are aimed at assessing the
contribution of genome-wide polygenic risk scores to
common and rare conditions suggest that clinically
relevant polygenic risk scores will be increasingly
introduced in clinical practice to ascertain risk,
prognosis, and guide medical management.43-45 Esti-
mates of individual genome-wide polygenic risk
scores require accurate genotyping of millions of
variants to which targeted or exome panels are blind
to. On the contrary, GS allows, in a single test, to
directly capture all variants required to compute such
risk scores. In conclusion, when deciding about
implementing a novel test in the real-time outpatient
medical management of kidney disease, GS represents
the most comprehensive, flexible, durable, and cost-
effective tool, especially considering the rapid
advancement not only in gene discovery but also on
the interpretation of the contribution of common
noncoding variants and the polygenic background to
rare and common diseases.

Sample size may be perceived as a limitation;
however, this is typical of pilot studies. Moreover,
specific to this design, considerations regarding
implementation and feasibility would not differ for
either smaller or larger studies. The limited number of
patients recruited, and the narrow inclusion criteria
have increased on purpose the rate of diagnostic
findings as a proof of concept to assess feasibility of
return of results, therefore overestimating the clinical
impact of rapid GS for proteinuric kidney diseases at
large. Nevertheless, the goal of this study was not to
show utility but to demonstrate that introducing rapid
clinical GS in outpatient nephrology care is achiev-
able, regardless of the diagnostic yield. Although we
demonstrated feasibility, with margins for improve-
ment, the implementation of such approach into
clinical practice at centers where limited resources
exist might be challenging. Indeed, conducting
counseling pre- and post- genetic testing, GS analysis
and interpretation, and multidisciplinary return of
results to allow a time-sensitive clinical decision is
likely to be difficult in nonacademic centers and or in
the community at the current time. We do not
perceive this issue as different from any other
advanced diagnostic or therapeutic approach that is
first introduced in medical centers of excellence and,
when optimized and streamlined, deployed at large in
the community.
Kidney International Reports (2023) 8, 1638–1647
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DISCUSSION

Clinical management of proteinuric kidney diseases and,
in particular, FSGS, has proven to be challenging, often
involving a repeated trial-and-error strategy to identify
the appropriate pharmacotherapy and heavily relying
on individual clinical experience. As a result, many
patients undergo prolonged, and often unnecessary,
immunosuppression courses, and only in a few instances
do they receive specific etiological treatment for their
kidney disease or the possible associated extrarenal
manifestations. The lack of a genetic diagnosis at the
time of clinical presentation or during the course of
medical management when knowledge of the genetic
cause (or absence of it) matters, hampers such precision
medicine approaches, makes genetic counseling and
family planning imprecise, and impedes a complete
transplant evaluation and donor selection. Here we
report on a pilot study designed to implement and
evaluate the feasibility and impact of rapid, Clinical
Laboratory Improvement Amendments–certified, GS on
the clinical management of children and young adults
with biopsy-proven proteinuric kidney disease in the
real-world outpatient nephrology settings. We showed
that a multidisciplinary approach involving clinicians,
geneticists, and pathologists combined with rapidly
delivered and clinically-certified genetic results, can be
successfully implemented and can significantly impact
diagnosis and clinical decision, including treatment,
counseling, and transplant evaluation optimization.

Previous studies have shown the feasibility and
impact that rapid genetic diagnosis can have on
neonatal or pediatric conditions.46 Presently, many
healthcare systems routinely implement GS in the
neonatal and pediatric inpatient setting, whereas clin-
ical GS is not yet used for outpatients or adults. In fact,
these studies were conducted on highly-selected pop-
ulations not only with a high pretest probability for
genetic disorders, but also in a very controlled setting,
mostly in neonatal or pediatric intensive care units,
where logistics about consenting, enrollment, samples
collection, return of results, and consequent counseling
and therapeutic adjustments can be achieved in a
relatively easier fashion than what needs to be
accomplished in an outpatient setting.21,46 The work-
flow in our study required close interaction among
researchers, geneticists, clinical coordinators, physi-
cians, and pathologists, with additional effort to fully
embed genetics into routine nephrology care. Never-
theless, the total turn-around time from enrollment to
return of results and clinical action averaged 21.8 days,
which is only slightly longer than those reported in
neonatal and pediatric intensive care units, and it is
well within a critical window by which genetic-driven
Kidney International Reports (2023) 8, 1638–1647
strategy is clinically meaningful for the individual
patient with proteinuric kidney disease.

In conclusion, here we show that rapid GS at the time
of kidney biopsy diagnosis or during the course of
standard-of-care nephrology visits in which treatment
planning requires knowledge of a patient’s genetic status,
is feasible and can be implemented in the day-to-day
outpatient care. This framework has the potential of
helping guidance in clinical management and improving
patient outcome as follows: by (i) achieving and opti-
mizing diagnosis; (ii) sparing ineffective and toxic
immunosuppressive treatment in unresponsive genetic
forms of disease; (iii) identifying genetic causes thatmight
be amenable to etiologic therapy; (iv) supporting the
indication for appropriate second and third line immu-
nosuppressive treatment in nongenetic forms of disease;
(v) guiding screening for renal and extrarenal manifes-
tations; (vi) informing transplant evaluation and man-
agement, including related living donor options, thus
optimizing organ allocation and outcome, as well as
plasma exchange treatment decision; and (vii) enabling
early genetic counseling, cascade testing, and family
planning. We show that all of these outcomes can be
accomplished in a real-world outpatient setting within 3
weeks of a diagnostic biopsy or a critical clinical question.

Additional multicenter studies are needed to confirm
the utility of rapid clinical GS in clinical management
across age, race or ethnicity, and a broader phenotypic
spectrum of NS/FSGS patients. Such studies will enable
the stratification of patients for clinical trials and the
assessment of cost-effective analysis to prove diagnostic
utility of rapid GS, which should facilitate reimburse-
ment of genetic tests by third party payers.

DISCLOSURE

All the authors declared no competing interests.

ACKNOWLEDGMENT

Funding

This research is supported by the Department of Defense

(PR190746, PR212415), by the National Center for

Advancing Translational Sciences, National Institutes of

Health (Grant Number UL1TR001873) and by the National

Institute of Health Grant RC2DK122397. A.M. received sup-

port by the American Society of Nephrology KidneyCure

Ben J. Lipps Research Fellowship. JGN received support by

the National Institute of Health fellowship TL1TR001875.

SUPPLEMENTARY MATERIAL

Supplementary File (PDF)

Supplementary Methods.

Detailed description of all ten cases and their clinical course.
1645

https://doi.org/10.1016/j.ekir.2023.05.021


CLINICAL RESEARCH M Marasa et al.: Genome Sequencing in Proteinuric Kidney Disease
Supplementary Reference.

Figure S1. Study design and outcomes.

Table S1. List of genes (N ¼ 126) associated to Mendelian

forms of nephrotic syndrome (NS)/focal segmental

glomerulosclerosis (FSGS) or phenocopies of NS/FSGS.

Table S2. List of genes (N ¼ 552) associated to Mendelian

forms of non- NS/FSGS kidney disease.

STARD Checklist.
REFERENCES

1. Braden GL, Mulhern JG, O’Shea MH, Nash SV, Ucci AA,

Germain MJ. Changing incidence of glomerular diseases in

adults. Am J Kidney Dis. 2000;35:878–883. https://doi.org/10.

1016/s0272-6386(00)70258-7

2. D’Agati V. The many masks of focal segmental glomerulo-

sclerosis. Kidney Int. 1994;46:1223–1241. https://doi.org/10.

1038/ki.1994.388

3. D’Agati VD. Pathobiology of focal segmental glomerulo-

sclerosis: new developments. Curr Opin Nephrol Hypertens.

2012;21:243–250. https://doi.org/10.1097/MNH.0b013e32835

200df

4. Fogo AB. Causes and pathogenesis of focal segmental glo-

merulosclerosis. Nat Rev Nephrol. 2015;11:76–87. https://doi.

org/10.1038/nrneph.2014.216

5. Vivarelli M, Massella L, Ruggiero B, Emma F. Minimal change

disease. Clin J Am Soc Nephrol. 2017;12:332–345. https://doi.

org/10.2215/CJN.05000516

6. Chapter 3: Steroid-sensitive nephrotic syndrome in children.

Kidney Int Suppl (2011). 2012;2:163–171. https://doi.org/10.

1038/kisup.2012.16

7. Gipson DS, Massengill SF, Yao L, et al. Management of

childhood onset nephrotic syndrome. Pediatrics. 2009;124:

747–757. https://doi.org/10.1542/peds.2008-1559

8. Sadowski CE, Lovric S, Ashraf S, et al. A single-gene cause in

29.5% of cases of steroid-resistant nephrotic syndrome. J Am

Soc Nephrol. 2015;26:1279–1289. https://doi.org/10.1681/

ASN.2014050489

9. Sampson MG, Gillies CE, Robertson CC, et al. Using popu-

lation genetics to interrogate the monogenic nephrotic syn-

drome diagnosis in a case cohort. J Am Soc Nephrol.

2016;27:1970–1983. https://doi.org/10.1681/ASN.2015050504

10. Machuca E, Benoit G, Nevo F, et al. Genotype-phenotype

correlations in non-Finnish congenital nephrotic syndrome.

J Am Soc Nephrol. 2010;21:1209–1217. https://doi.org/10.

1681/ASN.2009121309

11. Weber S, Gribouval O, Esquivel EL, et al. NPHS2 mutation

analysis shows genetic heterogeneity of steroid-resistant

nephrotic syndrome and low post-transplant recurrence.

Kidney Int. 2004;66:571–579. https://doi.org/10.1111/j.1523-

1755.2004.00776.x

12. Ashraf S, Gee HY, Woerner S, et al. ADCK4 mutations pro-

mote steroid-resistant nephrotic syndrome through CoQ10

biosynthesis disruption. J Clin Invest. 2013;123:5179–5189.

https://doi.org/10.1172/JCI69000

13. Montini G, Malaventura C, Salviati L. Early coenzyme Q10

supplementation in primary coenzyme Q10 deficiency.

N Engl J Med. 2008;358:2849–2850. https://doi.org/10.1056/

NEJMc0800582
1646
14. Nestor JG, Groopman EE, Gharavi AG. Towards precision

nephrology: the opportunities and challenges of genomic

medicine. J Nephrol. 2018;31:47–60. https://doi.org/10.1007/

s40620-017-0448-0

15. Nestor JG, Marasa M, Milo-Rasouly H, et al. Pilot study of

return of genetic results to patients in adult nephrology. Clin J

Am Soc Nephrol. 2020;15:651–664. https://doi.org/10.2215/

CJN.12481019

16. Groopman EE, Rasouly HM, Gharavi AG. Genomic medicine

for kidney disease. Nat Rev Nephrol. 2018;14:83–104. https://

doi.org/10.1038/nrneph.2017.167

17. Groopman EE, MarasaM, Cameron-Christie S, et al. Diagnostic

utility of exome sequencing for kidney disease. N Engl J Med.

2019;380:142–151. https://doi.org/10.1056/NEJMoa1806891

18. Bierzynska A, McCarthy HJ, Soderquest K, et al. Genomic and

clinical profiling of a national nephrotic syndrome cohort

advocates a precision medicine approach to disease man-

agement. Kidney Int. 2017;91:937–947. https://doi.org/10.

1016/j.kint.2016.10.013

19. Lovric S, Fang H, Vega-Warner V, et al. Rapid detection of

monogenic causes of childhood-onset steroid-resistant

nephrotic syndrome. Clin J Am Soc Nephrol. 2014;9:1109–

1116. https://doi.org/10.2215/CJN.09010813

20. Mason AE, Sen ES, Bierzynska A, et al. Response to first course

of intensified immunosuppression in genetically stratified ste-

roid resistant nephrotic syndrome. Clin J Am Soc Nephrol.

2020;15:983–994. https://doi.org/10.2215/CJN.13371019

21. Farnaes L, Hildreth A, Sweeney NM, et al. Rapid whole-

genome sequencing decreases infant morbidity and cost of

hospitalization. NPJ Genom Med. 2018;3:10. https://doi.org/

10.1038/s41525-018-0049-4

22. Kingsmore SF. Incidental swimmingwithmillstones. Sci Transl

Med. 2013;5:194ed10. https://doi.org/10.1126/scitranslmed.

3006900

23. DePristo MA, Banks E, Poplin R, et al. A framework for vari-

ation discovery and genotyping using next-generation DNA

sequencing data. Nat Genet. 2011;43:491–498. https://doi.org/

10.1038/ng.806

24. Roller E, Ivakhno S, Lee S, Royce T, Tanner S. Canvas: ver-

satile and scalable detection of copy number variants. Bio-

informatics. 2016;32:2375–2377. https://doi.org/10.1093/

bioinformatics/btw163

25. Chen X, Schulz-Trieglaff O, Shaw R, et al. Manta: rapid

detection of structural variants and indels for germline and

cancer sequencing applications. Bioinformatics. 2016;32:

1220–1222. https://doi.org/10.1093/bioinformatics/btv710

26. Amberger JS, Bocchini CA, Schiettecatte F, Scott AF,

Hamosh A. OMIM.org: Online Mendelian Inheritance in Man

(OMIM�), an online catalog of human genes and genetic

disorders. Nucleic Acids Res. 2015;43:D789–D798.

27. Richards S, Aziz N, Bale S, et al. Standards and guidelines for

the interpretation of sequence variants: a joint consensus

recommendation of the American College of Medical Ge-

netics and Genomics and the Association for Molecular Pa-

thology. Genet Med. 2015;17:405–424. https://doi.org/10.1038/

gim.2015.30

28. Rodriguez PQ, Lohkamp B, Celsi G, et al. Novel INF2 mutation

p. L77P in a family with glomerulopathy and Charcot-Marie-

Tooth neuropathy. Pediatr Nephrol. 2013;28:339–343. https://

doi.org/10.1007/s00467-012-2299-1
Kidney International Reports (2023) 8, 1638–1647

https://doi.org/10.1016/s0272-6386(00)70258-7
https://doi.org/10.1016/s0272-6386(00)70258-7
https://doi.org/10.1038/ki.1994.388
https://doi.org/10.1038/ki.1994.388
https://doi.org/10.1097/MNH.0b013e32835200df
https://doi.org/10.1097/MNH.0b013e32835200df
https://doi.org/10.1038/nrneph.2014.216
https://doi.org/10.1038/nrneph.2014.216
https://doi.org/10.2215/CJN.05000516
https://doi.org/10.2215/CJN.05000516
https://doi.org/10.1038/kisup.2012.16
https://doi.org/10.1038/kisup.2012.16
https://doi.org/10.1542/peds.2008-1559
https://doi.org/10.1681/ASN.2014050489
https://doi.org/10.1681/ASN.2014050489
https://doi.org/10.1681/ASN.2015050504
https://doi.org/10.1681/ASN.2009121309
https://doi.org/10.1681/ASN.2009121309
https://doi.org/10.1111/j.1523-1755.2004.00776.x
https://doi.org/10.1111/j.1523-1755.2004.00776.x
https://doi.org/10.1172/JCI69000
https://doi.org/10.1056/NEJMc0800582
https://doi.org/10.1056/NEJMc0800582
https://doi.org/10.1007/s40620-017-0448-0
https://doi.org/10.1007/s40620-017-0448-0
https://doi.org/10.2215/CJN.12481019
https://doi.org/10.2215/CJN.12481019
https://doi.org/10.1038/nrneph.2017.167
https://doi.org/10.1038/nrneph.2017.167
https://doi.org/10.1056/NEJMoa1806891
https://doi.org/10.1016/j.kint.2016.10.013
https://doi.org/10.1016/j.kint.2016.10.013
https://doi.org/10.2215/CJN.09010813
https://doi.org/10.2215/CJN.13371019
https://doi.org/10.1038/s41525-018-0049-4
https://doi.org/10.1038/s41525-018-0049-4
https://doi.org/10.1126/scitranslmed.3006900
https://doi.org/10.1126/scitranslmed.3006900
https://doi.org/10.1038/ng.806
https://doi.org/10.1038/ng.806
https://doi.org/10.1093/bioinformatics/btw163
https://doi.org/10.1093/bioinformatics/btw163
https://doi.org/10.1093/bioinformatics/btv710
http://refhub.elsevier.com/S2468-0249(23)01316-5/sref26
http://refhub.elsevier.com/S2468-0249(23)01316-5/sref26
http://refhub.elsevier.com/S2468-0249(23)01316-5/sref26
http://refhub.elsevier.com/S2468-0249(23)01316-5/sref26
http://refhub.elsevier.com/S2468-0249(23)01316-5/sref26
https://doi.org/10.1038/gim.2015.30
https://doi.org/10.1038/gim.2015.30
https://doi.org/10.1007/s00467-012-2299-1
https://doi.org/10.1007/s00467-012-2299-1


M Marasa et al.: Genome Sequencing in Proteinuric Kidney Disease CLINICAL RESEARCH
29. Tory K, Menyhárd DK, Woerner S, et al. Mutation-dependent

recessive inheritance of NPHS2-associated steroid-resistant

nephrotic syndrome. Nat Genet. 2014;46:299–304. https://

doi.org/10.1038/ng.2898

30. Barua M, Stellacci E, Stella L, et al. Mutations in PAX2 asso-

ciate with adult-onset FSGS. J Am Soc Nephrol. 2014;25:

1942–1953. https://doi.org/10.1681/ASN.2013070686

31. Eccles MR, Schimmenti LA. Renal-coloboma syndrome: a

multi-system developmental disorder caused by PAX2 mu-

tations. Clin Genet. 1999;56:1–9. https://doi.org/10.1034/j.

1399-0004.1999.560101.x

32. Kopp JB, Nelson GW, Sampath K, et al. APOL1 genetic vari-

ants in focal segmental glomerulosclerosis and HIV-

associated nephropathy. J Am Soc Nephrol. 2011;22:2129–

2137. https://doi.org/10.1681/ASN.2011040388

33. Kissling S, Rotman S, Gerber C, et al. Collapsing glomerul-

opathy in a COVID-19 patient. Kidney Int. 2020;98:228–231.

https://doi.org/10.1016/j.kint.2020.04.006

34. Larsen CP, Bourne TD, Wilson JD, Saqqa O, Sharshir MA.

Collapsing glomerulopathy in a patient with COVID-19. Kid-

ney Int Rep. 2020;5:935–939. https://doi.org/10.1016/j.ekir.

2020.04.002

35. Nasr SH, Kopp JB. COVID-19-associated collapsing glomer-

ulopathy: an emerging entity. Kidney Int Rep. 2020;5:759–761.

https://doi.org/10.1016/j.ekir.2020.04.030

36. Peleg Y, Kudose S, D’Agati V, et al. Acute kidney injury due to

collapsing glomerulopathy following COVID-19 infection.

Kidney Int Rep. 2020;5:940–945. https://doi.org/10.1016/j.ekir.

2020.04.017

37. Genovese G, Friedman DJ, Ross MD, et al. Association of

trypanolytic ApoL1 variants with kidney disease in African

Americans. Science. 2010;329:841–845. https://doi.org/10.

1126/science.1193032

38. Bryc K, Durand EY, Macpherson JM, Reich D, Mountain JL.

The genetic ancestry of African Americans, Latinos, and Eu-

ropean Americans across the United States. Am J Hum Genet.

2015;96:37–53. https://doi.org/10.1016/j.ajhg.2014.11.010
Kidney International Reports (2023) 8, 1638–1647
39. Kingsmore SF, Smith LD, Kunard CM, et al. A genome

sequencing system for universal newborn screening, diag-

nosis, and precision medicine for severe genetic diseases.

Am J Hum Genet. 2022;109:1605–1619. https://doi.org/10.

1016/j.ajhg.2022.08.003

40. Sanford Kobayashi E, Waldman B, Engorn BM, et al. Cost

efficacy of rapid whole genome sequencing in the pediatric

intensive care unit. Front Pediatr. 2021;9:809536. https://doi.

org/10.3389/fped.2021.809536

41. Dimmock D, Caylor S, Waldman B, et al. Project Baby Bear:

rapid precision care incorporating rWGS in 5 California chil-

dren’s hospitals demonstrates improved clinical outcomes

and reduced costs of care. Am J Hum Genet. 2021;108:1231–

1238. https://doi.org/10.1016/j.ajhg.2021.05.008

42. Dimmock DP, Clark MM, Gaughran M, et al. An RCT of rapid

genomic sequencing among seriously ill infants results in

high clinical utility, changes in management, and low

perceived harm. Am J Hum Genet. 2020;107:942–952. https://

doi.org/10.1016/j.ajhg.2020.10.003

43. O’Sullivan JW, Raghavan S, Marquez-Luna C, et al. Polygenic

risk scores for cardiovascular disease: a scientific statement

from the American Heart Association. Circulation. 2022;146:

e93–e118. https://doi.org/10.1161/CIR.0000000000001077

44. Wang Y, Tsuo K, Kanai M, Neale BM, Martin AR. Chal-

lenges and opportunities for developing more generaliz-

able polygenic risk scores. Annu Rev Biomed Data Sci.

2022;5:293–320. https://doi.org/10.1146/annurev-biodatasci-

111721-074830

45. Polygenic Risk Score Task Force of the International Common

Disease Alliance. Responsible use of polygenic risk scores in

the clinic: potential benefits, risks and gaps. Nat Med. 2021;27:

1876–1884. https://doi.org/10.1038/s41591-021-01549-6

46. Clark MM, Hildreth A, Batalov S, et al. Diagnosis of genetic

diseases in seriously ill children by rapid whole-genome

sequencing and automated phenotyping and interpretation.

Sci Transl Med. 2019;11:eaat6177. https://doi.org/10.1126/

scitranslmed.aat6177
1647

https://doi.org/10.1038/ng.2898
https://doi.org/10.1038/ng.2898
https://doi.org/10.1681/ASN.2013070686
https://doi.org/10.1034/j.1399-0004.1999.560101.x
https://doi.org/10.1034/j.1399-0004.1999.560101.x
https://doi.org/10.1681/ASN.2011040388
https://doi.org/10.1016/j.kint.2020.04.006
https://doi.org/10.1016/j.ekir.2020.04.002
https://doi.org/10.1016/j.ekir.2020.04.002
https://doi.org/10.1016/j.ekir.2020.04.030
https://doi.org/10.1016/j.ekir.2020.04.017
https://doi.org/10.1016/j.ekir.2020.04.017
https://doi.org/10.1126/science.1193032
https://doi.org/10.1126/science.1193032
https://doi.org/10.1016/j.ajhg.2014.11.010
https://doi.org/10.1016/j.ajhg.2022.08.003
https://doi.org/10.1016/j.ajhg.2022.08.003
https://doi.org/10.3389/fped.2021.809536
https://doi.org/10.3389/fped.2021.809536
https://doi.org/10.1016/j.ajhg.2021.05.008
https://doi.org/10.1016/j.ajhg.2020.10.003
https://doi.org/10.1016/j.ajhg.2020.10.003
https://doi.org/10.1161/CIR.0000000000001077
https://doi.org/10.1146/annurev-biodatasci-111721-074830
https://doi.org/10.1146/annurev-biodatasci-111721-074830
https://doi.org/10.1038/s41591-021-01549-6
https://doi.org/10.1126/scitranslmed.aat6177
https://doi.org/10.1126/scitranslmed.aat6177

	Implementation and Feasibility of Clinical Genome Sequencing Embedded Into the Outpatient Nephrology Care for Patients With ...
	Methods
	Clinical Protocol and Procedures
	GS and Variant Interpretation
	Return of Results and Clinical Decision Making
	Follow-Up

	Results
	Baseline Clinical Characteristics
	Diagnostic Findings
	Return of Results and Clinical Decision Making
	Considerations About Study Design and Implementation

	Discussion
	Disclosure
	Acknowledgment
	Funding
	Supplementary Material
	References


