
Letter to the Editor

Application of extensively targeted
next-generation sequencing for the
diagnosis of primary immuno-
deficiencies

To the Editor:
Primary immunodeficiencies (PIDs) represent a diverse group

of inherited disorders caused by congenital defects of the immune
system. The latest International Union of Immunological
Societies classification has identified 240 causative genes, and
more than 10 new genetic causes of PIDs have been described per
year over recent years.1 A precisemolecular diagnosis for patients
with PIDs is critical for appropriate management, but a timely and
accurate genetic diagnosis in daily clinical practice is difficult.
The clinical phenotype can vary in patients with identical
genotypes, and more than 1 genotype could produce similar
clinical phenotypes. Furthermore, several congenital bone
marrow failure syndromes (CBMFSs) can mimic PIDs. For
example, patients with Fanconi anemia are reported to have
impaired CD8 T-cell and natural killer cell function.2

Recent progress in next-generation sequencing (NGS) enables
simultaneous sequencing of a massive amount of nucleic acids,3

and at least 3 studies have reported regarding the clinical
application of NGS for the diagnosis of PIDs.4-6 However, these
studies were limited because of incomplete coverage of causative
genes and the inability to detect copy number variants (CNVs). In
addition, target capture-based NGS enables detection of CNVs,
which is occasionally associated with disruption of PID-related
genes. Therefore we wished to overcome these limitations by
designing a comprehensively targeted sequencing platform that
covers 349 causal genes associated with PIDs, CBMFSs, or the
22q11.2 region (Fig 1, A).

We studied 97 patients, which included 38 with known PID
mutations and 59 without any genetic diagnoses. Genomic DNA
was extracted from frozen PBMCs. Patients’ characteristics are
listed in Table E1 in this article’s Online Repository at
www.jacionline.org. Written informed consent was obtained
from patients or their guardians, and the study was approved by
the ethics committee of the Nagoya University Graduate School
of Medicine.

A total of 349 genes associated with PIDs, CBMFSs, and the
22q11.2 region were subjected to DNA capture designed by
SureDesign (Agilent, Santa Clara, Calif; see Table E2 in this
article’s Online Repository at www.jacionline.org). PID-related
genes were selected on the basis of the 2014 International
Union of Immunological Societies classification,1 the 2014
European Society for Immunodeficiencies meeting (http://esid.
org/Working-Parties/Registry/New-ESID-Registry/List-of-disea
ses-and-genes), and the Resource of Asian Primary Immunodefi-
ciency Diseases (http://web16.kazusa.or.jp/rapid/). CBMFS-
related genes included genes associated with Fanconi anemia,
dyskeratosis congenita, congenital neutropenia, Shwachman-
Diamond syndrome, and chromosome fragility syndromes. In
addition to these genes, probes covering 5019 common single
nucleotide polymorphisms were included for copy number
analysis. The target region included the coding exon plus 10
flanking bases, and boosting was performed with the Maximize-
Performance option. As a result, 55,877 probes (2 Mb), covering

99.3% of the target region, were prepared. Target capture,
enrichment, and indexing were performed according to the
manufacturer’s instructions.

Generated libraries were sequenced on a HiSeq 2500 platform
(Illumina, San Diego, Calif). The cost of this procedure was
approximately $500 US dollars per sample. Copy number
analysis was performed by comparing the number of reads
covering each exon with unrelated control samples, as previously
described.7

Putative causative variants were interrogated for 349 candidate
genes, following the guidelined published by the American
College of Medical Genetics8; those variants were considered
the causative variants, which were reported to be pathogenic in
the literature or were otherwise highly expected to cause the
disorders (eg, nonsense, frameshift, and splice site variants).
Detected variants were validated by means of Sanger sequencing.
Our target sequencing covered 99.1% of the target-coding region
with 20 times read coverage (Fig 1, B). Our system successfully
detected all mutations and CNVs in 38 patients with preceding
genetic diagnoses (see Table E3 in this article’s Online Repository
at www.jacionline.org). Moreover, in 59 patients without genetic
diagnoses, we detected 9 diagnostic variants in 8 patients (14%,
Table I) affecting the PIK3CD, XIAP (2 patients each), RTEL1,
TERT, TYK2, and 22q11.2 regions.

In patient UPN 64 we detected the 22q11.2 lesion using CNV
analysis, which was confirmed by means of fluorescence in situ
hybridization (Fig 1, C and D). This patient was a 27-year-old
woman who met the European Society for Immunodeficiencies
criteria for common variable immunodeficiency (CVID) syn-
drome. She had no congenital malformation, and family history
was unremarkable. At 10 years of age, she began to experience
recurrent infections, particularly of the respiratory tract.
Laboratory tests revealed hypogammaglobulinemia, and she
was subsequently treated with immunoglobulin replacement
therapy.

In patient UPN 86 we found a homozygous mutation in TYK2
(c.1507C>T p.Arg503X). This patient had severe atopic
dermatitis, food allergy, and hypereosinophilia with a near-
normal IgE level.

Compared with a previous study covering 170 PID-associated
genes, our system covered an additional 107 genes associated
with PIDs and 30 genes associated with CBMFSs.4 Furthermore,
to improve the performance of CNV detection, we added probes
for 45 genes in the 22q11.2 region and 5019 single nucleotide
polymorphisms in the entire genome. Although we expanded
the target region, our system achieved better sequence coverage
compared with a previous study, which established genetic
diagnoses in 47 patients. Of note, the previously described assay
might miss genetic lesions in 11 of the 47 (23%) patients,
including PIK3CD (n 5 3), TERT (n 5 2), RTEL1 (n 5 1),
GATA2 (n 5 1), and 22q11.2 (n 5 4) mutations and deletions,
suggesting improved clinical utility of our comprehensively
designed target capture.

CVID is the most common PID, representing a heterogeneous
group of hypogammaglobulinemias of largely unknown
molecular defects. Our system established a genetic diagnosis
of 22q11.2 deletion syndrome (22q11.2DS) in a patient with
CVID in accordance with a previous study, reporting that a
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subgroup of patients with adult 22q11.2DS could have
hypogammaglobinemia.9 Moreover, the incidence of this
syndrome is relatively high compared with that of other PIDs.
Therefore patients with CVID should always be evaluated for
the possibility of 22q11.2DS. In this context our customized
design to capture this chromosomal lesion is useful.

Recent studies revealed that newborn screening for T-cell
receptor excision circles can efficiently detect infants with severe

combined immunodeficiency and complete DiGeorge syndrome
(mainly because of 22q11.2DS).10 Our comprehensive genetic
diagnostic system covering virtually all of the PID genes and
22q11.2DS, would provide an effective genetic confirmation
test for infants with positive results on T-cell receptor excision
circle screening tests, who require precise and rapid genetic
diagnoses for appropriate clinical management.

In summary, we developed an NGS-based comprehensive,
rapid, and efficient PID diagnostic system that could become a
first-line genetic analysis of PID-suspected patients, including
infants with positive newborn screening results.
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FIG 1. Comprehensively designed target sequencing system. A, Venn diagram for gene selection.

Two hundred eighty-six genes were associated with PIDs, 42 with CBMFSs, and 47 with the 22q11.2 region.

B, Read coverage of each gene. The percentage of coverage in each gene with 203 reads is plotted. More

than 95% of the target genes are covered with 203 reads in 90% of the coding region. C, 22q11.2 deletion

detected in patient UPN 64. The estimated copy number of each probe (exon or single nucleotide

polymorphism) is plotted along with chromosome 22. D, Fluorescence in situ hybridization analysis of

the same patient. Two ARSA (located near the terminus of 22q) signals (green) and one Tuple1 (located

in 22q11.2) signal (red) were detected in 98% of the observed cells.

TABLE I. Detected mutations in patients without genetic

diagnoses

UPN Clinical diagnosis Gene Mutation

47 IgG2 deficiency PIK3CD c.3061G>A, p.E1021K
64 CVID (22q11.2) Microdeletion

72 DKC TERT Microdeletion

80 IgG2 deficiency PIK3CD c.3061G>A, p.E1021K
86 HES TYK2 c.1507C>T, p.R503X

95 DKC RTEL1 c.2127C>A, p.F709L
RTEL1 c.10211G>A, splice site

102 XLP XIAP c.978-1G>A, splice site

104 HPS XIAP c.105611_4delGTAA, splice site

DKC, Dyskeratosis congenita; HES, hypereosinophilic syndrome; HPS,

hemophagocytic syndrome; XLP, X-linked lymphoproliferative disorder.
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