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IMPORTANCE A targeted genomic sequencing platform focused on diseases presenting
in the first year of life may minimize financial and ethical challenges associated with rapid
whole-genomic sequencing.

OBJECTIVE To report interim variants and associated interpretations of an ongoing study
comparing rapid whole-genomic sequencing with a novel targeted genomic platform
composed of 1722 actionable genes targeting disorders presenting in infancy.

DESIGN, SETTING, AND PARTICIPANTS The Genomic Medicine in Ill Neonates and Infants
(GEMINI) study is a prospective, multicenter clinical trial with projected enrollment
of 400 patients. The study is being conducted at 6 US hospitals. Hospitalized infants
younger than 1 year of age suspected of having a genetic disorder are eligible. Results of the
first 113 patients enrolled are reported here. Patient recruitment began in July 2019,
and the interim analysis of enrolled patients occurred from March to June 2020.

INTERVENTIONS Patient (proband) and parents (trios, when available) were tested
simultaneously on both genomic platforms. Each laboratory performed its own
phenotypically driven interpretation and was blinded to other results.

MAIN OUTCOMES AND MEASURES Variants were classified according to the American College
of Medical Genetics and Genomics standards of pathogenic (P), likely pathogenic (LP),
or variants of unknown significance (VUS). Chromosomal and structural variations were
reported by rapid whole-genomic sequencing.

RESULTS Gestational age of 113 patients ranged from 23 to 40 weeks and postmenstrual age
from 27 to 83 weeks. Sixty-seven patients (59%) were male. Diagnostic and/or VUS were
returned for 51 patients (45%), while 62 (55%) had negative results. Results were concordant
between platforms in 83 patients (73%). Thirty-seven patients (33%) were found to have a
P/LP variant by 2 or both platforms and 14 (12%) had a VUS possibly related to phenotype.
The median day of life at diagnosis was 22 days (range, 3-313 days). Significant alterations in
clinical care occurred in 29 infants (78%) with a P/LP variant. Incidental findings were
reported in 7 trios. Of 51 positive cases, 34 (67%) differed in the reported result because of
technical limitations of the targeted platform, interpretation of the variant, filtering
discrepancies, or multiple causes.

CONCLUSIONS AND RELEVANCE As comprehensive genetic testing becomes more routine,
these data highlight the critically important variant detection capabilities of existing genomic
sequencing technologies and the significant limitations that must be better understood.

JAMA Pediatr. doi:10.1001/jamapediatrics.2020.5906
Published online February 15, 2021.

Supplemental content

Author Affiliations: Author
affiliations are listed at the end of this
article.

Corresponding Author: Jill L. Maron,
MD, MPH, Mother Infant Research
Institute, Tufts Medical Center,
800 Washington St, PO Box 394,
Boston, MA 02111 (jmaron@
tuftsmedicalcenter.org).

Research

JAMA Pediatrics | Original Investigation

(Reprinted) E1

© 2021 American Medical Association. All rights reserved.

Downloaded From: https://jamanetwork.com/ by Piergiorgio Gigliotti on 02/22/2021

https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamapediatrics.2020.5906?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamapediatrics.2020.5906
https://jamanetwork.com/journals/ped/fullarticle/10.1001/jamapediatrics.2020.5906?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamapediatrics.2020.5906
mailto:jmaron@tuftsmedicalcenter.org
mailto:jmaron@tuftsmedicalcenter.org


A n estimated 10% to 25% of neonates in neonatal
intensive care units have an undiagnosed genetic
disorder.1-3 Because of the nonspecific presentation

of many genetic disorders, affected neonates (1) have a
40% longer hospitalization,4 (2) may not receive a diagnosis,
(3) may be misdiagnosed, and (4) often have a prolonged
diagnostic odyssey.5 The Newborn Sequencing in Genomic
Medicine and Public Health (NSIGHT) trials demonstra-
ted the important role that rapid sequencing can have in
providing a timely genetic diagnosis to improve neonatal
outcome.3,6-9 However, these platforms remain expensive
and involve complex ethical dilemmas.10 A targeted
sequencing approach aimed at disorders presenting in the
first year of life could limit incidental findings and reduce
costs. However, the diagnostic capability of such a platform
is unproven and must be compared with more standardized
whole-genomic sequencing (WGS) technology prior to
routine use.

The Genomic Medicine for Ill Neonates and Infants
(GEMINI) Study (NCT03890679) is an ongoing, multiyear,
multisite trial funded through the US National Center for
Advancing Translational Science with a targeted enrollment of
400 neonates or infants younger than 1 year suspected of having
an undiagnosed genetic disorder. The GEMINI Study is
comparing the diagnostic yield of a novel targeted genomic
sequencing platform (NewbornDx; Athena/Quest Diagnostics)
with rapid WGS (rWGS). Specifically, the targeted genomic
sequencing platform interrogates 1722 actionable genes for
disorders that present in the first year of life. Patients and their
parents undergo simultaneous testing on the targeted genomic
sequencing platform and rWGS. Interpretation on both
platforms is rapid (≤14 days) and targeted based on proband
phenotype to establish a timely diagnosis and to avoid detecting
unrelated incidental findings.

Recruitment for the GEMINI Study began in July 2019.
Enrollment was exceeded by more than 30%, and 51 novel
variants were identified that had never been previously
reported in the literature. There was a 67% discordance
between laboratories for infants found to have a diagnosis or
variant possibly related to phenotype. Discordance was
often caused by each laboratory’s interpretation regarding
the relative significance of that variant to disease presenta-
tion (ie, pathogenic [P], likely pathogenic [LP] or variant of
unknown significance [VUS]). As these data emerged, it was
important to share these interim findings for the benefit of
undiagnosed infants with similar phenotypes and to high-
light existing limitations regarding these quickly emerging
technologies.

Methods
Parental written consent for participation in the GEMINI
study was obtained with central institutional review board
approval from Johns Hopkins University with approval at
each participating hospital: Tufts Medical Center (Boston,
Massachusetts), Rady Children’s Hospital (San Diego, Califor-
nia), University of Pittsburgh Medical Center Children’s

Hospital (Pittsburgh, Pennsylvania), Mount Sinai Kravis
Children’s Hospital (New York, New York), North Carolina
Children’s Hospital (Chapel Hill), and Cincinnati Children’s
Hospital Medical Center (Cincinnati, Ohio). Hospitalized
infants younger than 1 year with a suspected, undiagnosed
genetic disorder were eligible for enrollment. Neonates were
excluded if they were born at fewer than 23 weeks’ gesta-
tion, had a major congenital infection, or had a genetic diag-
nosis that fully explained all phenotypic findings. Infants
were classified as urgent if they (1) required mechanical ven-
tilation, (2) exhibited severe neurological complications,
(3) were hemodynamically unstable, or (4) were categorized
as such at the request of the site’s principal investigator.
Urgent cases underwent ultrarapid sequencing and analysis
with a preliminary report generated within 72 hours of
specimen arrival.

Although trio testing was preferred, enrollment was
dependent solely on the proband. Parents must opt in to
receive secondary findings approved by the American Col-
lege of Medical Genetics and Genomics (ACMG) for their
infant and themselves.11 Because of the phenotypic-driven
interpretation, secondary findings were not sought, but
rather were incidental findings of the analysis and not
always detected. Secondary findings were only reported for
the proband if they were (1) on the ACMG list and present in
childhood or (2) they presented in childhood and there is a
specific treatment available.12 Nonpaternity is never
revealed. Incest is reported to appropriate authorities for all
enrolled minor mothers. In most cases, a family met with a
geneticist or genetic counselor at the time of enrollment
when a 3-generation pedigree was obtained to inform
sequencing interpretation.

The patient provided 1 mL of whole blood in EDTA tubes
for rWGS and 5 dried blood spots on filter paper (0.5 mL; Per-
kin Elmer; Health Sciences Spot Saver Cards; GR2261007) for
the targeted genomic sequencing platform. Parents provided
3 mL of whole blood in EDTA tubes. Blood for rWGS was
shipped on ice to Rady Children’s Institute of Genomic Medi-
cine; blood for the targeted genomic sequencing platform
was shipped at ambient temperature to Athena/Quest Diag-
nostics. To facilitate rapid interpretation, human phenotype

Key Points
Question Can a targeted genomic sequencing platform diagnose
neonates and infants suspected of having a genetic disorder as
accurately as rapid whole-genomic sequencing?

Findings In this comparative effectiveness study of 113 infants,
diagnostic and/or phenotypically related variants of unknown
significance were returned for 51 patients (45%), while 62 (55%)
had negative results; results were concordant between platforms
in 73% of patients. Of 51 positive cases, 67% differed in the
reported result because of technical limitations of the targeted
platform, interpretation of the variant, and/or filtering
discrepancies.

Meaning The diagnostic capabilities of genomic sequencing
technologies have the ability to affect clinical care but have
significant limitations that must be better understood.
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ontology (HPO) terms were provided by the site to the labo-
ratories for each patient.13 HPO terms are a standardized
vocabulary of phenotypic human abnormalities that accu-
rately describe the individual being evaluated and are used
to perform a targeted interrogation of the genome.13 Perti-
nent demographic and clinical data were recorded. Race and
ethnicity were recorded from the medical record based on
parental self-reporting. Clinical utility of findings was
assessed after return of results via a survey of the physician
of record. Changes in clinical management, medications,
surgeries, other therapies, and diagnostic testing were
recorded.

rWGS Analysis and Interpretation
Clinical rWGS and ultrarapid WGS laboratories were accred-
ited by the College of American Pathologists and certified
through the Clinical Laboratory Improvement Amendments.
The methods have been published in detail.3 HPO terms were
mapped to simple genetic diseases with VAAST (Fabric
Genomics).14

Genome sequences were aligned to human genome
assembly GRCh37 (hg19), and variants were identified with
the DRAGEN Platform (Illumina).14 Structural variants were
identified with Manta and CNVnator and filtered to retain
those coding regions of known disease genes with allele fre-
quencies less than 2% in the Rady Children’s Institute of
Genomic Medicine database.14 Nucleotide and structural
variants were automatically annotated and ranked using
Opal Clinical (Fabric Genomics) and manually interpreted
iteratively by clinical molecular geneticists according to
standard clinical guidelines.14 Genomic sequence interpreta-
tion was performed as singleton probands. Infants undiag-
nosed as singletons were reanalyzed as trios.14 If a provi-
sional diagnosis was made with a treatment identified to
prevent morbidity or mortality, it was immediately conveyed
to the caregivers. Causative variants were confirmed by
Sanger sequencing or chromosomal microarray.

Targeted Genomic Sequencing Platform Analysis
and Interpretation
The targeted genomic sequencing platform15 testing was
performed in a College of American Pathologists–accredited,
Clinical Laboratory Improvement Amendments–certified,
and New York State–licensed laboratory by Athena/Quest
Diagnostics. Genomic DNA was extracted using QIAmp
DNA methods (Qiagen). Custom oligonucleotide probe
libraries (Agilent SureSelect) captured genomic DNA regions
of interest. Sequencing was performed on a NextSeq 500
(Illumina) using paired-end 75-base pair reads. Libraries
were sequenced to a global mean targeted coverage
of approximately 300 times and a local coverage of approxi-
mately 99% of bases 20 times or more. Sequencing reads
were mapped and aligned to the reference genome GRCh37
(hg19), followed by position sorting and variant calling
using Edico Dragen version 2.6.5 (Illumina). Opal Clinical
software (Fabric Genomics) was used for variant interpreta-
tion and HPO-driven prioritization of causal variation.
Candidate variants were assessed for pathogenicity using

a standardized framework.16 Data were gathered from
multiple sources. Evidence was reviewed by a variant scien-
tist, clinical molecular geneticist, geneticist, and genetic
counselor. Plausible causal variants in genes related to
phenotype were identified based on a systems approach of
disease severity and body system combined with the
application of phenotypically driven variant ontological
reranking in the Fabric Genomics platform.17 Assessment
of variants includes inheritance pattern, frequency of
variant, variant consequence, and reports in public data-
bases. All variants were confirmed by Sanger sequencing.

Result Classification
Variants were classified as P, LP, or VUS based on HPO
terms provided and each laboratory’s interpretation in
accordance with ACMG guidelines.18 A VUS was only
reported if located in a gene that was casually related to a
genetic disease whose expected clinical features in infancy
clearly overlap with the observed phenotypes in the pro-
band. All variants were reported to ClinVar at yearly intervals
per protocol. Discordant results between laboratories were
defined as variant discrepancies that differed between
clinically significant (P and LP) and VUS and variant discrep-
ancies between VUS and not reported. In cases of discor-
dance, the infant was classified into the highest level of
variant classification. Analysis took place from March to
June 2020.

Results
To date, 113 of the targeted 400 patients (28%) have been
enrolled (eFigure in the Supplement). Pertinent clinical
and demographic data of enrolled patients are listed in
Table 1. Overall, 116 parents (79%) who were approached
consented to enrollment. A total of 102 infants (90%) were
analyzed as part of a duo or trio on the targeted genomic
sequencing platform while rWGS reflexed to a duo or trio for
71 infants (63%). Gestational age of patients ranged from 23
to 40 weeks and postmenstrual age from 27 to 83 weeks.
Sixty-seven patients (59%) were male. Enrollment per site
were as follows: Tufts Medical Center, 14; Rady Children’s
Hospital, 27; University of Pittsburgh Medical Center
Children’s Hospital, 7; Mount Sinai Kravis Children’s Hospi-
tal, 7; North Carolina Children’s Hospital, 5; and Cincinnati
Children’s Hospital Medical Center, 53. Twenty-five cases
(22%) were classified as urgent and underwent ultrarapid
sequencing.

Diagnostic and/or VUS variants were returned for 51
patients (45%), while 62 (55%) were reported as negative.
Results were concordant between platforms in 83 cases
(73%). Thirty-seven patients (33%) had a P or LP variant con-
sistent with a specific genetic diagnosis, and 14 patients
(12%) had at least 1 VUS detected by 1 or both sequencing
platforms (Figure). Patients undergoing urgent testing had 9
P/LP variants (36%) and 6 VUS (24%) (eTable 1 in the Supple-
ment). Four infants (3%) had more than 1 diagnosis, 5 (4%)
had a diagnosis and a VUS, and 2 (2%) had more than 1 VUS.
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A trisomy, tetrasomy, or a chromosomal deletion or duplica-
tion was identified in 9 patients (8%) by rWGS. Although 51
variants (9 P, 17 LP, and 25 VUS) have not previously been
reported in the literature to our knowledge, 17 of these have
been reported in ClinVar and/or gnomAD variant databases.
Twelve infants (11%) had de novo variants, highlighting the
significance of this inheritance pattern in this patient popu-
lation. Of 51 patients with variants classified as P, LP, or VUS,
results of the 2 testing platforms were discordant in 34 (67%)
because of technical limitations of the platforms, variant

interpretation, or both (Figure). Technical discrepancies
included (1) a diagnosis of a trisomy or tetrasomy (n = 3),
chromosomal duplication (n = 2), or chromosomal deletion
(n = 4), which could not be detected with the targeted
genomic sequencing platform; (2) the gene was not present
on the targeted genomic sequencing platform (n = 8); and (3)
limited coverage of the gene on the targeted genomic
sequencing platform (n = 1). There was 1 computational fil-
tering discrepancy caused by a mapping quality threshold
between laboratories. Genomic results from each laboratory
for infants with a diagnosis (n = 37) are provided in Table 2
including differences in variant interpretation, technical
limitations, and those that were fully concordant. eTable 2 in
the Supplement includes include all remaining infants with a
VUS only (n = 14). Median age at diagnosis was 22 days
(range: 3-313 days); 21 infants (58%) received a diagnosis in
the neonatal period (≤28 days of life). Significant changes
based on a diagnosis occurred in 29 infants (29 of 37 [78%]
with P/LP variant[s] detected; 29 of 113 patients [26%]
tested; Table 3) including redirection of care from comfort to
specific therapy (n = 3), redirection of care to comfort
(n = 3), and/or change in medical, surgical, subspecialist,
diagnostic testing, or other therapeutic management
(n = 23). Of 113 parents, 105 (93%) opted to receive secondary
findings for their infants, with 110 of 113 mothers (90%) and
75 of 83 fathers (90%) opting to receive their secondary find-
ings. Secondary findings were reported among 7 trios
(Table 4). Three parents and other family members were
newly diagnosed with a genetic condition based on the
infant’s diagnosis.

Discussion
The GEMINI Study has provided rapid genomic sequencing
results to 113 patients, identifying positive findings in 51
(45%) and a molecular diagnosis in 37 (33%). The NSIGHT
trial found a 43% diagnostic rate in critically ill neonates
with WGS.7 A 2018 meta-analysis exploring the clinical util-
ity of WGS and whole-exome sequencing in older children
with suspected genetic disorders revealed a diagnostic yield
of 41% and 36%, respectively.19 Beyond independent valida-
tion, the GEMINI Study affirms the significant effect that
rapid phenotypically driven genomic sequencing can have
on clinical care. Although enrollment is ongoing, the GEMINI
Study has already (1) directly informed clinical care in 29 of
37 newly diagnosed infants (78%); (2) diagnosed 3 parents
and related family members; (3) identified 51 novel variants;
and (4) identified clinically actionable secondary findings in
patients and their parents. The majority of results were pro-
vided within the first 28 days of life, demonstrating a sub-
stantial reduction in time to diagnosis. With a 79% enroll-
ment rate, the GEMINI Study reveals a strong parental desire
for testing in neonates suspected of having a genetic disor-
der. The reasons parents declined enrollment included a fear
of blaming 1 partner, belief that a neonate did not have a
genetic disorder, and disinterest in pursuing genetic testing
or participating in research.

Table 1. Demographics of Study Participants

Characteristic No. (%)

Infants, No. 113

Maternal ethnicity

Hispanic or Latino 24 (21)

Not Hispanic or Latino 85 (75)

Not reported/unknown 4 (4)

Maternal race

Unknown 9 (8)

Multiracial 4 (4)

American Indian 1 (1)

Asian 10 (9)

Black 20 (18)

Pacific Islander 0

White 65 (58)

Othera 4 (4)

Infant sex

Female 46 (41)

Male 67 (59)

Gestational age at birth, wk

<28 6 (5)

28-<34 15 (13)

34-<37 18 (16)

≥37 74 (65)

5-min Apgar score <5 9 (9)b

Postmenstrual age at time of enrollment, wk

<28 1 (1)

28-<33 5 (4)

33-<37 10 (9)

37-<44 63 (56)

44-<48 10 (9)

≥48 24 (21)

Infant age at enrollment, d

<30 67 (59)

31-60 13 (12)

61-90 10 (9)

91-120 5 (4)

>120 18 (16)

Urgent cases 25 (22)

a Parents self-reported their race as other.
b Five minute Apgar score was only available for 102 infants.
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Importantly, results have directly informed clinical care and
improved outcomes, including the identification of secondary
findings. During a phenotypically driven interpretation of a trio,
a BRCA2 pathogenic variant was found in a mother unaware
of her carrier status and a RYR1 pathogenic variant was identi-
fied in a neonate at risk of malignant hyperthermia.20 Interest-
ingly, the GEMINI Study has identified genetic conditions in par-
ents who have had lifelong signs/symptoms without a clear
cause. One father reported a history of chorea and respiratory
morbiditiesconsistentwithbrain-lung-thyroidsyndrome(patho-
genic variant in NKX2-1) after his infant’s testing established
the genetic diagnosis.21 It is likely that the rapid diagnostic ca-
pabilities of these testing platforms will translate into improved
outcomes for both parents and their children.

Unlike many prior studies exploring the diagnostic
capabilities and clinical utility of next-generation se-
quencing,4-8,22,23 neonates and their parents in the GEMINI
Study undergo simultaneous genetic analysis and variant in-
terpretation on 2 distinct platforms. The challenges associ-
ated with discrepant clinical interpretation have previously
been reported24 and are caused in part by the required com-
pilation of subjective, manual, and complex assertions that are
collected from diverse sources.18 In published comparisons,
discordance in variant classification between clinical labora-
tory directors ranged from 12% to 71%.24-28 The GEMINI Study
further highlights the challenges of integrating this technol-
ogy into care. Although there was a 73% diagnostic concor-
dance between platforms, infants with a genomic variant had
discordant reports from the 2 laboratories 67% of the time.
While 56% of these discrepancies were caused by the techni-
cal limitations of the targeted genomic panel, many were due

to the unique variant interpretation used by each laboratory.
These data are important for 2 reasons. First, despite the use
of a targeted, neonatal-specific genomic platform, some neo-
nates will require more comprehensive genomic coverage
(ie, chromosomal microarray, whole-exome sequencing,
rWGS). While the targeted genomic sequencing platform is ca-
pable of detecting small copy number variants (<1000 kilo-
bases) associated with microduplications and microdele-
tions, the platform currently does not leverage any copy
number or structural variant detection. Second, the discrep-
ant interpretation of variant results provided by each labora-
tory prompted us to report preliminary findings before study
completion. Each laboratory uses the same reported pheno-
types and HPO terms to direct genomic interpretation. Com-
putational settings used to filter and rank the variants identi-
fies some as possibly causative and can fail to identify actual
contributory variants. However, despite ACMG guidelines for
the interpretation and reporting of variants detected on next-
generation sequencing platforms,18 interpretation of the
same variants at each laboratory also contributed to discor-
dance. The ACMG guidelines are based on the association be-
tween reported findings in variant databases and/or the lit-
erature with their accompanying phenotypes. Therefore, by
reporting our preliminary findings, along with the HPO terms
that informed variant classification, we hope to improve vari-
ant detection and reporting for infants with similar pheno-
types and highlight the strengths and potential limitations of
these genomic platforms. This served as the primary impetus
for this interim report.

The capabilities of each platform may also inform clini-
cal interpretation. Patient 8 had 2 different P diagnoses,

Figure. Genomic Testing Results and Concordance Rates of Data Interpretation Between Laboratory Sites

113 Infants with genomic results

62 Infants with negative results 
100% concordance

51 Infants with 
positive results

37 P/LP variants
41% concordance

14 VUSs relevant to 
phenotype
14% concordance

28
4
5

Single P/LP variant
With greater than 1 P/LP
With P/LP + VUS

12
2

Single VUS
Participants greater
than 1 VUS

15 Concordant 
result

1 Filter 
discordance

7 Interpretation 
discordance

9 Technical
discordance

5 Interpretation
and technical
discordance

2 Concordant
result

0 Filter
discordance

8 Interpretation
discordance

3 Technical
discordance

1 Interpretation
and technical
discordance

LP indicates likely pathogenic;
P, pathogenic; VUS, variant of
unknown significance.
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1 detected by each platform. Based on the HPO terms, the
targeted genomic sequencing platform diagnosed the infant
with a maternally inherited pathogenic variant in FOXC2. On
further discussion, it was determined that 6 family mem-
bers, including the mother, had symptoms consistent with
the FOXC2 variant, which causes lymphedema-distichiasis
syndrome.29 Conversely, despite detecting the FOXC2 vari-
ant, Rady Children’s Institute of Genomic Medicine deter-
mined that a paternally inherited 22q11.2 duplication (58
genes) in the same neonate was solely responsible for the
infant’s phenotype of cleft palate, microretrognathia, and
dysmorphic facies.30 The infant’s diagnosis is a result of
both genetic findings, made possible by simultaneously run-
ning both platforms. This demonstrates the need for more
structured reporting guidelines as infants may present with
more than 1 genetic disorder.

Although all patients have physical, clinical, and/or meta-
bolic signs/symptoms highly suggestive of a genetic disorder,
a specific cause was not identified for the majority of patients
enrolled. The inability to diagnose patients is likely multifac-
torial. A rapid, phenotypically driven genome interpretation
limits examination of the entire genome. Only genes known
to be associated with clinical findings are interrogated on both
platforms. Additionally, most genetic information obtained
through WGS is not analyzed. Thus, it is possible that infants
may actually have a genetic disorder that will be identified as
analytical techniques and variant databases become more ro-
bust and/or the neonate develops additional phenotypic find-
ings. It is also likely that some infants do not have a genetic
cause for their clinical presentation. Teratogens and environ-
mental exposures during key periods in gestation and/or epi-
genetic modifications may be contributory. Finally, the re-
sults remind us of our narrow understanding of the genome,
including the role that introns likely play in genetic disease.
Although technology is no longer a barrier to rapid genomic
sequencing, we remain limited by our understanding and in-
terpretation of these complex biologic processes.

Limitations
This study is limited, in part, by its targeted, phenotypic-
driven analysis based on our current understanding of the hu-
man genome. By only interrogating areas of the genome known
to result in the patient’s presenting symptoms, a rapid return
of results may be provided at the expense of a diagnosis.

Conclusions
Preliminary results of the GEMINI Study revealed that 51 of
113 infants (45%) had an important genetic variant detected.
Fifty-one variants were novel and previously unpublished.
While there was an overall 73% concordance between plat-
forms for patients tested, of those with a positive finding,
67% received discordant results from the different methods.
By testing 2 platforms simultaneously, GEMINI has high-
lighted the need for rapid dissemination of findings to better
inform the field about novel variants and highlighted the
existing variability in genomic sequencing technologies.Ta
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Table 4. Incidental Findings Returned

Patient
No. Testing platform Condition

Condition
inheritance Gene Variant Zygosity

Variant
classification

9 rWGS Malignant hyperthermia
susceptibility

AD RYR1 c.1840C>T; p.Arg614Cys Het P

13 rWGS Bardet-Biedl syndrome 8 AR
TTC8 c.1029_1032dup;

p.Ala345AsnfsTer16a
Het LP

TTC8 c.271G>A; p.Gly91Arga Het VUS

38 rWGS
Anemia, nonspherocytic
hemolytic due to G6PD
deficiency

AR
G6PD c.292G>A; p.Val98Met Hemi P

G6PD c.466A>G; p.Asn156Asp Hemi VUS

40 rWGS Hereditary breast and
ovarian cancer syndromeb

AD BRCA2 c.6486_6489del;
p.Lys2162AsnfsTers

Het P

52 Targeted
genomic
sequencing
platform

Fabry disease XL GLA c.1103C>T; p.Ala368Vala Hemi VUS

53 rWGS Arrhythmogenic right
ventricular dysplasia,
familial, 10

AD DSG2 c.523 + 1G>Ca,c,d Het P

54

rWGS Anemia, nonspherocytic
hemolytic due to G6PD
deficiency

AR G6PD c.292G>A; p.Val98Met Het P

G6PD c.466A>G; p.Asn156Asp Homo VUS

Targeted
genomic
sequencing
platform

Glycogen storage disease II AR GAA c.922C>T; p.His308Tyra,d Het VUS

GAA c.*187_203del17InsGGGa Het VUS

Abbreviations: AD, autosomal dominant; AR, autosomal recessive; del, deletion;
dup, duplication; hemi, hemizygous; het, heterozygous; homo, homozygous;
LP, likely pathogenic; P, pathogenic; rWGS, rapid whole-genomic sequencing;
VUS, variant unknown significance; XL, x-linked.
a The variant has not been previously reported in the literature; this variant was

included in Genome Aggregation Database (gnomAD) or ClinVar.
b This variant was included in Genome Aggregation Database (gnomAD).
c Reported for parent.
d This variant was included in ClinVar.
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