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Abstract Type I interferons (IFNs) play a central role in the
immune defense against viral infections. Type I IFN signaling
is activated by pattern recognition receptors upon sensing of
viral nucleic acids and induces antiviral programs through
modulation of innate and adaptive immune responses. Type
I interferonopathies comprise a heterogenous group of genet-
ically determined diseases that are characterized by inappro-
priate activation of type I IFN. While their phenotypic spec-
trum is broad, ranging from severe neurological impairment to
mild cutaneous disease, systemic autoinflammation, and auto-
immuni ty are commonly shared s igns of type I
interferonopathies. Although the mechanisms underlying var-
ious disease phenotypes associated with inappropriate type I
IFN activation have yet to be fully elucidated, our current
understanding of the molecular pathogenesis of type I
interferonopathies has provided a set of candidate molecules
that can be interrogated in search of targeted therapies.
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Abbreviations
ADAR Adenosine deaminase, RNA-specific
AGS Aicardi-Goutières syndrome
CANDLE Chronic atypical neutrophilic dermatosis with

lipodystrophy and elevated temperature
syndrome

cGAMP Cyclic GMP-AMP
cGAS Cyclic GMP-AMP synthase
IFIH1 Interferon induced with helicase C domain 1
IFN Interferon
IRF Interferon-regulatory factor
ISG Interferon-stimulated gene
MAVS Mitochondrial antiviral signaling protein
MDA5 Melanoma differentiation-associated gene 5
MYD88 Myeloid differentiation primary-response

protein 88
NF-κB Nuclear factor-κB
RIG-I Retinoic acid-inducible gene 1
RNASEH2 Ribonuclease H2
RVCL Retinal vasculopathy with cerebral

leukodystrophy
SAMHD1 SAM domain and HD domain-containing

protein 1
SAVI STING-associated vasculopathy,

infantile-onset
SLE Systemic lupus erythematosus
STING Stimulator of interferon genes
TBK1 TANK-binding kinase 1
TLR Toll-like receptor
TREX1 3′ Repair exonuclease 1
TRIF TIR domain-containing adaptor protein

inducing IFN-β

Introduction

Type I interferons (IFNs), IFN-α and IFN-β, constitute the
major effector cytokines of the host immune response against
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viruses and other intracellular pathogens. Type I IFNs, which
can be produced by almost every cell, are normally not secret-
ed constitutively but induced by pattern recognition receptors
of the innate immune system that recognize danger signals
such as viral nucleic acids. Induction of type I IFN signaling
results in the transcriptional activation of numerous interferon-
stimulated genes (ISGs) which comprise a complex cross-
regulatory network of pathways to restrict viral spread, to
eliminate infected cells, and to provide protection with mini-
mum damage to the host [1, 2]. However, if inappropriately
activated, type I IFNs can be detrimental to the host by pro-
moting autoinflammatory responses and a break of immune
tolerance leading to autoimmunity. This is exemplified by the
well-recognized role of type I IFN in the pathogenesis of sys-
temic lupus erythematosus (SLE) [3].

The genetic and molecular dissection of rare Mendelian
disorders associated with inappropriate type I IFN activation
has provided unique insight into disease mechanisms that ini-
tiate and sustain autoinflammation and autoimmunity. Indeed,
funct ional analys is of the genes causing type I
interferonopathies has revealed pathways that protect the or-
ganism against inappropriate immune activation caused by
self nucleic acids, while maintaining a prompt and efficient
immune response to foreign nucleic acids derived from invad-
ing pathogens. Moreover, these findings have also contributed
to our understanding of pathomechanisms underlying certain
forms of complex SLE.

Nucleic acid sensing and type I interferon activation

Detection of viral infection by the host organism is primarily
achieved through recognition of viral nucleic acids. In den-
dritic cells, RNA and DNA of endocytosed viral particles or
apoptotic virally infected cells are recognized by toll-like re-
ceptors (TLRs) such as TLR7 and TLR9 [4]. Endosomal TLR
signaling is initiated by engagement of the adaptor proteins
myeloid differentiation primary-response protein 88
(MYD88) or TIR domain-containing adaptor protein inducing
IFN-β (TRIF). This stimulates downstream signaling path-
ways that lead to the activation of nuclear factor-κB
(NF-κB) and interferon-regulatory factors (IRFs) IFR3 and
IRF7 resulting in the induction of pro-inflammatory cytokines
and IFN-α [4].

Sensing of cytosolic nucleic acids is mediated by a growing
number of pattern recognition factors [5]. The best-studied
cytosolic RNA sensors include the ubiquitously expressed
RIG-I-like helicases retinoic acid-inducible gene 1 (RIG-I)
and melanoma differentiation-associated protein 5 (MDA5)
which activate NF-kB and IRFs via recruitment to the mito-
chondrial antiviral signaling (MAVS) adapter protein [5].
While MDA5 binds long double-stranded (dsRNA), RIG-I
ligands are rather short and characterized by a 5′-triphosphate

or a 5′-diphosphate moiety with blunt-end base pairing at the
5′-end [6–8]. RIG-I can also recognize viral DNA via the
RNA polymerase III pathway, which transcribes DNA into
5′-triphosphate RNA [9, 10]. The central mechanism of cyto-
solic DNA sensing involves the nucleotidyl transferase cyclic
GMP-AMP synthase (cGAS), which catalyzes the synthesis
of the second messenger cyclic GMP-AMP (cGAMP) follow-
ing binding of cGAS to dsDNA or single-stranded DNA
(ssDNA) [11, 12]. cGAMP then binds to the adapter molecule
stimulator of interferon genes (STING), which forms
homodimers and activates IRF3 through TANK-binding ki-
nase 1 (TBK1) resulting in the transcriptional activation of the
IFNB gene [13].

Type I IFNs bind to the interferon-α receptor (IFNAR), a
cell surface receptor composed of two subunits, IFNAR1 und
IFNAR2. Canonical type I IFN signaling activates the Janus
kinase (JAK) - signal transducer and activator of transcription
(STAT) pathway, leading to transcription of ISGs [14]. Induc-
tion of the antiviral state is mediated by autocrine and para-
crine actions of type I IFN which promote apoptosis of infect-
ed cells and alert surrounding cells to the presence of a viral
infection. This also includes immunomodulatory effects on
the adaptive immune system leading to the maturation and
proliferation of lymphocytes. Collectively, host, pathogen,
and environmental factors regulate the responses of cells to
the various type I IFN signaling pathways and determine
whether pathogens are cleared effectively or chronic infection
or autoimmune disease ensues.

Walking a fine line between non self and self

Nucleic acid sensors have evolved to recognize a feature com-
mon to all viruses—a genome composed of DNA or RNA.
However, these nucleic acid sensors have only limited capac-
ity to differentiate between non-self and self DNA or RNA,
which means that a type I IFN response can in principle also
be initiated by endogenous nucleic acids. Indeed, type I IFN
activation induced by immune recognition of self nucleic
acids is central to SLE pathogenesis [3]. Thus, virus-induced
IFN-α initiates a self-perpetuating feedback loop to drive mat-
uration and proliferation of autoreactive B cells and formation
of antinuclear autoantibodies which commonly target nucleic
acids [3]. These autoantibodies form immune complexes with
self nucleic acids originating for example from dying cells.
Following Fcγ receptor-mediated uptake of immune com-
plexes by dendritic cells, the internalized nucleic acids subse-
quently activate TLR signaling to stimulate more IFN-α-
production further promoting a loss of tolerance and autoim-
munity [15]. Given that an antiviral immune response
launched in the wrong place at the wrong time can cause
damage to the host, the organism must be equipped with effi-
cient means to overcome limitations in pattern recognition.
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This is achieved by confinement of certain nucleic acid species
to distinct cellular compartments away from the cytosolic
nucleic acid sensing machinery [4]. In addition, clearance of
DNA derived from cell debris is accomplished by nucleolytic
DNA degradation within the extracellular space or following
phagocytosis within the lysosome [16, 17]. Finally, pattern rec-
ognition is also determined by structural properties or chemical
modification of nucleic acid ligands as outlined above.

Type I interferonopathies

The term type I interferonopathy was coined by Yanick Crow
in 2011 based on the concept of grouping Mendelian disorders
associated with an abnormal upregulation of type I IFN [18].
Accordingly, type I interferonopathies comprise a growing
number of genetically determined disorders that are caused
by a dysfunction of the innate immune system. Although the
underlying molecular defects affect highly diverse biological
functions, the associated disease pathways converge to a com-
mon route which is inappropriate overproduction of type I IFN.
This is also reflected on a phenotypic level. Thus, despite a
remarkable phenotypic heterogeneity, type I interferonopathies
are commonly characterized by signs of both autoinflammation
and autoimmunity. Based on the currently identified molecular
defects, a pathogenic type I IFN response can result from (i)
abnormal accumulation of or abnormal chemical modification
of endogenous nucleic acids, (ii) enhanced sensitivity or ligand-
independent activation of nucleic acid sensors or of down-
stream components of type I IFN signaling pathways, (iii) dys-
regulated negative regulation of nucleic acid-induced type I
IFN signaling, or (iv) defects in pathways that modulate type
I IFN responses independent of nucleic acid sensing.

Aicardi-Goutières syndrome

Aicardi-Goutières syndrome (AGS) is a systemic inflamma-
tory disease with onset in early infancy [19]. In its classic
form, AGS presents as a leukoencephalopathy characterized
by basal ganglia calcifications, progressive cerebral atrophy as
well as lymphocytosis and elevated IFN-α in cerebrospinal
fluid [20]. The clinical phenotype of AGS mimics an in utero
acquired viral infection. Infants typically present with a sub-
acute onset of irritability, dystonia, seizures, and fever, leading
to severe developmental delay and microcephaly. Some pa-
tients develop signs that are also observed in patients with
SLE including hepatopathy, arthritis, thrombocytopenia, lym-
phopenia, antinuclear antibodies, as well as cold-induced cu-
taneous chilblain lesions [21, 22]. AGS patients typically ex-
hibit constitutive upregulation of ISGs in peripheral blood
cells which is also referred to as type I IFN signature [23].
The intrafamilial variability can be high with one sibling pre-
senting with classic AGS and the other with only mild spas-
ticity and normal intellectual abilities [24, 25]. AGS is a ge-
netically heterogenous disorder caused bymutations in at least
seven different genes (Fig. 1 and Table 1).

TREX1

TREX1 (AGS1; OMIM 225750) encodes 3′ repair exonucle-
ase 1, a cytosolic DNase with high specificity for ssDNA [26].
TREX1 was shown to degrade ssDNA metabolites derived
from granzyme A-mediated apoptosis [27], aberrant DNA
replication [28] or reverse transcription of retroelements
[29], remnants of ancient retroviral infection that comprise
almost half of the mammalian genome. Trex1−/−mice develop
autoimmune-mediated organ inflammation initiated in

Fig. 1 Disease pathways in nucleic acid-induced type I IFN activation.
TREX1 deficiency results in cytosolic accumulation of ssDNA derived
from aberrant DNA replication intermediates or reverse transcription of
retroelements. Defective removal of ribonucleotides from genomic DNA
due to RNase H2 deficiency or imbalances of dNTP pools due to
SAMHD1 deficiency causes genome instability. The ensuing low-level
DNA damage triggers a DNA damage response and enhanced formation

of DNA repair metabolites. The nuclease activity of SAMHD1 may also
prevent accumulation of yet unknown immunostimulatory RNA species.
Similarly, editing of dsRNA by ADAR is thought to alter its
immunostimulatory properties. Gain-of-function mutations in the
dsRNA sensors RIG-I and MDA5 (encoded by the IFIH1 gene) or in
the cGAMP-binding adaptor molecule STING lead to inadequately or
constitutively increased type I IFN signaling
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nonhematopoietic cells and succumb to heart failure
[30], a phenotype that is rescued upon ablation of type
I IFN signaling by cross-breeding these animals with
mice lacking the Irf3 or Ifnar gene [29]. TREX1 defi-
ciency results in the cytosolic accumulation of ssDNA
species that are recognized as danger signals and trigger
a type I IFN response in a cGAS/TBK1/IRF3-dependent
manner [31]. In the majority of cases, patients with
AGS1 harbor biallelic loss-of-function mutations of
TREX1. In addition, rare cases with heterozygous de
novo mutations have been described [26, 32, 33].

RNASEH2A, RNASEH2B, RNASEH2C

RNASEH2A (AGS4; OMIM 610333), RNASEH2B (AGS2;
OMIM 610181), and RNASEH2C (AGS3; OMIM 610329)

encode the three subunits of the ribonuclease H2 (RNase
H2) complex, which degrades RNA within an RNA/DNA
hybrid or cleaves the phosphodiester bond 5′ of a single ribo-
nucleotide embedded within a DNA duplex [34]. RNase H2
plays an essential role in genome integrity as it mediates re-
moval of misincorporated ribonucleotides from genomic
DNA [35, 36]. A lack of ribonucleotide excision repair ren-
ders genomic DNA susceptible to DNA strand breaks [37,
38]. Indeed, complete RNase H2 deficiency in mice is embry-
onal lethal due to a massive p53-dependent DNA damage
response without any evidence for type I IFN activation [35,
36]. In contrast, RNase H2 mutations in patients with AGS
were shown to be hypomorphic and to result in low-level
DNA damage leading to a chronic DNA damage response
and constitutive type I IFN activation possibly induced by
DNA repair metabolites [39, 40].

Table 1 Type I interferonopathies

Disease Gene Inheritance Protein function

Aicardi-Goutières syndrome TREX1 Autosomal recessive de
novo dominant

Three prime repair exonuclease; cytosolic DNase

RNASEH2A Autosomal recessive Ribonuclease H2, subunits A, B, C; ribonucleotide excision repair
RNASEH2B Autosomal recessive

RNASEH2C Autosomal recessive

SAMHD1 Autosomal recessive SAM domain and HD domain-containing protein 1; dNTP
triphosphohydrolase, RNase

ADAR1 Autosomal recessive de
novo dominant

Adenosine deaminase, RNA-specific; deamination of adenosine
to inosine in dsRNA

IFIH1 Autosomal dominant de
novo dominant

IFN-induced helicase C domain-containing protein 1; pattern
recognition receptor for dsRNA

Retinal vasculopathy with
cerebral leukodystrophy

TREX1 Autosomal dominant Three prime repair exonuclease; cytosolic DNase

Familial chilblain lupus TREX1 Autosomal dominant Three prime repair exonuclease; cytosolic DNase

SAMHD1 Autosomal dominant SAM domain and HD domain-containing protein 1; dNTP
triphosphohydrolase, RNase

STING-associated vasculopathy,
infantile-onset

STING De novo dominant
autosomal dominant

Stimulator of interferon genes; IFN-β induction in response
to cytosolic DNA

Systemic lupus erythematosus TREX1 Multifactorial Three prime repair exonuclease; cytosolic DNase

RNASEH2A-C Multifactorial Ribonuclease H2, subunits A, B, C; ribonucleotide excision repair

DNASE1 Multifactorial
autosomal dominant

Deoxyribonuclease 1; extracellular DNase

DNASE1L3 Autosomal recessive Deoxyribonuclease 1-like 3; extracellular and intracellular
DNase

Spondyloenchrondro-dysplasia ACP5 Autosomal recessive Tartrate-resistant acid phosphatase, type 5; dephosphorylation
of osteopontin

Singleton-Merten syndrome IFIH1 Autosomal dominant IFN-induced helicase C domain-containing protein 1; pattern
recognition receptor for dsRNA

RIGI Autosomal dominant Retinoic acid-inducible gene 1; pattern recognition receptor
for dsRNA

ISG15 deficiency ISG15 Autosomal recessive Interferon-stimulated gene 15; ubiquitin-like protein, modifies
proteins by ISGylation

CANDLE syndrome PSMB8 Autosomal recessive Proteasome subunit β type 8; antigen processing in
immunoproteasome

CANDLE chronic atypical neutrophilic dermatosis with lipodystrophy and elevated temperature
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SAMHD1

SAM domain and HD domain-containing protein 1
(SAMHD1; AGS5; OMIM 612952) functions as a dGTP-
dependen t t r iphosphohydro lase which conver t s
deoxynucleoside triphosphates (dNTPs) to the constituent
deoxynucleoside and inorganic triphosphate [41]. SAMHD1
restricts infection of myeloid cells with human immunodefi-
ciency virus type 1 (HIV-1) [42, 43] by depleting the dNTP
pool required for reverse transcription of the viral RNA ge-
nome [44]. SAMHD1 binds to nucleic acids and exhibits nu-
clease activity [45–48] and may therefore lead to accumula-
tion of yet undefined immunostimulatory nucleic acids.
SAMHD1 is regulated in a cell cycle-dependent manner by
cyclin A/CDK1-dependent phosphorylation [49, 50].
SAMHD1 deficiency leads to imbalances in the intracellular
dNTP pools resulting in genome instability. The ensuing
chronic DNA damage triggers a DNA damage response and
senescence accompanied by type I activation [50].

ADAR

ADAR (AGS6; OMIM 615010, adenosine deaminase, RNA-
specific) catalyzes the deamination of adenosine to inosine in
dsRNA [51]. Studies in ADAR-deficient mice have shown
that editing of dsRNAs by ADAR is required for self-
renewal capacity of hematopoietic stem cells by suppressing
apoptotic type I IFN signaling [52]. ADAR was shown to
modulate the innate immune response to RNA by altering
the immunoreactive properties of dsRNA molecules [53]. Pa-
tients with AGS6 were shown to carry biallelic as well as
heterozygous de novo mutations [51].

IFIH1

Interferon induced with helicase C domain 1 (IFIH1, AGS7;
OMIM 615846) encodes MDA5, a cytoplasmic sensor for
dsRNA [54]. Functional analysis revealed that AGS7-
associated mutations act as gain-of-function mutations and
exhibit an increased affinity for dsRNA leading to enhanced
type I IFN signaling. AGS7 causing IFIH1 mutations are
inherited in an autosomal dominant manner with reduced pen-
etrance or may arise de novo.

Retinal vasculopathy with cerebral leukodystrophy

Retinal vasculopathy with cerebral leukodystrophy (RVCL;
OMIM 192315) is an autosomal dominant disorder with onset
in early adulthood. Patients present with loss of vision, cere-
brovascular disease, and dementia [55]. Some patients also
develop migraine, glomerulopathy, as well as Raynaud’s dis-
ease. RVCL is inherited in a dominant fashion and caused by
heterozygous frameshift mutations of TREX1 that lead to C-

terminal truncation with preservation of the N-terminal DNase
domain. While RCVL was originally thought to be caused by
a structural vasculopathy, patients with RVCL have been
shown to exhibit signs of autoimmunity as well as an IFN
signature in blood suggesting an inflammatory process [56].

Familial chilblain lupus

Familial chilblain lupus is a rare monogenic form of cutaneous
lupus erythematosus with onset in early childhood. Patients
present with cold-induced bluish-red inflammatory lesions in
acral locations such as fingers, toes, nose cheeks, and ears
[57]. Some patients develop arthralgia, antinuclear antibodies,
immune complexes, as well as lymphopenia. Histological
findings include perivascular inflammatory infiltrates with in-
creased mucin formation and deposits of immunoglobulins or
complements along the basement membrane [57]. Constitu-
tive type I IFN activation is evident from increased expression
of myxovirus resistance protein 1 (MxA) in lesional skin as
well as an upregulation of IFN-stimulated genes in peripheral
blood cells [58]. Familial chilblain lupus is caused by hetero-
zygous TREX mutations (CHBL1; OMIM 610448) [32, 59].
In addition, a heterozygous SAMHD1 mutation was reported
in a single family (CHBL2; OMIM 614415) [60].

STING-associated vasculopathy, infantile-onset

STING-associated vasculopathy, infantile-onset (SAVI;
OMIM 615934) is an autoinflammatory vasculopathy causing
severe necrotizing skin lesions affecting the face, ears, nose,
and digits [61]. Many patients develop fever episodes and
inflammatory interstitial lung disease that may lead to lung
fibrosis. SAVI patients were found to harbor heterozygous
de novo mutations in STING, encoding an adaptor protein
which mediates IFN-β activation in a cGAMP/TBK1/IRF3-
dependent manner. Mutations result in a gain of function lead-
ing to constitutive activation of the IFNB promoter, even in the
absence of stimulation by cGAMP [61]. Consistent with this,
patients also show an IFN signature as well as increased levels
of IFN-induced cytokines in blood. In addition, a single family
with SAVI and lupus-like features segregating a dominant
STING mutation was reported [62].

Systemic lupus erythematosus

SLE is a prototypic autoimmune disease with a broad spec-
trum of clinical presentations encompassing virtually all or-
gans. Patients commonly experience fatigue, fever, rash, and
arthritis but may also develop more severe internal organ dis-
ease affecting the kidney, heart, or the central nervous system.
A hallmark of SLE is the formation of antinuclear antibodies
which target ubiquitous nuclear antigens including DNA. The
etiology of SLE includes both genetic and environmental
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components and numerous genes have been linked to SLE
[63]. Although the encoded genes affect diverse aspects of
both innate and adaptive immune functions, there is a large
body of evidence to support a central role of type I IFN in SLE
pathogenesis. Indeed, SLE was the first disease suspected to
be caused by inadequately increased type I IFN activity as
outlined above. In agreement with this, many SLE patients
exhibit enhanced levels of IFN-α level in the serum as well
as an IFN signature in peripheral blood cells [49, 64]. More-
over, candidate gene studies have demonstrated that individ-
uals carrying rare variants of TREX1 or the RNASEH2 genes
have an increased risk for SLE underpinning the relevance of
cell-intrinsic mechanisms of nucleic acid-induced type I IFN
activation in SLE pathogenesis [40, 65, 66]. Interestingly, ri-
bonucleotides contained in genomic DNAwere shown to pro-
mote UV light-induced photodamage in DNA, a finding that
could explain the high prevalence of photosensitivity in SLE
patients carrying RNASEH2 variants [40]. In addition, muta-
tions in nucleases responsible for the removal of extracellular
waste such as DNase 1 or DNase 1L3 were also shown to
cause SLE [67, 68]. Given that defective clearance of nucleic
acid-containing immune complexes results in IFN-α produc-
tion by dendritic cells [69], deficiency of the complement
components C1q or C4 may also be viewed as type I
interferonopathy.

Spondyloenchondrodysplasia

Spondyloenchondrodysplasia (SPENCD; OMIM 271550) is a
skeletal dysplasia characterized by enchondromatous
nonossifyingmetaphyseal and spondylar lesions [70]. Patients
exhibit varying degrees of neurological impairment including
spasticity, developmental delay, and basal ganglia calcifica-
tion. In addition, lupus-like symptoms are commonly ob-
served. Patients may also suffer from recurrent infections.
SPENCD is inherited in an autosomal recessive manner and
caused by bilallelic mutations in the ACP5 gene encoding
tartrate-resistant acid phosphatase 5 [71, 72]. Loss of
tartrate-resistant acid phosphatase (TRAP) activity results in
decreased dephosphorylation of osteopontin, a cytokine pres-
ent in bone-dissolving osteoclasts as well as in antigen-
presenting macrophages and dendritic cells [71, 72]. En-
hanced levels of active phosphorylated osteopontin are
thought to be responsible for increased bone resorption and
immune dysregulation resulting in skeletal abnormalities and
overproduction of type I interferon.

Singleton-Merten syndrome

Singleton-Merten syndrome is characterized by progressive
calcifications of large vessels, dental anomalies with peri-
odontal disease and alveolar bone resorption, as well as bone
disease with osteoporosis and osteolysis [73]. In addition,

patients may suffer from psoriasis, early-onset glaucoma and
recurrent infections. Singleton-Merton syndrome is inherited
in an autosomal dominant manner and caused by heterozy-
gous mutations in IFIH1 (SGMRT1; OMIM 182250) or RIGI
(SGMRT2; OMIM 616298) encoding cytosolic pattern recog-
nition receptors for dsRNA [74, 75]. Functional studies have
shown that IFIH1 or RIGImutations in patients act as gain-of-
function mutations which results in constitutive type IFN
activation.

ISG15 deficiency

Interferon-stimulated protein 15 (ISG15) deficiency
(immmunodeficiency 38, with basal ganglia calficiation;
OMIM 61626) is an autosomal recessive immunodeficiency
which predisposes to mycobacterial disease [76]. Patients ap-
pear to be relatively resistant to viral infection. Similar to AGS
patients, they also exhibit an IFN signature in blood and de-
velop basal ganglia calcification which may reflect an inflam-
matory vascular process [77]. ISG15 is an ubiquitin-like pro-
tein that modifies proteins by ISGylation. Absence of ISG15
in patient cells prevents the accumulation of USP18, a potent
negative regulator of type I IFN signaling, resulting in the
enhancement and amplification of type I IFN responses [77].

CANDLE syndrome

Chronic atypical neutrophilic dermatosis with lipodystrophy
and elevated temperature (CANDLE; OMIM 256040) is an
autosomal recessive autoinflammatory syndrome with onset
in infancy characterized by annular erythematous skin lesions
with partial lipodystrophy, hepatomegaly, and arthralgias. Pa-
tients may also suffer from recurrent fever, joint contractions
with muscle atrophy, and basal ganglia calcification, and their
blood cells were shown to exhibit enhanced ISG expression as
well as constitutive STAT1 phosphorylation [78]. CANDLE is
caused by homozygous mutations inPSMB8 encoding protea-
some subunit β type 8, which functions as the chymotrypsin-
like catalytic subunit of the immunoproteasome and is in-
volved in processing of MHC class-I restricted T cell epitopes
in antigen presenting cells [79].

Therapeutic implications

Type I interferonopathies are chronic multisystem diseases
causing significant and severe morbidities. The inflammatory
etiology of type I interferonopathies suggests that they are
amenable to immunomodulatory treatment. Moreover, timely
diagnosis of children with AGS may provide a window of
opportunity during which early intervention could significant-
ly limit or even prevent irreversible neurological impairment.
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Based on our current knowledge on the molecular pathogen-
esis of type I interferonopathies, targeting IFN-α/β, the
IFNAR receptor or the JAK/STAT pathway to inhibit the path-
ogenic type I IFN response might be therapeutically effective.
Undoubtedly, these advances will also foster the development
of novel compounds targeting components of the type I IFN
signaling axis such as cGAS, TBK1, and STING. In addition,
future studies will also address the potential therapeutic effi-
cacy of antiretroviral agents in patients with type I
interferonopathies.

Conclusions

Understanding the cellular and molecular functions of the
genes causing type I interferonopathies such as AGS and fa-
milial chilblain lupus has led to the identification of a number
of novel pathways of the intracellular nucleic acid metabolism
that modulate innate immune responses to prevent
autoinflammation and autoimmunity induced by inappropri-
ate immune recognition of self nucleic acids. This knowledge
will also help defining molecules and pathways that could
potentially be targeted for specific therapeutic intervention in
the future.
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