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1 | INTRODUCTION

A recent scoping review of the literature on the clinical impact
of genomic sequencing in pediatric patients reported a me-
dian diagnostic yield of 33.2% (Smith et al., 2019). A “nega-
tive” exome in the remaining two-thirds of cases may be due
to a number of factors. There are technical challenges such
as imperfect sequencing, variant annotation, and filtering;
together with difficulties in variant interpretation owing to
incomplete knowledge of gene-/variant-disease associations,
gene function; and the evolution of patient phenotype with
time. One advantage of ES and genome sequencing (GS) is
the capacity for reanalysis of existing data in unsolved cases.
We applied different reanalysis strategies at two timepoints
to evaluate the effectiveness of reanalyzing singleton ES data
and compared against other strategies to reach a diagnosis in
unsolved cases.

To complement our reanalysis, we undertook a litera-
ture review of studies investigating the incremental diag-
nostic rate achieved via the reanalysis of ES/GS data. There
has been no comprehensive literature review of reanalysis
studies to date, making this a timely exercise in light of
the recent statement by the American College of Medical
Genetics and Genomics (ACMG) highlighting the need
for reanalysis in undiagnosed cases (Deignan et al., 2019).
Understanding the new diagnostic rate afforded by differ-
ent reanalysis strategies will help to guide laboratories and
clinicians considering reanalysis for their patients, as well
as inform policy regarding funding schema for systematic
reanalysis.

2 | MATERIALS AND METHODS

2.1 | Ethical compliance

Written consent was provided for each reanalysis case to
be included in this research and additional research-based
analysis was undertaken through the Undiagnosed Diseases
Program Victoria as approved by The Royal Children's
Hospital Ethics Committee (HREC36291A).

articles were identified on the literature review, with a median new diagnosis rate via
reanalysis of 15% and median reanalysis timeframe of 22 months.

Conclusion: Our findings suggest that an interval of greater than 18 months from the
original report may be optimal for reanalysis. We also recommend a multi-faceted
strategy for cases remaining unsolved after singleton ES.

exome sequencing, genome sequencing, rare disease, reanalysis

2.2 | Patient selection

We reanalyzed data from unsolved cases referred for ES
to Victorian Clinical Genetics Services (VCGS) Clinical
Genomics Laboratory over a 10-month period between June
2016 and March 2017. Unsolved cases were defined as those
with no diagnosis established on ES after analysis of known
human Mendelian disorder genes, termed the “Mendeliome,”
which comprised 3734 genes in July 2017. Selection criteria
included a request for clinical genomic testing irrespective of
indication and the provision of informed consent for genomic
testing and reanalysis. The following data were collected: de-
mographics, age, alive or deceased, and referral indication.

2.3 | Study design

Our first reanalysis (“Tier 1,” Figure 1) involved review-
ing only variants in genes newly associated with the disease
since the time of original analysis. These genes are added as
updates to the Mendeliome every 6 months (“Mendeliome
Update”), and are generated from the review of current lit-
erature. Reanalysis using this list of updated Mendeliome
genes was conducted in July 2017, between 4 and 13 months
after the original ES report was generated. There were 570
genes added to the Mendeliome in July 2017, incorporating
updates from July 2016, January 2017, and July 2017. Our
second reanalysis (“Tier 2”) involved reviewing variants in
all disease-associated genes for each case. Interrogation of
the existing exome data for the whole Mendeliome (4304
genes) occurred in November 2017, nine to 18 months after
the initial ES report. Finally, we reviewed the status of all
cases in April 2019 (25-34 months after the initial report)
and collated all strategies that led to a diagnosis.

2.4 | Exome sequencing, variant
annotation, and interpretation

Singleton ES was performed at VCGS Pathology, an ac-
credited (National Association of Testing Authorities,
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e 4-13 months after date of original report

~ * Reanalysis of genes newly associated with disease since original analysis (570)

FOLLOW-UP OF CASES (April 2019)

CASES REFERRED FOR CLINICAL EXOME SEQUENCING
June 2016 — March 2017

® 25-34 months after date of original report

® Review of outcomes for all solved cases

—

FIGURE 1 Study design
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FIGURE 2 Summary of patient selection

Australia) laboratory, using the Nextera Rapid Capture coverage of 100x and a minimum of 91% of bases se-
Exome kit (Illumina, San Diego, CA) on HiSeq 4000 se- quenced to at least 15x. ES variant calls were reannotated
quencers (Illumina, San Diego, CA), with a target mean in July 2017 (Tier 1 reanalysis) and November 2017 (Tier
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2 reanalysis) using the latest respective version of our
custom in-house bioinformatics pipeline, Cpipe,(Sadedin
et al., 2015) in order to generate annotated variant calls
within the target region (coding exons +2 base pairs), via
alignment to the reference genome (GRCh37). Variants
were annotated against all gene transcripts, with the cura-
tion of variants against the HGNC recommended transcript
(according to HGVS nomenclature). Variant filtering was
performed as previously described (Stark et al., 2016), with
the data for each patient assessed and prioritized for clas-
sification by two clinical geneticists—the referring geneti-
cist and a study geneticist (N.T.). Variant classification was
performed using our in-house variant classification scheme
based on the American College of Medical Genetics and
Genomics guidelines for variant interpretation (Richards
et al., 2015). Class 3 variants (Variants of Uncertain
Significance, VUS) were further sub-classified as being of
potential clinical relevance (class 3A), unknown clinical
relevance (class 3B) or low clinical relevance (class 3C)
based on the relevance of the variant to the patient pheno-
type and likelihood of being up- or down-graded with addi-
tional evidence (e.g., segregation). Cases were selected for
reanalysis if the original report was uninformative—being
either a “negative” report (i.e., no clinically reportable var-
iants were identified) or a report with class 3B or 3C vari-
ants. The process for patient selection and data analysis is
summarized in Figure 2.

2.5 | Literature search

PubMed, Embase, and Medline were searched in December
2019 for articles reporting reanalysis of ES/GS data in
unsolved cases. Full search strategies are available as
Supplementary Information. Complete reference details
for all articles were imported into Endnote (Clarivate
Analytics, Boston, MA) and duplicate records removed.
Articles published after 1 January 2017 were selected for
assessment of eligibility. Two independent reviewers (NT
and TT) compared all titles and abstracts against eligibility
criteria with any discrepancies resolved by consensus. One
author (NT) reviewed each full-text article and extracted
relevant data. Articles that met the following criteria were
included in the review: (1) peer-reviewed original research
article; (2) reanalysis was performed of ES or GS data for
individuals who received no diagnosis at the time of re-
porting the original ES or GS result. Studies that reana-
lyzed patient data derived from targeted gene panels only
were excluded. Studies of patients enrolled in a research
protocol performing ES or GS for a clinical indication
were included. Studies were limited to those published in
English. No restrictions were placed on study design or the
number of individuals reported. As a result, this literature

review encompassed studies utilizing a number of different
study methodologies across diverse patient populations.
Therefore, results across studies were summarized and nar-
ratively described rather than statistically combined in a
meta-analysis.

3 | RESULTS

3.1 | Characteristics of the study population
One hundred and eleven patients in this cohort were re-
ferred for clinical ES during the 10-month study period; 51
females and 60 males. At the time of the original analysis,
pathogenic and likely pathogenic variants were identified
for 36 cases, conferring a diagnostic rate of 32% (36/111).
The remaining 75 cases received uninformative ES results.
The median age at the time of the initial report date was
similar for the diagnosed versus uninformative groups (3
vs. 3.5 years). The number of deceased individuals at the
time of referral for ES was more than twice as high for the
uninformative group than for the diagnosed group (Table
1). Whilst the referral indication varied, the most common
phenotype tested was a syndromic neurodevelopmental
disorder (56% of all referrals).

3.2 | Tier 1 reanalysis

Of the 75 original ES cases that were uninformative, 53
(42 negative cases and 11 class 3B/3C cases) underwent
reanalysis applying only the Mendeliome Update genes in
July 2017 (Figure 2). Class 3A cases were not examined
at this stage as the majority were undergoing or had seg-
regation testing performed, leading to the reclassification
of these variants (Figure 2). Eighteen additional variants
in 12 negative cases were curated, with no pathogenic or
likely pathogenic variants ultimately identified. No addi-
tional variants of interest were proposed for curation in the
11 cases initially reported with 3B/3C variants. One case
was solved at this stage via SNP array testing that identi-
fied an ATAD3 gene cluster deletion (patient S3 in Desai
et al., 2017).

3.3 | Tier 2 reanalysis

Fifty-seven unsolved cases were fully reanalyzed after the
Mendeliome was updated in November 2017. These cases
comprised: 41 of the original 42 negative cases (owing to the
solved ATAD?3 case); the 11 cases with class 3B/3C variants;
three cases that were originally reported with class 3A vari-
ants that were later downgraded to class 3B variants following
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segregation studies; and two cases where the referring clinician
requested reanalysis despite class 3A variants being reported on
the original ES. Forty-nine variants in 20 cases were curated,
the majority of which were found to be not diagnostic. One pa-
tient was identified as a heterozygous carrier of a pathogenic
variant in GJB2, which is associated with autosomal recessive
deafness (OMIM#220290). This condition was not associated
with the patient's phenotype and was, therefore, an incidental
carrier status finding. We identified two class 3A missense vari-
ants and one splice variant of interest in SYNET in a patient with
congenital arthrogryposis. Segregation studies are being con-
sidered for these variants, as the phenotype is compatible with
biallelic SYNEI pathogenic variants (Attali et al., 2009). In a
majority of cases (54%), no variants of interest were identified
following this reanalysis.

ophthalmology 4, dermatology 2, oncology
2, respiratory 1, renal 1, immunology 1,

endocrinology 1, growth 1)

8 (ophthalmology 3, renal 3, dermatology 1,
metabolic 1)

28 (neurology 11, gastroenterology 4,

Single System Disorder

Multiple
Congenital
Anomalies

- = 3.4 | Cases solved by additional strategies

By April 2019, 15 of the original 75 uninformative ES cases
had been solved, conferring an additional diagnostic rate of
20%. The strategies leading to a resolution of these 15 cases
were: (i) completion of segregation studies; (ii) completion
of functional studies; (iii) enrolment in a gene discovery
research program for trio ES/GS; and (iv) interrogation for
genomic lesions either not tractable by ES or not well identi-
fied due to technical limitations of sequencing and variant
filtration.

Four diagnoses were established following segregation
studies. Initial analysis of these cases had identified class
3A variants of potential clinical significance which were
all upgraded to class 4 likely pathogenic variants follow-
ing segregation testing. The segregation studies helped to
establish: if a variant was de novo in a proband (NAA10,
OMIM*300013); if a variant was inherited from an af-
fected parent (CHD7, OMIM *608892); and if compound
heterozygous variants were biparentally inherited (ADSL,
OMIM*608222; SLC6AS5, OMIM*604159). One case un-
derwent functional studies (sedimentation profiling of mi-
tochondrial protein complexes), together with segregation
testing, to upgrade a homozygous variant in SLC25A46
(OMIM*610826) from class 3A to class 4 (Abrams et al.,
2018).

In five cases, variants in novel candidate genes were iden-
tified via the Undiagnosed Diseases Program Victoria (UDP-
Vic), a gene discovery research project in collaboration with
the Broad Institute Center for Mendelian Genomics. Families
recruited to this program underwent research-based trio ES
(of the proband and both biological parents). Twenty-one of
the 58 unsolved cases (36%) were enrolled in UDP-Vic with
seven diagnoses achieved (33%). Five of these potential diag-
noses are in novel candidate genes that are strongly consid-
ered to be causative in light of preliminary functional studies

Neurodevelopmental

Non-Syndromic
Disorder

Neurodevelopmental

Disorder

Referral indication
25
37

Syndromic

Deceased
at time of
1(2.8%)
5 (6.7%)

referral

Median age
at initial
report date
3 years
(101 days
to
43 years)
3.5 years
(31 days to
47 years)

Male
18
42

Gender
Female

Characteristics of the study population
1
33

TABLE 1
Original ES
report outcome
Diagnosed (36)
Undiagnosed (75)
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and identification of two or more unrelated individuals with
concordant phenotypes via the Matchmaker Exchange
(Sobreira et al., 2017) initiative. Two diagnoses were made
in established genes following family-based ES via UDP-Vic
(cases 4 and 5 in Table 2).

Another three cases reached diagnoses in established
genes via means other than the reannotation of existing sin-
gleton ES data. Two diagnoses were made via high resolution
SNP-based chromosomal microarray (cases 1 and 2 in Table
2). The remaining case was solved through trio GS (case 3 in
Table 2) as part of a research study of brain malformations
and leukodystrophies. Importantly, of the 37 unsolved cases
that were not enrolled in the gene discovery research project,
upon review in April 2019 three cases are no longer consid-
ered to be likely due to an underlying monogenic condition
owing to the resolution of clinical features/symptoms with
the passage of time.

3.5 | Literature review

The number of articles identified by searches of PubMed,
Embase, and Medline was 689, 754, and 1177, respectively.
Complete reference details for all 2620 articles were im-
ported into Endnote (Clarivate Analytics, Boston, MA) and
duplicate records removed, leaving 1586 articles. Of these,
616 articles published after 1 January 2017 were assessed
for eligibility. The full-text of 27 articles were reviewed
and the findings are summarized in Table 3. The strategy
of reannotation which, for example, incorporates updated
population frequency data and in silico pathogenicity scores,
has been employed by a majority of studies identified by
our literature review (72%) (Al-Nabhani et al., 2018; Baker
et al., 2019; Epilepsy Genetics, 2019; Bowling et al., 2017;
Costain et al., 2018; Ewans et al., 2018; Hiatt et al., 2018;
Jalkh et al., 2019; Li et al., 2019; Liu et al., 2019; Machini
et al., 2019; Nambot et al., 2018; Ngo et al., 2020; Salmon
et al., 2019; Schmitz-Abe et al., 2019; Shashi et al., 2019;
Trinh et al., 2019; Wenger et al., 2017; Wright et al., 2018;
Xiao et al., 2018). The median new diagnosis rate via this
approach across studies is 13% (0.46-50; weighted aver-
age of 9%). Other reanalysis approaches have included:
expansion from singleton to family ES studies (Eldomery
et al., 2017; Epilepsy Genetics, 2018); revisiting of ES data
only if a pathogenic variant is identified on subsequent GS
(Alfares et al., 2018); repeat ES due to loss of original ES
data (Shamseldin et al., 2017); GS following or in paral-
lel with ES reanalysis (Shashi et al., 2019); and realign-
ment to a new human genome reference build (Need et al.,
2017). The median new diagnosis rate for reanalysis studies
adopting any of the above approaches is 15% (0.08-83.33;
weighted average of 7%), with a median reanalysis time-
frame of 22 months (0-5 years).

Molecul . ic Medici
olecular Genetics & Genomic e.l_wl LEY

4 | DISCUSSION

Reanalysis of existing genomic data in unsolved cases in-
creases diagnostic yield in the setting of well-defined disease
cohorts (e.g., epilepsy) as well as unselected cohorts with
heterogeneous conditions (Table 3). The first publication to
address reanalysis systematically (Wenger et al., 2017) did
so by reanalyzing negative exome cases for 40 mostly pedi-
atric patients via the reannotation of ES data using updated
bioinformatics pipelines. Re-evaluation of existing ES data
conducted without reannotation using updated software and/
or reference databases has achieved an incremental diagno-
sis rate of 14% via reanalysis at six to 18 months after the
original analysis (Stark et al., 2019). This approach was also
applied by Bruel et al. (2019), with the authors performing
reanalysis immediately after obtaining the original ES result.
The particular focus of the Bruel study was to extend variant
interpretation to genes not currently associated with disease
in OMIM for the purpose of research. As such, the need to
wait for the benefit of newly published data (e.g., new gene
discovery, functional studies) and updated resources (e.g.,
gnomAD) was not essential, making immediate re-evalua-
tion of existing ES data feasible in this setting.

Whilst Nambot et al. (2018) reported annual reanalysis
over three years, we applied different reanalysis strategies at
two timepoints to elucidate the impact of each approach. We
elected to reanalyze only genes updated to the Mendeliome in
the first instance (Tier 1 reanalysis) in an effort to target newly
published genes given that more than three-quarters of re-
analysis studies demonstrate that new diagnoses are achieved
via this mechanism (Alfares et al., 2018; Al-Nabhani et al.,
2018; Baker et al., 2019; Epilepsy Genetics, 2019; Bowling
etal., 2017; Costain et al., 2018; Eldomery et al., 2017; Ewans
et al., 2018; Hiatt et al., 2018; Jalkh et al., 2019; Li et al.,
2019; Liu et al., 2019; Machini et al., 2019; Nambot et al.,
2018; Need et al., 2017; Salmon et al., 2019; Schmitz-Abe
et al., 2019; Shashi et al., 2019; Stark et al., 2019; Trinh et al.,
2019; Wenger et al., 2017; Wright et al., 2018; Xiao et al.,
2018). We did not see a benefit from this approach alone,
most likely due to the short period of time between initial
analysis and our first reanalysis time point (4—13 months).
Our second approach looked at all Mendeliome genes (Tier
2 reanalysis) to evaluate if new diagnoses would be delivered
by new gene publications, newly reported genotype-pheno-
type associations (“expanded phenotype” literature), or in
light of new/evolving patient features. It was also hypothe-
sized that this comprehensive reanalysis may reveal diagno-
ses that were “missed” at original analysis. No new diagnoses
were made via this strategy at 9-18 months after the initial
analysis. Once again, this may be due to reanalysis being per-
formed too soon after initial analysis given that the median
timeframe for reanalysis across all published studies has been
22 months (where reported; Table 3).



TAN ET AL.

pen Access,

Molecular Genetics & Genomic Medicine

WILEY—

8of 19 |

eI onsousSerp
Te[noo[ow oy}
aaoxdwr ued
elep S Joquiow
A[murey reuonippe
Jjo uonesodioour
) s pojdnoo
©IEp JO SISA[eUBdy
sw3rpered
o1souseIp [edIul]d
Jo 1red prepuels
® 9q pInoys ejep
Sq SurzATeuear
0) yoeoidde
Pa1a3B NN
9[qeoridde
JoAduoyM SH
Jo sisATeue oy)
ur Surddew
reuonisod jo
uonerodioouf
pIoIk
ansouseIp ([
® UT J]0S9I P[NOd
[eAIQ)UT TeAK-¢
0] -7 e SISA[euBay]

UOT)BPUIUILIOINY

(IoyIRAQURD)

[o1edsal [euone[suen) ‘(AND
[rews ‘Awosip Tejuaredrun
‘K11503£7019197 JO SSOT) BIRp SH
WOIJ U0NdAIP AND ‘SaIpnis
SH AJIurey eA payynuopr
SjuBLIBA SNOZAZIWAY 1O
J19[[e1q ‘wWisIoresow [eyuared
aaneind ‘voneorqnd K19A00s1p

oua3 ‘uoneodrqnd duss MAN (bLILD) 6¥°9€¢

PIINQ 90UIJoI

QWIOUDS UBWINY MU 0)
juowru3Iear ‘uonedrqnd oua3 maN (9/9) €£°€8

Surddew reuonisod

®IA UOHENI JUBLIRA PaAOIdw] (€€/91) 8t'8P

SISATeueax

JO QW) Ay} JB PAJLIO] AINJLIANI]
jueA9[aI ‘uonedriqnd Quad moN O¥/%) 01
SISOUSBIP MIU JI0J SUOSEIY (3a0dax

JAne3au enul
J9)Je pIzA[eurax
S3SBd paA[osun Jo
JPquInu/AS 10 AND
JO uonIdRp YO
soudg paysiqnd

ur sasougerp

Jo J_quInu)
SIsouSeIp MIN %

eyep
SH WOIj uondNP
AND ‘(SANS oaou
9p ‘uoneznuond
ANS) Suta)y eiep
paaoxdur ‘sarpms

SH Arurey 03 uorsuedxyg

938I9A00 paseaIour

‘pIINQ 90ULISJAI

Qwoud3 uewiny
MU 0] JUWUII[BY

SISA[eUBaI
10J 9[qe[IeA. JOU
S reursuo woly

elep se §f jeadoy

©JEp SH JO UONB)OUUBDY

sisA[eugau 0} yoeoaddy

SUONIPUOD
SN0QUA30I9)oY
‘SI[IWE] 7/,

SUONIPUOD
SN0AUA30I10)aY
‘sar[Iuey 9

SUONIPUOD
SNOQUAZ0I9)AY
pownsaid ‘(sased
[1e ur Ayrurn3uesuod

reuared) spueqoad ¢¢

SUONIPUOD
SN0aUA3019)aY
‘(omerpaed

Apsowr) spueqoid (4

SO/SH
Jnsouserp-uou yjrm
SIsed pasouderpun

Jo 310y0)

(uoyor3urs
9 ‘sarpnys
Awey 89) 7

SH Aqwe

SH uoyo[3urg

SH uoy[suIg

(L102)
e
Arowoprq

(L10D)
‘Te 32 paaN

(L102)
RRE]
uIpfasweys

(L100)
‘1
103U

(SH) Surouanbas swoxg

urioperd
Jnsouser(

QINJBINI] AY) UT SAIPMIS sisATeuear jo uostredwo))

uoneatqng

€ H'TdV.L



| 90f 19

—WILEY

Molecular Genetics & Genomic Medicine

TAN ET AL.

Open Access,

[eAI)UI TeAK-7

0] -] Je uonenjeAa-9y

sosATeuear
JuaLINOAI A1dsop
PoA[OSUN UTBWAI
ey sased 10J (SO
210Joq) SH oL
10J UOTJRISPISUOD
M ‘stsouderp
ou im syuaned
utejep §H Jjo

sisATeuear oandadsoig

Soua3

Ksdoride umouy| ur
SUOXQ JATJRUI)[E
pauIjop-[[om 210
JO uonen[eA?-a1
MIm ‘erep SH Jo

UOT}ETOIIIUT QATIRI)]

UOT)EPUIIUI0INY

BJep SH WOIJ uordd)ap
AND ‘uonesrqnd uorsuedxa

sypuowr §1—8 adKyouayd ‘uoneorgnd Qua3 moN

(eSueyoxyg

IOYRWOIEA]) YOIBIsaI
[euonje[suen) ‘ejep SH WOoIj
uonoalep AND ‘Juerrea pajiodor
A[[euISLIO JO UOTIBOIJISSB[OaT
‘uoneorjqnd A19A09SIp

SIBAA ¢> Quad ‘vonesrqnd dua3 moN

payiodar jou
9SBO U0JI[IUIS

‘sased S (SADD ‘eseqerep 2ouanbas

A[murey 10 Surpoo snsuasuod pajepdn)

s1eak 4 0) ¢~ uox? 9)eurd)e paysiqnd A[maN
JuIRIOWI) SISOUSRIP MIU 10J SUOSBIY
SISA[eueay

©Jep S Woij
uonoAjep AND ‘BIep

(61/S) T€9T SH JO uoneIOUUBY

ejep S woiy
uondLlep AND ‘BIEp

(9S1/40) 8€°S1T SH JO uonejouURYY

BIEp JUBLIBA SH JO
UOT}R)OUUBAI ‘SATPNIS

(LyLE/E) 800  SH Aqrwey 03 uorsuedxy

(3aodax

dAnESaU [enIul
J9)je pIzA[eural
S3sED pPAA[osun Jo
PQUINU/AS 10 AND
JO uond3Pp YO
sauds paysiqnd

ul sasougerp

Jo Jaquunu)
SISOuZeIp MAN %

sisA[eugau 0} yoreoxddy

sorewIoue
[e3uaSu0o oYM
IO UJIM JOPIOSIP
reyuswdoreAapoinau
‘(payrodar jou
SH uojo[3uIs
Jo uoniodoid)
spueqoid g

sor[ewioue
[e3uaSu0o JnoyIm
IO )M JOPIOSIP
reyuowdoroaspoinaou

‘spueqoid 9G

SUONIPUOD
Ksdorrda ‘spueqoad ¢

SH/SH
JnsougeIp-uou YIm
S3se) pasougerpun

Jo 310y0)

Surouonbas
poja3ie) 1o
SH uo[SuIg

SH uoj[suIg

(uoyor3urs

1 ‘se1pms
ey 7) S9
uriopyerd
Jnsouseiq

(8100)
‘Te 30 oery

(81020)
‘T’

joquIBN

(8100)
SATEnNIUY
sonouen)

Ksdondg

uopedIqNg



TAN ET AL.

Open Access,

Molecular Genetics & Genomic Medicine

WILEY—

10 of 19 |

SOsBD JO %7
JSB[ JB PIAJOS
S9sed A[IqesIp
[emo9[[aIul JO
Apms sty ur
SOWIOXQ dATIESOU

JO sIsATeueay

KIQAT[OP
QOTAIOS [BOTUI[O
ur BJep J1wioudd
JO uoneuIEeXd
-QI pue 93eIOIS
a1} Joj [opow
QA1)99JJ9-1S00

®B ST syjuow g

je sIsA[eueoy

SIoIIRJaI Aq
paeSnsuI uayM
IO Syjuow 7|

I9)Je SISA[RUBY

unnolr
QWO099q p[noys
ejep Surouanbas
[eorurpo pauodar
Kpeaire jo
uonejardioyurar

QATIRIN

UON)EPUIUIUI0INY

uonewojur odKjouoyd juoned
(oSe10A®)
SyIuoOwW 77

payepdn ‘souradid sisATeue
paaoxdur ‘uoneorqnd auad maN

syjuow §1—9 uoneorjqnd JuaS moN

uonewojur adKjouayd jusned
pajepdn ‘sourjadid sisATeue

syjuowr g | paaoxdur ‘uoneorjqnd aua3 maN

(Awostp Teyuaredrun ‘sjueLIBA
9011dS [BNUISS-UOU ‘WSIOTBSOUW
‘ejep S WOl uonalep AND
‘Kprojdnaue [ewrosowoIydo
19910p 03) Spoyjoul [ednAJeue
[euonIppE ‘(SPIoYsaIy) Suteliy
JUELIEA PUE SUOIBIOUUE
payepdn) saurpadid sisAeue

s1eak ¢~ paaoxdur ‘uoneorjqnd oua3 maN

JueIown
SISA[eueay

SISOUSeIP MIU J0J SUOSBIY

(0s/9) 1

(6T/%) 6L°€1

(92/%) 8€°S1

(198/281) ¥1°1¢C

(3aodax

dAnESaU [enIul
J9)je pIzA[eural
SIsED pPIA[osun Jo
PUINU/AS 10 AND
JO uond3Pp YO
saudg paysiqnd

ur sasougerp

Jo Jdquinu)
SasougeIp MaN %

Aqesip
Ten)o9[ur

elep §H JO uonejouuedy nmﬁENQOHQ 0¢S

SIOPIOSIP
oruagouowr
pajoadsns yym

syuejur ‘spueqoid g

elep S Sunsixo
JO uonen[eAR-IY

SUONIPUOD
SN0aUA5019)Y

BJEp SH JO UOT)BIOUUBY ‘SQI[TWE] /¢

sodKjouayd

[eJO1ABYQq

[ensnun ‘saInyeay

orydiowsAp

‘s1o1owered

1M0I3 [eULIOUqR

‘sorfewIour

[euaSuod JnoyIIm

elep §H woly 1O U)IM SIOPIOSIP
uono3p AND ‘e1ep

SH Jo uonejouuBdY

rejuowrdooadpolnau
‘SoIIwERy 198

sisA[eueau o) yoeoaddy SO/SA
dnsougeIp-uou yIm
SIse) pasougerpun

30 11040



| 110f 19

—WILEY

Molecular Genetics & Genomic Medicine

TAN ET AL.

Open Access,

j10dar renrur oy
Io)Je syjuowt ¢ [—9
2q WS
SISATeueal JoJ

sjutod owm) 9[qeIINg

uoneULIOJUT
[eoTuI[d Mou

PUE ‘SOLIOA0DSIP
QU3 [9AOU ‘S[00)
SOTJEWIOJUIOIq
pojepdn
UONRIOPISUOD
ojur 9ye) pnoys

sisA[euear S

QINyeIaN| Aep-0)
-dn Sursn sojdwes
onsougerp-uou

JO UOIBN[BAS-II
JUAIOIFJ S1eI[Ioe]
ued SpoyIour

SISA[euBal pojewio)ny’

Surouonbas
Qwiouad se yons
$159) A[3500
[euonippe 10}
Pasu 2y 2onpal
pue p[oIk
onsougerp ay)
9SBAIOUT UL BIEP

QWIOX? JO SIsATeuBdy

UOT)EPUIIUI0INY

syuow +71-0

payodarjoN

(ueIpaw
payiodar) s1eak G|

payrodar joN

JuieIown
SISA[eueay

Surords Sunoojje JueLIBA
SNOWAUOUAS JO UOTEIIJISSB[OAI
‘uoneuiojur 2dKjousyd

juoned pajepdn ‘sisAjeuear jo
Quwm 2Y) Je P2JeI0] AINJRINI]

jueAd(aI ‘uoneorqnd auaS moN (9L/8) €S°01

uonewojur adAjouayd jusned

pajepdn ‘uonesrjqnd ouad moN (T01/€1) L8°CI

jueLreA pajiodar

A[TeUISIIO JO UOTIBOTJISSB[OT
‘uoneorjqnd ouad ojeprpued
‘uoneorjqnd uorsuedxo

adKyouoyd ‘uoneoriqnd oua3 maN (0¥2/8€) €8°ST

uonewrojur adKjousyd jusned

payepdn ‘voneoriqnd auaS moN (#8/€1) 8+°ST

(3aodax

dAnESaU [enIul
J9)je pIzA[eural
S3sED pPAA[osun Jo
PQUINU/AS 10 AND
JO uond3Pp YO
sauds paysiqnd

ul sasougerp

Jo Jaquunu)
SISOuZeIp MAN %

SISOUSeIP MIU J0J SUOSBIY

Aiqestp
[emodS[[AIul YIIm

BIEp SH JO UONBIOUUBIY Ksdorrda ‘soruuey 9/,

josejep

[onuod SH [820]
Uo paseq uonen|y SUONIPUOD
JueLIBA ‘BIep SH snosuaSoIajoy

JO uonEIoUUBIY ‘spueqoid T(T

SUONIPUOD
SN0aU5019)Y

BIJEP SH JO UONRIOUUBY ‘spueqoid (g

SUOT)IPUOD
SN0aUa5019)3Y

ejep SH JO uoneouuedy ‘spueqoid 48

SH/SH
JnsougeIp-uou YIm
S3se) pasougerpun

Jo 310y0)

sisATeuead 0) yoeoaddy

(6100)
S Arure Terry
(6100)
Sd uol[SuIg ‘Te 30 Uref
(uoyor3urs
0T ‘se1pms (6100)
Auey 0g7) SA e 19 Ioyeg
6102)
S U0RISUIS  Te 30 uowes
uioppeld  wonedqng
Jnsouseiq



TAN ET AL.

Open Access,

Molecular Genetics & Genomic Medicine

WILEY—

12 0f 19 |

days puooss ©

se g o 3urzinn
QUO0DI9A0 2q
PINO9 sIsATeuear
SH uojo[3urs

JO suonewI|

suerdrsAyd pue
SQI[IWe.) JIAY) pue
syuoned Jjoueq
Kew sisATeueal
QATIORYJO

-1S00 “OIpPOLId]

A[renuue
Aqeroyard
‘A[rearporrad
BJEP SH 2AnRIOU
JzATeueal

01 Jueproduwy

de1 onsouserp
oy} Suraordwr 03
[BONILID ST SOWOX
PaA[OS?IUN JO
uone3oLuIal

o1potag

UON)EPUIUIUI0INY

(paureiqo
JInsaI SH
[BUISLIO I9)je
A[orerpauwrtur
pawoyrad
stsATeuear) [IN

(12171189

powojrad

SasBD
orperods) s1eak ¢

(o3e1oAe)
SR '] F 61

(oSeI10A®)
s1eak ¢'7

JueIown
SISA[eueay

(I9U2JRIA[QURN)) [OIBISAT
[euone[suer) ‘uonedrqnd
uorsuedxa adKjouoyd ‘sisA[euear
JO SWiI) 3} JB PAJBI0] SINJRINI]

JUBAQ[RI ‘AIQAODSIP QUAT [OAON

$OSOUSEIP JB[NOS[OW SNOO[HNW
£q pamosqo sadKjouayd juoned
xo[dwoo ‘SuUOX9 umouun
Arsnoraaid Jurssedwooud
SWLIOJOST POISAOISIP A[Mau
‘SwISIuBYOW pue suroned
doue)LIoyuI 9seasIp oidnnw
oryroads-ouas ‘suonejuasard
ordKyouoyd reordAye orgroads
-JUBLIRA JUELIEA pAliodar
AJ[eurS1Io JO UOTIBOTJISSB[OaT

‘uoneorjqnd ouad maN

(d¥"A) 2uredid )ing
-woIsnd 3ursn Jur[[ed JUBLIBA

paaoxdur ‘uonesrjqnd aua3 MaN

(JOUIBIAQUD)) YOTBSAI
[euone[suen ‘Anua NINQ MU
“(SADD ‘eseqerep aouanbos
3uIpod snsuasuod pajepdn)
uoxa ajeuIalfe paysiqnd
Amau ‘uonyeorjqnd A10A00STp

Qua3 ‘uoneorqnd ouad maN

SISOUSeIP MIU J0J SUOSBIY

(€1€/8%) ¥E€'ST

(T

10402 961 1/0€T)

LEST pue (1
110409 881/09) 16'1€

(SL/9) 8

(LE1/9) 8E'Y

(3aodax

dAnESaU [enIul
J9)je pIzA[eural
SISED pPIA[osun Jo
PQUINU/AS 10 AND
JO uond3Pp YO
sauag paysiqnd

ur sasougerp

Jo Jdquinu)
SIsougeIp MaN %

INIINO Ut
9SBaSIp UewINY YIIM SoI[eWoue
PAIBIOOSSE JOU SOUAT [enudguod
03 uonejardiour JNOTIIM IO [TM
jueLIEA SUIPUI)IX Ayedoreydoous
‘erep SH SunsIxe ondande/qr

JO uonen[eAd-0Y ‘spueqoid ¢1¢

SUONIPUOD
SNOQUQ3010)aY
pownsaid (g
110409) spueqoid
96%1 pue (T

Blep SH JO uoneouuBdy 110409) spueqoid gg|

(uoneznuord
pue SuIfes ANS)
Sur1y eIep SUONIPUOd
pasoidur ‘eyep SN0aUAF0I19)Y
S Jo uonejouuBdY ‘spueqoid G/
(8102
“QAIBIIUL $O1)OUAD)
Ksdoridg ur peyrodax

A[snoraaxd spueqoxd
T SOpN[ox9)
suonipuod Asdoqrde

elep SH JO uonejouuedy ‘spueqoid /¢

sisA[eueau 0} yoeoaddy SO/SA
JnsougeIp-uou yIm

S9se) pasousgerpun

Jo jx040D)

(6100)
‘T8 39 [onIg

(6102)
e nry

6102)
‘e 19

aqy-ZIuyog

(6102
QAnEnIuy
sonjouen)

Ksdondg

uopedNqng



| 13 0f 19

—WILEY

Molecular Genetics & Genomic Medicine

TAN ET AL.

Open Access,

soAJ0Ad adKjouayd
J1 19U00S 10
‘sisougerp

mun s1eak z—|

KI9AQ sTsATeuRaY

J[qe[reAe

Qw099q Ady) se
SH Ul PoAIasqo
jou Apuarnd sadAy
uonenuw AJnuapr
01 spoyjou
9191dwos pue
S[00} OTWIOUa3
aArsuayardwod
QI0W JO 9sn

pue ‘speArdjur
Ie[n3aI je sIsAeue
ONEWIOJUIOIq
Suneadar uo sosed
pasougerpun

10J SNO0J A3

suoneoarqnd
MU JO JYSI] ur
eyep S SunenfeAd

-a1 Jo doueyroduy

UON)EPUIIWI0IIY

S1RAA ¢

SIBAA G

payiodar joN

QUIRIJIWI)
SISATeuRy

syrodar ased euonIppe
‘uoneorjqnd uorsuedxa

adKyouoyd ‘uoneoriqnd ouad maN

Blep SH

WoIj uonoAp AND ‘Pa1o9Iop
jueLreA oruagoyed umouyy

(souad 1 Jo

¢1 Joj suoneorqnd ouag mau)

Apmis qQQ 9y £q payeurwou
AT)U2031 S9UAS 4] UO SNO0

SISOUSEIP MIU 10] SUOSEIY

(#9/L) ¥6'01

(09/9) €€°8

(STOE/HT) 9770

(3aodaa

dAne3au [enmux
J9)je pIzA[eurax
S3sed paA[osun Jo
PQUINU/AS 10 AND
JO uonddep YO
soudg paysiqnd

ul sdsougerp

Jo Jaqunu)
SISOUSeIP MIN %

SUONIPUOd
SN0aUa5019)Y
S[[ed JUBLIBA ‘(omerpaed)
SO JO UONBIOUUBIY syuaned 0
BJEP JWOXS WOIJ
uonoddp AND BIEp (s1opI0SIp
SH JO uonejouuRdY orxee) spueqord (9
(suonIpuod
SNOQUA3 01}
BIEP SH JO UONBIOUUBIY spueqoid G10¢
sisATeueaa 0} yoeoaddy S9H/SH

Jnsougerp-uou yPIm
S3se) pasougerpun
Jo 11040)

SO uo[suIg

(8100)

‘T8 19 ureIso)

(SD) Surouanbas awouan

(sarpmys
Auej pue
uojo[3uIs) S

(sarpmys
A[uej pue
uojor3urs) S

uriopyerd
Jnsouser(q

(0202)
‘Te 32 03N

(6102)
Te 30 qui

uonedRqng



TAN ET AL.

Open Access,

Molecular Genetics & Genomic Medicine

WILEY—

14 0f 19 |

SO
Surwroyrad a10j9q

PopULWTUOD3T
ST BJRp MBI SH
SurzATeuear ‘Sq jo
ey sojewrxoidde

SO J0 3500 31 [BUn)

SISATeUBAI
10J pasnuond oq
pInoys o3e s1eak

0M] JOAO pazATeue

JSITJ S19sBIR(]

donoerd prepue)s
QWO059q pInoys
BIEP OTWOUAS JO

SISATeuRQI ONRW)SAS

Sjuowean)
Mmau jo A[Iqe[reae
10 swoydwAs

mau Jo douasaid
o) £q papmn3

2q 03 sisA[euear

Jo Kiun pue
Kouanbaiy o)
[IIM ‘SISeq [enuue

ue uo sIsA[eueay

UON)EPUIWITIOIIY

(oSe10A®)
syyuow G

payodar joN

payodar joN

(uedw) syjuowr ¢

JureIjown
SISA[euBay

uonjeorqnd oua3 maN

(IoyoIRAQURD))

OIB9SAI [RUONB[SURT)

{(Awosip rejuarediun 10939p

0]) SpoyIow [eonAeue
[euonippe ‘uonesrqnd ouas maN

(I9ydIRAQURD)

[OIeasal [eUOne[SuLI)

‘uoneurtojur adKyouayd juenyed

payepdn ‘sourpadid stsATeue
paaoidur ‘uoneorqnd oua3 maN

sourjodid sisA[eue
paaoxdwr 9uerreA pajrodar
K[TeurSIo Jo UOTIeOIISSE[OaT

‘suoneorjqnd juerrea pue ua3 MIN

SISOUSRIP MIU J10J SUOSBIY

(o1/¢) o€

(€8€/9) LS'T

(I1z/0D ¥L'y

(0o1/20) T

(3a0daax

dAnE3dU [enIul
J9)je pazA[euraa
S3SBD pIAosun Jo

JRqUINU/AS 10 AND

JO uonIARp YO
souds paysiqnd
ur sasougerp

Jo J_quinu)
Sasougerp MaN %

SD UO PaJO2Jap Sem
jueLrea oruagoyjed €
Jreyep SH Jo s1sATeueoy

ejep
SD/SH Jo uonejouuey

eyep
SD/SH JO uonejouuedYy

S[[e0 JUBLIBA
SD JO uonejouuedY

sisA[eueaa 03 yoeoaddy

SUONIPUOD
SNoaua30I19)aY
pownsaxd ‘syuaned go1

SIOPIOSIP
[eyuawdojoaapoInau
AR ST A 1LY
Y61 JO 11040
[©103 ‘poriodar
jou spueqoid
pasougerpun Jo JoquInN

SIOPIOSIP
[eyuowdo[oaapoIndu
‘SQIIWey 117

(Kpeay og
pue AyredoAworpIed

mim o) ssuaned 001

SO/SH
JnsouseIp-uou Ym
S3seD pasouserpun

30 11040)

SO pue (8100
S UORISUIS  'Te 19 SIRJ[Y
(sarpmys
A[rurej pue
U0y[3UIS) (8100)
SO 10 §H ‘Te 30 Nery
(sarpmys
ey pue (L100)
uojor3uIs) Te 10
SO 1o §H Surmog
SO Io/pue SH
(6100
e
SD uole[3uIg TUIyoeIN
uroped  wonedIqNJ
Jnsouselq



| 15 0f 19

—WILEY

Molecular Genetics & Genomic Medicine

TAN ET AL.

Open Access,

PIRIA SII 9ZIWIXeW

0) eyep ordKjouayd

AU} YIIM PaUIqUIOD

pue paurwu

A[QATSUIXD

u99q 9ARY BIRp

SH 19je A[uo
pazI[nn oq p[noys SH

UON)EPUIWIIOINY

(I9yIRAQURD))
[OIeasal [RUONEB[SURT) ‘A S
JAND ‘uoneorjqnd aua3 mou

paodar joN ‘syuanyed jo SurdKyouayd dooy
JureIjown SISOUSRIP MIU 10§ SUOSBIY
SISA[eueay

(8¢/61) 0S

(3aodaax

dAnE3dU [enIul
J9)je pazA[euraa
SISBD paAjosun Jo
PQUINU/AS 10 AND
Jo uond3PP YO
souds paysiqnd

ur sasougerp

Jo r_3quInu)
SIsougerp MaN %

SH s [orrered
ur/SuImor[oy SO
‘SD/SH 1eadar ‘ejep
SH WOIJ uondIdp
AND “(s[00}
SOIBULIOJUIOLq
9snoy-ur) SurL)iy
ejep paroxdur ‘ejep

SH Jo uonejouueay

sisA[eueaua o) yoeoaddy

SUONIPUOD
SNooua3010)dY ‘(SO

1 ‘SH Lg) spueqoxd g¢

SO/SH

JnsouseIp-uou YIm

S3sed pasouserpun

Jo 310Y0)

‘JUBLIRA [RINJONIS ‘A 'S (UOTIBLIEA 9PT0od[onu A[3uls ‘ANS uonerea equinu Adod ‘AND :SUoneIAdIqqy

(sarpmys
Arurey pue
uoja[3uIs) (6102)
SDpueSH  ‘[eI9 Iyseys
uioppeid  wonednqng
Jnsougerq



16 of 19 . . ..
| Wl LEYv_Molecular Genetics & Genomic Medicine

TAN ET AL.

Open Access,

New diagnoses in this study were identified using ap-
proaches other than the reanalysis of singleton ES data. The
successful strategies delineate several important lessons: (i)
the need for other testing methodologies to detect genomic
lesions not tractable by ES; (ii) consideration for repeated/up-
dated ES for improved coverage; (iii) expansion to family se-
quencing studies to highlight de novo variants in an affected
proband; and (iv) utilizing translational research to pursue
novel gene discovery.

In our study, there were two instances of copy number
variation (CNV) that were not tractable by ES. One case was
published after the initial ES as part of a discovery publi-
cation describing complex gene cluster deletions involving
the ATAD3 gene locus (Desai et al., 2017). ATAD3 cluster
deletions were not a recognized entity at the time of report-
ing the original microarray and this CNV was not tractable
by ES. The second case had a mosaic intragenic deletion of
NIPBL that was detected on a high-density SNP-based array
(Illumina HumanOmni5 Exome-4 v1.2) that afforded bet-
ter probe coverage of the gene compared to the array plat-
form utilized for the original microarray (Illumina Human
CytoSNP-12 v2.1). Both genomic lesions lay outside of the
ES data generated. Examples of other variants that fall into
this category include intronic variants, deep intronic splice
variants, nucleotide repeat expansions, and structural vari-
ants such as chromosomal rearrangements. Improvements in
genomic data analysis to detect CNVs (Pfundt et al., 2017)
and repeat expansions (Tankard et al., 2018) may mitigate the
need for some forms of adjunctive testing in the future.

There were two cases for which pathogenic missense
variants were identified following repeat sequencing with
improved coverage of the genes of interest (SCNSA, CHD7).
In both cases, the variant was detected on original ES in only
five reads. Both cases underwent repeat research-based ES or
GS as part of family sequencing studies in different research
projects. The improved coverage helped to bring these vari-
ants to clinical attention. The CHD7 variant was also of poor
sequencing quality and was filtered out of the variant callset
by the standard analysis pipeline used in the original analysis.
The SCNSA variant was present in the original exome data
and of reasonable sequencing quality and thus should have
been detectable as a variant of clinical interest.

One patient was diagnosed owing to a de novo in-frame
deletion in WDR45, which is associated with the condition
neurodegeneration with brain iron accumulation 5 (NBIAS).
This variant was detected on the original ES with a low vari-
ant fraction of 0.21. If the variant fraction is particularly low,
as in this case, then it is possible to dismiss these calls as
being indicative of somatic mosaicism or artifactual. The
WDR45 in-frame deletion was on this occasion brought to
clinical attention when highlighted as de novo in the proband
via family-based ES studies. The variant fraction on repeat
ES was 0.41.

One-third of the diagnoses in this study have been derived
from novel gene discovery, illustrating the significance of
pursuing translational research when attempting to solve the
unsolved. In particular, international data sharing through plat-
forms such as GeneMatcher (Sobreira et al., 2015) has been
a successful strategy employed by several reanalysis studies
to date, with collaborations between research groups resulting
in numerous diagnoses and novel gene publications (Epilepsy
Genetics, 2019; Bowling et al., 2017; Bruel et al., 2019;
Eldomery et al., 2017; Hiatt et al., 2018; Nambot et al., 2018).

One of the limitations of reanalyzing ES cases is the time
commitment required. In this study, reanalysis was particu-
larly labor-intensive for the referring clinician who was asked
to participate in the prioritization of variants for classifica-
tion as they are best positioned to identify variants of rele-
vance to the phenotype. This familiarity with their patients
may introduce clinician bias against the selection of promis-
ing variants, with variants dismissed as being not of clinical
relevance when the patient may have an atypical presentation
of a condition that the clinician had yet to consider. Another
limitation of this study is that we did not examine the full
impact of family-based ES studies on the new diagnosis rate
as not all cases proceeded to family-based ES. However, we
previously evaluated the diagnostic efficacy of trio versus
singleton ES and found that the incremental diagnostic yield
of trio ES is low in our local context (Tan et al., 2019).

There are several reasons why a case may remain neg-
ative after ES. The variant-disease association may not yet
be established in which case serial reanalysis of existing ES
data may disclose a diagnosis in the fullness of time. This ap-
proach needs to be balanced against the time and cost associ-
ated with reanalysis, a labor-intensive exercise for laboratory
scientists and clinicians. The workload required for iterative
reanalysis of unsolved ES cases was recently modeled by
Baker and colleagues, with an estimated variant analysis bur-
den of five novel annotations per singleton ES case per month
(Baker et al., 2019). Whilst their study provides a benchmark
to assist clinical laboratories in determining the frequency
with which to perform reanalysis, further studies are required
to assess optimal strategies for cost-effectiveness and scal-
ability of routine reanalysis. A case will also remain unsolved
if the gene-disease association has not yet been well estab-
lished. Recent statistics suggest that the rate of gene discov-
ery may be slowing (Boycott et al., 2017), and thus the time
taken for new gene publications to translate to new diagnoses
may mean longer reanalysis timeframes are required before a
diagnosis is reached. Another reason may be that the disease
is not Mendelian in origin, but rather due to a mitochondrial
DNA defect, oligogenic or more complex genetic disorder,
or the result of an epigenetic or somatic variant. Finally, as
seen in this study, a case will remain negative after ES if the
underlying cause is not genetic, as with exposures to terato-
genic, environmental or infectious agents.
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Given that our study did not achieve any additional di-
agnoses via singleton ES reanalysis, we are unable to draw
conclusions from this data regarding the optimal timing of
reanalysis. However, the review of literature suggests consid-
ering the reanalysis of singleton ES data for unsolved cases
after 18 months from the time of the original report. As all
additional diagnoses in this study were derived from strate-
gies other than reanalysis of singleton ES data, this illustrates
the need to implement a multi-faceted strategy for cases re-
maining unsolved after singleton ES, any of which may be
employed ahead of reanalysis.
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