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Respiratory viral infections in otherwise healthy
humans with inherited IRF7 deficiency
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Paul Bastard2,3,4,27, Lucy Bizien3,4, Giorgia Bucciol7,8, Sara Lind Enoksson9,10, Emmanuelle Jouanguy2,3,4, Şemsi Nur Karabela11,
Taushif Khan12, Yasemin Kendir-Demirkol2, Andres Augusto Arias2,13,14, Davood Mansouri15,16, Per Marits9,10, Nico Marr12,
Isabelle Migeotte17, Leen Moens7, Tayfun Ozcelik18, Isabelle Pellier19, Anton Sendel9, Sevtap Şenoğlu11, Mohammad Shahrooei20,21,
C.I. Edvard Smith22,23, Isabelle Vandernoot17, Karen Willekens24, Kadriye Kart Yaşar11, COVID Human Genetic Effort, Peter Bergman22,25,
Laurent Abel2,3,4, Aurélie Cobat2,3,4, Jean-Laurent Casanova2,3,4,26,27**, Isabelle Meyts7,8**, and Yenan T. Bryceson1,9,28**

Autosomal recessive IRF7 deficiency was previously reported in three patients with single critical influenza or COVID-19
pneumonia episodes. The patients’ fibroblasts and plasmacytoid dendritic cells produced no detectable type I and III IFNs,
except IFN-β. Having discovered four new patients, we describe the genetic, immunological, and clinical features of seven IRF7-
deficient patients from six families and five ancestries. Five were homozygous and two were compound heterozygous for
IRF7 variants. Patients typically had one episode of pulmonary viral disease. Age at onset was surprisingly broad, from 6 mo to
50 yr (mean age 29 yr). The respiratory viruses implicated included SARS-CoV-2, influenza virus, respiratory syncytial virus, and
adenovirus. Serological analyses indicated previous infections with many common viruses. Cellular analyses revealed strong
antiviral immunity and expanded populations of influenza- and SARS-CoV-2–specific memory CD4+ and CD8+ T cells. IRF7-
deficient individuals are prone to viral infections of the respiratory tract but are otherwise healthy, potentially due to residual
IFN-β and compensatory adaptive immunity.
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Introduction
Human type I IFN–mediated immunity provides an intrinsic,
innate first line of defense against invading viruses (Lazear
et al., 2019; Schneider et al., 2014). The 17 type I IFN genes en-
code 13 forms of IFN-α, IFN-β, IFN-ε, IFN-κ, and IFN-ω. All
nucleated cells can produce IFN-β upon sensing viral infection,
and this contributes to the induction of other type I IFNs. During
viral infections, plasmacytoid dendritic cells (pDCs) produce
large quantities of IFN-α and -ω (Cella et al., 1999; Reizis, 2019;
Siegal et al., 1999). IFN-κ and IFN-ε are preferentially expressed
in the skin and reproductive tract, respectively, and are three or-
ders ofmagnitude less potent than IFN-α2 (Fung et al., 2013; Harris
et al., 2018; LaFleur et al., 2001). Nucleated cells express type I IFN
receptors, whereupon stimulation induces the transcription of type
I IFN genes and other IFN-stimulated genes (ISGs), most of which
promote antiviral immunity (Schoggins, 2019). Notably, however,
human pluripotent stem cells constitutively express ISGs and dis-
play attenuated induction of ISGs upon type I IFN stimulation
(Hong and Carmichael, 2013; Wu et al., 2018).

Ifnar1 or Ifnar2 knockout mice that lack the type I IFN re-
ceptor are susceptible to many experimental infections, but an
unexpected pattern is emerging in humans, with the corre-
sponding deficits seeming to confer vulnerability to a narrower
range of viruses (Duncan et al., 2021; Meyts and Casanova, 2021).
Autosomal recessive (AR) IFNAR1 and IFNAR2 deficiencies have
been reported in 16 and 9 patients, respectively (Abolhassani et al.,
2022; Bastard et al., 2022; Bastard et al., 2021; Duncan et al., 2015;
Duncan et al., 2022; Gothe et al., 2020; Hernandez et al., 2019;
Zhang et al., 2020). Patients with inherited STAT2 or IRF9 defi-
ciency lack ISG factor 3 (ISGF-3)—a transcription factor complex
consisting of STAT1, STAT2, and IRF9 that normally induces ISG
expression in response to type I and type III IFNs—but these
patients have a similarly narrower range of viral susceptibility
(Alosaimi et al., 2019; Hambleton et al., 2013; Hernandez et al.,
2018; Moens et al., 2017).

Patients with an apparent complete absence of type I IFN
immunity (IFNAR1, IFNAR2) or of ISGF-3 (STAT2, IRF9) are
prone to adverse reactions to live attenuated viral vaccines, such
as yellow fever virus 17D (YFV-17D) and the measles, mumps,
and rubella virus (MMR) vaccine, and are also susceptible to
HSV-1, encephalitis, and critical influenza or COVID-19 pneu-
monia (Abolhassani et al., 2022; Alosaimi et al., 2019; Bastard
et al., 2021; Bastard et al., 2022; Duncan et al., 2015; Duncan
et al., 2022; Hambleton et al., 2013; Hernandez et al., 2019;
Hernandez et al., 2018; Moens et al., 2017; Zhang et al., 2020).
The clinical penetrance of such infections in patients with type I
IFN deficiencies remains unclear. These patients seem to be
otherwise normally resistant to a number of common viruses.
By contrast, AR complete and partial STAT1-deficient patients,
with impairments of both ISGF-3 and γ-activated factor and,
thus, unresponsive to type I, II, and III IFNs, are prone to various
viral and intramacrophagic infections, resulting in early-onset
disease following a devastating course (Boehmer et al., 2020;
Burns et al., 2016; Chapgier et al., 2006; Dupuis et al., 2003; Le
Voyer et al., 2021; Sakata et al., 2020; Vairo et al., 2011).

IRFs are a family of transcription factors initially identified
on the basis of their ability to promote type I IFN production

(Miyamoto et al., 1988). IRF3 and IRF7 have been implicated in the
transcription of type I IFN genes downstream from viral sensors,
whereas other members of the IRF family promote the tran-
scription of a subset of ISGs (e.g., IRF9) or regulate leukocyte
development and differentiation (e.g., IRF8). These IRFs typically
bind regulatory DNA elements similar to those bound by ISGF-3
(IFN-stimulated response element boxes). Studies of knockout
mice have revealed a key role for IRF7 in the production of type I
and III IFNs (Honda et al., 2005). These studies also showed that
pDCs are the most potent type I and III IFN-producing cells, be-
cause of their markedly high levels of constitutive IRF7 expression
(Colonna et al., 2004; Honda and Taniguchi, 2006; Liu, 2001;
Reizis, 2019). Irf7-knockout mice are much more susceptible to
fatal HSV-1, encephalomyocarditis virus, and influenza A virus
(IAV) infections than either WT or Irf3-knockout mice, indicating
a requirement for IRF7 in immunity to both DNA and RNA viruses
(Hatesuer et al., 2017; Honda et al., 2005).

In humans, a 2.5-yr-old child with life-threatening influenza
virus pneumonia was found to be compound heterozygous for
loss-of-function (LoF) IRF7 variants (Ciancanelli et al., 2015).
This case confirmed the requirement for IRF7 for the induction
of all type I and III IFNs, with the exception of IFN-β. More
recently, two unrelated and previously healthy adults presented
with life-threatening COVID-19 pneumonia due to inherited
IRF7 deficiency (Zhang et al., 2020). Surprisingly, neither of
these patients presented any clinically severe viral infections
until the ages of 49 and 50 yr. This raises important questions
regarding the requirement for IRF7-dependent type I and III
IFNs for human immunity to viruses. With brief descriptions of
only three patients, the range of severe viral infections and the
individual penetrance of each viral infection in patients with
inherited IRF7 deficiency remained unclear. Here, we studied
the genetic, immunological, and clinical features of an interna-
tional cohort of seven patients from six kindreds and five an-
cestries with AR IRF7 deficiency, including the three previously
described patients.

Results and discussion
Patients with biallelic rare IRF7 variants
In 2015, we reported AR IRF7 deficiency in a single patient
with life-threatening influenza pneumonia (P1, F410V;Q421X;
Ciancanelli et al., 2015). In 2020, we reported another two pa-
tients with AR IRF7 deficiency (P2, P364AfsX38;P364AfsX38 and
P3, D117N;M371V) and life-threatening COVID-19 pneumonia,
providing proof-of-principle that critical influenza and COVID-
19 pneumonia can be allelic (Casanova and Abel, 2021; Zhang
et al., 2022; Zhang et al., 2020). We have now performed whole-
exome sequencing (WES) or whole-genome sequencing on the
COVID Human Genetic Effort cohort of 927 adult patients with
critical COVID-19 pneumonia (Casanova et al., 2020). We have
also analyzed a cohort of 107 patients with severe influenza
pneumonia. We searched for patients with biallelic very rare
variants of IRF7 (minor allele frequency [MAF] <0.001).

In addition to the three previously reported patients with
critical influenza or COVID-19 pneumonia, we identified one
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patient (P4) homozygous for combined IRF7 (E28Q;A62T) var-
iants and two patients (P5 and P6) homozygous for an IRF7
A280GfsX12 variant presenting with critical and severe COVID-
19, respectively. We also identified a patient (P7) homozygous
for IRF7 W91X in the cohort of patients with severe influenza.
In total, we identified seven patients from six kindreds with life-
threatening respiratory viral infections: five homozygotes and
two compound heterozygotes. Cumulatively, we identified nine
biallelic patient-associated IRF7 variants (Fig. 1, A and B; and
Table S1), five of which have previously been shown experi-
mentally to be biochemically deleterious (Ciancanelli et al., 2015;
Zhang et al., 2020). All of these IRF7 variants had combined

annotation-dependent depletion (CADD) scores—a measure-
ment of the deleteriousness of the variant used to priori-
tize causal variants in genetic analyses (Kircher et al.,
2014)—greater than 10 and above the mutation signifi-
cance cutoff (Itan et al., 2016).

Homozygous IRF7 variants in public databases
We searched for nonsynonymous or splice site variants of IRF7
present in the homozygous state in at least one individual re-
ported in the public gnomAD database (v2.1.1, IRF7 transcript
ENST00000397574.2; Karczewski et al., 2020). Four missense
variants were found: IRF7 Q412R (global MAF = 0.26), K179E

Figure 1. Patients with biallelic IRF7 variants.
(A) Pedigrees of the six kindreds containing seven pa-
tients with life-threatening viral infections (P1–P7)
bearing rare biallelic IRF7 variants. Solid black symbols
indicate patients with critical viral infections. The IRF7
genotype is indicated under each symbol. (B) The plot
depicts the population frequency of IRF7 missense and
pLoF variants (gnomAD v2.1.1) against CADD score
(v1.6, GRCh37). Symbols indicate a total of 463 variants,
4 identified exclusively in patients and 459 present in
the gnomAD database. The patient-derived variants
reported in this study are highlighted, with pLoF and
missense variants colored black and red, respectively.
The population-derived homozygous IRF7 missense
variants are highlighted in blue. (C) Schematic repre-
sentation of IRF7. The lower part represents the ge-
nomic organization of the IRF7 locus, with black
rectangles indicating the exons of the gene according
to different transcripts. Below, a track indicates ver-
tebrate nucleotide conservation across the IRF7 locus.
The upper part shows the primary protein domain
structure of IRF7. The N-terminal portion contains an
α-helical DNA binding domain, followed by domains
implicated in transactivation, autoinhibition, and reg-
ulation, as indicated. The positions of the patient-
derived biallelic and population-derived homozygous
IRF7 variants are indicated. A blue dotted line indicates
the linkage of the IRF7 K179E and Q412R variants. Hmz,
homozygous; Htz, heterozygous.
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(MAF = 0.26), R37H (MAF = 0.0006), and T254A (MAF =
0.0005; Table S1). IRF7 Q412R and K179E were in complete
linkage disequilibrium (D9 and r2 = 1) in all 1,000 Genomes
populations. We therefore considered them to form a single al-
lele, representing a common IRF7 (Q412R;K179E) variant. For the
13 biallelic IRF7 variants, including nine identified in patients,
with the other four identified in gnomAD, we found that only
two of the common gnomAD variants did not have CADD scores
above the mutation significance cutoff (Fig. 1 B and Table S1; Itan
et al., 2016; Zhang et al., 2018). The 13 IRF7 variants were located
in different segments of the IRF7 coding sequence. There were
four nonsense variants predicted to be LoF (pLoF) and nine
missense variants (Fig. 1 C). Previous functional evaluations
have shown the IRF7 R37H and T254A variants to be neutral,
whereas the IRF7 F410V, Q421X, D117N, M371V, and P364AfsX38
variants were found to be deleterious (Ciancanelli et al., 2015;
Zhang et al., 2020). No functional evaluations have been per-
formed for the other six variants.

Population genetics of the IRF7 gene
In addition to the four homozygous variants, there were 459
nonsynonymous coding and 13 splice donor or acceptor site
variants of IRF7 present in the heterozygous state in the gnomAD
database (v2.1.1, IRF7 transcript ENST00000397574.2). The
nonsynonymous coding variants comprised 389 missense, 9 in-
frame deletion or insertion, and 60 frameshift or stop-gain
variants. The most common (MAF >0.01) missense variants
were Q412R and K179E, and another 16 variants had a MAF
>0.0001 (Table S1). Seven of these variants—IRF7 R37H, R131Q,
G214E, G247R, T254A, S285T, and R423P—were found to be
neutral in functional tests (Ciancanelli et al., 2015; Zhang et al.,
2020). Four of the IRF7 variants that had not previously been
tested—IRF7 E84A, D290G, and R420W—had CADD scores >20
(CADD v1.6-GRCh37; Table S1), suggesting a likelihood of these
variants being damaging and warranting functional inves-
tigations. The stop-gain, splice donor, or acceptor variants were
all very rare (MAF <0.0001). The IRF7 A280GfsX12 variant,
found in the homozygous state in two patients with critical and
severe COVID-19 (P5 and P6, respectively), was the most fre-
quent IRF7 pLoF variant in gnomAD (MAF = 0.00009). It is lo-
cated in coding exon 6 of the gene and had a surprisingly low
CADD score (10.1). IRF7 exons 3–6 encode a transactivation do-
main that has been poorly conserved during evolution, con-
trasting with the other exons encoding the DNA-binding,
autoinhibitory, and regulatory domains of the protein (Fig. 1 C).
Furthermore, exons 3, 5, 6, and 7 are symmetric, potentially
facilitating the modular exclusion of exons 3–6 or of exon 6
alone, which would allow in-frame protein translation. The in-
dividuals heterozygous for the IRF7 A280GfsX12 variant in
gnomAD were predominantly of Swedish or Finnish ancestry
(MAF 0.0007 and 0.0002, respectively). The high regional
prevalence of this variant calls into question its putative dele-
teriousness and pathogenicity.

Expression and function of IRF7 variants in vitro
We first assessed the expression and function of the six newly
discovered patient-derived IRF7 variants and the four missense

IRF7 variants identified in a homozygous state in gnomAD. By
transfecting HEK293T cells with plasmids encoding the different
IRF7 variants, we showed that the missense variants, including
the combined (E28Q;A62T) and (K179E;Q412R) variants, were
expressed normally (Fig. 2 A). By comparison, the plasmids
encoding A280GfsX12 and W91X yielded proteins of a lower
molecular weight or resulted in a loss of expression, respec-
tively. We assessed transcriptional activity by cotransfecting
HEK293T cells with plasmids encoding the various IRF7 variants
and a luciferase reporter plasmid containing the regulatory se-
quence of IFNB, with or without Sendai virus infection, which
induces type I IFN expression. The two previously reported IRF7
LoF variants identified in P1, F410V and Q421X, served as con-
trols. We found that IRF7 E28Q had lower levels of activity than
theWT IRF7, whereas IRF7 A62T and the combined (E28Q;A62T)
variants (as seen in P4) were completely defective (Fig. 2 B). IRF7
W91X (from P7) was LoF, consistent with the DNA-binding do-
main of IRF7 being located at the N-terminus of the protein (aa
1–150). By contrast, IRF7 A280GfsX12, from P5 and P6, was less
active than IRF7 WT protein, but activity was not completely
absent. Interestingly, the two common variants, K179E and
Q412R, displayed higher and lower levels of activity, respec-
tively, than WT IRF7, when tested separately (Fig. 2 B). As these
two variants can be considered to constitute a single allele due to
their strict linkage disequilibrium, we also tested their activity
when combined into a single allele. Under these conditions, IRF7
(K179E;Q412R) had normal activity, similar to that of WT IRF7.
Thus, the three newly described homozygous IRF7 variants in
our four patients with severe respiratory viral infections are
deleterious, whereas variants found in the homozygous state in
the general population are neutral. Finally, we tested all addi-
tional variants identified in the heterozygous state in the general
population with a MAF >0.0001, some of which had relatively
high CADD scores (Table S1). IRF7 D204N, P228S, and L271P
were neutral, whereas E84A, V106E, D290G, E336K, and R420W
had low levels of activity. IRF7 H195L had higher levels of ac-
tivity than theWT IRF7. Collectively, these results are consistent
with IRF7 being under moderate negative selection, like other
genes underlying AR inborn errors of immunity (pLI = 0; con-
sensus negative selection [CoNeS] = 0.212; supervised CoNeS
[SCoNeS] = 0.858), with a cumulative pLoF = 0.001 (Rapaport
et al., 2021).

IRF7 expression and function in patients’ cells
We investigated the effect of the newly described IRF7 variants
in patients, by first assessing the induction of IRF7 expression in
peripheral blood mononuclear cells (PBMCs) stimulated with
IFN-β. Samples were available from kindreds E (P6) and F (P7).
Despite the production of IRF7 fragments of lower molecular
weight in ectopic expression systems of IRF7 A280GfsX12 (Fig. 2
A), we detected no IRF7 in the cells of patients P6 or P7 after
stimulation with IFN-β (Fig. 3 A). We previously tested pDCs
from two other IRF7-deficient patients and showed that IRF7-
deficient pDCs could produce some IFN-β upon viral or TLR
stimulation, but none of the other type I or III IFNs (Ciancanelli
et al., 2015; Zhang et al., 2020). We evaluated IRF7 activity in
patients P5, P6, and P7 by stimulating PBMCs with TLR7
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(imiquimod) or TLR9 (CpG oligodeoxynucleotide [ODN]) ago-
nists, which are known to induce strong IFN-α and TNF pro-
duction by pDCs (Cella et al., 1999; Reizis, 2019; Siegal et al.,
1999). In patients P5 and P6, pDCs did not produce IFN-α in
response to TLR7 or TLR9 agonists (Fig. 3, B and D). By contrast,
the TLR agonists induced strong TNF production by pDCs,
demonstrating a specific requirement of IRF7 for the production
of IFN-α, but not other proinflammatory cytokines, such as TNF.
Both P5 and P6 had normal numbers of pDCs in peripheral blood,
with 36 and 73 cells/μl of whole blood, respectively (healthy
reference range: 12–178 cells/μl, median 64 cells/μl, n = 38).
Similarly, pDCs from P7 did not produce IFN-α in response to
TLR7 or TLR9 agonists (Fig. 3, C and E).

Of note, the transcriptional responses of P2 pDCs to SARS-
CoV-2 and IAV infection were previously reported (Zhang et al.,
2020). Further analyses of these data reveal that pDCs from P2
failed to respond to viral stimulation, in terms of the induction
of type I and III IFNs transcripts, with the exception of IFNB1

mRNA that was weakly induced (Fig. S1). Patient PBMCs were
also treated with the TLR3 agonist poly(I:C), which stimulates
TNF expression by BDCA-3+ DCs (Jongbloed et al., 2010). No
significant difference in TNF production following TLR3 stim-
ulation was observed between the patients and healthy controls,
as expected (Fig. S2). Overall, PBMCs from patients with ho-
mozygous IRF7-truncating W91X and A280GfsX12 variants had
no IRF7 protein and displayed defective IFN-α production by
pDCs. The results of these physiological cellular assays thus in-
dicate that the IRF7 A280GfsX12 variant, which was hypomor-
phic when tested by overexpression in HEK-293T cells, is
actually an LoF variant when constitutively expressed in pDCs,
consistent with critical or severe COVID-19 pneumonia in both
patients from kindred E (P5 and P6).

Clinical characteristics of IRF7-deficient patients
All patients with biallelic IRF7 LoF variants presented clinically
with severe viral respiratory infections (Table 1). The patients

Figure 2. Expression and activity of novel IRF7 variants. (A) HEK293T cells were transiently transfected with WT or mutant forms of IRF7. IRF7 levels were
assessed by Western blotting with antibodies against the N-terminus of IRF7 or an N-terminal FLAG tag. GAPDH was used as a loading control. Representative
immunoblots from at least three independent experiments are shown. EV, empty vector. (B) HEK293T cells were transiently transfected with WT or mutant
forms of IRF7, together with an IFN-β luciferase reporter and a constitutively expressed reporter. Cells were either left untreated or infected with Sendai virus
for 24 h before the assessment of normalized luciferase activity. The significance of differences between variants and the WT (mean ± SEM of n ≥ 3 inde-
pendent experiments) was determined by two-way ANOVA (*, P < 0.05). Source data are available for this figure: SourceData F2.
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originated from five different countries: France (P1), Italy/Bel-
gium (P2), Turkey (P3), Iran (P4), Sweden (P5 and P6), and
Belgium (P7). Detailed descriptions of the clinical presentations
of P4–P7 are provided in the supplementary material, with an
update of the clinical presentations of the previously reported
P1–P3. Age at clinical presentation ranged from 6 mo to 50 yr.
Patients were healthy before presenting with severe infections
with respiratory viruses: IAV (P1 and P6), SARS-CoV-2 (P2–P5),
and respiratory syncytial virus (RSV; P7), all of which are single-
stranded RNA viruses. Five patients were hospitalized for a
single severe viral infection, whereas two suffered multiple se-
vere viral infections. Patient P6 was initially hospitalized with
IAV infection in adolescence before requiring oxygen treatment
for severe COVID-19 in 2020, and patient P7 first presented with

RSV at 6 mo of age and has since been treated for severe, con-
secutive IAV and adenovirus infections. Prophylactic measures,
such as annual influenza vaccination (P1 since 2014; P5, P6, and
P7 since 2021) and COVID-19 vaccination (P1, P2, P3, P5, P6, and
P7 in 2021), were implemented after molecular diagnosis.

Adaptive antiviral T cell immunity in IRF7-deficient patients
T cell responses are a hallmark of adaptive immunity to viral
infections (Bradley and Thomas, 2019). We therefore quantified
memory T cell responses in patients P5 and P6 in response to
stimulation with peptides from a range of common viruses. The
IFN-γ responses of the patients’ cells were similar to those of
healthy controls following stimulation with peptides from hu-
man herpesviruses, human cytomegalovirus (HCMV) and EBV

Figure 3. Patients with the newly discovered IRF7 variants do not produce IRF7 protein or IFN-α upon pDC stimulation. (A) Protein levels for IRF7 in
PBMCs with and without IFN-β stimulation for 24 h; comparison of patients and healthy controls (HC). Actin staining was used as a loading control. Rep-
resentative immunoblots (IB) from single independent experiments per patient are shown. (B and C) Frequency of IFN-α– and TNF-producing pDCs (live
Lin–CD11c–HLA-DR+CD303+CD123+) after 6 h of stimulation with imiquimod for fresh (B) and thawed (C) PBMCs. (D and E) Frequency of IFN-α– and TNF-
producing pDCs (live Lin–CD11c–HLA-DR+CD303+CD123+) after 6 h of stimulation with CpG ODN for fresh (D) and thawed (E) PBMCs. For P5 and P6, cells were
assessed at two independent time points 6 mo apart. (A–E) All data are presented as the frequency of responding cells minus the frequency of the corre-
sponding unstimulated controls. Box plots are bound by the 25th and 75th percentiles. The median is marked, and the whiskers indicate the minimum and
maximum. Individual values are plotted. Unpaired t tests were performed to compare healthy controls (HC; n = 8–9) with patients. *, P < 0.05; ****, P < 0.0001.
Source data are available for this figure: SourceData F3.
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(Fig. 4, A and B). Interestingly, both patients had significantly
higher frequencies of memory CD4+ T cells responding to three
of the five IAV peptides tested (MP1, NA, and NP) than the
controls (Fig. 4 A). Furthermore, the patients had significantly
higher frequencies of SARS-CoV-2–responding CD4+ and CD8+

memory T cells than healthy donors, including individuals with
a history of mild COVID-19. Both patients were hospitalized for
COVID-19, but only P6 had previously suffered from severe in-
fluenza, despite both P5 and P6 having high frequencies of IAV-
specific CD4+ memory T cells. Notably, the analyzed samples
were collected from the patients before vaccination against in-
fluenza and COVID-19. We also analyzed T cell responses in
patients P5 and P6 after the stimulation of whole blood with
influenza inactivated split-virus vaccine or whole inactivated
SARS-CoV-2 virus, quantifying T cell blasts after 6 d of stimu-
lation. Consistent with the frequency of CD4+ memory T cells
responding to IAV peptides (Fig. 4 A), P5 and P6 had signifi-
cantly stronger CD4+ T cell blast responses to influenza virus
vaccine stimulation than healthy controls (Fig. S3 A). In re-
sponse to SARS-CoV-2, both P5 and P6 had CD4+ and CD8+ T cell
responses within the range observed for healthy controls con-
valescing from COVID-19 (Fig. S3 B).

Adaptive antiviral B cell immunity in IRF7-deficient patients
We assessed the humoral responses to viruses by investigating
the exposure of the patients to viruses with VirScan (Xu et al.,
2015). Samples were collected from the patients before vacci-
nation against influenza and COVID-19. We found that the
patients were seropositive for pathogens commonly found in
age-matched controls, showing that they were able to control
most common pathogens, including rhinoviruses, herpesvi-
ruses, enteroviruses, Streptococcus pneumoniae, and Mycoplasma
pneumoniae (Fig. S3 C). In analyses focusing on antigens specific

to IAV, P1 and P3 were seropositive for the IAV nonstructural
1 (NS1) protein (Fig. S3 D). In analyses focusing on antigens
specific to coronaviruses, P1, P2, P3, and P6were seropositive for
SARS-CoV-2, reflecting their known history of COVID-19 (P2,
P3, and P6) and vaccination (P1). Surprisingly, P5 was sero-
negative for all four SARS-CoV-2 spike protein–specific anti-
gens. P1 and P6 were also seropositive for antigens specific to
common coronaviruses, such as 229E and NL63, suggesting that
they were able to control less virulent coronaviruses (Fig. S3 E).
In patients P5 and P6, we confirmed by classic serology that both
patients had mounted antibody responses to EBV, HSV, measles
virus, mumps virus, and rubella virus. Patients P1 and P7, who
did not present with clinical COVID-19, have been vaccinated
with three and two doses, respectively, of the BNT162b2 mRNA
vaccine. P1 responded by producing antibodies against the
SARS-CoV-2 spike protein, as demonstrated by the VirScan
analysis (Fig. S3 E). P7 also developed antibodies against the
spike protein after vaccination (anti-S IgG level 1 mo after the
second dose: 20,195 AU/ml [cutoff > 5 AU/ml]). Thus, IRF7-
deficient patients can mount robust adaptive responses to vi-
ruses and to mRNA vaccines, providing protection against se-
vere infections. Moreover, these patients were found to have
been infected with a wide range of common viruses, which they
controlled normally.

Impaired type I and III IFN expression in IRF7 deficiency
predisposes to severe respiratory viral infections
Altogether, we report inherited IRF7 deficiency in seven patients
from six kindreds in five countries. All nine alleles were hypo-
morphic when tested by overexpression in HEK293T cells (Fig. 2
B; Ciancanelli et al., 2015; Zhang et al., 2020); however, in pri-
mary cells from siblings P5 and P6, as well as P7, homozygous
expression of two of the alleles conferred a complete functional

Table 1. Genetic, demographic, and clinical features of IRF7-deficient patients

Feature P1 P2 P3 P4 P5 P6 P7

IRF7 variants
(NM_001572)

p.(Phe410Val);
p.(Gln421Ter)

p.(Pro364AlafsX38);
p.(Pro364AlafsX38)

p.(Asp117Asn);
p.(Met371Val)

p.(Glu28Gln;
Ala62Thr);
p.(Glu28Gln;
Ala62Thr)

p.(Ala280GlyfsX12);
p.(Ala280GlyfsX12)

p.(Ala280GlyfsX12);
p.(Ala280GlyfsX12)

p.(Trp91Ter);
p.(Trp91Ter)

Age at onset 2.5 yr 49 yr 50 yr 29 yr 38 yr 31 yr 6 mo

Ancestry
(Residence)

France Italy (Belgium) Turkey Iran Sweden/Finland
(Sweden)

Sweden/Finland
(Sweden)

Belgium

Viral
susceptibility

Influenza SARS-CoV-2 SARS-CoV-2 SARS-CoV-2 SARS-CoV-2 Influenza; SARS-CoV-
2; TBE virus

RSV; influenza;
adenovirus

BMI (kg/m2) 30.0 27.3 29.4 23.4 22.0

Risk factors Obesity None None None

Outcome Alive and well at
age 14 yr

Alive and well at age
50 yr

Alive and well
at age 51 yr

Died from
COVID-19 at
age 29 yr

Alive and well at age
39 yr

Alive and well at age
32 yr

Alive and well
at age 5 yr

Vaccinations Influenza since
2014; COVID-19
since 2021

Not applicable Influenza since 2021;
COVID-19 since 2021

Influenza since 2021;
COVID-19 since 2021

Influenza since
2021; COVID-
19 since 2021

Reference Ciancanelli et al.,
2016

Zhang et al., 2020 Zhang et al.,
2020
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defect. The patients from all six families thus suffer from a
complete form of AR deficiency. Inherited IRF7 deficiency un-
derlies at least four unusually severe respiratory viral infections,
with influenza and COVID-19 being the most common and se-
vere (Ciancanelli et al., 2016; Zhang et al., 2022). Themechanism
of viral pneumonia in patients with IRF7 deficiency probably
involves the disruption of type I and III IFNs in both pDCs and
respiratory epithelial cells (Ciancanelli et al., 2015; Zhang et al.,
2020), illustrated by undetectable blood IFN-α levels during
COVID-19 infection (Zhang et al., 2020). Patients with TLR3
deficiency are prone to both influenza and COVID-19 pneumo-
nia, perhaps because TLR3 regulates the basal type I IFN levels in
respiratory epithelial cells, as it does in fibroblasts and cortical
neurons (Gao et al., 2021; Lim et al., 2019; Zhang et al., 2020;
Zhang et al., 2007). By contrast, patients with TLR7 deficiency
have defective pDCs and seem to be normally resistant to in-
fluenza but highly vulnerable to COVID-19 (Asano et al., 2021).
IRF7 deficiency affects both pDCs and epithelial cells and both
type I and III IFNs. The intact type III IFN activity in IFNAR1-
deficient patients with critical COVID-19 pneumonia suggests
that the poor induction of type I IFN impairs host defense

against SARS-CoV-2 in the respiratory tract of IRF7-deficient
patients (Zhang et al., 2020). By contrast, critical influenza has
been reported in only two of the 25 patients with IFNAR1 or
IFNAR2 deficiency, suggesting that type III IFN may help to
protect against influenza in most cases, accounting for the oc-
currence of critical influenza in IRF7-deficient patients, who
have impaired production of both type I and III IFNs (Abolhassani
et al., 2022; Bastard et al., 2022; Bastard et al., 2021; Duncan et al.,
2015; Duncan et al., 2022; Gothe et al., 2020; Hernandez et al.,
2019; Zhang et al., 2020).

Variable disease penetrance in IRF7 deficiency
Penetrance is incomplete in IRF7-deficient patients, at least for
RSV, adenovirus, and influenza, although we cannot be sure that
the same serotypes infected other IRF7-deficient individuals.
There is probably higher penetrance for COVID-19, as indicated
by the two brothers (P5 and P6) manifesting life-threatening
SARS-CoV-2 infection. Only one of the brothers presented
clinically with influenza, but both had high influenza antibody
titers and T cell responses indicative of prior infection. Most
SARS-CoV-2 strains are more virulent and induce production of

Figure 4. IRF7-deficient patients have enhanced CD4+ T cell responses to influenza and coronaviruses. (A and B) Frequency of IFN-γ–producing
memory CD4+ (live Lin–CD3+CD4+CD8–CCR7–CD95+; A) or CD8+ (live Lin–CD3+CD8+CD4–CCR7–CD95+; B) T cells after stimulation with peptides or PMA +
ionomycin for 6 h. Unstimulated controls are shown on the left of the graph. Box plots are bound by the 25th and 75th percentiles. The median is marked, and
the whiskers indicate the maximum and minimum. Individual values are plotted. Unpaired t tests were performed to compare healthy controls (HC; n = 9–14)
and patients (P5 and P6). *, P < 0.05; **, P < 0.01; ***, P < 0.001; ****, P < 0.0001.
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smaller amounts of type I IFN than seasonal influenza viruses
(Blanco-Melo et al., 2020; Chu et al., 2020). The follow-up of
existing IRF7-deficient patients and the molecular diagnosis of
additional patients with this deficiency should shed further light
on the clinical infectious disease spectrum and penetrance of
IRF7 deficiency and the role of IRF7 in other noninfectious dis-
eases (Bidwell et al., 2012; Zhao et al., 2017). Irf7 knockout mice
could be studied to provide more insight into the molecular
and cellular basis of disease in IRF7-deficient patients, par-
ticular as such mice have a susceptibility to viral infections
somewhat comparable to that of IRF7-deficient patients
(Ciancanelli et al., 2016; Hatesuer et al., 2017). However, it is
difficult to model natural human infections in inbred mice,
because of the experimental nature of the infections in mice
(Casanova and Abel, 2021). The combination of such studies
with the use of induced pluripotent stem cell–derived pDCs
and respiratory epithelial cells to model these infections in
human cells could potentially elucidate some of the compen-
satory pathways reducing infectious disease penetrance
(Sontag et al., 2017).

Narrow spectrum of viral susceptibility in IRF7 deficiency
compared with other type I IFN deficiencies
It is also surprising that IRF7-deficient patients are not prone to
other viral infections repeatedly seen in many of the 25 patients
with IFNAR1 or IFNAR2 deficiency reported to date, such as
disseminated disease following MMR or YFV-17D vaccination
and HSV-1 encephalitis (Abolhassani et al., 2022; Bastard et al.,
2022; Bastard et al., 2021; Duncan et al., 2015; Duncan et al.,
2022; Gothe et al., 2020; Hernandez et al., 2019). These viral
susceptibilities, and predisposition to severe disease from ad-
ditional human herpesviruses, are also common to patients with
other core deficiencies of the type I IFN response, such as STAT1,
STAT2, and IRF9 deficiencies (Duncan et al., 2021; Meyts and
Casanova, 2021). These patients also have viral susceptibility
profiles similar in some respects to those of IRF7-deficient pa-
tients, with select cases of severe disease caused by influenza
viruses, RSV, and adenoviruses (Alosaimi et al., 2019; Hernandez
et al., 2018; Le Voyer et al., 2021). However, it is striking that the
IRF7-deficient patients have tolerated live-attenuated vaccines
and so many common viruses, particularly those infecting tis-
sues outside the respiratory tract. This finding also contrasts
with those for Irf7 knockout mice and in vitro studies with hu-
man IRF7-deficient cells, which have reported susceptibility to a
broader range of viral infections (Hatesuer et al., 2017; Honda
et al., 2005). Furthermore, pDCs from IRF7-deficient patients
lack induction of type I and III IFNs, with the exception of IFN-β,
whose induction was impaired but not abolished (Fig. S1;
Ciancanelli et al., 2015; Zhang et al., 2020).

So, how can we account for the relatively narrow and pul-
monary clinical phenotype of IRF7 deficiency relative to other
type I IFN deficiencies (e.g., IFNAR1 deficiency)? A first hy-
pothesis is that IFN-β may be involved, providing sufficient
immunity to viruses in various tissues and organs. This would
imply that IFN-β is insufficient to handle some respiratory vi-
ruses, at least in certain settings (a particularly virulent influ-
enza strain, SARS-CoV-2, or a large inoculum of RSV or

adenovirus). The lack of severe infections in IRF7-deficient
patients after vaccination with live attenuated vaccines, espe-
cially MMR, which can cause severe infections in patients with
deficiencies of STAT1, STAT2, IFNAR1, and IFNAR2, suggests
that the amplification of type I IFN signaling mediated by IRF7
may be dispensable if the attenuated strains trigger stronger
type I IFN responses than the WT virus (Poyhonen et al., 2019;
Shingai et al., 2007). Furthermore, the patients’ narrow viral
susceptibility may reflect the variable ways different viruses
interact with human cells. Herpesviruses, for example—which
were controlled normally by all IRF7-deficient patients—
employ multiple immune evasion strategies to reduce type I
IFN responses and establish latency (Garcia-Sastre, 2017;
Hoffmann et al., 2015; Weekes et al., 2014). Conceivably, this
process might limit the requirement for type I IFNs in the
control of chronic herpesvirus infections.

Alternatively, or additionally, the patients’ myeloid and
lymphoid cells may ensuremore robust innate immunity than in
patients with type I IFN receptor and signaling deficiencies. Our
data suggest that IRF7-deficient patients can have particularly
strong adaptive immunity to viruses. We show here that they
have a robust CD4+ T cell response to IAV and SARS-CoV-2
(Fig. 4). Type I IFN has been implicated in both the promotion
and limitation of T cell responses, the precise balance being
determined by the timing of type I IFN exposure relative to T cell
activation (Crouse et al., 2015). Low type I IFN levels, particu-
larly in the bloodstream, may limit the natural killer cell–
mediated killing of virus-specific T cells, thereby facilitating the
establishment of larger memory T cell pools (Crouse et al., 2014).
Established T cell responses may at least partly account for the
absence of viral disease recurrence in these patients, at least at
the time of reporting, even for respiratory tract infections, in
particular SARS-CoV-2, which is likely themost virulent virus to
have infected these patients.

In conclusion, characterization of the IRF7-deficient in-
dividuals identified to date suggests a relatively narrow sus-
ceptibility to critical infections with respiratory viruses, with
some individuals displaying strong adaptive responses that may
protect them against severe viral disease for decades. Residual
IFN-β immunity might also contribute to host defense against
viruses. Vaccination against common viral pathogens, including
SARS-CoV-2, appears to be an effective intervention that can
protect these patients from infectious disease.

Materials and methods
Patients
Samples were obtained from the probands, parents, and rela-
tives, with written informed consent. The study was approved
by the Swedish Ethical Review Authority (CovPID: 2020-01911),
the Ethics Committee UZ Leuven (BIOKID: S63807), the Ethics
Committee of Hôpital Erasme (P2020-203), the French Ethics
Committee “Comité de Protection des Personnes,” the French
National Agency for Medicine and Health Product Safety, the
“Institut National de la Santé et de la Recherche Médicale,”
in Paris, France (protocol no. C10-13); and the Rockefeller
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University Institutional Review Board in New York, NY (pro-
tocol no. JCA-0700).

Case reports
Kindred A
The clinical presentation and progression of patient P1 have
been described in detail elsewhere (Ciancanelli et al., 2015).
Patient P1 has been vaccinated against influenza annually since
2014, with one or two doses, depending on the results of post-
vaccination serologic tests. She was also vaccinated with three
doses of the COVID-19 BNT162b2mRNA vaccine (Pfizer) in 2021.
She has suffered no severe infections since 2011 and remains
EBV seronegative.

Kindred B
Patient P2 is a Belgian woman born in 1971 to first-cousin pa-
rents of Italian origin. In March 2020, she presented with a flu
syndrome, including fatigue, fever (39°C), nausea and vomiting,
myalgia, and headache. She had no history of contact with a
confirmed COVID-19 case, but her brother had developed flu-
like symptoms lasting a few days in the previous week. Upon
hospital admission 1 wk after onset, she was diagnosed with
COVID-19 based on clinical presentation: fever, crackles on
auscultation, dyspnea and hypoxemia (arterial oxygen satura-
tion of 93% despite 6 liter/min oxygen support), a typical
computerized tomography (CT) scan with bilateral basal con-
densation and widespread ground-glass opacities, and blood
test results suggestive of an inflammatory syndrome (white
blood cells: 13,680/mm3 with 84.5% polynuclear neutrophils,
11.3% lymphocytes, and 4.1% monocytes; C-reactive peptide
[CRP]: 450 ng/liter). She also had high transaminase (aspartate
aminotransferase: 53 IU/liter, alanine aminotransferase: 51 IU/
liter) and γ-glutamyl transferase (157 IU/liter) levels. COVID-19
was confirmed by a positive SARS-CoV-2 PCR test on a
nasopharyngeal swab, with negative results for IAV and
IBV antigens.

The patient rapidly developed acute respiratory distress
syndrome. She was admitted to the intensive care unit (ICU),
intubated, placed on assisted ventilation, and treated with hy-
droxychloroquine and amoxicillin/clavulanic acid for 4 d. She
was then shifted onto piperacillin/tazobactam and vancomycin.
1 wk after admission, her condition worsened owing to asthma
exacerbation, and she suffered from hypoxemia and hypercap-
nia despite assisted ventilation. She was transferred to Hôpital
Erasme for extracorporeal membrane oxygenation, which was
maintained for 4 d. She was treated with hydroxychloroquine,
lopinavir/ritonavir, piperacillin/tazobactam, corticosteroids,
and bronchodilators. She developed subglottic edema, necessi-
tating tracheostomy. Bacteriological analysis of bronchoalveolar
lavage revealed superinfection with Escherichia coli and Staphy-
lococcus aureus (cytology: leukocytes, alveolar macrophages,
bronchial cells). The patient also developed a urinary tract in-
fection with E. coli, for which she was treated with oxacillin for
10 d. She also carried multidrug-resistant Enterococcus faecium.

Progressive weaning from ventilation was initiated after 10 d on
extracorporeal membrane oxygenation, and the tracheostomy was
removed 10 d later. The patient was transferred to the pulmonology

ward and discharged 6 wk after admission. She was still extremely
malnourished and debilitated, requiring daily physiotherapy.

Relevant blood test results are as follows: blood type O+,
maximum concentrations of 47 pg/ml for IL-6, 14,808 ng/ml for
D-dimers, and 160 ng/liter for CRP. Persistent hepatic cytolysis
and cholestasis were observed during the patient’s ICU stay.
SARS-CoV-2 PCR remained positive until 1 wk before discharge.
White blood cell count in remission: 8,700/mm3, with 44.5%
neutrophils and 46.4% lymphocytes.

The patient had had asthma since the age of 30 yr, treated
with inhaled ipratropium bromide and beclomethasone. She was
overweight (body mass index [BMI] 30 kg/m2), with type 2 di-
abetes treated with metformin and tachycardia episodes treated
with bisoprolol. Previous medical history included surgery for
carpal tunnel syndrome and traumatic brain injury (with the
fortuitous discovery of benign brain lesions).

The patient’s previous infectious history is as follows: The
patient described recurrent infections since childhood. She un-
derwent tonsillectomy at ∼9 yr of age and subsequently suffered
four to five episodes of sinusitis and/or otitis per year until
adulthood. These infections were considered viral, and therefore
she rarely received antibiotics. She had four flu episodes,
twice as a teenager and twice as an adult, with 7–10 d of high
fever, fatigue, nausea and vomiting, myalgia, and dizziness.
She had never been vaccinated against influenza. She had
bronchitis with asthma exacerbation every year until a few
years ago but had never had to be hospitalized. She developed
hepatitis (digestive symptoms and icterus) in childhood, to-
gether with her siblings. She recalls suffering from mumps,
varicella, and measles as a child, as well as numerous other
infectious episodes.

She had not been vaccinated with Bacillus Calmette–Guérin.
She received a preconception recall rubella vaccine and had anti-
rubella IgG. Blood tests also revealed CMV exposure, with a
normal IgG response.

The patient’s father is diabetic and has a heart condition. She
has a sister living with the parents who has suffered from de-
pression and underwent tonsillectomy. Her brother also un-
derwent tonsillectomy and is in good health. The patient has
three healthy daughters, aged 18, 22, and 26 yr.

Kindred C
Patient P3 is a Turkish man born in 1960 who contracted
COVID-19 in April 2020. Hewas hospitalized and admitted to the
ICU. He presented with flu-like symptoms, including cough,
dyspnea, fever, headache, and myalgia. His chest x ray indicated
severe pneumonia and ground-glass opacities, consistent with
COVID-19. On admission, he had a peripheral capillary oxygen
saturation (SpO2) of 84% with oxygen support. He received 7
liters oxygen/min to keep his SpO2 at 78–84%. The patient was
initially prescribed hydroxychloroquine and azithromycin. On
day 3 of hospitalization, his body temperature increased to 39°C.
Favipravir was added to the regimen, followed by tocilizumab.
Tocilizumab was administered for 2 d and then stopped. Favi-
pravir was stopped on day 5, and the fever subsided on the third
day of treatment. The need for oxygen supplementation even-
tually subsided, and the patient was monitored, without oxygen,
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for 15 d after admission. He was discharged from the hospital
after 17 d. He has BMI of 27.3 kg/m2, does not smoke, and has no
comorbidities (no asthma, recurrent infections, immunodefi-
ciency, or hypogammaglobulinemia).

Kindred D
Patient P4, an Iranian man born in 1991, presented with flu-like
symptoms, including cough, fever, and dyspnea of 7 d duration
before admission. PCR on a nasopharyngeal sample was positive
for SARS-CoV-2. Upon admission, the patient had a SpO2 of 60%
and was intubated in the emergency ward. He was admitted to
the ICU, where he was placed on mechanical ventilation. He
received IFN-β1a (initiated at admission, 24 million IU equivalent,
three doses), methylprednisolone (40 mg/d), and hemoperfusion.
He died 20 d after admission. He had an unremarkable medical
history, a BMI of 29.4 kg/m2, did not smoke, and had no comorbid
conditions other than being overweight (no asthma, recurrent
infections, immunodeficiency, or hypogammaglobulinemia).

Kindred E
Patients P5 and P6, two brothers of Swedish/Finnish ethnic origin,
born in 1982 and 1989, respectively, suffered from critical/severe
SARS-CoV-2 infections during the first wave of the COVID-19
pandemic in Stockholm, Sweden, in the spring of 2020.

The elder brother (P5) was previously healthy, with no sig-
nificant infection episodes. As a child, he was vaccinated in ac-
cordance with the Swedish vaccination program, which includes
live MMR vaccines. In March 2020, he developed dyspnea,
cough, fever, chest pain, impaired smell and taste, diarrhea,
fatigue, and muscle and joint pain. Contact tracing suggested
that he was infected by a colleague who had recently visited
Austria. 10 d after the onset of symptoms, hewas admitted to the
infectious disease clinic at a tertiary hospital. A PCR test for
SARS-CoV-2 was positive, as subsequently confirmed by a pos-
itive serological test for IgG anti-spike receptor-binding domain
antibodies. Laboratory tests at admission showed high CRP
levels (402 mg/liter), a high leukocyte count (11.6 × 109/liter,
including 9.7 × 109 neutrophils/liter), and lymphopenia (0.6 ×
109/liter). Chest x ray showed pronounced bilateral pulmonary
opacification, predominantly in the lower lobes. Patient P5
suffered respiratory failure and was transferred to the ICU after
2 d. He required intubation with assisted ventilation for 5 d. He
spent 15 d in the ICU before returning to the infectious disease
clinic. During hospitalization, he received chloroquine phos-
phate and antibiotics (erythromycin, cefotaxime, ceftriaxone,
meropenem), but no concomitant bacterial infections were de-
tected. He was discharged home after 23 d in hospital.

3 wk after discharge, he sought medical assistance for heart
palpitations. Transient myocardial damage was suspected; ex-
ercise electrocardiogram and troponin levels were normal on
follow-up. He suffered from mild dyspnea, mild fatigue, and
body aches for a few months but, with the exception of mild
fatigue, he had almost fully recovered 6 mo after admission and
had returned to work full-time. Laboratory tests performed 7mo
after admission showed normal counts of leukocytes (4.5 × 109/
liter), neutrophils (2.6 × 109/liter), and total lymphocytes (1,500
× 106/liter). Immunoglobulin analyses were normal, with 0.97 g/

liter IgM, 11.1 g/liter IgG, and 4.1 g/liter IgA. No autoantibodies
against IFN-α2 were detected.

The younger brother of patient P5 (P6) had had recurrent ear
infections during his early school years, requiring the insertion
of a tympanostomy tube. He had also been vaccinated according
to the Swedish vaccination program for children. During his
teenage years, he suffered from two severe infectious episodes:
one influenza episode requiring hospitalization at the age of 14
yr, and one streptococcal infection requiring hospitalization and
antibiotic treatment. In the middle of April 2020, he developed
dyspnea, fever, muscle pain, and a sore throat. 7 d later, he was
admitted to the infectious disease clinic of a tertiary university
hospital. A PCR test for SARS-CoV-2 was positive and was sub-
sequently confirmed by a positive serological test for IgG anti-
spike receptor-binding domain antibodies. Laboratory tests
performed on admission showed high CRP levels (306 mg/liter),
a high leukocyte count (11.6 × 109/liter, including 7.2 × 109

neutrophils/liter), and lymphopenia (0.6 × 109/liter). IL-6 levels
were 7.7 ng/liter and procalcitonin levels were 0.63 µg/liter. The
patient’s body temperature reached 41.5°C. Oxygen treatment
was sufficient to maintain adequate blood oxygen saturation and
intubation was never needed. Tocilizumab treatment was con-
sidered, but never administered, after rapid improvement on
day 4 of hospitalization. A chest CT scan showed pronounced
bilateral pulmonary opacification that was predominantly pe-
ripheral and in the lower lobes, more pronounced on the left
side. No pulmonary embolism was detected. The patient re-
ceived cefotaxime and ceftriaxone, but no concomitant bacterial
infections were found. The patient was discharged home after
4 d of hospitalization and was able to return to work after 10 d of
sick leave.

8 mo after admission, he continued to feel a slight loss of
stamina but had otherwise fully recovered. Laboratory tests
results were normal (5.3 × 109/liter leukocytes, 3.7 × 109/liter
neutrophils, and 1.300 × 109/liter total lymphocytes). Immu-
noglobulin analyses showed IgM levels (0.43 g/liter) and IgG
levels (9.7 g/liter) to be normal and IgA levels (4.6 g/liter) to
be slightly high. No autoantibodies against IFN-α2 were
detected.

In the middle of August 2021, patient P6 developed a severe
headache with fever. After 4 d, a sudden improvement was
observed that lasted 2 d before the symptoms worsened again.
9 d after the onset of the initial symptoms, patient P6 developed
diplopia and was admitted to the infectious disease clinic at a
tertiary university hospital. He had no signs of respiratory in-
fection or cognitive impairment. During the weeks before he
developed symptoms, patient P6 had been on vacation in the
Stockholm archipelago, where he had received several tick bites.
He had received his third dose of tick-borne encephalitis (TBE)
vaccine 1 mo before the onset of symptoms. On admission, he
had a CRP concentration of 10 mg/liter, a high leukocyte count
(10.8 × 109/liter including 8.3 × 109 neutrophils/liter), and a
normal lymphocyte count (1.6 × 109/liter). Cerebrospinal fluid
(CSF) analyses revealed pleocytosis, with a high leukocyte count
(248 × 106/liter, including 226 × 106 monocytes/liter), and an
albumin concentration of 745mg/liter. Serological tests on blood
and CSF (IgG and IgM) were negative for Borrelia burgdorferi.
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Serous meningitis was suspected. PCR for the TBE virus was
negative on CSF, but serological tests were positive on both CSF
and serum, with high titers of neutralizing antibodies in the se-
rum, suggesting a breakthrough infection despite three doses of
vaccine. After 2 d in hospital, the patient’s symptoms improved
rapidly; he was discharged home after 3 d and recovered fully.

Kindred F
Patient P7 is a Belgian girl born at term in 2016, after an un-
eventful pregnancy, with a birth weight of 3,570 g and an Apgar
score of 9/10. The parents are not known to be consanguineous.
At the age of 6 mo, she was admitted to hospital with PCR-
proven RSV bronchiolitis, clinically diagnosed on the basis of
bilateral wheezing and crackles, complicated by suspected bac-
terial pneumonia, with bilateral patchy infiltrates on x ray, re-
sponding to antibiotic treatment. At the age of 7 mo, patient P7
was hospitalized with IAV bronchopneumonia and a high fever
and given oxygen therapy and antibiotic treatment. At the age of
8 mo, she was admitted for sepsis and metabolic acidosis. All
cultures (blood, urine, CSF) were negative, and no viral agent
was detected in stool samples or throat swabs (limited panel).
CRP concentration was high (189.6 g/liter). Empiric treatment
with cefotaximwas administered for 6 d in hospital, followed by
amoxicillin-clavulinic acid for 5 d. At the age of 21 mo, the pa-
tient was treated with amoxicillin-clavulanic acid for otitis
media, periorbital cellulitis, and lymphadenitis. At the age of 33
mo, she had scarlet fever (clinical diagnosis), which was treated
with oral cefadroxil for 10 d. 1 mo later, she was admitted for
high fever, exanthema, and bilateral crackles, corresponding to
bilateral bronchopneumonia on x ray. A viral swab revealed
adenovirus infection, and a throat swab was positive for Strep-
tococcus pyogenes. She was treated with i.v. amoxicillin for 6 d
and was discharged on oral amoxicillin. At the age of 3 yr and
1 mo, the patient was again admitted for high fever with cough
and dehydration. Chest x ray showed bilateral bronchopneu-
monia. CRP concentration was 280 mg/liter. The patient was
admitted for 1 wk, receiving i.v. amoxicillin-clavulanic acid, and
then oral treatment with the same drugs for 5 d. Throat swabs
remained adenovirus positive. At the age of 3 yr and 5 mo, the
patient received ambulatory treatment with 70 mg/kg amoxi-
cillin for 1 wk for pneumonia (CRP 80 mg/liter). 1 mo later, she
underwent a basic immunological assessment elsewhere, which
showed normal antibody levels and normal immunophenotyp-
ing but weak responses to the unconjugated pneumococcal
vaccine. At the age of 3 yr and 9 mo, the patient was again
hospitalized, for respiratory distress and high fever, corre-
sponding to yet another episode of bronchopneumonia, with an
upper respiratory tract swab testing positive for IAV. At this
point, the patient was referred to Leuven University Hospital for
immunological assessment. The patient suffered another epi-
sode of radiologically proven pneumonia at the age of 46 mo, for
which she was treated as an outpatient with amoxicillin/clav-
ulanic acid for 12 d. CRP concentration reached 150 mg/liter.

Upon referral, the patient appeared to be a healthy young
girl. Cystic fibrosis and primary ciliary dyskinesia had been
excluded as underlying diagnoses. Immune screening was nor-
mal except for the borderline anti-pneumococcal response.

Laboratory tests showed normal counts of total lymphocytes
(3,600 × 106/liter), and lymphocyte profiling detected nothing
aberrant. Immunoglobulin analyses showed normal IgM levels
of 0.99 g/liter, IgG levels of 9.0 g/liter, and IgA levels of 0.73 g/
liter. Trio WES was therefore performed, and the patient was
placed on azithromycin prophylaxis while awaiting the results.
Annual flu vaccination was recommended, and the patient re-
ceived two shots of the COVID-19 BNT162b16 vaccine (Pfizer)
off-label. Her vaccination schedule is otherwise up to date, and
no adverse events were noted following vaccination with MMR.
She is currently well and off all treatment. We have discussed
the option of immunoglobulin prophylaxis with the parents, but,
for now, close clinical observation is preferred.

Genetics
The methods used for high-throughput sequencing have been
described elsewhere (Zhang et al., 2020). In brief, genomic DNA
was extracted from whole blood. For WES, libraries were gen-
erated with the Twist Bioscience kit (Twist Human Core Exome
Kit), the xGen Exome Research Panel from Integrated DNA
Technologies (IDT xGen), the Agilent SureSelect V7 kit, or the
SeqCap EZ MedExome kit (Roche). Massively parallel sequenc-
ing was performed on a NovaSeq6000 system (Illumina). We
used the Genome Analysis Software Kit (v3.4-46 or 4; GATK)
best-practice pipeline to analyze our WES data (DePristo et al.,
2011). We aligned the reads obtained with the human reference
genome (hg19), using the maximum exact matches algorithm
in the Burrows–Wheeler Aligner (Li and Durbin, 2009). PCR
duplicates were removed with Picard tools (http://picard.
sourceforge.net). The GATK base quality score recalibrator
was applied to correct sequencing artifacts. For P5 and P6, Il-
lumina whole-genome sequencing, mapping, and read process-
ing and annotation were performed according to the molecular
inversion probe rare disease pipeline used at the Genomic
Medicine Center Karolinska Rare Diseases (Stranneheim et al.,
2021). Results were confirmed by Sanger sequencing.

All the variants were manually curated with Integrative Ge-
nomics Viewer and confirmed to affect the main functional
protein isoform by verifying the protein sequence before in-
clusion in further analyses. The main functional protein isoform
for IRF7 is NM_001572.5 (Zhang et al., 2020).

Cells
Blood samples were obtained in heparin-treated tubes from
patients or from healthy human donor buffy coats or heparin-
treated whole-blood samples (Karolinska University Hospital).
PBMCs were isolated by density gradient centrifugation (Lym-
phoprep; STEMCELL Technologies) and resuspended in com-
plete RPMI medium (RPMI 1640 with GlutaMAX [Gibco]
supplemented with 10% FBS [Thermo Fisher Scientific]) for
further analysis. HEK293T cells were cultured in DMEM
supplemented with 10% FBS.

Evaluation of the stability and function of IRF7 variants in an
ectopic expression system
HEK293T cells were cotransfected with a mixture of the IFN-
β–firefly luciferase reporter plasmid, the pRL-TK-Renilla luciferase
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plasmid, and the pcDNA3-IRF7 plasmid. Cells were incubated for
24 h and were then either left untreated or infected with Sendai
virus (20 units/well) for another 24 h. Reporter activity was mea-
sured with the Dual-Luciferase Reporter Assay System, and all ex-
periments were performed in technical triplicates. Firefly luciferase
activity was normalized against Renilla luciferase activity. IRF7
levels were assessed by Western blotting using anti-IRF7 antibody
(clone D2A1J; Cell Signaling) and anti-FLAG antibody (clone M2;
Sigma-Aldrich). Membranes were reprobed for HRP-conjugated
GAPDH (clone 1E6D9; PTG Lab) as a protein loading control.

Assessment of IRF7 levels in patients
Thawed PBMCs from cryopreserved samples (1 × 106 cells/well)
were stimulated by incubation in complete RPMI in a 24-well
plate. Cells were stimulated with 1,000 U/ml IFN-β (PBL Assay
Science) or left unstimulated for 24 h at 37°C under an atmos-
phere containing 5% CO2. At the end of the assay, the cells were
harvested, washed in PBS, and the cell pellets were frozen at
−20°C. Total cell lysates were subsequently prepared by lysis in
radioimmunoprecipitation assay buffer (Thermo Fisher Scien-
tific) with the inhibitors PMSF (ChemCruz) and sodium ortho-
vanadate (ChemCruz), on ice for 1 h. The lysates were then
denatured by heating at 70°C for 10 min in NuPAGE LDS sample
buffer (Invitrogen) with 50 mM 1,4-dithiothreitol (Sigma-
Aldrich) and resolved by gel electrophoresis in NuPAGE 4–12%
Bis-Tris gels (Thermo Fisher Scientific). The protein bands were
then transferred onto polyvinylidene difluoride membranes
with the iBlot 2 Dry Blotting System (Thermo Fisher Scientific).
Membranes were probed with anti-IRF7 antibody (#4920; Cell
Signaling Technology) followed by HRP-conjugated anti-rabbit
secondary antibody (Invitrogen). The membranes were then
stripped and reprobed with HRP–anti-actin antibody (Invitrogen)
as a protein loading control. Bands were visualized by enhanced
chemiluminescence with the SuperSignal West Dura Extended
Duration Substrate (Thermo Fisher Scientific) on an Odyssey
Imaging System (LI-COR Biosciences).

Antibodies for flow cytometry
We used the following antibodies from BD Biosciences:
BUV805–anti-human CD3 (clone UCHT1), BV711–anti-human
CD11c (clone B-ly6), BUV395–anti-human CD56 (clone B159),
PE-Cy7–anti-human CD95 (clone DX2), and PE–anti-human TNF
(clone MAb11). The following antibodies were obtained from
BioLegend: BV421–anti-human CCR7 (clone G043H7), BV711–
anti-human CD8a (clone SK1), BV510–anti-human CD14 (clone
M5E2), BV510–anti-human CD19 (clone HIB19), PE-Cy7–anti-
human CD123 (clone 6H6), BV421–anti-human CD303 (BDCA-2;
clone 201A), BV785–anti-human HLA-DR (clone L243), and
FITC–anti-human IFN-γ (clone 4S.B3). The Qdot605–anti-human
CD4 (clone S3.5) antibody was obtained from Thermo Fisher
Scientific. The following antibodies were obtained fromMiltenyi
Biotec: FITC–anti-human CD141 (BDCA-3; clone AD5-14H12) and
APC–anti-human IFN-α (clone LT27:295).

TLR stimulation of DCs
Freshly isolated PBMCs or thawed PBMCs from cryopreserved
samples (1.5 × 106 cells/well) were stimulated in complete RPMI

in flat-bottom 96-well plates. For cryopreserved cells, stim-
ulations were performed on freshly thawed cells, except for
imiquimod stimulations, which were performed after allowing
the cells to rest overnight. Cells were stimulated with 4 µg/ml
imiquimod (Alfa Aesar), 2 μM CpG ODN 2336 (InvivoGen),
10 μg/ml poly(I:C) (Miltenyi Biotec) or left unstimulated for 6 h
in total at 37°C, under an atmosphere containing 5% CO2. The
addition of GolgiPlug (BD Biosciences) was optimized for each
set of conditions. GolgiPlug was added after 1.5 h of stimulation
for imiquimod, 3 h after stimulation for poly(I:C), or 4.5 h after
stimulation for ODN.

At the end of the assay, cells were collected and incubated
with CF430 viability dye (Biotium) and cell-surface antibody
cocktails in FACS buffer (PBS supplemented with 1% FBS and
10 mM EDTA) at room temperature for 20 min. Cells were then
fixed by incubation in 2% formaldehyde (Sigma-Aldrich) at
room temperature for 15 min. The cells were permeabilized by
washing twice in BD Perm/Wash Buffer (BD Biosciences) and
stained for intracellular markers in Perm/Wash at room tem-
perature for 30 min. Cells were then washed in Perm/Wash and
finally resuspended in FACS buffer for acquisition on a BD
FACSymphony flow cytometer (BD Biosciences) and analysis
with FlowJo software (v10; BD Biosciences).

Peptide stimulation of T cells
Thawed PBMCs from cryopreserved samples (1 × 106 cells/well)
were stimulated in U-bottom 96-well plates with 0.5 μg/ml
pooled peptides or 10 ng/ml PMA (Sigma-Aldrich) plus 0.5 μM
ionomycin (Sigma-Aldrich) in complete RPMI. The following
peptide pools were used: CEFX Ultra SuperStim Pool MHC-I
Subset (JPT Peptide Technologies), HCMV IE-1 (JPT Peptide
Technologies), HCMV IE-2 (JPT Peptide Technologies), HCMV
pp65 (JPT Peptide Technologies), EBV BLZF with 100 μg/ml
EBNA1 (Peptides & Elephants), Peptivator H1N1 HA (Miltenyi
Biotec), Peptivator H1N1 MP1 (Miltenyi Biotec), Peptivator H1N1
MP2 (Miltenyi Biotec), Peptivator H1N1 NA (Miltenyi Biotec),
Peptivator H1N1 NP (Miltenyi Biotec), Peptivator SARS-
CoV-2 Prot-N (Miltenyi Biotec), and Peptivator SARS-
CoV-2 Prot-S Complete (Miltenyi Biotec). Cells were stimulated
for 6 h total at 37°C under an atmosphere containing 5% CO2,
with the addition of GolgiPlug (BD Biosciences) after 30 min of
stimulation. At the end of the assay, cells were collected and
incubated with CF430 viability dye (Biotium) and cell-surface
antibody cocktail in FACS buffer (PBS supplemented with 1%
FBS and 10 mM EDTA) at room temperature for 20 min. Cells
were then fixed by incubation in 2% formaldehyde (Sigma-Al-
drich) at room temperature for 15 min. The cells were per-
meabilized by washing twice in BD Perm/Wash Buffer (BD
Biosciences), before staining for intracellular markers in Perm/
Wash at room temperature for 30 min. The cells were then
washed in Perm/Wash and resuspended in FACS buffer for ac-
quisition on a BD FACSymphony flow cytometer (BD Biosciences)
and analysis with FlowJo software (v10; BD Biosciences).

Whole-blood assays of T cell–specific antigen responses
Flow cytometry assays for specific cell-mediated immune re-
sponses in activated whole blood were performed as previously
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described, to quantify CD4+ and CD8+ T cell blasts after 6 d of
antigen stimulation (Lind Enoksson et al., 2021; Marits et al.,
2014). Briefly, heparin-treated whole blood was diluted 1:10 in
GlutaMAX RPMI 1640 (supplemented with 2 mM L-glutamine,
100 IU/ml penicillin, and 100 IU/ml streptomycin). In a
U-bottom 96-well plate, cells were stimulated with influenza
inactivated split-virus quadrivalent vaccine (Vaxigrip Tetra;
Sanofi Pasteur) or UV-inactivated supernatant from cells in-
fected with SARS-CoV-2 (The Public Health Agency of Sweden)
at 37°C under an atmosphere containing 5% CO2. After 6 d of
incubation, the samples were stained with FITC–anti-human
CD3 (clone SK7) and PE–anti-human CD4 (clone SK3) anti-
bodies from BD Simultest (BD Biosciences), and erythrocytes
were lysed in IOTest lysing solution (Beckman Coulter). Samples
were acquired on a Cytoflex S flow cytometer (Beckman Coulter)
and analyzed with KaluzaC software (Beckman Coulter). Blasts
were identified as cells with high forward scatter, and the results
are expressed as blasts/μl of whole blood.

VirScan
Patient serum samples were analyzed with VirScan as previ-
ously described (Xu et al., 2015). Briefly, an oligonucleotide
library encoding 56–amino acid peptides tiling across the ge-
nomes of 206 viral species was synthesized on a releasable DNA
microarray and cloned in the T7 phage. Patient serum samples
containing 2 μg of IgG were added to the phage library, and
immunoprecipitation was performed with Protein A and G
beads. Peptides displaying enrichment in the samples were
identified by PCR and Illumina sequencing of the peptide cas-
sette from the immunoprecipitated phage.

RNA-seq
Previously published (Zhang et al., 2020; Sequence Read Ar-
chive accession no. PRJNA833449) RNA-seq data was reanalyzed
to assess the differential expression of type I and type III IFN
genes, as well as curated lists of ISGs (van der Wijst et al., 2021)
and inflammatory genes (Liberzon et al., 2011), in isolated pDCs
from P2 and a healthy control either unstimulated or cultured
with SARS-CoV-2 or IAV.

Statistics
Statistical analyses were performed with Prism software
(GraphPad).

Online supplemental material
Fig. S1 shows RNA-seq analysis of pDCs from P2 and a healthy
control cultured with SARS-CoV-2 or IAV, focusing on IFN and
inflammatory gene expression. Fig. S2 shows that BDCA-3+ DCs
from patients P5, P6, and P7 produce levels of TNF similar to
healthy controls following PBMC stimulation with TLR3 agonist
poly(I:C). Fig. S3 shows patients that P5 and P6 had significantly
stronger CD4+ T cell blast responses to influenza virus vaccine
stimulation than healthy controls and similar T cell blast re-
sponses to SARS-CoV-2 compared to healthy convalescent con-
trols. Fig. S3 also depicts VirScan analysis of all patients showing
serological evidence of prior exposure to many common
pathogens and responses to IAV and coronavirus antigens. Table

S1 details the nine biallelic patient-associated IRF7 variants, all
nonsynonymous or splicing site variants of IRF7 present in a
homozygous state in at least one individual reported in the public
gnomAD database, and all IRF7 variants present in a heterozy-
gous state in the gnomAD database with a MAF >0.0001.
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Supplemental material

Figure S1. IFN and inflammatory responses in IRF7-deficient pDCs challengedwith SARS-CoV-2 and IAV. RNA-seq analysis of isolated pDCs from P2 and
a healthy control (HC) either unstimulated or cultured with SARS-CoV-2 or IAV. (A–C) Genes in the annotated interest groups with expression >2.5-fold higher
or lower in P2 vs. HC after viral culture were plotted as a heatmap of expression z-score (A) and expression fold-change in P2 vs. HC (B and C). Data are
representative of a single experiment and reanalyzed from Zhang et al. (2020).
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Figure S2. Patients with newly discovered deleterious IRF7 variants produce normal levels of TNF after the TLR3-mediated stimulation of BDCA3+

DCs. (A and B) Frequency of TNF-producing BDCA3+ DCs (live Lin–CD123–HLA-DR+CD141+) after 6 h of stimulation with poly(I:C), for fresh (A) and thawed (B)
PBMCs. All data are presented as the frequency of responding cells minus that of the respective unstimulated controls. Box plots are bound by the 25th and
75th percentiles. The median is marked, and the whiskers indicate the maximum and minimum. Individual values are plotted. Unpaired t tests were performed
to compare healthy controls (HC; n = 8–9) and patients. FSC, forward scatter.
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Figure S3. Large numbers of influenza-specific CD4+ T cell blasts in IRF7-deficient patients. (A and B) Whole-blood CD4+ (CD3+CD4+) and CD8+

(CD3+CD4–) T cell blast responses to influenza split-virus vaccine (A) or SARS-CoV-2–inactivated virus (B) after 6 d of stimulation; comparison of healthy
controls (HC, n = 91 [A] or n = 46 [B]) with patients. For P6, cells were assessed at two independent time points 1 yr apart. Box plots are bound by the 25th and
75th percentiles with themedian marked. The whiskers indicate the 5th and 95th percentiles, and outlier values are plotted. Unpaired t tests withWelch’s correction
were performed to compare the HC and patient groups. ****, P < 0.0001. (C–E) VirScan assay showing the presence of antibodies against viruses in the serum
samples from patients and controls, with the analysis focusing on IAV (D) and coronaviruses (E). Data are representative of a single experiment. Adj Sp_score,
adjusted species score; spp_RF, significant species response frequency; AbbPep, abbreviation of peptide (SpeciesName_ProteinName_UniprotID_start_end).
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Table S1 is provided online and details the nine biallelic patient-associated IRF7 variants, all nonsynonymous or splicing site variants
of IRF7 present in a homozygous state in at least one individual reported in the public gnomAD database, and all IRF7 variants
present in a heterozygous state in the gnomAD database with an MAF >0.0001.
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