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Background: Congenital hypogonadotropic hypogonadism (CHH) is a rare genetic

disease caused by Gonadotropin-Releasing Hormone (GnRH) deficiency. So far a limited

number of variants in several genes have been associated with the pathogenesis of

the disease. In this original research and review manuscript the retrospective analysis

of known variants in ANOS1 (KAL1), RNF216, WDR11, FGFR1, CHD7, and POLR3A

genes is described, along with novel variants identified in patients with CHH by the

present study.

Methods: Seven GnRH deficient unrelated Cypriot patients underwent whole exome

sequencing (WES) by Next Generation Sequencing (NGS). The identified novel variants

were initially examined by in silico computational algorithms and structural analysis of

their predicted pathogenicity at the protein level was confirmed.

Results: In four non-related GnRH males, a novel X-linked pathogenic variant in ANOS1

gene, two novel autosomal dominant (AD) probably pathogenic variants in WDR11 and

FGFR1 genes and one rare AD probably pathogenic variant inCHD7 gene were identified.
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FIGURE 4 | Identification of the p.Arg2400Trp CHD7 variant. (A) Sequence electropherogram of a male patient identified with the novel CHD7 p.Arg2400Trp variant.

(B) Multiple sequence alignment of the amino acid at position 2,400 of the CHD7 protein from various species. The conserved arginine amino acid at position 2,400 is

indicated by red color. (C) Schematic representation of the CHD7 gene and protein of a male patient identified with the novel p.Arg2400Trp variant.

to a 4.5 Angstrom shift of the neighboring antiparallel beta
sheet formation too. Such significant changes in structural
arrangements are bound to change the mechanics and function
of the FGFR1 protein (Figure 5). Lastly, the p.Arg561Gly in the
POLR3A is a fine example of a variant change from a very bulky
and positively charged residue to a small amino acid. From the 2D
interaction diagram for this residue we can deduce that only the
arginine amino acid is long enough to reach the nearby positively
charged aspartic acid residue and to establish with the latter
strong H-bonds. The glycine residue is not just small but it also
misses the essential amino-groups that are required to establish
H-bonding to the glutamic acid (Figure 6). The p.Asp792Asn
variant according to the homology model of RNF216 is exposed
to the solvent. It is located on a hairpin like loop, linking a
beta-sheet and an a-helix in an antiparallel fashion (Figure 8D).
Therefore, there is high probability that this could be an
interacting part of the RNF216 protein, judging from the rotamer
of this residue, which is pointing outwards. In this direction, we
modeled the electrostatic potential of the 792 residue position
(Figure 8E), of the adjacent residues within a 7 Angstrom radius
(Figure 8G) and of the whole RNF216 protein (Figure 8F). It was
found that the variation of aspartic acid to asparagine changes

significantly the electrostatic potential and nature of the 792
position due to the extra NH2 moiety on the asparagine amino
acid. That, coupled with the fact that all amino acids around
the 792 position are negatively charged (red color–Figure 8G,
left) is very significant as with the introduction of the asparagine
residue a positively charged group is now introduced. Taking the
abovementioned facts into consideration, we propose that the
p.Asp792Asn variant is very significant as the positively charged
moiety that is introduced could disrupt the conserved negatively
charged region of RNF216, thus leading to a considerable change
in the physicochemical and electrostatic profile of that domain
that would inevitably affect its binding/interaction potential and
would probably change its functional properties (e.g., loss of
recognition and even interaction).

DISCUSSION

The present study investigated by high-throughput whole exome
sequencing the genetic impact in patients with CHH. The seven
patients of Cypriot origin with CHH/KS were identified with
variants in genes linked with this phenotype: ANOS1, SRA1,
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FIGURE 5 | Identification of the p.Pro186Ala and p.Arg822Cys FGFR1 variants. (A) Schematic representation of the FGFR1 gene and protein. The p.Pro186Ala and

p.Arg822Cys FGFR1 variants are indicated with arrows. (B) Multiple sequence alignment of the amino acids at position 186 (i) and 822 (ii) of the FGFR1 protein from

various species. The conserved amino acids at positions 186 and 822 are indicated by red color. (C) The homology model of the FGFR1. (D) Design of the wildtype (i)

and p.Pro186Ala mutant model (ii); the wildtype and p.Pro186Ala mutant models superposed (iii). (E) 2D interaction diagram for wildtype and p.Pro186Ala mutant

models. (F) Conformational change induced upon variant. Wildtype is showing in green ribbon, while p.Pro186Ala mutant is showing in yellow ribbon.
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FIGURE 6 | Identification of the p.Arg561Gly POLR3A variant. (A) Schematic representation of the POLR3A gene and protein. The p.Arg561Gly POLR3A variant is

indicated with arrows. (B) Multiple sequence alignment of the amino acid at position 561 of the POLR3A protein from various species. The conserved arginine amino

acid at position 561 is indicated by red color. (C) The homology model for POLR3A. (D) Design of the wild type (i) and mutant model (ii) of POLR3A. (iii) Wild type and

mutant models superposed. (E) Electrostatic surface calculated and drawn for the wild type and mutant models. (F) 2D interaction diagram for wild type and mutant

models.

CHD7, WDR11, FGFR1, RNF216, and POLR3A. A total of seven
novel and two rare previously reported variants were identified in
the patients of the current study and were found as novel or very
rare in the ExAC population database (29). All these variants were

also predicted to be pathogenic by at least two computational
programs (22, 30–36). Our results once more confirmed the
genetic complexity of CHH and the roles that exemplify a
series of pleiotropic genes during development (13, 37, 38).
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FIGURE 7 | Identification of the p.Arg112Gln PROP1 variant. (A) Schematic representation of the PROP1 gene and protein. The p.Arg112Gln PROP1 variant is

indicated with arrows. (B) Multiple sequence alignment of the amino acid at position 112 of the PROP1 protein from various species. The conserved arginine amino

acid at position 112 is indicated by red color. (C) The homology model for PROP1. (D) Design of the wild type (i) and mutant model (ii) of PROP1. (iii) Wild type and

mutant models superposed. (E) Electrostatic surface calculated and drawn for the wild type and mutant models. (F) 2D interaction diagram for wild type and mutant

models.
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TABLE 3 | Prediction analysis of the variants identified.

Gene Variant PredictSNP (%) MAPP (%) PhD-SNP (%) PolyPhen-1 (%) PolyPhen-2 (%) SIFT(%) SNAP (%) PANTHER (%)

WDR11 p.Leu244Pro 61 77 68 67 56 79 50 69

SRA1 p.Ile179Thr 61 81 59 67 63 79 50 -

CHD7 p.Arg2400Trp 64 - 78 74 81 45 62 -

FGFR1 p.Pro186Ala 61 72 86 67 59 79 72 -

p.Arg822Cys 72 - 66 74 81 79 72 -

POLR3A p.Arg561Gly 87 48 82 74 50 79 62 72

PROP1 p.Arg112Gln 87 41 88 74 81 79 72 -

Percentage of confidence is shown by various prediction methods under the PredictSNP tool. Neutral and deleterious prediction effects are shown in green and red, respectively.

More specifically, we identified the novel X-linked hemizygous
truncated p.Gln82∗ pathogenic variant in the ANOS1 gene in
a 28-year-old male with CHH (Table 1). Patients with sporadic
KS/CHH due to ANOS1 gene defects have been correlated with
the phenotype of right renal agenesis/dysgenesis, thus provide
evidence for the X-linked mode of inheritance and offering the
opportunity for genetic counseling (12, 39–44). Approximately
10–20% of males with KS carry ANOS1 variants or intragenic
microdeletions (38). The majority of the X-linked KS variants
cause alteration of splicing, frameshift or stop codons leading
to synthesis of truncated anosmin (45). Nonsense variants and
full deletions in the ANOS1 gene are the most pathogenic and
lead to a truncated and absent anosmin protein, respectively
(37). Two of our normosmic male adult patients have been
identified with the novel AD p.Pro186Ala and the previously
reported p.Arg822Cys (46) variants in the FGFR1 gene. Both
of these patients were also characterized by delayed puberty
during adolescence and later CHH. In a similar fashion with
ANOS1, the expression of the FGFR1 gene is also generated in
the apparent olfactory bulbs and loss-of-function variants cause
a form of KS with autosomal dominant inheritance (4–24, 28–
50). FGFR1 is a cell surface membrane receptor that possesses
tyrosine kinase activity and mediates fibroblast growth factor
signaling (51). Patients with variants in the FGFR1 gene present
also various congenital anomalies that are not associated with
the reproductive system and are often associated with kidney
and tooth differentiation, ear and palate morphogenesis and the
development of cortico-spinal axonal tracts (52). Notably, patient
five, the 31-year-old male patient with CHH identified with
the novel FGFR1 p.Pro186Ala also shared in heterozygosity the
novel POLR3A p.Arg561Gly missense variant. This finding adds
to the already known spectrum of phenotypes resulting from
POLR3A and POLR3B variants. POLR3A and POLR3B can be
also associated to neurological or dental anomalies and isolated
hypogonadotropic hypogonadism (53).

Patient 4 in addition to the novel AD CHD7 p.Arg2400Trp
variant also carried the known MC4R p.Val103Ile variant
implicated in BMI and the novel p.Arg112gGln in the PROP1
gene. Various studies have described PROP1 gene variants as
responsible for causing combined pituitary hormone deficiency
(54–56). Heterozygous autosomal dominant loss-of-function
variants in the CHD7 gene are the major causal factor of
CHARGE syndrome (57, 58), in addition to the fact that
CHD7 variants have been also been reported in patients with

isolated CHH (59–61). Several reports have also linked PROP1
variants with gonadotroph function that progressively declines
and clinically patients with such variants maymanifest a shortage
of pubertal development, i.e., failure to enter or complete puberty
(62, 63). There are several reports of spontaneous puberty with
a posterior decline of gonadotrophic function that have been
linked to p.Arg112Ter, p.Arg120Cys, p.Phe88Ser, and c.150delA
PROP1 variants (64–67). Since the PROP1 gene is involved in
the anterior pituitary, cell lineage specification variants could
behave as an additive factor in the development of CHH
when co-inherited with variants from genes involved in normal
gonadotroph function. Such could be the case with the 18-year-
old CHH patient of the present study identified with the novel
CHD7 p.Arg2400Trp and the novel p.Arg112gGln variant in the
PROP1 gene.

In the present study, a 72-year-old anosmic KS patient
originally sought medical advice at the age of 40 in our clinic.
Since then, he remains a patient of our clinic and at the age
of 72-years he was identified with the novel AD p.Leu244Pro
in the WDR11 gene. WDR11 has been implicated in CHH and
KS, human developmental genetic disorders defined by delayed
puberty and infertility (68, 69). Several reports in CHH patients
with and without anosmia identified in heterozygosity variants
in the WDR11 gene (68). WDR11 is expressed in several adult
organs including the brain and the gonads. Comprehensive
analysis of the mouse brain displayed WDR11 expression in the
GnRH neuronal migratory location including nasal cavity and
cribriform plate area in E12.5 mouse embryo as well as the
median eminence in the adult brain, showing co-localization
with GnRH. Furthermore, WDR11 is expressed all over the
developing and adult olfactory bulb (OB) and its WD domains
are important for β-propeller formation and protein-protein
interaction (70). In addition, WDR11 interacts with EMX1, a
homeodomain transcription factor involved in the development
of olfactory neurons, andmissense variants diminish or eliminate
this interaction (68). Therefore, it is highly likely that the
impaired pubertal development in these patients results from a
deficiency of productive WDR11 protein interaction.

Interestingly, two out of the seven CHHpatients in our cohort,
a 30-year-old female (Patient 7) and a 19-year-old (Patient
3) male were both identified with variants in the SRA1 gene.
More specifically, the 30-year-old female carried in homozygosity
the previously reported p.Ile179Thr variant in the SRA1 gene
(25). The 19-year-old male also carried this same SRA1 variant
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FIGURE 8 | Identification of the p.Asp792Asn RNF216 variant. (A) Schematic representation of the RNF216 gene and protein of a male patient identified with the

novel p.Asp792Asn variant. (B) Sequence electropherogram of a male patient identified with the novel RNF216 p.Asp792Asn variant. (C) Multiple sequence alignment

of the amino acid at position 792 of the RNF216 protein from various species. The conserved aspartic acid amino acid at position 792 is indicated by red color.

(D) The p.Asp792Asn RNF216 variant is indicated with spacefill atoms. (E) The electrostatic potential surface calculated and drawn for the wild type and mutant

residues at the 792 position of RNF216. (F) The electrostatic potential surface calculated and drawn for the whole protein. In squares the regions presented in (G). (G)

The electrostatic potential surface calculated and drawn for the adjacent to the 792 position residues.
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in heterozygosity together with the novel p.Asp792Asn variant
in the RNF216 gene. As reported by Kotan et al. (25), the
variant p.Ile179Thr was reported only once in one independent
Turkish family with IHH/delayed puberty and its severity
was supported by functional studies. Using a mutant SRA1
construct, reduced co-activation of ligand-dependent activity of
the estrogen receptor alpha was demonstrated (25).

The variant p.Ile179Thr was not found in 51 Cypriots used as
controls for the purposes of the present study and was reported
with an allele frequency of 0.00081 inGnomADv2.1.1. Therefore,
most likely, a hot spot exists for this specific variant in the
greater EasternMediterranean region, suggesting a founder effect
phenomenon, which has been also seen for other rare endocrine
conditions in this area (71).

The SRA1 is a steroid receptor RNA activator that has been
shown to positively regulate the activity of the androgen receptor
and the estrogen receptor (72, 73). In recent years only a
few studies linked the SRA1 gene as responsible for causing
CHH when patients inherit pathogenic variants in the AR form
(25, 26).

The concepts of incomplete penetrance and variable
expressivity have been notified in such cases as the 19-year-old
patient where digenic variants are observed. Digenic variants
account for variable phenotypes in idiopathic hypogonadotropic
hypogonadism and other disorders and several recent and
older reports identified such conditions (17, 40, 74, 75). The
existence of digenic and oligogenic inheritance in CHH is quite
common, with about 20% of CHH cases reported to share at least
two causative variants that could result in a disease phenotype
(1, 15). The most appropriate way to examine the possibility of
low penetrance and variable expressivity of CHH genes is by
concurrently carrying out targeted genetic analyses, or preferably
by performing WES on the probands and available relatives so as
to establish digenic or oligogenic transmission.

REVIEW OF THE LITERATURE

Congenital hypogonadotropic hypogonadism (CHH) is a rare
disorder of sexual maturation characterized by GnRH deficiency
with low sex steroid levels associated with low levels of LH and
FSH. CHH may be caused by variants in numerous genes and
recent studies shed light on the complexity of CHH genetics (6,
15, 76). Over the recent few years, genetic evaluation of patients
with inherited diseases, including CHH, has increasingly utilized
massive parallel sequencing by next-generation sequencing
(NGS), that allows the concurrent investigation of thousands of
genes (1, 15, 77). At this scale of analysis, NGS is inexpensive
and rapid compared to the traditional Sanger sequencing
and is increasingly being used in medical practice. NGS has
certainly facilitated CHH genetic diagnoses and aided healthcare
professionals to provide reliable and informed genetic counseling
for patients with CHH. The crucial challenge regarding NGS
concerns the identification of true oligogenism in circumstances
involving several rare variants which do not have a clear
phenotypic effect and are identified by coincidence. Such a
challenge also concerns the identification of genes underlying

CHH pathogenesis and which are likewise reported to act in an
oligogenic context (78). Since the discovery of ANOS1 (79), more
than sixty genes have been reported to underlie CHH and were
previously considered to be inherited in the AD form (6). Herein,
we review six of these genes: ANOS1, FGFR1, CHD7, WDR11,
RNF216, and POLR3A, since novel variants in these genes have
been identified in our cohort of patients under investigation.

ANOS1 (KAL1) Gene Variants Causing
X-Linked Recessive KS/CHH
ANOS1 was the first gene linked to Kallmann syndrome (KS)
and since the early nineties when the first reports demonstrated
variants with an X-linked mode of inheritance (80–83), many
others followed throughout the years (6, 84–88). KS occurs more
frequently in males than in females, with an estimated prevalence
of 1 in 30,000 males and 1 in 120,000 females (12). Patients
with KS associated with ANOS1 pathogenic variants usually
exhibit anosmia accompanied with CHH (12, 14, 85, 86). Fewer
patients with pathogenic variants in ANOS1 are either anosmic
or hyposmic and have been reported to exhibit other signs,
such as mirror movements and renal agenesis, but they do not
always co-segregate with the variant recognized in a given family
(85, 89–91). According to the Human Gene Mutation Database
(http://www.hgmd.cf.ac.uk/ac/index.php) more than 150ANOS1
pathogenic variants have been reported as the causative factor
in KS patients. Most of these pathogenic variants mainly consist
of nucleotide deletions or insertions and to a lesser extend of
variants that involve amino acid missense substitutions (88,
92, 93). The ANOS1 gene encodes anosmin, a protein which
plays a significant role in the embryogenesis of brain, kidneys,
respiratory and digestive systems (92, 94). Anosmin, as an
extracellular matrix protein binds to the cell membrane and
stimulates the development of the olfactory system and behaves
as an axonal guidance for the GnRH neurons, the olfactory cells
and the Purkinje cerebellum neurons (95). Monogenic loss-of-
function pathogenic variants inANOS1 gene have been estimated
to account for 4–10% of KS/CHH cases and has been principally
studied in many reported cohorts (12, 41–44, 88, 96–99).

Regarding the reproductive phenotype, male KS patients with
ANOS1 variants display a complete penetrance of CHH and their
pre- and postnatal gonadotropin deficit is severe with a high
frequency of micropenis, cryptorchidism and complete absence
of gonadal development (15, 16).

FGFR1 Gene Variants Causing KS/CHH
The presence of variants in the FGFR1 gene is another important
cause of KS and was the first gene to be identified as an AD
form of the disease (49, 100). More than 140 loss-of-function
mutations in the FGFR1 gene have been reported with missense,
non-sense and frameshift defects being the most frequent (101).
Less frequent autosomal gene deletions have also been reported
in patients with CHH and KS (102, 103). FGFR1 is considered
to be a pleiotropic gene that can display different roles during
development and variants found in it can cause CHH with or
without anosmia (49, 100). Genotype-phenotype correlations in
patients with AD variants in the FGFR1 gene demonstrated some
clinical features linked with KS, such as loss of nasal cartilage,
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hearing deficit and anomalies of the limbs (6, 93, 101). The
function of FGFR1 in the normal development of the olfactory
bulb proposes the link of anosmia with GnRH deficiency in
the FGFR1-mutated patients (104). Phenotype analysis proposes
that FGFR1 elaborates in the normal migration of GnRH fetal
neurons, but this is not entirely clear-cut as a considerable
proportion of FGFR1-mutated patients have normosmic GnRH
deficiency (15). Regarding the reproductive phenotype of male
patients with FGFR1 variants, the penetrance of CHH and GnRH
deficiency is variable and ranges from profound to partial puberty
and even to reversal (1, 99, 105, 106).

Several groups have reported patients harboring FGFR1
variants linked to non-reproductive signs. Patients with
FGFR1 mutations have been reported to suffer from health
conditions such as 8p11 myeloproliferative syndrome (107, 108),
encephalocraniocutaneous lipomatosis (109, 110), Hartsfield
syndrome, a rare condition characterized by holoprosencephaly,
which is an abnormality of brain development (111, 112),
osteoglophonic dysplasia, a condition characterized by
abnormal bone growth that leads to craniofacial abnormalities
and dwarfism (113, 114) and Pfeiffer syndrome, which is
characterized by craniosynostosis (115, 116). Somatic pathogenic
variants involving the FGFR1 gene have also been reported in
several types of cancers, including the lung, breast, esophagous,
oral cavity and brain tumors (101, 117–119). Taking into
consideration the genotypic and phenotypic heterogeneity that is
observed in patients with FGFR1 variants and the fact that their
prevalence is not clearly established makes genetic counseling
rather complicated.

CHD7 Gene Variants Causing CHARGE
Syndrome and CHH/KS
CHD7 is the gene that codes for the chromodomain helicase
DNA binding protein 7 and variants found in the AD form
were first reported as the genetic cause in a series of patients
with CHARGE (coloboma, heart defect, atresia choanae, growth
retardation, genital abnormality, and ear abnormality) syndrome
(57, 120). CHARGE syndrome occurs in approximately 1 in
8,500 to 10,000 new-borns and up-to-date more than 600 CHD7
variants in the AD form have been associated with the disorder
(57, 121–124). Several other studies of families carrying CHD7
mutations in the AD form also demonstrated a broad phenotypic
variability and linked more than 50 of them with KS and
congenital hypogonadotropic hypogonadism (59, 60, 69, 125). It
has been estimated that inherited and de novo CHD7 mutations
account for 5–10 percent of all cases of KS and an accountable
number of these patients exhibit mild form features of CHARGE
syndrome, such as abnormally shaped ears, hearing loss, hare
lip/cleft palate and cardiac abnormalities (60, 61, 69, 121, 126).

WDR11 Gene Variants Causing CHH/KS
WDR11 is a member of theWD-repeat containing protein family
and comprises of twelve conserved domains of approximately 40
amino acids (68). TheWDR11 gene is located in the chromosome
10q25-26 region and is expressed in various human organs
including the brain, ear, lung, heart, kidney and the gonads
(70). WDR11 is a scaffolding protein that is involved in multiple
of cellular proceedings, including cell cycle progression, signal

transduction, apoptosis and gene regulation (70). Kim et al. first
reported that whenmutatedWDR11 is linkedwith idiopathicHH
andKS (68). Since the initial report by Kim et al. (68), a few others
followed and linked the WDR11 gene with different pathogenic
variants in male patients without anosmia and CHH (127, 128).
Recently, theWDR11 gene has also been shown to be involved in
the Hedgehog (Hh) signaling pathway which is important for the
normal ciliogenesis and when mutated can be the causal factor of
KS and HH (68, 70). Another recent report by Sutani et al. (129)
linked WDR11 as another causative gene for coloboma, cardiac
anomaly and growth retardation in the 10q26 deletion syndrome.

RNF216 Gene Variants Linked to Gordon
Holmes Syndrome
The RNF216 protein is a cytoplasmic protein which interacts with
the serine/threonine protein kinase i.e., the receptor-interacting
protein (RIP). Particular zinc finger domains of the RNF216
protein are necessary for its interaction with RIP and for the
inhibition of TNF- and IL1-induced NF-kappa B activation
pathways (130, 131). Additionally, the RNF216 protein plays
a role in the ubiquitin-proteasome system for the break-down
and degradation of unwanted proteins. Specifically, this protein
functions as an E3 ubiquitin ligase (132). Variants in the RNF216
gene have been linked with hypogonadotropic hypogonadism,
ataxia and dementia (28). More explicitly digenic homozygous
variants in RNF216 and OTUD4, which encode a ubiquitin E3
ligase and a deubiquitinase, respectively, were identified in three
affected siblings in a consanguineous family (28). Several other
recent studies also reported variants in the RNF216 gene as a
result of consanguinity to cause GordonHolmes syndrome, a rare
disorder characterized by diminished production of hormones
leading to hypogonadotropic hypogonadism and difficulty in
the coordination of movements i.e., cerebellar ataxia (133–136).
These recent findings regarding the RNF216 gene associate the
disorderly ubiquitination to neurodegeneration and reproductive
dysfunction in combination with functional studies to reveal
specific genetic interactions that cause disease.

POLR3A Gene Variants Associated With
Hypomyelinating Leukodystrophy and HH
The POLR3A gene provides instructions for the production of
the largest subunit of RNA polymerase III which is the enzyme
involved in the RNA synthesis (137). The gene is located in
chromosome 10q22.3 and variants inherited in the AR form
have been initially reported in French-Canadian families with
hypomyelinating leukodystrophy (138). Interestingly, these
families were mapped to the same locus as leukodystrophy
with oligodontia and demonstrated clinical and radiological
overlap with patients with hypomyelination, hypodontia and
hypogonadotropic hypogonadism syndrome (138). Several
other recent studies that followed also reported variants in the
POLR3A gene as being responsible for causing hypomyelination,
hypodontia and hypogonadotropic hypogonadism, thus
establishing a series of POLR3A gene variants to be associated
with polymerase III-related leukodystrophy (139–144). It
is estimated that 30–40% of patients with leukodystrophies
remain without a molecular diagnosis (138, 141). The existence
of mild and overlapping hypomyelinating leukodystrophy
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phenotypes could be attributed to heterozygous variants found
in the POLR3A gene as a result of an abnormal enzymatic
function of the RNA Pol III catalytic subunit. The role of
heterozygosity in POLR3A in the overall pathogenesis of CHH
is not well-established, and the possibility of a synergistic
effect between these variants and variants identified in other
genes cannot be excluded. Additionally, POLR3A gene could
also be speculated to be a phenocopy gene due to the observed
variability of phenotypes, therefore, patients and family members
identified with mutations in this gene should be re-evaluated for
understated and previously unrecognized clinical signs.

CONCLUSION

GnRH deficiency has been recognized both clinically and
genetically as a heterogeneous disease with a range of
different reproductive phenotypes including of congenital
GnRH deficiency with anosmia (KS) and congenital GnRH
deficiency with normal olfaction (normosmic CHH). The present
study/review discusses the involvement of known and novel
variants in patients with CHH/KS and adds up to the ontogeny
of GnRH deficiency.

Moreover, this study provides new genetic findings and
reinforces the significance of the use of NGS technology
for the accurate molecular diagnosis and treatment of this
rare condition.
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